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Part Il. 7|2 OIO0IH

K3 BioProject H&

O (&47) KOBIC %4 F th AR/ AE oA %y

O (A%) £ F2e vlole AT HoHE 55 A, 97 ZzAEd e
MBHQ) ARE 52 v 20l o] HfHde] £FHo| Y& BE 7
HolHE FHL A7) A A AAZ FAs ok s S

[] (3]' Aol a3k Z]-E_) NCBI BioProject(https://ncbi.nlm.nih.gov/bioproject/ )9
FAe os YHAS

I}E 1. Submitter information (SSXI 1Al

B 11

[J Submitter= S=AIEE & HolH F4dge] WIS 95ty
L2 A S 2 Pl(Principal Investigator; AAF# =) o]ojof gF

[ PI7F opbd Abgh(ell: A4 &4 s o] submits she -9 <3 2—1>9
PIo} AAAES dEd &, PIY ABS AHESHY submit® o+ U+

M: Mandatory
O: Optional
<3# 2-1>
= Il 2~
No 52 Rt L=
1|Name of submitter M |MHE(YE): Name of the submitter
(E2Xle| ¥2 0|2) HE(ITE): S5 =7 oI5

ZM(FE): Last name, First name, Middie name, where middle name

ZoU(FE): 4, 0|52 =MZE A

o Al: Hong, Gil Dong, or Smith, John, F




= Il =)
N 2= 22 8w
2|Name of submitter in Korean M |[MEHE(FE): SEAL 2 0l8
== = g|l= =
(S=Ate| =2 0l5) AAl(==): 82ds
3|Primary e-mail of submitter M |AHE(HE): Submitter's primary e-mail of the submitter
(E2XIe| F oY =) HMY(FR): SEAUI F2 ARBs= olHd Fa
4|Secondary e-mail of submitter O |MH(YE): Submitter's secondary e-mail of the submitter
(E2Xo| & o|H|Y FA) MO(ZE): SEXPL 2EX2 ARRSHE oo F4
5|Name of submitter’s organization M |AHE(HE): Name of organization of the submitter
(E2X 2% 7|®o] ¥e2g) HY(FE): SFA o5 7|2 I2Y
O Al: Seoul National University
6|Name of submitter’'s organization M A[(=R): Meisw
in Korean
(E5AL &% 7|2 Z2Y)
7|Department of submitter M |[AH(HE): Name of department of the submitter
(E=X 2% shayRAlel H2) HY(FE) SSA &% SR Mo J2Y
of|Al: Department of Chemical Engineering
8|Department of submitter in M [HA(FR): sretastat
Korean
(SBAL % sy RAMe| F2Y)
9|Phone number of submitter O |=EH: +82-2-1111-2222
(E5Kte| HMaiH5)
10|Address of submitter M [of|Al: 125, Gwahak—ro, Yuseong—gu, Daejeon, 34141
(EEXIe 9& F)
11|Address of submitter in Korean M [HA[(ZR): 34141 CHE A T Tstz 125
(SEXIe =& F2)
12|Country of submitter M |0JAl: Republic of Korea
(S8R =271
13|Researcher ID of submitter M |[EYE(FE): SEXe| AFX 1[HS
== o s
(SSAl AvA A 2) O AI(ZE): 10155792
HI(ZE): H7A} IfHSE IRS(HEXE S XA AH) 9
52| AO|EQ! NRI(FZIATFARE R, https://nri.iris.go.k)ollAM &= 7S
14|Name of contributors O |HY™(Y3): ame of contributors
(C|O|E| AHAF T7|04Rte] EEX| ME(ZE): 54t 2 olole Mikol| 7045t Alzte| H& olF
= OIE
ZOH(YE): Last name, First name, Middle name, where middle name
is optional. If there are more than one contributor, use // as delimiter.
ZO(ZE): M, 0|52 =MZ ™. J7|0dXP} i E= /&
TEXIZ AlEslo] 1
of A1 Kim, Miyoung
ofAl2: Kim, Miyoung//Lee, Chulsoo
15|Name of contributors in Korean O |MH(FR): SSA 2 Hlole dilo| Z7|0st Al2tel =2 0l

(Cof&f Mk Z7]0fRto|
=2 0l8)

SEALE|

ZH(ZE): 7|0APt o E2 /& TEAIR ARSSHo]
o Al: Ziofd
Of|Al2: Ho|d//o|-=

_10_




IIE 2. Title and description of the project (=M E

o M= % &3]

<3}k 2-2>
~ IS o
No s gL P
1|Project title M [MH(HE): A brief title of the project. This is different from the title of

[L

(ZEHEQ| U2 H=) the grant that funded the project.

Moj(Z2E): =ZHEQS| 712K 2 XME 2 ZZHEZ of 7|
x|t x| (grant) 2l JHIEOI OPLIE} “E’“'E A&el M=ol0y, &
Aol LES JHEF & EHE

4 olE= S=Ap| elojz 20|S

Examples

Chromosome Y sequencing

Opportunistic pathogen that causes important food-bourne disease

Global studies of microbial diversity on human skin

N

(Z2HE°[ = HF)

oivol 8S Tk & Eal

Project title in Korean M |HY(ZR): =2HEQ| 7I2kt Z2 ME 2 ZZHEZ o7d|
x| lst oAl (grant) 2| MZo| of|2t Z2HE XIA|e| M=o|0, &
st = QR E SEXI) aolz 0|

[
—

T AMAL=T o -

(Z2HES 22 M)

=l
oflA(ZE)
Of| Al
Y AR AR A
F2 MENWIRES AdoF|= 7|5z el
QIZt T FolMel o|ME EPWOH OiSh T2 ol
3|Project description M |[AH(YE): A description of the project, about a paragraph long.
(Z2MES| 92 M) HE(FE): ot 2ct x Yoz Z2HES| dY¥s YEo=
7=
4|Project description in Korean M | HH(EE): & BE 2oz ZZHES Myg ZE2OF
7=

IIE 3. Grant information (47 LtHl AY)

<3# 2-3>
= Il 2~
No 3= R L=
1|Major grant ID M |[A™E(HE): ID of the major grant that funded this project
(F2 AT W5) HY(FE): ol ZRHEES oA7H| X|Yet F2 AT M

): e Ate

o Al(=2): 2014M3CIA3064631

2): Enter “Not applicable” when needed
= S Al, “Not applicable” /&

_11_




No

o

=
=

2l

2
ES

(=)
==,

N

Major grant NTIS ID
(F2 AFAS| NTIS H3F)

<

2): NTIS ID of the major grant that funded this project
=) 0| Z2HEE 7| X[t £ AFTH 2| NTIS
OfA|(ZE): 1711043540

: Enter “Not applicable” when needed
DS AFE @12 Al “Not applicable” 12

Major grant title

(F2 AR 2 M)

: Title of the major grant that funded this project
O] ZEHMEE oi7d| X|st F2 AT HZ

Ao Ao | Ao Ao

Hi02 | HloR

O Al: Next-generation Genome-InfraNET for the advancement of
genome research and service

): Enter “Not applicable” when needed

Major grant title in Korean
(FL A7 e =& M=)

T
H|Z(Z2): s ALK 812 Al “Not applicable” /&
MYE(ZFER): o] ZZHEE AFH| X|Het T2 AFN e =&
T

o A(FR): FMA A77|et DEst Y 28 MUH|AS 2{TH AFAMICH
Ae =2l 75

~—

Enter “Not applicable” when needed
DS AFE Gl2 Al “Not applicable” 12

(€]

Funding agency
(g47tH] X[ 7|2h

40 | Ao F

~—

[l

o

of Z2MES d7H| XYt AF2|MET |2 0|5
2E): SRR CE BHAMATEY

): Enter “Not applicable” when needed

[©))

Funding government department
(37| X[ 2XH)

£
H
1| 102

=
2): siE AFE 12 Al “Not applicable” ¢!
2): 0| Z2HEE oA7H| X[t 22X 0|5

HA(=E): eV |sdESdT, 2dsX|F, 2Eaed

B 2
B 2

: Enter “Not applicable” when needed
D S AFE @12 Al “Not applicable” 12

~

Additional grant ID
(F71el AT #HF)

02 | H1 02

3 f | A0 Ao

x
08

: ID of additional grant(s) that funded this project
M(ZE): ol Z2HEE o3| X[ st Rl AT A MG
& TEAZ sl =5 o Jis

ol Al(==2): 2014M3CIA3064631

P

_12_




I}E 4. Publication and patent information (=2 2

<G 2-4>

No

o

=
=

i
isle
£

1|PubMed 1D of publication O |HY(8F): PuoMed ID of the publication from this project. Multiple
=20 PubMed 1D publications can be entered. )
( ) MY(F:): o] Z2HE Falo| Zuz MEE =22 PuoMed ID.
& TEXAZ sl = 2 Jis
of Al 31974418//29321500
2|DOI of publication O |MHE(HR): DOI(Digital Object Identifier) of the publication from this
(==229| DOI) project. Multiple publications can be entered.
Mod(ZE): o] ZZHE Fdllo Zulz MEE =22| DOI(Digital
Object Identifien) & CHal &, /& TEAIZ S0 S 4 Jts
O Al: 10.1038/s41598-020-57919-6//10.1038/541598-017-16535-7
3|Domestic patent number O |MdE(YE): Domestic patent number from this project.
. B} Mo(ZE): o] Z2HE Flo| Zulz MEE L E35{2 Hs.
S = i st = o 712
of Al: 10-2017-0012076//10-1862285-0000
4/International patent number O |MHE(YID): International patent number from this project.

HY(=E): of Z=HE alio| Az MEE =2 55{2 Mo,
& TF=XI2 5t == 4 Jks

Ofl Al: US20170233479A1//JP6623353B2

_13_




EJ Biosample ¥

(1 (&) KOBIC 244 F v A27F AT o 1k

[ (2%) & 42 nole a7 HolHE 55 A, & #3 AEE
gz dds < 37 L AR U AEHd JES 55T 4
2olm, o] FAe A4FFH FFHA e gt 7 HolEE

FHe A48 A BEE AN} e FAY

« &, BE HolHo HExs A2 o, M= = HOlEH= Zt MMol| HE ZEA

[] (;5]' Aol Za3l X]-E_) NCBI BioSample(https:/ /ncbi.nlm.nih.gov/biosample/)
o Fag Mo AYHAS
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IIIE 1. Taxonomic type (M= EF)
<% 3-1>
No| == |RRW Eey
1 | Taxonomic Mod(H-2): The organism group that best describes your sample
type Mo(ZR): S=sleis MZof| J1a MEsH ME7
(M= 57/ )
Tr Zhs8t ZHER): Select one from the following
No| Possible values Description
1|Human Human sample or cell line
, Multicellular sample or cell line derived from common laboratory
2 g/ln?ggl organism o el organisms, e.g., mouse, rat, Drosophila, worm, fish, frog,
or large mammals including zoo and farm animals.
3|Invertebrate Invertebrate sample
4|Plant Plant sample or cell line
Use for Bacteria or other unicellular microbes. Select Microbe
5|Microbe when it is not appropriate or advantageous to select Virus or
Pathogen.
6\Virus Virus samples. Viral pathogens should be submitted using the
“Clinical or host-associated pathogen” form.
Use for pathogen samples that are relevant to public health.
Such pathogens include (1) human pathogens, (2) animal
Clinical or pathogens that can potentially transmit to humans (e.g., avian
7Ihost-associated influenza virus), and (3) animal pathogens that do not transmit
pathogen to humans but still may have indirect public health implications
9 (e.g., swine fever virus). Required attributes include those
considered useful for the rapid analysis and trace back of
pathogens.
Environmental, food, -
8 or other pathogen Environmental, food, or other pathogen
Metagenome or ;
9 environmental Metagenome or environmental sample
7tsEt H=E): okE 3 "#Hy
No Jtsst gk Ao
1 [Human °._|i1| Fel ME E= MEZF
- S/EMN S8, =2 dutdol MY T8 CMZ 52
o Mool organism or |2 CEISE S 8 R S feh, fogS) Fal ME e A
animal =
=
3|Invertebrate FHEZE ME
4|Plant AE 7l ME £ MEF
BHE2|o} EE= 7|EF THME o|ME ME oleiel Virus =
5|Microbe Pathogen ME=w22Z X|MstH MAESIK| 22 2 MlcrobeE
X&e A
6\Virus Hio[2{A MEZ, HaX HPOIE1*E ofzie| Clinical or
host—assocnated pathogen= X|&e A,
& H7du}t 2E ciSnt 22 wRlsel A (1) izt wHRlA| @
Clinical or QRZlo=zo| Ziod 71sMo| %!t %E B4 (04I3 TR=ZHI0R),
7|host-associated @ SRl Zi2ie oF Sxjar 25 il 7k M Jsho| 2 =+
pathogen QU= S= WA (of =R tlIOIEL) 0l 3._ 4% Helxe| Al
E5F 2AM 3 F=xof| LS ME EMo]| 25t %@% QEfsHo} &t
Environmental, food, | .= Ll sl7d AlZ g THEIA B S 1ok
g|Metagenome or MEof| xotEl MEFol FME AR LX| XSk HEPE
environmental L= B ME




IIE 2. Sample attribute (M

EA‘I]
1O

=] A

] <3

3—2>9] z} =0 A=(M)/AAH(0)
A4 3F= Sample typeol] W} <3k 3-3>°] 9]

S
T

&

g

<3 3-2>
No = Eee
1lage MH(AE): Age at the time of sampling; relevant scale depends on species and study, e.g.,
(Lfol) could be seconds for amoebae or centuries for trees
Mo(ZE): MEZ AEe Lo MEF ¥ 7o w2l MASH {2 =HdEHol: ofofHtel
A= =, LIRS d2= M)
2|altitude HY(YE): The altitude of the sample is the vertical distance between Earth's surface above
(D) sea level and the sampled position in the air.
AY(2E): MZo DG ¢ ol uHnt MEUE x| Aol A2
3|biomaterial Mod(HDE): Name and address of the lab or PI, or a culture collection identifier
provider HE(R2): Uslo] AES MBo| SHE ME AmoRM, xS Il Jfel
M2z ®a2xp [97AE FelEEs Ae 72 MES 2lFolM 5|S351K| 22 Sof o|]2 ME sl
2 NARFD @i,

Sf|Al: Korean Collection for Type Cultures(KCTC), Korean Cell Line Bank(KCBL), Dr. Gildong
Hong from Seoul National University

birth date

£): Birth date of the subject

(EM AR} M%i(;%—i—): Al CHAte| EMARXL
5birth location AM(AR): Birth location of the subject
(BMED) MY (ZE): A Chake| EMEA
6|breed M (HE): Breed name - chiefly used in domesticated animals or plants
(ZEz0) Mo(IE): ETY - T2 7150[L A 20| ALRE
7|breeding history |A™H(H-E): Breeding history
(Zz7H2 o) |[HE(==): SN ol
8|breeding method [AH(H&): Breeding method
(EDvi g |(MEEE): 2300 o
9|broad-scale AMH(AHE): Add terms that identify the major environment typel(s) where your sample was
environmental collected. Recommend subclasses of blome [ENVO:00000428]. Multiple terms can be separated
context by one or more pipes e.g.:. mangrove biome [ENVO:01000181]lestuarine biome
M'E'é'(%—-—)' MEZo| +HlE F2 E% 78, Environment Ontology(ENVO)oi| A )
bome(Ai 2 27Al2| kel SefAol 2= 20| 2 1 =o{o] IDE ALZsie e A&t biome2|
5t2l Zali2of U= 20{ES hitp //purl obohbraryorg/obo/ENVO 00000428/0l|l M Hztst 4= US.
EJH(%—E—) 801 [80{2lid]. Btef 03] BB0{E AlEsfjo} SiCtH mol=() 7|52 E0{E2
T A
o Al: mangrove biome [ENVO:01000181]lestuarine biome [ENVO:01000020]
10|cell line M(HE): Name of the cell line
(M| ZZ=ad) M(ZE): MZEF2| 0|2

_16_



http://purl.obolibrary.org/obo/ENVO_00000428/

No &= EEY
11|cell subtype AM™E(HE): Subtype of a cell
(M= MeEefel) [AY(ZE): M=l ofd(subtype)
12|cell type AMH(AE): Type of cell of the sample or from which the sample was obtained.
(M= Ef2)) AH(FE): M3l Mz=(cel type) T2 ME0| LOIT MIZ2| type
13|collected by Mod(H-2): Name of persons or institute who collected the sample
(Z=EXp Mo(ZE): MES TR AR Es= 7|3 o8
14|collection date  |[AH(P-E): The date (or date and time) on which the sample was collected
(& LXp 3
MY(IB): MES e I =22 I L AIZE
ZO(HE): Use ISO 8501 standard on date and time. For date, use the formats “YYYY,
“YYYY-MM, “YYYY-MM-DD". For date and time, use the format "YYYY-mm—ddThh:mm:ssZ".
In this format, time is in Coordinated Universal Time (UTC), otherwise known as Zulu time, the
letter “T” is added between date and time, and the letter “Z” (indicating Zulu) is added after
time. For a range of two date and time values, use the forward-slash character “/” as the
delimiter.
EZOH(AHE): DMt AlZE 2719 ISO 8601 =M ZEZE 74 ARS. M ZSH2 “YYYY,
“YYY-MM', “YYYY-MM-DD" Q. =3 2! A|Z2H i””o "YYYY- mm—ddThh mm:ss” 21|, Al?_F
A2 Zulu AI7FOIEF1_'-:_ =2l= 6“‘“HIHIAI(U'I'C)E ALBstn, ket AI7F 2F oml ‘T =
=0(04, AlIZF gte| Flol= ufl 27’8 2. F el Ent 2 U A7k W92 Qs 2t
=L 2 AIZE 2 EANE .
O Al: 1990-10-30, 1990-10, 1990, 1952-10-21/1953-02-15, 2015-10-11T17:5303Z
15|cultivar Mod(H2): Cultivar name - cultivated variety of plant
(M Ezy)  |HY(EFI) M=ol MuESY
16|culture collection |AH(H-E): Name of source institute and unique culture identifier
(Hf2t Zay)  (HE(EE): M3 ¥ 2R 7[2 0l ¥ 7 8 ID

ZOH(YE): See http://mww.insde.org/controlled-vocabulary—culturecollection—qualifier/ for the
description for the proper format and list of allowed institutes.

EZol(FE): MAsh =of 3 23 585 = |78 2AEE O g3 &1
http://www.insdc.org/controlled-vocabulary—culturecollection—qualifier/

17|death date MY(H2): Death date of the subject
(Apzbuxp AY(FZE): A ool AtgdX}
18|depth A (HE): Depth is defined as the vertical distance below surface, e.g. for sediment or soil
(Zlol) samples depth is measured from sediment or soil surface, respectively. Depth can be reported
= as an interval for subsurfaoe samples.
Mo(ZE): Zol= EH ofefel & Hel=2 MolFE.
19|description Mod(HE): Description of the sample
(MZ Aoy) HY(ZE): 432 &Y
20|development AHE(HE): Developmental stage at the time of sampling.
stage MY(IE): MEZ Aol ME 9 AE|

(b4 Alef)
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No

ok
1o

Hn
o
o

=
21|disease MA(HE): List of diseases diagnosed
(2e) Mo(ZE): FlcE 2YH =5
EZOH(HE): Can include multiple diagnoses. The value of the field depends on host; for
humans the terms should be chosen from DO (Disease Ontology), free text for non-human. For
DO terms in humans, see https://www.ebi.ac.uk/ols/ontologies/doid/
IZBi(=E): 04 7&'52 Zoh & US HEL| e sAE w2l chE. elzZke|l A< DO
(Disease Ontology)OH = MEHol—HI https://www.ebi.ac.uk/ols/ontologies/doid/oi| A
HMjdeket = AS. 2 OI ofd A Xtr&EA ZIA.
22|disease stage |MY(PER): Stage dsease at the time of sampling.
(Rl ThA)) HE(IFE): 422 ' Alol A e
23|ecotype AM(AR): A population within a given species displaying genetically based, phenotypic traits
(AYENBS) that reflect adaptation to a local habitat.
- AY(2E): Mefy. x|of MAX|o| st Mg tleishs RAA Jlule] B3 SN2
LIEtl= & & e 7
Of[Al: Columbia
24 |ethnicity Mod(H2): Ethnicity of the subject
GIES) HYH(ZE): AT thake| gIEM(ethnicity)
25|genotype A (H-E): Observed genotype
(FXE) HY(FE): 2EE 7Ud
26|geographic M(HE): Geographical origin of the sample
location HY(ZE): MBo| xj2|d &X
(X2 &)
Z (P E): Use the appropriate name from the list shown in

http://www.insdc.org/documents/country—qualifier-vocabulary/. Use a colon to separate the country
or ocean from more detailed information about the location.

ZEo(IE) AR HEE O|E(=7 Y )2 s 2|AEo| Lot AUS:
http: //vvwwmsdo org/documents/oountry qualifier— vooabuIaM =7 }/oH°k %9— 0|§ 2t o
AAEF X[2[A x[= =ZJE2F 59 o2 Cl=2o| Z2()2 29l & Qladsh

O Al: "Canada: Vancouver” or "Germany: halfway down Zugspitze, Alps”

27|growth protocol  [A%(YH-E): Protocol for growth
(HH%': EEE—E—) A-II:I:I(E— ) HOI: .LLEE+
o Al: 30 min egg collections of OreR and yw flies at 25°C were aged at room
temperature (RT) according to the different temporal classes TO-T4.
28|health state M (AHE): Health or disease status of sample at time of collection
(A2 AkEl) HY(FE): T A dEe 2 =2 A YE
29|height or length |AH(H2): Measurement of height or length
(=o0| = o)) [HB(FE): =0| £ Zo| 5w
30|host AMH(HE): The natural (as opposed to laboratory) host to the organism from which the
(=) sample was obtained. Use the full taxonomic name.
MY (FE): MES d2 My o Kjoizted SRAEHMMe =3It of2hel 0|2
st ERYo=z %’Eﬂ.
Of|Al: Homo sapiens
31|host age Mod(H2): Age of host at the time of sampling
(=2 Ljo|) Mo(ZE): ME2 2| =Fof Lio]
32|host description  |AMH(H-&2): Additional information not included in other defined vocabulary fields
(= 2y} M) |[dY(FE): SAE oist Y F, ClE &30l gl F7H 2 -
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No ah= TS
33|host disease Mod(HE): Name of relevant disease
(&7 =) Mg(FR): ZAHo=z Qs SAE M7= AYel 0|2

ZoH(Y-E): Controlled vocabulary from http://bioportal.bioontology.org/ontologies/1009/ or
hito:/Avww.nebi.nim.nih.gov/mesh/
ZW(ZE): k2 & 72| controlled vocabulary & 3H-HE AF2: (1) Human Disease
Ontology (http://bioportal.bicontology.org/ontologies/1009/) (2) MeSH (Medical Subject Headings)
(http://www.ncbi.nim.nih.gov/mesh/)

Of|Al: Salmonella gastroenteritis

34

host disease
outcome

(&7 =Yz

AMH(HE): Final outcome of disease
MY (ZE): SAE0f Mzl Auo| x&F AHn|

o Al: death, chronic disease, recovery

35

host disease
stage

(&5 = =)

MH(AH-E): Stage of disease at the time of sampling
Mo(ZE): SAE M7l 2ol ME2! GAle] chA

36|host health state [AH(H-2): Information regarding health state of the individual sampled at the time of sampling
(&3 72 Aep) [ MYE(FR): U2 A sA2E9 7Y M HE
37|host sex Mod(HE): Gender or physical sex of the host
(B3 My) HY(FE): =72 428 4 == oY
Jtset 2k ks & "3
No Jtsst 2k
1| male
2 |female
3|pooled male and female
4| neuter
5 hermaphrodite
6 | intersex
7| not determined
8| missing
9|not applicable
10| not collected
38|host subject id  |AH(HE): A unique identifier by which each subject can be referred to, de-identified.
(== x| D) |HYER): 24 =3 HAE LE 5 Qe ] A™stE(de-identified) 1D
Of|Al: #1331
39|host tissue Mod(HE): Type of tissue the initial sample was taken from
sampled HMY(ZR): 27| MBS MFT SAE TZ|o| Elel
(=3 =3
ZoH(H-R): Controlled vocabulary from http://bioportal.bioontology.org/ontologies/1005/
Zol(=22): BRENDA Tissue and Enzyme Source Ontology
(http://bioportal.bicontology.org/ontologies/1005/)0ll Al M=3dH= controlled vocabulary 12
40|identified by Mo(HE): Name of the taxonomist who identified the specimen

RERES

Muy(ZR) E22 A 2Rl 0/

41

isolate

AMod(AE): Identification or description of the specific individual from which this sample was
obtained

MY(2R): MBo| ofal S JiAel AlY E= A

OfA[1: Stage 3 Iung cancer patient #17
Of|Al2: 2-year-old Panax ginseng
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No o= =Y
42isolation source | (H2): Describes the physical, environmental and/or local geographical source of the

(2] &2)

biological sample from which the sample was derived
Mo(ZE): MI30| FelEl M= MEo =M, ™ /= XY™ X2 EHE HdY

43 |karyotype MH(HF): Karyotype
(343d) Mo(ZR): AMx| 83

44|lab host MH(AHF): Scientific name and description of the laboratory host used to propagate the
(AlgAl 2z5)  [SOUCE organism or material from which the sample was obtained

ol

qu]
(=)

0

%%}’(3—5—)1 MEO0| FaE MYMN L= SEE Mulsl=dl AFSE AYEY =F2
MO
= o

J

O Al: Escherichia coli DH5a, or Homo sapiens Hela cells

45

latitude and
longitude

(PIE 2 A

M (HE): The geographical coordinates of the location where the sample was collected

Mod(ZF2): MEo| == 2xle X2y HERzl d5)
Zol(HE): Specify as degrees latitude and longitude in format "dld.dddd] NIS dldd.oddd] WIE”.
FO(Z2): "d [d.dddd]l N | S d [dd.dddd] W | E" &Aooz =zt AEE XY

OflAl: 3898 N 77.11 W

46/mating type Mo(H2): Mating type of microbe
(Tl B4El) Moy(Z2): o|MZe| W el
47 M (H-E): NCBI's taxonomy identifier of the organism for this sample. The NCBI taxonomy 1D

NCBI taxonomy
D

(NCBI =/ ID)

can be found at https://www.ncbi.nlm.nin.gov/taxonomy/. Enter “NA* for the following or similar
cases: (1) when NCBI taxonomy ID is not available because NCBI taxonomy does not yet
cover the organism, (2) when metagenome or environmental sample was used, whose
organismal composition is unknown in advance.

AMHE(=ZE): o Mol oist 7pE MESH MdX|of| A NCBIZ7F £0i5k= 257 IDE 3. The
NCBl 2% ID= ChS H|o[X[olAM HAst @S 5 US: hitps://www.nchi.nim.nih.gov/taxonomy
[ CkS S1f 22 4% NAZIZ 224: (1) NCBl &7 D7} oldl EXskK] &= MEF29| Z=,
2 MZof EE MEZB9 FAHS Ao X Fok= HEPE = 2Hd MEQl 4

Of|Al: Homo sapiense| 2 9B06E 218, Pseudomonas sp. UK4S| A< 4526805 212

48

organism

(HHA )

Mo(HR): The most descriptive organism name for this sample (to the species, if possible).
In the case of a new species, provide the desired organism name. In the case of unidentified
species, choose the appropriate Genus and include 'sp.’, e.g., "Escherichia sp.”. When
sequencing a genome from a non—metagenomic source, include a strain or isolate name too,
e.g., "Pseudomonas sp. UK4".
Mo(ZE): o Mo cist 71 MASH MHR| 0|F(7IsstH & VK], ME22 F2
A% dlst= MEays 3. ol&Eel Bo| A MAESH Hgenus)S 3 F 'sp/ & EsHH
ZEl(ofl: "Escherichia sp.”). Virus &Fx0olMe| o|&tel Fo| AL= 022 Taxonomy 1D
Molsh MU HEE 7|2, HI-HEPlE 220A Hess AN & s 3 strain) £

=

=2|F(isolate)2l OIE= E(o: "Pseudomonas sp. UK4").

0f|Al: Homo sapiens, Pseudomonas sp. UK4

49|passage history | (H=E): Number of passages and passage method
(HIcH B2t olzd) | HH(FR): Passage(AlCHulhel 24 2 gy
50|pathotype Md(AP2): Some bacterial specific pathotypes
CEPS) Ag(FE): WA MEel 22 HelM(pathotype)

Of|Al: Eschericia ooli — STEC, UPEC
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No o= =4
51|phenotype Mod(HD2): Phenotype of sampled organism
(Esi®) HY(FE): 4= & dBA e =Y
Zol(HE): Controlled vocabulary from Phenotypic Quality Ontology (PATO) (htp://bioportal.bico
ntology.org/visualize/44601/)
ZO(ZE): Phenotypic Quality Ontology (PATO) (http:/bioportal.bioontology.org/visualize/44601/)
oA M&SShk= controlled vocabulary €124
52 |population AMo(AF): Applicable for human and plants. Population is a summation of all the organisms
(xleh of the same group or species, which live in a particular geographical area, and it can also
== indicate filial generation, number of progeny, or genetic structure.
MY(IB): 2tz AlE MEo| AR sliE. SE-EH X|dofl MAlsIHM JHA 72 S
JOE0|L 52 {0 Fedst Zdo|of, Xk MicH(filial generation), XF&(progeny)2l == /&%
= o BZRE g RUS
53|race Mod(HE): Race of the subject
(2IZ) MYH(FE): A7 chetel 2lE(race)
54|reference for AMH(HE): Primary publication or genome report
biomaterial HY(FB): sie Mol e Fe =8 £= |HH 2/ZE
(=2
235 Fo: PubMed ID, or DOI (Digital Object Identifier), or URL
55|relationship to  |[AH(F-Z): Aerobic or anaerobic
oxygen Mo(ZE): MELTE(SV(Y, 87148 J)
(A 2HHA)
7SSt 7k ke & "9
No 7tsst ak
1| aerobe
2 | anaerobe
3 | facultative
4 | microaerophilic
5 | microanaerobe
6 | obligate aerobe
7 | obligate anaerobe
56|sample collection |[A'H(H2): Method or device employed for collecting sample
device or MY(ZE): ME SFol ALRE 2 E=E F|
method
(ME 7 Zx|
e g
57|sample material |AH(H-2): Processing applied to the sample during or after isolation
processing Mo(ZE): 22 & E= 22 = M3 M= Xz| g

(M= =2 el
I:II-tH)
oH-

58|sample name | A (FE): A name that you choose for the sample. It can have any format, but we suggest
(AU =) that you make it concise, unique and consistent within your lab, and as informative as possible.
== Every sample name from a single submitter must be unique.
MY(IJ2): AFKT} MEof Cfsi Foist 0|5, SHst gAl2 x|t 2HENM TRY,
daztdo| AL olof AN HHSIH E2. HIo[E] SFAL E E'c§0| M&ske ZE MES2
Ol§= ZZt nwsfiof &
59|sample size M (HE): Amount or size of sample (volume, mass or area) that was collected
(ME Alolxm)  |(MYEE) S 8 MBo o xE 7| (Ru|, MY £E HE)
60|sample type AMH(A-E): Sample type, such as cell culture, mixed culture, tissue sample, whole organism,

(M Efg)

single cell, metagenomic assembly

AY(IE): M2 70N o2 CI2nt 22 FYESO| US: MZ it =3 i, =%
ME, A dEA, o Mz, oE AlE ol s
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No &= EEY
61|serotype M(HE): Taxonomy below subspecies; a variety (in bacteria, fungi or virus) usually based on

(ead)

its antigenic properties.
MH(ZE): shlE(serotype)0|2t oFE(subspecies) ofzll &/l giE|zlol A E£&=
HIO|{AMIAM CiFSH SHIg0| =], deM oz SHalE

- oo

Of|Al: serotype="HIN1" in Influenza A virus CY098518.

62|serovar AMO(HE): Taxonomy below subspecies; a variety (in bacteria, fungi or virus) usually based on
(&) its antigenic properties. Sometimes used as species identifier in bacteria with shaky taxonomy.
- Mo(Z2): LA™ S(serovan) 2t 0FE(subspecies) olz £&72l. gHE2|of, R s
Hio|ZAOM ClFSH @HEo| U=H|, YExoz el EMof s 2771 st
HiEf2|oloflA & AlHXIZ ARZEV|E &
O Al: Leptospira, serovar saopaolo S76607 (65357 in Entrez).
63|sex Mod(HE): Physical sex of sampled organism
(Ad ) Mo(ZE): ME2 = MHEXe M= M
JHsEh 3k cis 3 9
No 7lsst a4t
1| male
2 |female
3|pooled male and female
4| neuter
5 | hermaphrodite
6 | intersex
7 |not determined
8 | missing
9|not applicable
10| not collected
64|source material  |AH(H-2): Unique identifier assigned to a material sample used for extracting nucleic acids,

identifiers

(™ =2 D

and subsequent sequencing. The identifier can refer either to the original material collected or
to any derived sub-samples.

ME(IL): A 25 U 2 AN ALBSE ME MBo| TY H 17 AUX
NuxE paE o2 Mg we ol sl MES Hx o 4 s
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65|specimen Mod(H2): Identifier for the physical specimen
voucher HY(ZE): Mol AFBEH M2 HEo| AlHX|

(E2 Algx)

EZoH(HE): Use the format "[<institution-code>:[<collection-code>:]l<specimen_id>", in which coll
ection—code is optional, along with a controlled vocabulary provided at http://www.insdc.org/contr
olled-vocabulary-specimenvoucher—qualifier/.

ZO(Z2): hitp//www.insdc.org/controlled-vocabulary-specimenvoucher—qualifier/oll M ME=l& ¢
ontrolled vocabulary2} “[<institution—code> : [<collection-code> :]] <specimen_icd>"2| ZEHS

AR (collection-code= SHEHE Z-<of2h ME4 o).

H| 31 &719| institution—codeE &2 1 NCBIZt compilet institution code2| ==
ftp://ftp.nchi.nim.nih.gov/pul/taxonomy/coll_dump.ixtoll A Stolg Z.
I =2 ME &X 227[29 ingtitution code= CHETF Ze:

== 7|&H dE 7|2y institution code
=2 Korean Cell Line Bank KCLB
=X ME |Korean Collection for Type Cultures |KCTC
=2 Korean Agricultural Culture Collection |[KACC

o

3kok fip://ftp.nchi.nim.nih.gov/pub/taxonomy/coll_dump.txtoll institution code?t SAI=X| &2
|Ze] Aol JE27[HH (G 272Nl FElZ institution codeS &1,

3kok ingtitution code % specimen idE ZE27{L} 222 2HX| 22 52| o|RZE siY gles
Z< NAziD g,

ol Al: KCLB:30082, KCTC:6910, KACC:44679

66

storage
conditions

(22t =)

M (H-E): Explain how and for how long the soil sample was stored before DNA extraction.

’%'%3’(%-—)1 DNAE F&5P7| Toll E2F MES o9/ 225ty dopt 2l Hasi=X]
Mo
=o.

HO

67 |strain AMod(HF): Microbial or eukaryotic strain name
(FF, AS) MY(ZR): 0ME = HYE2 strain(@F, AS) Ol
68|stud book AMH(AE): A number of the captive animal individual in stud book
number MY(IR): 2o g5 ¥s
(88 #H3)
69|subgroup AMO(H-E): Taxonomy below subspecies; sometimes used in viruses to denote subgroups
(MEIS) taken from a single isolate.
M (=) oFr=Hsubgroup)2 oF&(subspecies) o2l 2&F2l. ! 2Z[olM LTl 512
OSS= HEIZ| flsl diol2{AolM 718 ARSE.
70|subtype Mod(HDE): Used as classifier in viruses
(MEE}) AMY(FE): olk(subtype)2 HlolZ{A0M EFAIZ ARZE.
Of|Al: HIV type 1, Group M, Subtype A
71|temperature MH(HZ): Temperature of the sample at time of sampling
(25) HdH(Ie) W32 G M3 2
72|tissue MH(AZR): Type of tissue the sample was taken from
(== MY(IJ2): ME30| === =29 El
73|treatment MA(HE): Describes how the sample was treated
(M| =) MY (ZR): ME #z| =H

o A[1: Embryos were dechorionated with 50% bleach, put on a cover slip and covered with
Halocarbon oil 27 (Sigma). Embryos of the appropriate stage were manually selected under the
dissecting scope. Selected embryos were transferred to a basket, rinsed with PBS with 0.7%
NaCl, 0.04% triton-X100 and placed on ice in the Trizol solution (GibcoBRL).

ol A|2: The rats were treated with 150 mg phthalate per bodyweight kilogram for each day for
13 weeks.
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No o= b ==y
74| other MAH(HE): Other characteristics needed to describe sample characteristics, which can be
characteristics useful to enter the information on experimental factors.
(7|E} =A) MY(Z2): MZ Mg Mojshed| Zesh 7|EH 22 AFe| olXlfacto) HEES 7|0
o

Fol(HE): Use the format “Characteristics name:Characteristics value”. Use “//“ delimiter for m
ultiple characteristics.
Zo(FE): ‘SMYEMIY0| YyElZ UHsy, /2 TEAIE ARSI 02| Jiel EMs

I o
AEE & AU,

|~

_|

oflAl1: BRCAT mutation status:Yes (8t 7H SAot eladst #<)
0| Al2: BRCA1 mutation status:Yes//Chemotherapy dosage:High (5 7 S4&
0| Al3: organ:brain//subregion:hippocampus/neuronal type:GABAergic (Ml 7 EM S 245t Z2<9)

H|Z(H2): Enter ‘None’ if there are no other characteristics that are needed to describe the
sample

H|Z(FE): otef MEo| EMZ Mosiol| UM FIHEQl (et MEo 20| ERSHK| &
S Z=0ll= Noneol2t =
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. = A o (=]
ZH: H 3-29 Y=59 WS-8 S/UH/ISES oF
[0 <% 3-3>2 & 9/kA AETd wet <t 3-2>9 74 559
37 2~ =) o H = = o ST = = o
/8 el AFE 2% Aoz, v A2 FAE SHile
3] 2~ =
o M : d4(Mandatory) 98 3=
) A= =
o G : 2%(Group) ¥ 8 =
% of: Model organism or animal 2! Plant ZEAIM= age(8F=51) 2! development
stage(&r= 20)01l |G 2l BAIEN] US. OlF MET0lAl= Age/Stage groupod|
E5k= 0| & &= & o= shjot Z2 ledstH Elck= 2ol
o O : A" (Optional) ¥4 &
O A AETA= A8 ¢t He g
<% 3-3>
Human Mookl Invertebra | Plant Microbe |Virus Clinical or |Environm |Metageno
No _ slmo= organism |te host-asso |ental/food |me or
< e or animal ciated Jother  |environm
pathogen |pathogen |ental
1 ]age Age/Stage growp| M G @) G
2 |altitude - (@) (@) O
3 |biomaterial provider - M M M M M M M M
4 |birth date - O
5 |birth location - e
6 |breed COrganism grolp G G
7 |breeding history - O
8 |breeding method - O
broad-scale B
9 environmental context © © O
10|cell line - (@) (0] 0]
11 |cell subtype - (@) O
12 |cell type - (@) O @)
13| collected by - (0] (@) @) (@) 0] M M
14 |collection date - O M (0] M M M M M
15 |cultivar Organism group G G
16 |culture collection - (@) O 0] (@) O (@) O
17 |death date - O
18 |depth - O @) O
19 |description - O O O O O O (@) O (@)
20|development stage Age/Stage grop| O G O G
21 |disease - (@) O @)
22 |disease stage - (@) O 0]
23 |ecotype Organism group G G O
24 |ethnicity - (@)
25 |genotype - O 0] O (@) O
26 |geographic location - O M M M M M M M
27 |growth protocol - O O (@) O (@) O (0] O
28 |health state - (@) O
29 | height or length - O
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ook
Yo

Human

Modkel!

organism |te
or animal

Invertebra

Plant

Microbe

Virus

Clinical or
host—asso
ciated
pathogen

Environm
ental/food
Jother

pathogen

Metageno
me or
environm
ental

S

host

M

G

w

host age

host description

host disease

host disease outcome

host disease stage

host health state

host sex

host subject id

host tissue sampled

O|0|0|0|0|0|Z|0|0

identified by

isolate

Organism group

isolation source

Source group

OD OO

DD OO

<00

<O

karyotype

RS|I0|E588/498 KRB

lab host

Host group

45

latitude and longitude

Oo|l®

<

<

mating type

47

NCBI taxonomy ID

organism

49

passage history

OIZ|I£|0|0|0

oI

pathotype

oo

oo

phenotype

population

race

Oo|0|0

reference for biomaterial

relationship to oxygen

sample collection
device or method

sample material
processing

sample name

sample size

sample type

o|o|g| O | O |0O|O

serotype

serovar

o000

Sex

<

source material
identifiers

specimen voucher

storage conditions

strain

stud book number

Organism group

Ol®OIZ

subgroup

subtype

temperature

tissue

treatment

N IR BBIB R R BB2B|B|& 9| & AL B82S

other characteristics

< 0

< 0|

<00

< 0|0
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E¥ omicsiez2) HIOIE

EB] NGStxuit Al BIOIE

(1 (B A}) KOBIC 24 3 o) AE7F A

o ML DA (FuPeRY ), FUNE FAH(HUB§RY

A, BAeUstme ol o grotn X
FERAHIIEET 2

P

[] (A%) DNA % RNA A &2 NGS(Next-Generation Sequencing) 7|4}

high-throughput A8 H°HE T5& W 2ol ¢4

L] (Zq’ o | 1Ay Z]-E_) NCBI SRA*(https:/ /ncbinlmnih.cov/sra/)S] 218 7Hko =2
XLHQCHQ_
—1 O AN

* Sequence Read Archive

) (58 74) NGS Hlolg HEe 53& o8 A 242 744
O BioProject A H.: <2. BioProject AR >2] 2o we} &
© BioSample FE.: <3. BioSample A X >2] 2o wet 55
o NGS Hl°o|8: 7} BioSampleo] tgt A3 oA Lozl NGS HIo|HE <4.1. NGS

toEf>9] g2lo) we}t 5=
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IIE 1. NGS metadata (XIMITHAIREA! SAMAH)

<#F 4-1-1>
= 4
No| &= |EW L
1(Title M |A-E(HE): Short description that will identify the dataset on public pages
(M=) AMg(Z2): 370 & Ho|Xx|olM HIo[E] MES Aldshol ALSE 7S M=

ZoH(HE): A clear and concise formula for the title would be like: {methodology} of
{organism}: {sample info}

Zo(ZE): crS3 242 ZoHE ALSSio] M= e 8
g} of {(MEF): (ME MH)

5k 2Bt (M At

—= —

o

o Al: RNA-Seq of Mus musculus: adult female spleen.

2|Deta identifier) M Mod(HE): A user-named identifier of the submitted data, which must be unique across the

(dlo|eq2] entire submitted dataset.
ALK AY(ZE): ®MEsk= dlolEfo sl SSATE AHR20| WHSHE AlHXIZA, HE Chabel

LA Hlo[EME & 2t 7HH Ho[H= MZ ChE AHALE 7Hof &

HA(H=E):

- In case where two paired-end fastq files were produced per sample (e.g., IDO001_R1 fastq
and |D0001_R2fastq): Enter an identifier that corresponds to the sample (i.e., IDO001)

- In case where multiple technical replications were made for a sample followed by a
production of a fastq file for each replication (e.g,: IDO002_repi.fastg, 1D0002_rep2.fastq):
Enter an identifier that corresponds to the combination of the sample and the replicate
(i.e., 1DO002_rept or IDO0C2_rep?)

- In case where multiple library preparations were done for a sample followed by a
production of a fastq file for each preparation (e.g,: 1D0002_prep1.fastg, 1D0002_prep2.fastq):
Enter an identifier that corresponds to the combination of the sample and the library prep
(i.e., 1DO002_prept or IDO0C2_prep?)

ol A[(Z2):

- gk 20| tisto] = JHe| paired-end fastg mHIO| M AHEI Z(0f]: IDO001_Rifastg &
IDO001_R2fastg): MZ0i| siiEsl= AMHAE =2(Z, ID0001)

- S MZo| th3tod o2 2| technical replicationo| O|R0{Xl & Zt replicate® 2 fastq
ajlo| Atz Z(0fl: IDO002_repl.fastg, IDO002_rep2fastg S): MZ L replicate =&ol|
sfiEehs AMXIE Ql2d(Z, ID0002_rep! E= 1D0002_rep?)

- = MEol ti510d 02| | library prepO| O|F0{E & Zt prepH = fastq 0|
A AHEL A(0]: IDO002_prepl fastg, 1D0002_prep2fastq ) ME 2 prep =20l liEshk=
AlHXIE Q12d(Z, IDO002_prep! = 1D0002_prep?)

3|Release M |[MEHE(H-R): Data release date
date Mo(=3): olole 370 ™t
(S 70 &t
QFALL YYYY-MM-DD
Of[Al: 2018-12-22
4|Library M |7tsst 3k Cl2 = el
strategy _
(A2l No| 7Zk=st Al
7|HT)° 1| WGA (%4—5-,? Random sequencing of the whole genome following non-PCR
= amplification
(F2) Non-PCR &= F MAl Algel 2212 ME &4
2| WGS (¥2) Random sequencing of the whole genome
(F2) A AH=el 252 MY 24
3| WXS (¥3) Random sequencing of exonic regions selected from the
enome
?51‘-5-) HsollM MEHEl ol ofodo] Bxie| AME B4
4| RNA-Seq (¥=) Random sequencing of whole transcriptome
(F2) ™A AR 222 MY 24
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w
I

(=]
==ty

Trset

e

smallRNA-Seq

(¥2) Random sequencing of small mIRNAs (MRNA, siRNA, piRNA)
with size selection

WCS

(=2) Small RNAs(MIRNA, siRNA, piRNA)2| 2282 AMed 24
(A Random sequencing of a whole chromosome or other replicon
from a genome

7 imollAf 2l
U

AolFln

g
Q
o

(

i

=4
il
!

x| GAMH| = AlmollM 22 E= 7'
B A

|

CLONE

Genomic clone based (hierarchical) sequencing

A= 22 718 (S MY =M

POOLCLONE

Shotgun of pooled dlones (usually BACs and Fosmids)

Z2E 22| LUEE JIH MY 24 (YEHEe=z BAC &

=

AVPLICON

TRn®
A 5 H HI D i

02

Sequencing of overlapping or distinct PCR or RT-PCR

S5 L= FHE= PCR = RT-PCR ME2e| ME &4

k)
8
C
w

10

CLONEEND

Clone end (5, 3, or both) sequencing

22 woh MY BY (5, 3, T 4%

11

FINISHING

Sequencing intended to finish (close) gaps in existing coverage
|& M B4 Hele| A 7| /st MY B4

= = 1

12

ChiP-Seq

Ol

irect sequencing of chromatin immunoprecipitates
AMZAl o{od XIMZo| A MY EAd
0= —"1 JL_ =] = 1= 1

13

MNase-Seq

Direct sequencing following MNase digestion
MNase Eslf £ =™ M9 2A

14

DNase—Hyperse
nsitivity

— = | =~ B B —— —
= Q

08/ H1 02 K1 02/ H1 02/ HI 08| Hi

AojFo FojFo FojFo [ojFo [ojHo

Sequencing of hypersensitive sites, or_segments of open
tin that are more readily cleaved by DNasel

oI Holo] AMod EA| ce= BHiaa ol
o N AR Faiel nyg B o Sl

5

IOl

T

%

I

15

Bisulfite—-Seq

Ao =
|1|>|

Sequencing following treatrment of DNA with bisulfite to convert
e residues 10 uracll depending on methylation status

HIElal dEfol| L2t AL Z|S ez Metshr| 2{sl
HIROF DNAS 2| 3t % M 24

08

2
T

m

o
[e)
o

0

16

Tn=Seq

s

uencing from transposon insertion sites
| SN FTAL ool F2lo] ME A

17

EST

nN|o

ingle pass sequencing of cDNA templates

DNA Faio| clel st Mo 24

18

FL-cDNA

o

ulHength sequencing of cDNA templates
DNA & T Zo| M EA

(@)

19

CTS

NUs? NUs BN NUs AL N
(@)

Concatenated Tag Seguencing

oF Bo| HHE M £

MRE-Seq

Methylation—Sensitive Restriction Enzyme Sequencing strategy

o=t 2z Mgk 24 MY =AM T

21

MeDIP-Seq

Methylated DNA Immunoprecipitation Sequencing strategy

HiE=t DNA B & ME =4 7[H

MBD-Seq

~— | | — —|—

Methyl-CpG—Binding Domain Sequencing strategy
HE CoG Ze =0l MY &M

%gtgetic—l_ong—

Au/Fo Fo|Fo AojHo AojAo Fojdo oo HojAo do) o

08[ H1 02| H1 02 {1 021 02 H 08/ H1 02| Hi 08

~—|—

A technique for analyzing synthetic long reads made by
led short sequence reads

) B 97| TUSS 9iof Bl 71 97| X2t A I

%
@
g

24

ATAC-seq

02|Hl
Ao|Fo

|~

(HE) Assay for Transposase-Accessible Chromatin (ATAC) strategy
is used to study genome-wide chromatin accessibility. Alternative
method to DNase—seq that uses an engineered Tnb transposase to
cleave DNA and to integrate primer DNA sequences into the cleaved
genomic DNA

2) A= MAe] GMA MaMe of 15| sl AFRRE =Xi=]
S %’jﬂlﬂﬁé UL REss, z?EEﬂOTJLHDNA@A?%%}TH
= A= DNAoK S¢ghsto] M2 7FSS DNA g9l Alds= 7

==
o = 1= —

ChIA-PET

(¥=2) Direct sequencing of proximity-ligated chromatin
Immunoprecipitates
(FE) & T dZ MY BME 0|STH gMZl MoEkg B4

FAIRE-seq

(%4—5—? Formaldeh]yde Assisted Isolation of Regulatory Elements.
reveals regions of open chromatin
(m2) gMZle| MZME hsl7| 28t ZEUHBIE =& J7|H
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— Tl (=)
g2 55 ==
No| Zks@t Ay
27|H-C (¥2) Chromosome Conformation Capture fechnique where a
biotin-Habeled nuclectide is incorporated at the ligation junction,
ena%]g selective purification of chimeric DNA ligation junctions
follo by deep sequencing
2) ofMx| x| SEf ZEF 7|& H|QEIO| EX|E
) SEELFELEAE Y8258 B8 s0) ma iy
28| Targeted (Y=) Capture of other non—coding RNA types, includin
ncF%\lA—Seq post-transiation modification 1%&%3 guoh as snRNA (smaﬁJ nuclear RNA)
or snoRNA (small nucleolar , Or expression ,(%;Lélatlon_ such
%S!\IESRNA (small interfering RNA) or piIRNA/piw/R piwi-interacting
(22) siRr\f(ii' SIORNALBH AR ANAR} 22 o] %
5] == ; A =N iva g =Tzt
A N R e
A A
29| RAD-Seq (¥32) A technique to analyze the sequence of the genome cut with
restriction enzymes
(F2) MsteL=z X2 FHH 22| Mg EAsk= 7|H
30| RIP- A 2) Direct sequencing of RNA immunoprecipitates (includes
e &LIP—Seq, HITS§90LIP agnd PAR-CLIP) Preop
=) RNA HY 28 MY EM 7|8 (CLIP-SeqHTS-CLIP,
&AR—CLIIF\*A =0
31| SELEX (¥=2) Systematic Evolution of Ligands by EXponential enrichment
(_51‘—'?;) Al Zhl RISk XA =0 2|sH RNA 2(7H=2| X|AX
BHATEY
3P| Targeted-Capture | (F-2) Random sequending of targeted regions selected from the
genome
(F2) AlsollM MElE ERI gjodo| B8] MH B4
33| Tethered (H2) A technigue to capture chromosomal structures by immobilizing
%E?rreth_ them on a solid surface rather than a solution
ormation o) 204 % = AN % = mabsle
Capiure (i?) Zolo| opd Al EHo| D™AIF AMF =2 ZxlSi=
A4 PolyA—%eq (or  [(¥2) PalyA deavage site profiling by sequencing
3P-Seq (32 PolyA cleavage ARRIE M 24
35| DMS-Seq %%4 -2) Footprinting of structured RNA and RNA—protein interaction
ollowed by sequencing
(F2) RNA 7=, RBP ZEH= X|2HA MUEEA
36| Ribo-Seq (¥2) Ribosome footprinting of MRNAs followed by sequencing
(Z2) Rbosome Zet X2¥H MLEM
37| OTHER %,%4 —E—% ibrary strategy not listed. Please include additional info in the
icld 14(Design description).
gH —E—%(A %ﬁoﬂ U= CIE 2HH &= 14(Design description)oll =7+
5|Library M |7ts8t 3k Cl2 = el
source No Value Ao
ENEEE 1| GENOMC 93-2) Genomic DNA (indudes PCR products from genorric
&5 (Z2) 7= DNA (il DNAS| Satasoitfsis A2 T3]
2| TRANSCRPTOMC &) Transcription odun?s or non—genormic DNA (EST, cDNA
-PCR screerqed lioraries
2) MAL AR E= HPS |
(;:r.‘ |'5I]—Et Eﬁge@) [7i= DNA (EST, cDNA RT-PCR,
3| METAGENOMC (H=) Mxed metera from metagenome
(FE) TRHAEERIDl 28t =2
4| METATRANSCRPTOMC | (@) Transoription products from community targets
(=8 s BHEe| MAL M=
5[ SYNTHETIC (H3E) Yynthetic DNA
(ZE) M DNA
6| VIRAL RNA (¥F) Viral RNA
(=2 Hol{AM RNA
7| GENOMC SINGLE CHL (%%)_Si%oell genomic DNA (includes PCR products from
genomic
(=2) kM=ol 7= DNA (s DNAS| PCR At =&
8| TRANSCRPTOMC 5%4 =) Single cell transcription products 3r non-genomic DNA
EST, CDR&, RT-PCR, screened libraries




= Tl (=
22 140 =8
SINGLE CHL 2) ClRRIM|EZS| AL A EEE= H|AI=S
ﬁ—P)CR, ﬁ_:lffa:pcl,l o EF@EE{E{) |Ml= DNA (EST, cDNA,
9| ERGENOMC (¥=2) Epigenomic DNA
(FE) TAFEA DNA
10| BERIGENOMIC SINGLE (H3E) Single cell epigenomic DNA
CELL (2R) cieM|ze| AT DNA
11| OTHER g‘é-i—) Other, unspedified, or unknown library_source meterial.
ease indude additional info in the field 14(Design description).
ﬁl—i—) T Blol| PEEX] k2 2EXIX| ke R Rell €5
Design descripion)of]l 71 MBS 2 7
6|Library M |7IsSt 2k CiS & =Y
selection No JF=8F Zf Ve
EEEE 1| RANDOM (¥&) Random sdection by shearing or other method
ME] i) (FE) Fch i£= JEt ghiHol| of$t FAI| MEl
2| PCR (H2) Source meteriad was sdected by designed primers
(ZE) AAIE ==2jo|o{of| o[l AEY
3| RANDOM PCR () Source meteria was sdlected by randomly generated primers
(TR 222 gME =Z2jo|Hol| ofa) MEH
4| RT-PCR (¥ =) Source meterial was salected by reverse transcription PCR
(FE) AL SetaaciuiSol| ol AMEl
5/ HVPR (¥2) Hypo-methylated partial restricion digest
(FE) XNu|Elst 2 XMskel FEk
6| MF (¥2) Methyl Filtrated
(Z2) HE= ozt
7/CS (H&) Cotfiltered singe/low-copy genomic DNA
(Z2) D\NA 5= ofnE S5t cRUNT S8 MY Al DNA
8/ C—M (=) Cotiltered moderatdly repetiive genomic DNA
(B2) DNA == of2E 55 55 M M Al DNA
9| CFH (H=2) Cotiltered highly repetitive genomic DNA
(Z2) DNA == ofzlE Est 1% S5 M Al DNA
10 CT (¥2) Cotfitered theoretical sinde-copy genomic DNA
(Z2) D\NA 5% ofnls S5t 02X cll Sx| Md = DNA
11 MDA (H32) Mutiple displacement anplification
(&) CIE 9| 3=
12| MSLL (HE) Methyiation Spanning Linking Library
(=2 HHEs 29| o 2lo|=eiz]
13| cDNA (H32) corplementary DNA
(22) AEX DNA
14| ChiP (¥=2) Chromatin immunopredpitation
(=2 Mzl Hof FZh g
15| M\ase (=) Maroooccal Nudease (MNase) digestion
(FE) O|M7-F sl e Ik
16| DNAse (=) Deoxyribonudease (MNase) digestion
(=2) DNARS|| &4 HchkH
17| Hybrid Sdlection (H2) Sdection by hybridization in array or salution
(=32 ofzllo|-} EloflMe] EMol| o|sh AMEd
18| Reduoed %%‘-E—) Reprodudible genomic, subsets, often ated by restriction
Representation raginm Size selection, containing a mena e number of lod 1o
faclitate ing
=) M 37| Melof| ofaf MAMEl= RjAiAMO| ZHSTIE 22|
VLS, 55 SRS 2 e s e oo
19| Restriction Digest (H=) DNA fractionation using restricion enzymes
(F2) MeteAE ol=26t DNA Het
20| 5-methyloytidine (%43;@ Sdlection of methylated DNA fragments using an antibody
antibody raised against 5-methyicytosine or 5-methyloytidine (mbC)
= HIEl ine = 5- H|E! ovtid of| CHsl
Fr e e B, gt e
21|MBD2 protein (¥32) Envichment by methyl-OpG binding domain
methy-CoG bindng | (F2) oll=2-0pG 28t Toiiele] 2ix] 82
domein
22| CAGE () Cap-analysis gene expression
(22) HRAN RNA 5 2hoie| MM xS oS5 FXHA} Wl 71s
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= ==ty

No 7lsset a4t Ay

23| RACE (¥=) Rapid Anrplification of cDNA Ends
(?-E—) RCRS &£:35101 cDNAS| UEHS BESI0] MYS ERolsk=
=

24/ size fractionation (H-E) Physical sdlection of size appropriate targets
(=2 Mgkt 270l sliEsk= S21A MEY

25| Padlock probes (") Circuarized digonudectice probes

capiure method (B2) YEslEl 22| 0RZeQEE Z2ES AR

26| cDNA digo_dT (H-2) cDNA to analyze mRNA by binding to poly-A tail
(=2 poly-A tailoll 285101 mRNAS 24517| 28 cDNA

27| cDNA _randorrPriming | (E2)

cDNA made up of random sequences so that it can attach
ere 1o RNA

ARl OFF: Roll-t 8 4 IR Patel M@

:

0
r

_g\
Eﬂg

28| Inverse rRNA

~|

Depletion of ribosomal RNA by oligo hybridization.
22|10 =M3lo| olst 2|EE RNAS| KA 7|

21 02

O Ao

éa\

29| QligodT Envichment of messenger RNA (mRNA) by hybridization to

QligodTol| thet =Asjof| ofat oilAIx RNAS| S=7(|H

& lllgh]

08/ Hi

30| PayA PalyA selection or enrichment for messenger RNA (mRNA);
y repléoe cDNA enurmeration.

oldIX RNA =5 = PoyA 184 7181 5 cDNA CHAPF 2R

T

Ho

31| Rbo depletion DeFPIetion of ribosomal RNAs (rRNA) using oligonucleotide
al BRNA-seq

OligonucdlectideE AR rBNA M7 EE= Total RNA-seq

@]
Q
o)

02/

Aol

32| repeat fractionation

=]
-

Sdlection for less repetitive (and more gene rich) sequence
rou%] nec%d filtration (@) grp%tther fractionation teohniquess%%sed on
Ics.

oF

Jor
k0
[e]]

= oz Soislol| 7|HSH Cl2 23| ukie
FEE S35 e

Il
0

il

33| other Sc’i Other library enrichment, sore_ening1. 4?( selection pro_o&%s.
ease indude additiond Info in the field 14(Design description
2) c= HHpH Sk ; i
% 4(§P§§@|§.ﬂ1ﬂl AME] B S 14(Design description) ol

—_

34| unspedified A F) Library enrichment, screening, or sdlection is not ified.
ease inol% aaditiond info in thggi d 14(Design dmspgt)%%)
=) SMEX| 2= 2lo|He{z]| MEd YhH Sk 14(Design
e bionol o File) 20 el 4Desg

7 I(_ib}ralry kiﬁ | MIH(AHR): Library preparation kits
2lolEge Mod(Z3)- AMAIA| ALREF 2lo|E R =k
=t 7|e) ME(ZE): Olo[e MAA| ALSSH 2lolER{2| Mz 7|E
OfAl: TruSeq Stranded mRNA, TruSeq DNA PCR-Free, TrueSeg RNA Library Prep Kit V2,
etc
8|Library ==L 7} o = gfol
strandednes JkSEh ak ths 3 =
S —
No| Zlsst gk
ENIEEE
(t.ts lT) 12| 1| stranded
°=° 2| unstranded
9|Library Jls¢t 2k cks & EY
layout No S5F 2f
(Elol2B{z| 1| single—end
2lojo}R) 2| paired—-end
3| Mate—pair
4] other configuration of reads (please specify)
H| (P 2): Choose option 4 for long-read sequencing
H|(=2): Long-read sequencing?! A< M 45 MEY
Nominal AMEH(AZ): Average length of library fragments that were obtained by a size
length selection process (e.g., gel-based size selection)
g_lhlot'ij) Mod(Z2): Size selection ZHH(0l: gel-based size selection)2 Sl L% library

fragment=2| =W 20|
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- k] S
No a= Zg_;l(o) ESu
Of|Al: 100 bp
H|(H2): Applicable for paired—-end read data only
H| 2(Z2): Paired-end read H|0|E{Ql ZA<olot st
11|Nominal O |M™EH(HI): Standard deviation of the lengths of library fragments that were
standard obtained by a size selection process (e.g., gel-based size selection). Typically
deviation “10% of nominal length.
@;ﬂ_ 20| MEH(FE): Size selection (0 gel-based size selection)2 S5 L2 library
EETHA fragmentSel Zlolo| EXHAL SAKMo=z HF Zole| oF 10%.
ol Al: 10
H|(H=2): Applicable for paired-end read data only
H| 2(Z2): Paired-end read Hl0|E{Ql ZA<olot st
12| Platform M |7tsSt 4k CIS & 9
(Z2y =) No Jhsst gk
1| LS4A
2| ABI_SOLID
3| BGISEQ
4| CAPILLARY
5| COMPLETE_GENOMICS
6| HELICOS
7| ILLUMINA
8| ION_TORRENT
9| OXFORD_NANOPORE
10| PACBIO_SMRT
11] OTHERS
13| Instrurment M |Z7ksSSH 3k CS & "9
model 1284 SH=(Platform) 4 7 =3t ZHInstrument model)
7|22 LS454 454 GS
454 GS 20
454 GS FLX
454 GS FLX+
454 GS FLX Titanium
454 GS Junior
ILLUMINA HiSeq X Five
HiSeq X Ten
lllumina Genome Analyzer
[llumina Genome Analyzer ||
lllumina Genome Analyzer lIx
lllumina HiScanSQ
[llumina HiSeg 1000
[llumina HiSeg 1500
[llumina HiSeqg 2000
lllumina HiSeg 2500
[llumina HiSeg 3000
[llumina HiSeqg 4000
lllumina iSeq 100
[llumina NovaSeg 6000
lllumina MiniSeq
lllumina MiSeg
NextSeqg 500
NextSeq 550
HELICOS Helicos HeliScope
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HeH(0) TE=

w
I

ABI_SOLID AB 5500 Genetic Analyzer
AB 5500xI Genetic Analyzer
AB 5500x-W Genetic Analyzer
AB SOLID 3 Plus System
AB SCOLID 4 System

AB SOLID 4hqg System

AB SOLID Pl System

AB SCOLID System

AB SOLID System 2.0

AB SOLID System 3.0
COMPLETE_GENOMICS | Complete Genomics
PACBIO_SMRT PacBio RS

PacBio RS ||

PacBio Sequel

PacBio Sequel I
ION_TORRENT lon Torrent PGM

lon Torrent Proton

lon Torrent S5 XL

lon Torrent Sb

CAPILLARY AB 310 Genetic Analyzer
AB 3130 Genetic Analyzer
AB 3130xL Genetic Analyzer
AB 3500 Genetic Analyzer
AB 3500xL Genetic Analyzer
AB 3730 Genetic Analyzer
AB 3730xL Genetic Analyzer
OXFORD_NANOPORE GridlON

MinlON

PromethlON

BGISEQ BGISEQ-500

OTHERS Please specify

Design M |MEH(HR): Freeform description of the methods used to create the sequencing library; a
description brief 'materials and methods” section.

(CIXJo! Adod) HH(I2): MY 2M 2lo|E22|E MMsh| 2ol ARZE 2ol tial AbeEH 7=
=22 'materials and methods” MM S ZH4s} 501 7

_34_




IIE 2. Files

<3E 4-1-2>
— Er{ B8
No &= |EL zeu
1/ Type of M 7tset 4k F%" el
primery ceta No | 7FSEt 3
file
(=2 1 |fastq
E]lo]|= 2 |fasta
olo
EE) | H|(¥-2): Long-read sequences can be uploaded in fastq or fasta format. Short-read
sequences must be uploaded in fastg format. i
H| 2(Z&): Longread HIOIEE fastg BEE fasta &4 HYZE Jhs. Short-read HIolEl=
fastq o:U\IOi O-{EI:
2 Name of M MHEH(HF): Exact file name, including the extension. After entering the file name, upload
primary the file. A corresponding md5 file must be uploaded as well.
data fie MY(FR): YFXIE =Zoket Oi 0|52 Me ¥, mYs =S w5k md IYT
(2 2ot | |
tllo|E ' o W -
mjelo| H|(¥2): If you entered “paired” in the “Library layout” field, please be sure to enter
=) both matching filenames because paired-end data is usually submitted in two files.
Compressed format only accepts gzip.
H|Z(Z3): “Library layout” sF=2| 40| “paired” QI 2%, MHIsF AlE EAMo| AP F
7He| mds S55M =0 JcEZ med o|EE F 7HE o AFHAZ2 gziptt &
3 Type of O |7k=st %kt & 94
secondary
data file No JH=35t 7
et 1| bam
El[]=]
njelo] 2|cram
Er)) 3| srf
4 | sff
51454 native
6 | Helicos_native
7 | SOLID_native
8 | PacBio_HDF5
9 | CompleteGenomics_native
10 | OxfordNanopore_native
11| VCF
12 | MAF
13| DEG matrix
14 | Gene expression matrix
15|WIG
16 | bigWig
17 | bedGraph
18 | Others
H|2(H-2): Mtiple secondary data files can be added.
H|Z(=2): oz 7} Ho|H T H=2E Ji=.
4 Name of O MHEH(HF): Exact file name, including the extension. After entering the file name, upload
secondary the file. A corresponding md5 file must be uploaded as well.
g fle MY(2): HRAIS T Y 0|22 M2 3 DRIS PR w3k mes TR
T Az c=sllof sF ’ )
E‘”OlE‘I I:IE—OH |: =.
ajelo|
o8
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No a= NEY(O) E2a
5| Description O |HHE(YE): Freeform description of the methods used to create the secondary data file.
gf MYE(F32): 27} ol s MM flal ARZE g Sof tish AiREA 7=
?_E'}? Pﬂle H|D(H-2): Applicable only when your uploaded the secondary data file. Must specify
ol method details such as removing chrX, chrY, and chrM when you using reference.

aiel M)

H|(F2): F7} Ho|H nfels 2= g A<k i Reference ARS Al chrX, chrY,
chiM MH S 50| Ara GA|

6| Reference O |7Is8t &k o2 & =
(B MY) No| 7k=sh %t Ay
1| Reference AMH(AR): Please enter the file name, including extension, that
FASTA file | contains the custom reference used during your alignment. After
entering it, upload the file.
M (ZE): Sequence alignment(ME &) 2Rl custom
reference(AFE AL X E=x ME)2 ALSE 42, ABE &=
Mol m! 0|22 ERAKIE =Esio] 3 O F Il gdzE
Ol Al: mouse.fasta
2| Reference AH(AHR): Please provide NCBI name or accession number (e.g.
assembly GRCh37) of the assembly used during your alignment.
AHAY(ZR): BT &=X ME2 ARESHE2, MY J=o| A==
Ex= MY NCB HAMO|LF & S5 HoE H
of|Al: GRCh37
H|(¥-2): Applicable only when you uploaded the secondary data file.
H|Z(=2): £7} Hlole mlS A== st AT iR
7| Release M | AY(HE): Data release date
date ME(Z2): dlole] 370 Mt
(S0 mt)
AL YYYY-MM-DD
o Al: 2018-12-22
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m Microarray(otol3 = 01101 HI0IE

(] (AR KOBIC 24 & 93 AR} A
o FFUTW FIF(HND ST Aghuh), A FAsStn FAAHA$ER

ZARh)

[J (A%) DNA, RNA, proteine microarray 7' S 2 profilingdt 23 dHlo]E}*
« BE ZFO grray E&: MALA (gene expression array), A 5 & (methylation array),
S (SNP array), S| (protein array) &

(3} Ao =313t X]'E_) NCBI GEO*(https://ncbinlmnih.cov/geo/) S W21
LIRSS
* Gene Expression Omnibus

[J (% 74) Microarray H°|H AESY 552 b Al 242 744
o BioProject AH.: <2. BioProject X >9] %2ld ulg} 5=
o BioSample FX.: <3. BioSample A X >2] 2o wzg} 5=

Ao

O Microarray Hl°]¥: Z} BioSampleol] thdl A& of A
<4.2. Microarray H|°o]E]>2] 2o ulg} 5=

I}E 1. Series [Al2]X)

i 4-2-1>

(M))/ coat

=2

B
®

No

Ok

=
o

R

—_

Title Mo(HE): Unique title (less than 120 characters) that describes the overall study
(M=) Mod(I2): Mx™Hel A7 FHE HAHsk= S (120K 0|Ll)

<

Of| Al: Expression data from early Drosophila embryo

2| Overall M AMY(H2): Indicate how many samples are analyzed, if replicates are included, are there
design control and/or reference samples, etc.

(Mer Me(=E): Lot B2 MZ0| EMEQI=X|, Hojt B2 o
CIXtel) CH=Fo(ut "F"-_rLOI OI‘II S AE Mol thEt Mutx °._| My

O Al: Drosophila embryos were selected at successive stages of early develooment for
RNA extraction and hybridization on Affymetrix microarrays. We sought to obtain
homogeneous populations of embryos at each developmental stage in order to increase the
temporal resolution of expression profiles. To that end, we hand-selected embryos
according to morphological criteria at five time—points: before pole cell formation, i.e. before
2ygotic transcription (TO), during the slow phase (T1) and the fast phase (T2) of
cellularisation and at the beginning (T3) and the end (T4) of gastrulation.
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IIE 2. Sample detail [ME AMAE)

<i# 4-2-2>

No

ok

=
=

(=)
T2

—_

detailed
sample title
(A ME
H=)

Mod(HE): Unigue title that describes the sample
HYH(IR): MEsS HUHE = U= MM A=

Zol(FE): We suggest that you use the convention: [biomateriall-condition(s)Hreplicate
EZo(Z3): chk33t 22 27| walg FHEE (W HA"EAHE SR

ol Al: embryo at TO, biological repi, Muscle_exercised 60min_rep?2

(o )

2| source name

Md(H2): Briefly identify the biological material and the experimental variable(s).

HY(F): M2 2AD MY HSE 2P AYE & UTE &Y

O Al: Drosophila embryos before nuclear cycle 9 (matermnal transcripts), vastus lateralis
muscle, exercised, 60 min.

3| molecule
=)

AMo(HE): Type of molecule that was extracted from the biological material

HY(Z2): 42 2ol 8 2Xlo| 7Y

7tstt 2k ClES & 8
No 7tsst gk

1| total RNA

2| polyA RNA

3| cytoplasmic DNA
4| nuclear RNA
5
6
7

genomic DNA
protein
other

N

lapel
2+

AMod(HE): Compound used to label the extract

HdY(=E): FE=2 2Hlske AREE 2tekE

[G)]

description

(M)

AMo(¥F): Additional information not provided in the other fields, or paste in broad
descriptions that cannot be easily dissected into the other fields

HY(ZE): Ct2 g=0lA] AZE K| 2 FEL 2o Moy

OfAl: Gene expression data from embryos younger than nuclear cycle 9, i.e. before zygotic
genome activation.

[0))

platform

(EH3D)

MHEH(HE): The GEO Platform (GPL) accession number (GPLxxx). The GPL accession
number can be found at https:/nchi.nim.nih.gov/geo/browse/view=platforms.
MIE(FE): GEO Z2ME(GPL A HE (GPLxxv). GPL Al = ChZ 2I30iA] 3te

X olo:

T U= hittps://nchi.nim.nih.gov/geo/browse/view=platforms.
o[ Al: GPLBRS
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IIE 3. Protocol (&8 O=2E=

St

<3 4-2-3>
= frvd e
No| #= |RLW L
1| extract M |AH(HE): Describe the protocol used to isolate the extract material.
protocol MY(ZR): $2 MBS Rolste A8 Z2E2
(7‘:7‘:
ggggg—) of| Al: Trizol extraction of total RNA was performed according to the
manufacturer’s instructions.
2| label M | YH(HE): Describe the protocol used to label the extract.
protocol MY(ZE): $222 2fdastc A2E Z2E2
(2=
ZTZEF) o Al: Biotinylated cRNA were prepared according to the standard Affymetrix
protocol from 6 ug total RNA (Expression Analysis Technical Manual, 2001,
Affymetrix).
3| hybridization M |AH(HZR): Describe the protocol used for hybridization, blocking and washing,
protocol and any post-processing steps such as staining.
(EM3} MY(FE): EMS XeE E MEH, M 5 FX2| Ao AIEEes Z2EE
Z2ES)
Ol Al: Following fragmentation, 10 ug of cRNA were hybridized for 16 hr at 45°C on
GeneChip Drosophila Genome Array. GeneChips were washed and stained in the
Affymetrix Fluidics Station 400.
4| scan M M (HE): Describe the scanning and image acquisition protocols, including
protocol scanner model and core software/version (e.g. GCOS v1.x, AGCC) used for
(A7H image processing.
z_ﬁig) HY(ZR): olo|X| Helo AlSE = 291 2 2 siA AxELof
HA(o: GCOS vix, AGCC)2 & a7 2 olo|X| =& =2 Z
of Al: GeneChips were scanned using the Hewlett-Packard GeneArray Scanner
G2500A.
5/data M | AHE(HR): Provide details of how the primary data were generated.
processing Mo(Z3): dIo[E{7F MM = diHof oSk MF AFEH
(dlole
Z2AMA) o Al: The data were analyzed with Microarray Suite version 5.0 (MAS 5.0)
using Affymetrix default analysis settings and global scaling as normalization
method. The trimmed mean target intensity of each array was arbitrarily set to
100.
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I}E 4. Result files(Z1t M)

<& 4-2-4>
No| &= RN LT
1/ raw data M | 4B(Z2): Raw data file upload
file My(ZE): A Hlolg] o A==
(A
|0 | ol Zol(AlAl): The following is an example of the formats that are used for each of the
a1} vendor-specific platforms:
Vendor Format
Affymetrix |CEL
Agilent Agilent Feature Extraction result file. GPR files are also acceptable
if they include the Agilent Probe Names. Depending on the
platform, tab-delimited text files are also acceptable.
Nimblegen | PAIR
lllumina IDAT and associated files or a Matrix worksheet containing
non-normalized data
2| processed M | A (HE): Processed data file upload
data file MY(Z3B): 75E olole o ==
(E?I?I_Ei mel =oH(o4|Al): Description of processed data file for each vendor-specific platform
el Vendor Description
Alfymetrix | Usually probe set summary data generated by the primary analysis software
(e% Expression Console, Microarray Suite 5.0, Genotgpmg Console,
GTYPE/CNAT, GTGS, Tiling Array Software, or GeneChip—compatible/other
3rd-party software). These data may be submitted either as CHP files or a
tab—delimited text file (see examples in templates below). Please submit the
data used to draw the conclusions of your study. For instance, do not
submit CHP files analyzed with MAS5.0 if your submission is related to a
publication based on GC-RMA data. In this case, you should submit the
GC-RMA probe set summary data instead of MAS5.0 CHP files. (Taken
from https://www.ncbi.nim.nih.gov/geo/info/geo_affy.htm)
Agilent Processed/normalized data used to draw the conclusions from
{our study. Two-color experiments (e.g., Cy3/Cy5) will typically have log
(test/control) ratios; one—color experiments will have normalized signal
intensities. Processed data should be provided as a value matrix containing
data for all Samples. Data can be provided in an Excel worksheet or a
tab—delimited text file. The table should include the Agilent Probe Names
(e.g, A 23 P158231). (Taken from .
https://www.ncbi.nim.nih.gov/geo/info/geo_agil.htrml)
Nimblegen | A Matrix worksheet containing the processed/normalized data used to draw
conclusions from your study (e.g., RMA-normalized signals, scaled log2
ChIP/Input ratios, etc.). If the processed data row count exceeds Excel's
limit, please supply your Matrix as a tab—delimited, plain—text file (.txt).
Alteratively, if your data were processed with Nimblescan software, the
processed data may be supplied as native .gff files. (Taken from
https://www.ncbi.nim.nih.gov/geo/info/geo_nimb.html)
[llumina A Matrix worksheet containing the final processed/normalized data used to
draw the conclusions from your study (e.g., cubic spline). If the processed
data row count exceeds Excel's limit, please supply your Matrix as a
tab—delimited, plain-text file (txt). If submitting a new lllumina Platform, also
include Platform annotation columns. (Taken from
https://www.ncbi.nlm.nih.gov/geo/info/geo_illu.htrml)
3| Release M | MH(GR): Data release date
date MH(Z2): dlole] S0 =Mt
(370
) 2FAL YYYY-MM-DD
Of[Al: 2018-12-22
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m Nucleotide sequence(7ixg) HIOIE

O (&47) KOBIC &4 F 9% d%7t 4%
o A TGATH Hald, BTt uH Y oJAE(FNIFET Aduh)

0 (A%) E %22 nudeotide sequence(@714E) dlolEle] T5o| AREH.
delFd F7IME HolHE 93 EE A2 A7IME HolE e S50
7P (eSE7 212 ofllE #3). 53] NGS raw read sequence?]
BE B o] ofvE}t <4l NGS Ho|EH>9] &S A3
sE5E7 =4

. Noncontiguous sequences

. Primer sequences
. Protein sequences with no underlying nucleotide submission

1

2

3

4. Sequence containing a mix of genomic and mRNA sequence

5. Sequences without a physical counterpart (consensus sequences)
6

. Sequences with length less than 200 nucleotides
[] (°c}=é] %7‘({) NCBI GenBank(https:/ /ncbi.nlm.nih.cov/genbank/)e] F21-S-
ke AAEAL
[J (55 TA) Nudleotide sequence HI°|E AHES FTHFL2 T3 A
842 7449
o BioProject X: <2. BioProject H X >9] 2o u}e}
o0 BioSample A X.: <3. BioSample A X >2] 2o wtz}

o Nucletide sequence H|°]E]: Z} BioSampled] thdt A& oA Aoz nucleotide
sequence H|°]E]E <4.3. Nucleotide sequence H|©|E]>2] 2lo) wag} 5=

8 &

ot ol

=
=
=
=
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I}E 1. Nucleotide type

<3 4-3-1>
No B 54O ==
1|Assemble type M |MZE(HR): Assemble type of nucleotide (assembled or non-assembled)
(H7|M &4 HY(FE): d7IMLe ofdEa| oF
7lstt 2k ckg & =Y
No | 7kS$t &4
1| Non-assembled seguences
2| Assembled sequences (each sequence was assembled from
two or more overlapping sequence reads)
2 o M |MAZE(HE): submission type of nucleotide
Submission type HEGE) S50 52 B
(Hlole S5 &4l
7lsst A ks & 94

No | 7FSst 2k

Single seguence

Whole genome sequences

Transcriptome shotgun assembly (TSA) sequences
High—throughput genome (HTG) sequences

Third party annotation (GHEF genomeol U= &)
Targeted locus study

Other (Please specify)

N[O WN[—

(] 9 35 #2(Submission type)e] #roll W} F Alo]AE U ojx 550 Xy

Case 1 Case 2

1. Single sequence 2. Whole genome sequence
o= o 6. Targeted locus study 3. Transcriptome shotgun assembly (TSA) sequences
Submission . _
type 7. Other (Please specify) 4. High-throughput genome (HTG) sequences

5. Third party annotation (312 genomeo| U= &%)

A S5 <I}E 3. Sequences/Nucleotide A 2> <I}E 2. Sequencing technology & &2>
ofAl ol XM |2 <TI}E 4. Feature & &> = <I}E 4. Feature ME>
=M o <IlE 5-1, ol MHE TE: Case 1> | <TE 52, Tl MY mlE: Case 2>
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IIE 2. Sequencing technology MY

<3 4-3-2>
= il 2~
No| &= N ek
1|Assembly date O |MHE(HE): Year, month and day the assembly was made.
(ol 22| X} Mo(IE): oM=2] Ho[E7 MME dAx o & =t
ol YYYY-MM-DD
2|Assembly method M |[AHE(HE): Name of algorithm
(SEEEIEION)) HE(ZE): ofd=el Al 288 g12|1F ¥
Jtset A4 ks & 94
No 7%@ HA
1] ABySS
2| AllPaths
3| Arachne
4/ CLC NGS Cll
5| Celera Assembler
6| FALCON
7| FALCON-Unzip
8| GS De Novo Assembler
9| HGAP
10| JAZZ
11 MIRA
12| MaSuRCA
13| Newbler
14| SOAPdenovo
15| SPAdes
16| Velvet
17| Other (Please specify)
3|Program version M |MZE(HE): Version of program used for assembly or date of execution
(EEJ—?-:H H‘Ixn_-l ) IAE'H%:)I(E_E_) O{A{I‘:'El_lo-” 9_|-5:—r’_o|» A.LE:EHO' H.IX-] =] AI§DH AI IéLMI'
o Al: 2.3 or MAY-2011
4|Assembly name O |MHE(HI): This field is usually left blank, especially for prokaryotes, but is
(oAl 22|m) available for the name that you are using in your manuscript or abstract to
=E=re describe this assembly.
HY(=R): o HE= AduMoz S| YMEe| A |9 FX|Tk o]
oA EE|E dHsP| -r|3 Jﬂ'—i ZEOA] ARBol= O|ESRE ARE Jts.
ZOH(GE): A good assebly name generally indudes: a short 34 letter abbreviation
for the ingtitution, a 4-6 letter aobreviation of the organism name, and a version.
For the organism name abbreviation, avoid the 3+3 "genus + species” format
(e.g. "PanTro” for Pan troglodytes) since that could cause conflicts with the
UCSC database name; we recommend formats such as 1+3 or 2+4 for the
"genus + species” instead (e.g. PTro or PaTrog). Do not use the full scientific
name, in case that name changes in the future.
If you have a meaningful assembly name like UCLA Agam 2.1 (see naming
recommendations), please provide it here, otherwise we will auto—generate fit.
Zoi(ZE): £2 o EL| o|S0ll= deMoZ chgo0| ZakE: 7|2 thst
2 3-4 X} 2fof, Tr7IX4I 0|&2| 4-6 X} 2F0q, & HW
AR 0|2 2k0{S| 7P UCSC HI0|EfH[o]A OIEP—F =2 ozl F Rlenz
3+3"% + F'&Y (o : Pan troglodytes2| & "PanTro’)S ARSSHK| 2 A,
CHAL "= + Zof| CHall 1 + 3 EE= 2 + 49t & 7‘° Halg AHzke (o : PTro =
PaTrog). L%Oﬂ o|50| HAE 75%3 CHH|E P01 7‘1I1I 2.“?34; ALSSHA| 2 A
UCLA Agam 2.1 (0|5 XM HZF Ale atx)et 22 2ojo| U= ofdl=2|
0|20| U= & 047[of iz, OHX| 2LoM X522 WME.
O Al: UCLA Agam 2.1 for version 2.1 of the Anopheles gambiae genome from a
lab in UCLA.
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No

(=1 ==
S =

2 e

(=)
e ==y

(&)

Genome coverage
As AHe2lx])

MH(YE): The estimated base coverage across the genome, eg 12x. This can
be calculated by dividing the number of bases sequenced by the expected
genome size and multiplying that by the percentage of bases that were placed in
the final assembly. More simply it is the number of bases sequenced divided by
the expected genome size.

M(ZFE): Al Mebol| 27 FHE ¥7| Hel (of © 12X). ol Y7|MYE +E
oM Az 27|12 LisDD Ol z[E ofdlEe(d HigE &V|e HEEZE
=010 ALt = UZ. o e = 7IMEe| 78 oA Al F37I2 L=
AR LIE £ QU3

Of| Al: 12x
6|Total raw read length Mod(GE): Total read length used for assembly
(& AlHolg] Zo|) HY(FE): ==l ALZE ™A raw data ¥7|ML Zo|
7|Read throughput MH(YE): Read throughput generated by sequencer
(& Q7ML read ) MY(ZR): YME FHA =ZHread)S2l 7=
8|The number of contigs Mo(PE): The number of contigs in genome
(XAl contig =) ME(ZTE): dAl Al=2l contig =~
9|Contig length MH(YE): Total length of contigs (bp)
(®= contig Z0l) Mod(=2): M contigel 20l (bp)
10|N50 MH(YE): The value of N3O (bp)
Mod(=2): N30 2t (bp)
11|Sequencing technology AMEH(AH-E): The sequencing machine(s) used to generate the data
(A|RHA 7|12) M(ZE): Clole] MM Al ALSSH A[RA J|A
Itsst 2k ks & =Y
No | 7FSet &t
ABI3730
Sanger
44
[llumina
lllumina GAll
[llumina GAIIx
lllumina HiSeq
lllumina iSeq
lllumina MiniSeq
[llumina MiSeg
lllumina NextSeq
lllumina NovaSeq
lon Torrent

Oxford Nanopore

Oxford Nanopore GridlON
Oxford Nanopore MinilON
Oxford Nanopore PromethlON
PacBio

PacBio RS

PacBio RSl

PacBio Sequel

Helicos

SOLID

24| Complete Genomics

25| Other (Please specify)

N A N e TS N N S R e R e A S N

1

N

Confirm full genome
(M A= =g 47

stol)

7lstt 2k clg & =Y

No | 7SSt ar

Yes (even for draft genomes or if a prokaryotic genome assembly may not
include plasmids

No, | deliberately selected a subset of the genome (e.g. only one
chromosome of "a_eukaryote or only the non—repetitive regions of the genon

—_

\S]
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(=1 ==
S =

2 e

Description for subset
of the genome

(s ¥ )

=
Mod(P-2): Describe what subset of the genome you are submitting
HE(ZR): MEste sl dFE20| FAUX| 7=

H| (H-&): Applicable only when you answered “No” in the “Confirm full
genome” field

H|Z(=-2): “Confirm full genome” &= 2| 20| “No’¢l Z-<ollet st

~

Confirm final version

(=S o5

MHEH(HE): Answer "Yes”, if you do not expect to do more sequencing or
reassembly of this genome.

H(ZE): e Alsel O ®e2 AIZA E= oM E2E 7|tskK| 2= 49
"Yes'2 CHE

JHsE 2k oks B =y
7

No | 7kt gk
1] Yes
2| No
Confirm de novo Jl=8t gk cle = el
asserroly No [7FSF &t
(E 5 ojMdEz| 1] Yes
018 2| No

Reference assembly
name or accession

(&= ojdE2] 0|5

H|Z(H-&E): Applicable only when you answered “No” in the “Confirm de novo
assembly” field

H|2(Z2): “Confirm de novo assembly” H=2| Z4o| Nool Z<oflot

ol

ek

o

Ny

Confirm update of
existing submission

(HH0|E ofF)

AHE): Is it an update of existing submission?
MY(ZE): 7|& ENsks ME=2 YUO|o|E Ho|E{QIX|of| chst &l

7tset 2k ohs S =

Existing genome
accession

CIE s S5HE)

H| (¥ -&): Applicable only when you answered “Yes” in the “Confirm update of
existing submission” field

H| Z(Z2): “Confirm update of existing submission” &H=2| 7to| Yes®l
A<ofot S

_45_




IIE 3. Sequences/Nucleotide A&

<3 4-3-3>

No | &=

2
1z 4>

—_

£): Select the type of molecule that was isolated and sequenced.
2): 2LlE0] AIZAE 2X} 78 ME

=
Molecule Type M |AE(S
=

(B4t 7&) Ag(

HA
No | 7t=st &4
genomic DNA
mRNA (cDNA)
genomic RNA
precursor BNA
tRNA
rRNA
cRBNA
transcribed RNA
Other genetic: RNA
Other genetic: DNA

OO N[N —

—_

2|Topology M |7ls8t 2k s & =Y
(9]Ah No | 7bset &t

1| Linear

2| Circular

3| Other

3|Source M |[Ztsst 3k ClS & 94
Organelle/Location _
information No |7hs¢t &k

(1A 27|22 chromosomal

) mitochondrion _
mitochondrion:kinetoplast
plastid
plastid:chloroplast
plastid:apicoplast
plastid:chromoplast
plastid:cyanelle
plastid:leucoplast

10 | plastid:protoplastid

11 | nucleomorph

12| proviral

13 | extrachromosomall

14| macronuclear

15| plasmid

16| Others (Please specify)

OO N[O |0~ | W IN|—

4|Chimera check M |MZE(HE): Did you check and remove low-quality and chimeric sequences from
FlHzl MY =l your FASTA file prior to preparing this submission?

MH(ZE): o] MESS ZHIS| Moll, FASTA TioflA Z2lo| St 7|H|2fel
ANZEAEZ BOISIM HAYLIR?

JKsE gk chg B =Y

No | 7Fs&t 24
1] Yes

2| No

5|Chimera check O |MH(YR): Please provide the name and version of the chimera checking
program name program. BLAST alone is not sufficient as a chimera checking program.

(7]oi[2t 2ol MH(22): 7|02} AL Z2030| 0|22} M g2, BLAST 2tez= vz}
=23y ZAl Z20os SRS g

LS 3.
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= xl
No &= B g
H| (H-&): Applicable only when you answered “Yes” in the “Chimera check”
field
H| Z(Z&E): “Chimera check” gF=0ilA] Yese! AL iY== &=
6|Chimera check MHEH(HR): Please provide the name and version of the chimera checking

program version

(Zlol2} =l
=20 HH)

Mo(ZE): 72t A Z23-e| o|&2 HH =
A-2): Applicable only when you answered “Yes” in the “Chimera check”

H|O(=&): “Chimera check” SF501A] Yese! 2 iY== &=

]

Cultured or Uncultured

(b o5

AH(H-2): Bacterial/archaeal Sequences: How were they obtained? Select
whether your seguences were obtained from cultured or uncultured samples.
M(Z2): Bacteria 2! Archaea AlEAQl AR ARAE dfjtb=l MEZFE
A =X HH%EEPKI te MIz=HE ol=X| Al_{E_hI

LS— O AL

=
5 =

-

7ts¢t 2k ct
No | 7S¢t 24

Pure-cultured strains (axenic cultures containing only one microbial
species each)

2| Uncultured, bulk environmental DNA (PCR-amplified directly from
environmental sample or host; samples were not grown in culture)

0jo

I
A
\
=)

—_

[ee]

Primer Type
(Zzlole 7&)

AH(HE): What type of primers were used to amplify your samples?
MY(ZE): MES SEsP| 2lsl AFESst =2o|H 78

a=22 o o — —
7ksEt 7k g & =

1| Universal primers (amplifies DNA from a broad taxonomic range of
organisms)

Species—specific primers (amplifies DNA from a single species)

2
3| Not amplified with primers

H| (Y -&): Applicable only when you answered “Uncultured, bulk environmental
DNA” in the “Cultured or uncultured” field

H| Z(=&): “Cultured or uncultured” &=2| g40| “Uncultured, bulk environmental
DNA?l A< siE=E= a5

9|Forward primer name Mod(F-2): Name of forward primer
(ZQ= =Zajo|Hy) MY (FE): ZE =Zz2jo|o{e| Al

10|Forward primer AMH(YE): The sequence of forward primer
sequence HYg(ER): ZE =z2jo|ofe] ARA
(Ze= =ajo|of
AlREA)

11|Reverse primer name MHEH(AH-E): Name of reverse primer
(B|HA Z2jo|o{m) MY(ZR): 2/{A Z2jo|o| Hal

12|Reverse primer Mod(¥-E): The sequence of reverse primer
sequence Mo(ZR): 2|HA Z2jo|o{e] ARA

(2l =2jo|H
INEES)
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IIE 4. Feature MY

B 11

) <¥ 4-3-1>9] 7 ZBol Y 8 Y FHOZ 2stel e

[ ZF A Ao A= location BRI} HEEA]

optional)

o}7}ok EH(qualifier?] 73-%-

<3 4-3-4>

o}

wem BN

o

Coding region (CDS) / Gene / mRNA

—_

=
/
Providing intervals| O |MA™H(Y-&): CDS, Gene, mMRNA seguences, with intron sequences
MH(ZE): 2EE MH ZsH CDS, FMAL mRNA A

ZtM S0 2T ol Mlimlel kA P file xisx

[=]
L=
[ =]
[Lm

N

Providing protein O |MHE(YR): CDS, Gene, mRNA seqguences with protein sequences
sequence data MY(Z2): ey M =3 CDS, RAXL mRNA MY

A5l Q=g oMl mlel okAl: PP filexisx

RNA

w

precursor RNA O |Mu(y
Hg(=

ZtM Sl FZEE dlMimlel kAl PreRNA filexisx

): Any RNA species that is not yet the mature RNA product

): 0| AO{LIX| b= MEES ZESH premature RNA

[=]
L=
[ =]
[Lm

N

messenger RNA O |MH(HE): Messenger RNA; includes untranslated region after splicing
MYH(F2): Splicing O|F H|HAFL|E ZaFSE mRNA (cDNA)

ZM Sl 2= Ml kAl mRNA filexisx

&)

transfer RNA O |MYH(HYE): Transfer RNA mediates the translation of a nucleic acid
seqguence into an amino acid sequence

M) AL MUS ol|itt MYE HASHE S SHE RNA

ZtMSH0 =g oMl mlel kAl {RNA filexisx

[©))

ribosomal RNA O |A™E(FE): RNA component of the ribonucleoprotein particle
M(Z2): Ribonucleoprotein 7£Z=2| RNA M

ZMSl0 2= Al Mimlel kAl rRNA file.xisx

~

non-coding RNA Mod(F&E): Non—-protein—coding gene
MY(FE): v|gEst FHA}

ZtM S0 F 2 =g dlMimel kA ncRNA filexisx

[e¢]

transfer-messeng O |MH(HB): transfer messenger BNA; tmRNA acts as a tRNA first,
er RNA and then as an mMRBNA that encodes a peptide tag

AMYH(ZTE): tRNA2} rRNA2| E4=2 2F 2= RNA 24t

ZHM 510 HZ2EE Al Mliml kAl tmBNA file.xisx
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No &= o =gt
9|miscellaneous O |M-E(YE): Any transcript or RNA product that cannot be defined by other RNA
RNA keys
MY(Z2): C}2 RNA S22 Holg 4 gl 2E MAR Es= RNA
2N 5t YEEE AlMml kAL miscRNA file.xisx
Repeat sequence / mobile element / satellites
10{repeat region O |M™EH(YH-E): Region of genome containing repeating units
MY(HR): e M & 2 dskes /A 999
A5 PE2EE AlMnel AL repeat filexisx
Regulatory feature
11|-35 Signal O |M™H(YE): -35 box in prokaryotic promoters
MY (FE): AHME Z22E{2| - 35 box
2N 5t Y2 EE AdMniel kAL 355ig filexisx
12|-10 Signal O |M™H(YE): Pribnow box in prokaryotic promoters
MH(ZR): YHME =2 HE{9| Pribnow A}
2N 5t YE2EE Aol Al 10Sig.filexisx
13| Attenuator O |Md(YE): Sequence related to transcription termination
MYy(FE): A SZof olEl M
AYsto] == Adued 24 Attenuator.file.xisx
14|CAAT_signal O |M™E(HE): CAAT box in eukaryotic promoters
Mod(=2): TISME2| CAAT box
2N 5t Y2 EE Al AL CAAT filexisx
15|DNase | O |M™E(HE): Regions of chromatin that are sensitive to cleavage by the DNase
Hypersensitive | enzyme
Site Me(22): DNase | S40] |3 Hcho| wls| LojLh= FMEl oo
250 YEEE AlMimel kAl DNaseHyp file.xisx
16|Enhancer O |M™H(YE): Cis—acting enhancer of promoter function
HY(FE): AlA XM Z22E J|sE k= 2IsHA
2N 50| YEEE Al Al Enhancer.file.xisx
17|Enhancer O |M™E(HE): Enhancer Blocking Element
Blocking Element Mod(22): oIS AN 22
2N 5] Y2 EE AlMnel kAl EBE filexisx
18|GC_signal O |M™H(YE): GC box in eukaryotic promoters
Moi(Z2E): M2 Z2FE{2| GC box
M5t YEEE Al nl kAl GCfilexisx
19{Imprinting Control O |HH(HR): Imprinting Control Region
Region MY(=2): Need to Update /| F2 imprinting2h 2.
ZHM 50| Y2 EE Al ml AL ICRfilexisx
20|Insulator O |MYH(HR): Cis—regulatory element known as a long-range regulatory element
gn:{(% ) -[ O:iO:l(}”A—i XX-IOI_ 7(-|A|_I7C—IOA
zpMslo] FREE Al mbl kAL Insulator file xisx
21|Locus Control O |M9H(YE): Long-range cis—regulatory element that enhances expression of

Region

linked genes
Mog(ER): At FHA] W2 ST FIE H JAdo| MAZHE 4

ZHM5to] 2=o Ml 24 L CRfilexisx




No| &= Ha | =g at
22|Matrix Attachment AMO(YE): Sequences in the DNA of eukaryotic chromosomes where the
Region nuclear matrix attaches
Mod(=2): si7|2o| Fatg= XM E AMAH el DNA M
M50 YEEE AdlMml kAL MARfilexisx
23|PolyA Signal Mad(Y-&2): Signal for cleavage and polyadenylation
Moj(=2): EciolddstE fIst "t A
2N 5t0] Y2 EE AlM Il AL PolyA filexIsx
24|Promoter AMOE(HE): A region involved in transcription initiation
HY(2): HAF iAo ZHodsh=E F
ZtMsto] HE2EE AlM Il kAl Promoter file.xIsx
25|Recoding AMod(H-2): Recoding Stimulatory Region
Stimulatory Mod(=2): Need to Update
Region
ZhMslo] PEEg A mel kAL RSR file xisx
26|Replication Md(H2): Replication Regulatory Region
Regulatory HE(28): 25 =2 Ho
Region
ZtM5t0] FEEE Al M Il Al RRR file.xisx
27|Response AMO(HE): Short sequences of DNA within a gene promoter or enhancer
Element region that are able to bind specific transcription factors
Moj(IE): S MARIKIo| ZEE £ U= Z2EE Es QIS HA Lo
%S DNA A
2N 5] YEEE Al nl AL REfilexisx
28|Ribosome Binding MOH(YE): Sequence of nucleotides upstream of the start codon of an mRNA
Site transcript
MY(ZFE): mRNA HAEI2] AlZF 2= upstreame| 7| MY
Aysto] == Adael 24 RBSfilexisx
29|Riboswitch A™H(FE): Regulatory segment of a mRNA molecule that binds a small
molecule
Mo(ZE): 22 EAE=0| Zateks mRNA 24X =8 MOHE
ZhMsto] PEEg A Il kAl RiboSwifilexisx
30|Silencer Mo(HE): Silencer
HY(FE): AlA xoAM gl AXE sl= MY
25t = EE AdlMnel kAl Silencer filexisx
31|TATA signal M(HE): TATA box in eukaryotic promoters
Mo(2): TISME2| TATA box
Adsto] f==g Aol kA TATAflexisx
32| Terminator MO(Y&E): Sequence causing transcription termination
Mo(2): A BEE =Hsk= MY
2N 50| YEEE Al M Il AL Terminator file.xlsx
33| Transcriptional AMO(Y¥&): Transcriptional Cis Regulatory Region
Cis Regulatory M™E(FR): AL ZHE sk Cis ¥
Region
zpMslo] YEEg A Il kAL TCRR filexisx
34|Other Regulatory Mod(PE): Unclassified Regulatory Region
Region MY(2R): EREX 2 = g
ZHMslo] 2 =g Al el kAl OtherRegul file.xlsx
Others
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DCCI =T
35|C_region O |MYE(HE): Constant region of immunoglobulin light and heavy chains, and T-cell

receptor alpha, beta, and gamma chains
MYE(FR): HYZZES 2 2 M J2|2 T M= 3 ol #Eer 2 Za}
AlEe| HE HY

ZpM 5] Y2 EE Ml kAl Cregionfilexisx

36|D-loop O |MYH(HE): DNA structure where the two strands of a double-stranded DNA
molecule are separated for a stretch and held apart by a third strand of DNA

M(Z-E): Need to Update

2HM 5] = e AdlMnel kAL Dioop.file.xisx

37|D_segment O |MYH(HE): Diversity segment of immunoglobulin heavy chain, and T-ocell receptor
beta chain

My(Z2): 2222 F 2 B4 J2IT T ME $8H 2 st 2 2ot
el Cheset o

AMSl0 2 ET dlMmlel kAl Dseg filexisx

38|Exon O |M-EH(YE): Bxon sequence only
My(HF): A& Mot = ER

ZiM5to] 2=o dldmel 24 Exonfilexsx

39|Gap O |MHE(YE): Gap in the sequence
Mo(FE): Q7 |ME2te| H[AY MEHY

0f Y=g AMulal 24 Gapfilexisx

3 [0z
_O'L

40|Gene O £): Gene sequence only

) REA MR Qs B2

41|Intron O |M™H(HYE): intron sequence only
M(ZE): QIEE MHat = A2

atdsto] fz=Eg dldaobel 24 Intronfile.xisx

42J_segment O |MHE(YR): Joining segment of immunoglobulin light and heavy

chains, and T-cell receptor alpha, beta, and gamma chains

Mo(DE): HAZSZE2 g & 3o 322 T M=z 3 o) #et 2 Zat
AlEe| o o

ZiMSto] 2= M mal A Jseg ilexisx

43|Mature Peptide O |MH(YE): Mature peptide or protein coding sequence
MY(FR): HEO|IE £= CHE 3 M

M5t d2Eg Mol A MatPepfilexisx

44|Misc.Binding O |M9-H(Y¥R): Site in nucleic acid which covalently or non-covalently
binds another moiety that cannot be described by any other binding key (primer_bind
or protein_bind)

M(ZR): ctE sield sH=(primer_bind S protein_bind) 2 A& = gf
odod
(== R |

2
=

rr
r

2N 50 FE=EEF Al Mimel kAL MiscBind file.xisx

45|Misc.Difference O |MYH(HR): Feature sequence is different from that presented in the entry and
cannot be described by any other difference key (variation, or modified_base)

Mo(ZE): 2 AP sS(variation, == modified base) 2 AYEEr = gle IA

Ztdstol Hzeg AMukl 24 MiscDiff filexisx

46|Misc.Feature O |MH(YE): Region of biological significance that can't be described by any other
feature

MY(FR): OE 202 2RY £ ofE NP g9

2PN 510 PE=EE AdlMael AL MiscFeat file.xisx




DCCI =T
47\Misc.Recombinatio] O |M™H(Y&): Site of any generalized, site—specific or replicative recombination event
n MYg(mR): ZE dulst So|d = A4 M=Fo| ojLi= B9
ZtMsto] YE2EE Al nbl kAl MiscRecomb file.xisx
48|Misc.Signal O |MdY ): Miscellaneous signal

(=
= o
MIE(2E): Cl2 A5 BE(02 2828 £ gle A dof

ZhMslo] YEEg Al mbel kAl MiscSig filexisx

49|Misc.Structure O |M-E(YE): Any secondary or tertiary nucleotide structure or conformation that
cannot be described by other Structure keys (stem_loop and D-loop)

MY (ZE): CIE =(stem loop & D-oop) 22 MHE = gl 2k} == 34}
7MY =

ZtM Sl FZ=EE ol Mimel kA MiscStruc file.xisx

50|Modified Base O |Md(¥E): Modified nucleotide substituted for by the indicated molecule
Mo(ER): FAIE EXZ x|&kE HEYE UM

ZM Sl 2T Al Ml kA ModBase filexisx

51|N_Region O |MYE(YR): Bxtra nucleotides inserted between rearranged immunoglobulin segments
M(FE): MufjEel HAZZER MIOIHE Afojof AlEl 7L A7 |MA

ZHM o] JEEg Al el kAl Nregion.filexlsx

52|Operon O |M9H(HR): Polydistronic transcript including a cluster of genes
Mo(Z2E): RAA SHAEE ZoEle E2AAEE FAML

250 Y2EE A Ml kAL Operonfile.xisx

53|Origin of O |MY(YE): Origin of transfer; region of a DNA molecule where transfer is initiated
Trnasfer(oriT) in conjugation

AY(ITE): HYES A transfer?t ARtz A7|ML

ZHM 5l JEEE Aol kAl OriT filexlsx

54|PolyA Site O |MY™H(HR): Site on an RNA transcript to which will be added adenine residues by
post-transcriptional polyadenylation

MY(FE): AL T Z2|otdldstA olHld &V|7F FI1El= RNA MARA S|
7MY

ZHM 510 HZEEE A M Il Al PolyAsite file.xlsx

55|Primer Bind O |MYH(HE): Non—covalent primer binding site for initiation of replication, transcription,
or reverse transcription (PCR primer elements)

HYE(ZE): A, AL E= ATAL JHAIE fIE =20l 2t 79

ZtMolod FZ2EE Ml kAl PrimBind file.xisx

%6|Propeptide O |M%E(Y:): Propeptide coding sequence
Moy(22): Z2HE|E Y MY

ZHM 50 FZ2EE A Miml kAl Propep.file.xisx

57|Protein Bind O |M™EH(H-&): Non—covalent protein binding site on nucleic acid
Mod(ZE): it chHA A 22

=5k dldlalol 2kAlL ProtBind.file.xisx

_o'g
e
1]
Hu
[
l

): Starting site for duplication of nucleic acid
): FI7IME SHE 2leh AIRKIAE

58|Replication Origin O

nx nx| 1A
08 0g|0x
HO HO

Hi 08

fof = =8 Al ol kAl OriR file.xisx

ol

59|S_Region 0] ): Switch region of immunoglobulin heavy chains

): HAZSZEE SH| A9(x dYH

nx mx| 13
02 03| 0x
Hl 02

Ao Ao

=]

ik}
0x
o
Ao

odzs

w
L2

Ml mhel kALl Sregion.file.xisx
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No| &= e = g at
60|Signal peptide AMOE(Y&): Signal peptide coding sequence
My(HE): 2H|AS HE|E Y ¥7|IME

M5t d2Eg AM el A Sgpep filexisx

61

Stem Loop

Aod(¥-2): hairpin structure complementary sequences in a single strand of RNA or
DNA

MH(Z2): ANA £ DNAS| Thl Jlloll e 31018 2xo| ARA MY

2N 5t YEEE Al Al Stemloop filexisx

62

Transit Peptide

AMOE(Y&): Proteins which have an N-terminal presequence which directs them to
an organelle

ME(FR): ME A7|BOR SH= N-UE 0| Yt R 3L AY

ZtM Sl F 2 =g ol Mlimlel kA TranPep file.xisx

63

V_Region

Ma(Y-E): Variable region of immunoglobulin light and heavy chains, and T—cell
receptor alpha, beta, and gamma chains

MY (I E): HAES2EE 4o & 3o 322 T M=z 3 gt #et 2 Zat
AlEL| 7HH A

ZHY S0l P2 Eg Al mbl kAL Vregion file.xisx

64

V_Segment

MY(FR): Variable segment of immunoglobulin light and heavy chains, and T—cell
receptor alpha, beta, and gamma chains

HE(IE): H9=2=22 2 & S J2(0 T M= s34 Lt wiet 3 Zot
AtEe| 7K MOME

ZtMSH] 2 ET Al mlel kAl Vseg/filexisx

65

Variation

Mod(F-2): Related strain contains stable mutations from the same gene (e.g.,
RFLPs, polymorphisms, etc.)

HY(FR): 29T st RAALe] X|&H& Z4H0|(0: RFLP, CHHM S)&
=Zghehlct

ZtM S0 FZEE dlMlimel kA Var file xisx

3UTR

MO (H-2): Region at the 3' end of a mature transcript (following
the stop codon)

Mod(ZR): M FARHS| 3 et QA (stop codon CHA )
oMol H2E

AFA
=

of gim=gt

L2

Almiel kAl 3UTR filexisx

ol

67

5UTR

M(YE): Region at the 5 end of a mature transcript (preceding
the initiation codon

HY(=E): d=t

ZtM Sl FZ=Eg oMl kA 5UTR filexlsx

_—_—

Ao 5 Lt A= A (Start codon 2
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IIE 5. File 8%

B] 11

[ <3 4—3—1>9] &=#2(Submission type)2] groll W} F Alo|2== L oA

File AR G5=o] 2134&

Case 1 Case 2
1. Single sequence 2. Whole genome seguence
o & o 6. Targeted locus study 3. Transcriptome shotgun assembly (TSA) sequences
Submission . .
type 7. Other (Please specify) 4. High-throughput genome (HTG) sequences
5. Third party annotation (8iE genomeo| U= &)
Sl & File <mlE 5-1. el ME HlE: Case 1> |<TtE 52 mfel ME TlE: Case 2>
2E 55
oFA]
IIE 5-1. File % (Case 1)
<3 4-3-5-1>
& B = o
No &= 54 =aY
1|Reference file (0] M EH( : Did you have any reference genome file

D dTlMgol Ests AERMAS RE

bS8t %k 1 Accession Number 7| ¢
2|FASTA or SON file |M Ay (HE): Upload FASTA or Sgn file
(FASTA == SON MU (2 E): FASTA £= Sgn Tt ==
k)
3|Release date M AHE(AHR): Data release date
(2N} Mod(=Z2): dole] &7 Mt
2EAL: YYYY-MM-DD
[Al: 2018-12-22
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IIE 5-2. File MY (Case 2)

<# 4-3-5-2>
|z 5 [=se
1|Assembly state O |M™EH(AHR): Which of these 3 options describes this genome submission?
(o]Ml=z| Akel) MH(ZR): o A= MESe| AElE o2 I & 2

K Tk Ce & s
No [7Fs et 2k

1| Each chromosome is in a single sequence and there are no extra
seguences

One or more chromosomes are still in multiple pieces and/or some
seguences are not assembled into chromosomes

We are submitting just the AGP file(s) for a genome assembly; the
components of the AGP files are already in GenBank

N

w

2|Confirm AGP file for O |M™E(AHR): Do you have an AGP file for unplaced scaffolds (these are scaffolds

unplaced scaffolds without chromosome or plasmid information, so they have no genomic context)?
(HIHIX| AF=E MY(FE): Hix|=|X| ot AHZS(FM e Zelan|= MBI Qle
AGP Tl S5 AINEEO|ER Als HEIAETL gl3)ol thst AGP i &Xf o2

7tsst gk kS & =Y
No | 7ts¢t 4k
1] Yes
2/ No

H| (A -2): Applicable only when you answered “3” in the “Assembly state” field
H|Z(FE): “Assembly state” EH=2| Ztol 3eiel Holeh siE

3|Confirm AGP file for O |MHEH(AR): Are there also AGP files that assemble chromosomes, plasmids and/or
unlocalized scaffolds unlocalized scaffolds?

E

(H]9|x|5} ATHEE MY(ZR): P, Z2tAn|= Z/Es G W X7 MY =X e
AGP Tl 85) 2IHEES E2Iske AGP o E8 75F

No | 7ks¢t 4k
1] Yes
2| No
4|How to assemble O |M™EH(H): How are the chromosomes and/or plasmids assembled?
using AGP HY(FR): YU YEE Zakan|s =7 oY

(AGP ol & ==2HH)

No | 7SSt 2k

1| Directly from contigs in 1 AGP file (with or without scaffold breaking gaps)
2| Via explicit scaffolds, in 2 AGP files

3|1 have only unlocalized scaffolds

H|(H&): Applicable only when you answered “Yes” in the “Confirm AGP file for
unlocalized scaffold” field

H|(=&): “Confirm AGP file for unlocalized scaffold” &-=2| Zt0| Yesel
Ad=olak siE
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No &t Y ey
5|Confirm annotation in| O |A™(H2): Did you annotate the scaffolds or chromosomes that are assembled in

AGP

the AGP files?

of =&l 29H PAllHlol =M 77

—
—

(AGP =4 85 MY(FE): AGP ol =gE AHEE = = 75
st b ke & B
No |7Fsst &k
1]Yes
2|No, | don't have these files OR I've already uploaded annotated gapped
seqguences in the first step
B6|AGP file (0] MY (P E): Upload AGP file
(AGP ) AY(ZE): AGP T d=2E
7|Annotation file 0 M (Y 2): Upload gff file
(=4 e HdY(FE): of T A==
8|Sequence file format |M A (HE): The format of sequence file to upload
(H7|Md mpel moH) HYE(FE): Y2 StIX st HI|MYE midol =oH
Jtsst 4k Ckg & g9
No |7k=¢h 4k
1| FASTA
2|1San
H| 1:
- WGS &9 =g &d7|MY (single feature)el Zd<ol= FASTA % Sagn

MEH Jls,

- WGS with third party annotation

ol A=ol&= Sagn

=
S

o ctE Y¥IIME (multiple features)
gt MEf Jts

9|Sequence file M Mg (P 2): Upload sequence file of selected format
(H7|1Md mel) AYE(IE): F7IME o H2E=
10|Release date M My(H2): Data release date
(S0 ™) AY(ZR): dlole] S gt
QAL YYYY-MM-DD
OfAl: 2018-12-22
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XY PcR Z2H0IH HIOIES

O (AR ZFHYZALT A5 (@Avtole Zguh, ddiista H99
(37uto] & =giu, KOBIC

[0 (A%) £ 42 PCRETFEL 44 w9 7IHS T3 dsle 729
DNAS Z%d u) D3 Zalojr@ad &e +34 Ag) tlolE %24,

<G 14-2>

No #s ha e

1 | Seqguence source M |[MdHE(ZE): ZEZE2 dI7MY 24 (BY/std 5)
(e =) O Al: SARS-CoV-2, Universal 16S rRNA bacterial primers 27F,

Synthetic construct, Unidentified species

2 |Target class M |HH(ZE): SF tHae| F&(gene name, SNP, SSR &)
g 25
(B 7 8) o Al: MYC gene, Noncoding region, SNP, SSR, Mitochondrial
DNA, 5-UTR
3 | Target site M |M™E(ZE): 5= 2%, SNP 2 SSR M2 HEAl &
IR
(B 21=1) Gl Al1: Chri:22340-22447,
of A|2: ATCGGTIT/CIACCTG
of A|3: ATGCCT(ATT)2sACGT
4 | Amplicon sequence name M |Mdd: ZSE k(o] Cfst ¥ WA (O}, HIZE &)
(B= MY »@3)
ofAl: CHS4a SNP101, At_SSR_702. Ht_Allele_SP_206
5 |Reference sequence M | HE(ZE): Target 2IXIE Z&SH contig, gene & MA 7ML
(EZY7IME) fasta =t
6 Expected amplification length M | HE(FE): S fIRle H7(MLE 2ol
olAF ZE 210
7 |Targeted DNA sequence M| A de(E—v—) PCR =& 2/xl2| DNA &7|M&
(BZ 229 d7IMY) ~
of Al: CCCTACT—(&2hH—AATCTTAC
8 |Forward primer seguence M ME(=2): Forward primere| H7|M&
i o Ir | z|
(Eel = Z2folnl A7IME) o Al: GCTGGTGCTGCAGCTTATTA
9 |Reverse primer sequence M M (Z2): Reverse primere| ¥7|MA
ir E| =l
(el Z2folol HIIM ) ol Al: AGGGTCAAGTGCACAGTCTA
10 | Description M |M™E(ZE): i PCR 072 FE5H= g U 52 5 MO
(O} A ) - = 5z
oIA[(F2 ) SNP, =5 2|2l DNA o[ |1 // SSR,
SEE chdol 2ol // Amplification or not OE 75
Oof A|(E8): BT 2 FXXIe| DNA B0|(SNP) &l
2|8t PCR 2 sequencing primer2 &2 // ojXiLI2 2t & 7228
9 A AEE e SSA DI E w8 | wrias NP FeE
28t allele specmo primerg 0|25t DNA TE RE= =
11 |Release date M | MH(HE): Data release date
(S0 Moy(=32): Hlole S7H0 =Mt
kAL YYYY-MMV-DD
[Al: 2018-12-22
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B3 Proteomicsizresn HIOJES

EX] Proteomicsizsn GIOIE

] (A%) @9 A (proteomics) 23 vl olH

[] (;-q'/‘é of 13k Z]-fr_) EBI PRIDE(https://www.ebi.ac.uk/pride/)2] 2L
7Rtz A

[] (6% T4) Proteomics HI°JE AES 52 U+ Al 242 744
o BioProject FH.: <2. BioProject X >29] %2ld ulg} 5=
o0 BioSample A X : <3. BioSample A X > 2] o 5=

2lol u}
O Proteomics H©]E): ZF BioSample®l] thdr A& A Ao
<5.1. Proteomics H|°|E]>2] 2l ug} 5=

2l proteomics H]°]E =

IIE 1. Descriptors (A2 XH

<3#% 5-1-1>
No e R T2
1 | Keywords M | MYH(PR): Terms that define your study, eg. technique, disease
71915) MY(ZE): ATE Holgt + U= #alo(Z|E, 2y Sof s 80)
Of|Al: Cancer, Metastasis, SNAI1 Gene
2| Period of Creation M | M (Y E): Creation period of proteomics data
(Clo|E] A+ 7|2H MY(ZE): el diolef Mok 7|2t
o[ Az 2020.1-2020.7
3| Submission Type M MY (PE): The level of completeness of the data based on the level of
(ElolE] oA ) processing(refer to EBI PRIDE)
Moy (Z2): chelF| of|olE processingoll Z2 2 =(EBI PRIDE 7|=
)
58t g cts & =
No| 7St 2t A
1| Complete | Any data types that cannot be converted into PRIDE XML or
mzldentM
2| Partial Raw data, PRIDE XML, or mzldentML
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IIE 2. Sample details (ME AMAE)

3 5-1-2>
= PPN e
1| Subcellular M Mod(¥-=E): Subcellular organelle from which samples were isolated
isolation HY(FE): GIE Al) 22 2= /}:hl;ol SHCHe|= M|ZEAT |2
MZEAT |2 . . _
gliﬁ 71 o[ Al: Whole cell, Mitochondria, Nucleus, Membrane &

IIE 3. Experimental details (A8 AMAY)

X 5-1-3>
- v [
No| &= il =2
1 | Experiment type AMo(H-2): Type of proteomics strategy
(HY 78) Mo(=E): cHEZA S Make| 7Y
7tset 2k S & "3
No ts¢et 4t
1| Top—down proteomics
2| Shotgun proteomics
3| Gel-based proteomics
4| Cross-linking (CX-MS)
5| Affinity purification (AP-MS)
6| Selected reaction monitoring (SRM)
7 | Multiple reaction monitoring (MRM)
8| Parallel reaction monitoring (PRM)
9| Sequential window acquisition of all theoretical fragment ion spectra (SWATH MS'
10| Mass spectrometry where E represents collision energy (MSE)'
11| High definiion MSE (HDMSE)'
12 | Peptide acquisition independent from ion count  (PACIFIC)
13| AllHion fragmentation (AIF)*
14| RNA mass spectrometry
15| MS imaging
16| Others
* Data-independent acquisition (DIA) method
2 | Experimental O AMH(H-2): Fill in your experimental factor or clarify whether the data consists of
factor/Technical multiple technical replicates (recommended)
E?\?léﬁate My(F2): A 291 2 technical replicate HE (GHE Al) &
ETEENE)

ofAl: Drug A at 10 mM, technical replicate 2

H|Z2: If the corresponding experimental data is one of the technical replicates from
the same biological sample (i.e., the same biological replicate), please add an
additional label (e.g., “technical replicate 2”) that are distinct from the other technical
replicates.
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I}E 4. Sample preparation (MZ =HI)

<3 5-1-4>

—

o

No

= |30 =g

1| Sample M(HR): A short description on the sample preparation steps, separation,
processing enrichment strategies and mass spectrometry protocols included

protocol MY(FE): ME Z| o, 22 =5 MeF 2 22k 2A =2 eE0| st 712k AdE
ME X2
(Eg 5%-) O Al: Analytical Sample Protoool — Alkylation: Chioroacetamide, Fractionation: hSAX
Fractions: 24, Protedlysis: Trypsin, Starting Amount: 300 ug; Chromatography Protocol —
Colum Length: 40 cm, Column Type: C18, Gradient Length: 110 min, Injected: 5 ul,
Inside Diameter: 75 um, Particle Size: 5 umy Mass Spectrometry Protocol — Dissociation:
HCD, Instrument: Thermo LTQ Orbitrap Velos, MS1 Resalution: 30000, Precursors: Top 10.

H|11: Please enter a summary of the information that will be entered in the following
fields: Extraction protocol, Digestion protocol, and Enzyme.

2 | Extraction O | AMH(HE): Description of protein extraction protocol
protocol MY(22): cHid 55 23| of3t MY
(& Z2E3) , _ ,
Ol A= After tissues were carefully washed in PBS buffer on ice to remove blood, all
pairs of tumor and adiacent normal tissues were individually cryopulverized using a
Cryoprep device (CPO2, Covaris). Briefly, each tissue piece (50-200 mg in wet tissue
weight) was placed in a cryovial (Covaris, 430487) on dry ice, subseguently transferred to
a Covaris tissue bag (TT1, Covaris), and pulverized by using different impact levels
depending on the total weight of the tissue (<50 mg: impact level 2, 50-250 mg: level 3
after placing in the tissue bag into liquid nitrogen for 30 s. The tissue powder was then
placed in a sonication tube (002109, Covaris) and mixed with lysis buffer [4% SDS, 0.1
M Tris-HCl pH 7.6 and one tablet phosphataseinhibitor (PhosSTOP, Roche) in 10 mL]. A
different volume of lysis buffer was used according to the total tissue weight (ca. 1 mL
for 20 mg). Tissue lysis was performed by sonication using a focused ultrasonicator
(S220, Covaris) at a setting of 2 W (intensity 5) for 5 s followed by 36 W (intensity 10)
for 20 s and 0 W (intensity O) for 10 s. The sonication cycle was repeated for 20 times
at 16°C. The homogenate was centrifuged at 16,000 g and 20°C for 10 min (5810 R,
Eppendorf), and the supermatant was transferred to a new tube. Protein conoentration
was then measured using the BCA protein assay (BCA Protein Assay Kit, Pierce).

H|12: Please enter detailed information that has not been described in the “Sample
processing protocol” field.

3| Digestion O |Mg(H&E): Description of protein digestion protocol
protood ME(ZE): e BXst Zz2E3o| ofst MY
(CHHEl 2]
ZZ2ES) Of|Al: Ca. 35 mg proteins of each tissue was divided into seven 500 pg portions,
and each portion was digested separately using a filter aided sample preparation
(FASP) method (Wisniewski et al., 2009). Briefly, 500 ug proteins was reduced with
SDT buffer (4% SDS in 0.1M Tris-HCl pH 7.6 and 0.1 M DTT) at 37°C for 45 min
with shaking at 300 rpom and boiled for 10 min at 95°C on a thermomixer
(Thermomixer comfort, Eppendorf). The protein sample was transferred to a Microcon
device (YM-30, Millipore Corporation), in which the protein sample was mixed with 8
M urea (in 0.1 M Tris-HCI, pH 8.5). The protein sample on the membrane filter was
centrifuged at 14,000 g and 20°C for 60 min to remove SDS. After alkylation for 25
min with 0.05 M iodoacetamide in 8 M urea at room temperature in the dark and
buffer exchange with 50 mM ammonium bicarbonate, pH 8.0, trypsin(Promega;
Madison; WI) was added to the filter at an enzyme to protein ratio of 1: 50 (w/w),
and the proteins were digested at 37°C for overnight. After the first digestion, the
second digestion was carried out with trypsin (1:100 ratio) at 37°C for 6 hr. All
peptide samples obtained from each tissue were pooled, and the final peptide
concentration was determined by the BCA assay.

H|12: Please enter detailed information that has not been described in the “Sample
processing protocol” field.

4| Enzyme M M(AE): Enzyme used during the experiment for protein digestion and protein
(BA) inhibitors used during sample preparation
-~ HY(FR): AR FH| = clial 25y 9l clizl oxx| Aslof ALREE §4
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glutamyl endopeptidase

LysC

Lys-N

Trypsin
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IIE 5. Sample enrichment, separation, fractionation (MZ 23},

=d

2l

Al

al
x

3f 5-1-5>
= i
No| m=m |ELM =2
1| Enrichment M | M-E(HE): Enrichment method to identify a comprehensive number of specific
CINRl =X peptides/proteins including post-translational modifications during sample preparation.
(=H
Zbs} hep Moi(Z2): MZ ZH| IEo|A SN ERICHIZ #of = HE S)o| ExElE=
HElO|E/cb ol =& Z2[7| 2ol METH LSt 2
o[ Al: Phosphopeptide enrichment, Immunoprecipitation (IP)
H| 1 EnrichmentE 85k 222 Z-<0ll= Not applicable 0|2t 7|2l
2| Sample fraction M | AMod(HE): Number of fractions analyzed (a positive integer)
(MZ 23) HY(ZE): =ME 222 i
Ol Al 12
ZoH: 2fo| M
3| Protein M | M (HE): Process for protein fractionation
fractionation MY (I 2): A 23 oy
(S Al H35))
s e Itsst gk cts & =
No 7lsst At of| Al
1] No -
2| Yes (Please specify) | SDS-PAGE
4| Peptide M M (AZR): Process for peptide fractionation
fractionation Mo (22): ®ElO|E 23 1y
|
= st gk oig & =Y
No 7lset 4 of Al
1] No -
2| Yes (Please specify) | SCX
5| Separation O M(H-E): Description about separation protocol
protocol MY(2R): 22| =220 o3 MY
(B2 =2EZ)

Of|Al: The pooled iTRAQ-abeled peptide sample was fractionated using Agilent 1260
Infinity HPLC system (Agilent, Palo Alto, CA), based on the fractionation method of
basic pH reverse-phase liquid chromatography (Wang et al., 2011b). The Xoridge C18
analytical column (4.6 mm x 250 mm, 130 A, 5 um) and a guard column (4.6 mm x 20
mm, 130 A 5 um) were used for the peptide separation. Solvents A and B were 10
mM triethylammonium bicarbonate (TEAB) in water (pH 7.5) and 10 mM TEAB in 90 %
acetonitrile (ACN, pH7.5), respectively. The peptide fractionation was accomplished using
a 115 min gradient at a flow rate of 500 pL/min: at 0 % solvent B for 10 min, from O
% to 5 % solvent B over 10 min, from 5 % to 35 % solvent B over 60 min, from 35
% 10 70 % solvent B over 15 min, 70 % solvent B for 10 min, from 70 % t0 0 %
solvent B over 10 min. A total of 96 fractions were collected in every 1 min from 15
min to 110 min, and they were pooled into 24 non—contiguously concatenated peptide
fractions. The resultant 24 fractions were dried and stored at -80°C.

H|11: Please enter detailed information that has not been described in other fields.
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IIE 6. Raw data acquisition and LC-MS analysis (RAIHIOIE] &S ¥ LC-MS 2Al)

i 5-1-6>

~ Il £~
No| m=m |ELM =2

—_

LC operation O M (A R): Description of LC operation parameters(LC column, Gradient
method condition, Solvent, flow rate, etc.)
(LC 28 i) MY(IE): LC 28 m2io|efof ek 4E(LC Z™, Gradient =, E0H,

O A

T, etc)

2|MS operation O A (A" 2): Description of MS operation parameters
method MY(ZR): MS 28 TiEfo|efof et MW

(MS 2& .
HHeH) o[ Al: The mass spectrometer was operated in data—dependent mode for both the
MS2 and MS3 methods. For both methods we collected a survey scan of 300 - 1
500 myz in the Orbitrap at a resolution of 60000 (FTMS1) and an AGC target of 1

x 106. During the MS2 analyses, precursors were fragmented by high-energy
collision induced dissociation (HCD) followed by Orbitrap analysis (FTMS2). FTMS2
precursors were isolated using a width of 20 m/z and fragmented with a normalized
collision energy of 40. Precursors were accumulated to an AGC target of 5 x 104
or a maximum injection time of 250 ms. During the MS3 analyses, the MST
precursors were first interrogated by [TMS2 using CID. Precursors were isolated
using a 1.2 my/z isolation window. They were accumulated to an AGC target of 5
000 or a maximum injection time of 125 ms. This ITMS2 spectrum was used to
determine the conditions of the MS3 analysis (e.g., which fragments to interrogate).
For the MS3 scan, the MS1 precursor was isolated using a 2.5 m/z wide window
and fragmented with CID. Following fragmentation, the MS3 precursor population
was isolated using the SPS waveform and then fragmented by HCD. The HCD
normalized collision energy was set to 50. The m/z value used in the NCE
calculation was the weighted average of all the MS3 precursor ions. During the
MS3 analysis we used an online isolation specificity filter.

3| Acquisition O | Mg(H=2): Description of acquisition protocol
protocal MY(ZR): 8 =222 ofsh My
(25 Z2E3) _ . . .
Of|Al: The 24 fraction global peptide samples, the 12 fractions phosphopeptide
samples and the 12 fractions N-glycopeptide samples from each tissue pair (tumor or
adiacent normal tissue) were analyzed using a Q Exactive Orbitrap mass spectrometer
(MS) coupled with a modified nancACQUITY UPLC (Waters). The nanoACQUITY
system was modified to construct a dual-online UPLC system (Lee et al., 2014) by
means of a valves module of five nano-volume switching valves and operate two
capillary analytical columns (75 ym x 100 cm) and two solid phase extraction (SPE)
columns (150 um x 3 cm), both of which were manufactured in-house by slurry
packing of C18 resin (Jupiter, 3 um, 300 A, Phenomenex). The two sets of a capillary
analytical column and a SPE column were used alternatively and automatically
operated by the MassLinx data station (Waters) at 60°C, achieving near 100% duty
cycle of LC-MS/MS experiment. Solvents A and B were 0.1 % formic acid in water
and 0.1 % formic acid in acetonitrile, respectively. A 180 min gradient (from 1% to
40% solvent B over 160 min, from 40 % to 80 % solvent B over 5 min, 80 %
solvent B for 10 min and 1% solvent B for 5 min) was used for the profiling of the
global proteome and N-glycoproteome. For the phosphoproteome analysis, 240 min
gradient (from 1% to 50% solvent B over 220 min, from 50 % to 80 % solvent B
over 5 min, 80 % solvent B for 10 min and 1% solvent B for 5 min) was used. The
flow rate of all experiments was set to 300 nL/min. The electric potential of
electrospray ionization was kept at 24 kV, and the temperature of desolvation
capillary was set to 250°C. Full MS scans were acquired for the mass range of 400
- 2000 Th at the resolution of 70,000. Ten most abundant ions were fragmented by
data—dependent MS/MS experiments with an isolation window of #0.8 Th, the
exclusion duration of 30 s, and at a normalized collision energy (NCE) of 30 for
higher-energy collisional dissociation (HCD). The charge state of 1 was discarded.
The MS/MS scans were acquired at a resolution of 17,500 with a fixed first m/z of
100 Th. Maximum ion injection time was 20 ms and 60 ms for full MS and MS/MS
scan, respectively. The automatic gain control (AGC) target value was set to 1.0 X
106 for both MS and MS/MS scans.

H|11: Please enter detailed information that has not been described in other fields.
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| wmm [EEW csu
4|LC system M |M™E(HE): Name of LC system
(LC AlAE) HY(FR): LC AlaEY
0f| Al: Nanoacquity uplc
5| Instrument M AMo(H-E): Name of instrument
(ZH]) AY(=E): 2|y

7ts8t 2k <Instrument list>2| 717 = {2l

frd

[] Instrument list: " Instrument® &5 9= 7153 #Y 5=

AB SCIEX QSTAR XL

AB SCIEX QSTAR Pulsar

AB SCIEX 4700 Proteomics Analyzer
AB SCIEX 4800 Plus MALDI TOF/TOF Analyzer
AB SCIEX 4800 Proteomics Analyzer
AB SCIEX 6410 Triple Quadrupole LC/MS
AB SCIEX QTRAP

AB SCIEX QSTAR

AB SCIEX TOF/TOF 5800

10| AB SCIEX TripleTOF 5600

11| AB SCIEX TripleTOF 5600+

12| AB SCIEX TripleTOF 6600

13| AB SCIEX Voyager-DE PRO

14| AB SCIEX Voyager-DE STR

15| Agilent 6220 Time-of-Flight LC/MS
16| Agilent 6330 lon Trap LC/MS

17| Agilent 6340 lon Trap LC/MS

18| Agilent 6410 Triple Quadrupole LC/MS
19| Agilent 6520 Quadrupole Time-of-Flight LC/MS
20] Agilent 6538 Q-TOF LC/MS

21| Agilent 6540 Q-TOF LC/MS

22| Agilent 6550 iFunnel Q-TOF LC/MS
23| Bruker amaZon Speed ETD

24| Bruker Apex ultra

25| Bruker Daltonics AutoFlex

26| Bruker Autoflex MALDI

27| Bruker Daltonics maXis 4G

28| Bruker Daltonics UltraFlex

29| Bruker HCTultra

20| Bruker Impact |l

21| Bruker Impact HD

22| Bruker micrOTOF I

23| Bruker solariX

24| Bruker timsTOF Pro

25| Bruker ultrafleXtreme

26| Thermo Scientific Q Exactive HF

27| Thermo Finnigan LCQ Classic

28| Thermo Finnigan LTQ

29| Thermo Finnigan LTQ FT

20| Thermo Finnigan LTQ Orbitrap

21| Thermo Finnigan LTQ Orbitrap Velos
22| Thermo Scientific LCQ Classic

23| Thermo Scientific Deca XP_ Plus

24| Thermo Scientific LTQ

25| Thermo Scientific LTQ FT

26| Thermo Scientific LTQ Ultra

27| Thermo Scientific LTQ Orbitrap Elite
28| Thermo Scientific LTQ Orbitrap Velos
29| Thermo Scientific LTQ XL ETD

30| Thermo Scientific Orbitrap Fusion

31| Thermo Scientific Orbitrap Fusion Lumos
32| Thermo Scientific Q Exactive

33| Thermo Scientific Q Exactive Plus

O[O0~ LN —
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34| Thermo Scientific Q Exactive HF-X

35| Thermo Scientific TSQ Vantage

36| Thermo Scientific TSQ Quantiva

37| Waters MALDI Synapt

38| Waters Q-Tof Ultima

39| Waters Q-Tof Premier

40| Waters Synapt

41| Waters Synapt G2 HDMS

42 | Waters Synapt G2-Si HDMS

43| Waters Xevo G2 Q-Tof

44| Waters Xevo G2-S Q-Tof

45| Other instrument

IIE 7. Data analysis (QIOIE] SA)

<3 5-1-7>
No| z= |ELW =2y
1| Data processing M AMO(HE): A couple of sentences on the bicinformatics pipeline used, main search
protocol parameters, quantitative analysis, software tools and versions included, as it is
EEEE presented in the data analysis section of the manuscript.
ZZEF) HHE(FR): AR = MEX™Est ojo|=zfelof| Chsh Ztekst M = ZHAH ofj 7|

B HY 24 AZEQ0] =7 2 8T zeh 2R {1of ol 24 MMt

AR HRIZ 7=

Of[Al: MaxQuant v.1.5.3.30 was used to search our Full Proteome raw data, as well
as the raw data from the original CPTAC publication on human colon and rectal
cancer (Zhang et al., 2014) against UniProtkB (v25.11.2015; 92,011 sequences),
concatenated with a list of common contaminants supplied by MaxQuant (245
sequences) in two separate runs with identical settings. Therefore, some data used in
this publication were generated by the Clinical Proteomic Tumor Analysis Consortium
(NCI/NIH). We set the digestion mode to fully tryptic, allowing for cleavage before
proline (Trypsin/P) and a maximum of two missed cleavages. Carbamidomethylation of
cysteines was set as a fixed modification and oxidation of methionines, as well as
acetylation of protein N-termini were set as variable modifications, allowing for a
maximum number of 5 modifications per peptide. Candidate peptides were required to
have a length of at least 7 amino acids, with a maximum peptide mass of 4,600 Da.
The fragment ion tolerance was set to 20 ppm for FTMS and 0.4 Da for ITMS
spectra, respectively. A first search with a precursor ion tolerance of 20 ppm was
used to recalibrate raw data based on all peptide—spectrum-matches (PSMs) without
filtering using hard score cut—offs. After recalibration, the data were searched with a
precursor ion tolerance of 4.5 ppm, while chimeric spectra were searched a second
time using MaxQuant's “Second peptides” option to identify co—fragmented peptide
precursors. We used “Match between runs” with an alignment time window of 30 min
and a match time window of 1.1 min to transfer identifications between raw files of
the same and neighbouring fractions (= 1 fraction). Using the classical target-decoy
approach with a concatenated database of reversed peptide sequences, data were
filtered using a PSM and protein false discovery rate (FDR) of 1%. Protein groups
were required to have at least one unique or razor peptide, with each razor peptide
being used only once during the calculation of the protein FDR. No score cut-offs
were applied in addition to the target-decoy FDR. We used unique and razor
peptides for quantification, discarding the unmodified counterparts of peptides
harbouring oxidated methionines and acetylated protein N-termini.

2 | Quantification O |MY(ZR): Method of quantification
method Mg(28): fe|o/chE gakst uhy
Mekst ghH
b Jhsst 2k ok & sy

No 7bsst 2k
11180




ock
o

AQUA

ICAT

ICPL

SILAC

T™T

iTRAQ

TIC

emPA|

10| Peptide counting

11| Spectrum counting

12| Protein Abundance Index (PA)

13| Spectrum count/molecular weight
14 | Spectral Abundance Factor (SAF)
15| Normalized Spectral Abundance Factor (NSAF)
16 | Absolute Protein Expression (APEX)
17 | Dimethyl Labeling (DML)

18| Cther guantification methods

OO |N|O| 01|~ |WIN

Plex

(Z2)

Mod(H2): Number of samples per run (a positive integer)
MY(ZR): A o MZ

Zol: ol Y=

H|1:

- applicable only if the study employed a quantification method with an isobaric
labeling technology (e.g., AQUA, ICAT, ICPL, SILAC, TMT, iTRAQ)

- Not applicable for other quantification methods

Modification

()

AMo(H-2): Protein modification used in your experiment
Mo(2): Mol Al2El cHEA By

N
olr
ro
gy
i
Ijo

Z Mk Me Jts)
7SSt Ak
No PTMs
13C(6) Silac label
Acetylation
ADP-ribosylation
Amidation
Biotylation
Carbamidomethy!
Carbamylation
Carboxylation
Carboxymethyl
Cation:Na
Deamidation
Deamination
Dehydratation
Dioxidation
Farnesylation
Flavin adenine dinuclectide
Formylation
Geranyl—-geranyl
Guanidination
Homoserine
Homoserine lactone
ICAT-C
ICAT-C:13C(9)
ICAT-D
ICAT-D:2H(©®)
iTRAQAplex
iTRAQ8Bplex

zZ
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29 | Label:180(2)

30| Lipovl

31| Methylthio

32 | Monomethylation
33| Myristoylation

34| NIPCAM(C)

35 | Oxidation

36 | Palmitoylation

37 | Phosphopantetheine
38| Phosphorylation

39 | Propionamide(C)
40| Pyridoxal phosphate
41 | Pyridylethyl

42 | Pyro—carbamidomethyl
43| SMA

44 | Sulfo

45| Cther modifications

Search
parameters

(A AdED

AMOE(AHE): List of search parameters used for the database search during the
peptide/protein identification, such as fixed modification, variable modification, and mass
tolerance

AY(2E): TN w8 85 oj oy s ol SYE A SYE e
O|2™ 2k x0| 518 We| S| BE|Z/cElE Ay = O|o|EH|0|A ZAo|
AFBElE ZM o w22

ol Al: We set the digestion mode to fully tryptic, allowing for cleavage before proline
(Trypsin/P) and a maximum of two missed cleavages. Carbamidomethylation of
cysteines was set as a fixed modification and oxidation of methionines, as well as
acetylation of protein N-termini were set as variable modifications, allowing for a
maximum number of 5 modifications per peptide. Candidate peptides were required to
have a length of at least 7 amino acids, with a maximum peptide mass of 4,600 Da.
The fragment ion tolerance was set to 20 ppm for FTMS (CRC65) and 0.4 Da for
ITMS spectra (CPTAC), respectively. A first search with a precursor ion tolerance of
20 ppm was used to recalibrate raw data based on all peptide spectrum matches
(PSMs) without filtering using hard score cut offs. After recalibration, the data were
searched with a precursor ion tolerance of 4.5 ppm, while chimeric spectra were
searched a second time using MaxQuant's “Second peptides” option to identify

co fragmented peptide precursors. We used “Match between runs” with an alignment
time window of 30 min and a match time window of 1.1 min to transfer identifications
between raw files of the same and neighbouring fractions (= 1 fraction). Using the
classical target decoy approach with a concatenated database of reversed peptide
sequences, data were filtered using a PSM and protein false discovery rate (FDR) of
1%. Protein groups were reguired to have at least one unique or razor peptide, with
each razor peptide being used only once during the calculation of the protein FDR.
No score cut offs were applied in addition to the target decoy FDR.

H|ZI: Please enter detailed information that has not been described in the “Data
processing protocol” field.
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I}E 8. Files (21t M)

O ohest 2o g At dE2ET F A

<# 5-1-8>
= I 2~
No| s= | LR T2
1| Raw M AH(HR): The MS instrument output files (e.g., RAW files from Thermo MS). As an
(IA|H0|E]) alternative, the files converted to standard data formats (mzML, mzXML, mzData,
= PRIDE XML, and mzldentML) are also acceptable if the files include MS1-level spectra
information.
AY(=2): MS 7(7]1e] &3 mf (of : Thermo MS2| RAW Ifel). 2= EZF H|0|E
AL (mzML, mzXML szata PRIDE XML, and mzldentMD)2 2 Hi&t =l mjele
J_L|_o|o“ MS1 AI Jk_u.-{IEE-I x-|37|. Esl- EI 7d_|_ o.|_<a>_
ufel i oAl
raw
.mzML
.mzXML
.mzData
Others
2| Peak list M AMH(HE): Peak list files (e.g., mgf files) that were used for the original search and
@z 2= were referenced in the mzldentML file.
o MY(FR): 22| AMol|l ARES0 nzidentML THUo|A] E=xElE m3 B=
bl (of : mgf ZH).
Tofel =i oflA]
.mgf
Others
3| Search list M A(HR): The original output from your search engine or your analysis pipeline used
(A 22 for further post—processing, such as mzldentML files, Mascot .dat files, Trans
=0 Proteomics Pipeline (TPP) pep.xml and/or prot.xml files among many others.
AY(IE): mzldentML 1, Mascot .dat T+, Trans Proteomics Pipeline (TPP)
pepxml Z/E= protxml mjelal 20| =71 5 2|2 Qs ALRsks AM oAl e
=4 mfo|=g2lole| fIE &3 ujel
ml 3xoH of| Al
.mzid
.dat
.pep.xml
Jprot.xml
Others
4 | Quantification O A(HR): In many cases current mass spectrometry proteomics studies do involve a
(H2k) quantitative analysis on the peptides/proteins present in the samples. The result files
g reporting information on peptide/protein quantitative values/ratios can be provided
MY(IR): B2 g0 sixje| 2k BA cHiAH S o= MEo| =Xisk=
HEIO| =/ Elof| CHE Mk E@.E Es* HE|S/ TR Mk 2hd| 20 Chst
Mzksl o ol Mg Jks
mlol 2ol of| Al
Ixt
.mzTab
Others

_68_




#= | G Feu
Sequence AMH(HE): Protein sequence database used for the database search. Customized
database databases constructed from mRNA-seq data could be used.
(CHH A AMY(ZR): Clo|E{Ho|A HMo| ARRE= IR MY dlo|E{#|o]A. mRNA-seq
EhEA A HolEZ M= 2HES Ho|EH|0|AFASTA 84l) ARS 7=
H|o|E{H[0]A) _ ) .
ZOi: Name of protein sequence database or fasta file upload
H|11: Enter protein sequence database version (e.g., uniprot human v25.11.2015)
instead if the database is publically available.
Spectrum A(HR): Spectrum library used if the spectral library search was done for peptide
library identification
(2=HEH AY(FR): HE|E AlHS sl AHER zlo|EHe| HMo| T3 = A2
2lo|22{2)) A== AHER 2lo|E3 2|
Tl 2ol of| Al
.mgf
.msp
Others
Gel image AMH(HE): Gel image files if proteins on the gel were identified after gel
(@ olalx|) electrophoresis.
- AY(ZE): 2 MI|ds = & Mo chizlo| =tel =l Aol A o|o|X] mpe,
mlol zZol ofA|
* tif
*.png
*.Jpeg
Others
Other AMH(HE): Bverything else that did not fit into the above categories. For instance,
(o] 2lo] Z) protein inference files generated by post—processing of the search engine results or R
- scripts used for data analysis.
AYH(FR): 2o FHEIzd =X 2= clE 2 A & S50, HEE MR
AE Zule| = XME| £ CHEE ZHES 2st £ EMo| AlBE= R A3EEE
Safl MM = FEE cHEE g|AE 2 F2 ZaE xSt il
Release M(HR): Data release date
date Mo(Z2): dlole] =70 It

(S0

AL YYYY-MV-DD
o Al: 2018-12-22
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K} metabolomicsiati HIOIES

[X] MetabolomicsitaAtn GIOIE

O (FA4A) KOBIC &4 3 9] ARI} A5
o V2FFALATY FF4, ARG FFE, At
A

HET(EAESES Addnh, FFAT|ed G2 ENEEET A

[ (A ™) A (metabolomics) A3 © o] E

[] (ZJr Aol z1 3k Z]-ft) EBI MetaboLights(https://www.ebi.ac.uk/metabolights/ )9
FAg TPz 24

offl
Ju
rlo

[ (5 +4) Metabolomics H©]E A E<] e 4 Q@42 7AH
O BioProject A HX: <2. BioProject ZHXH >2] ¢
© BioSample A H: <3. BioSample & H >2]
© Metabolomics H©]¥: Z} BioSample©] st

to]E]E <6.1. Metabolomics ©]°]E]>2] <

O

|
=
l
=
=

ot offt

LI

of w
of w
ol ] Aoz metabolomics

o e} 5=

o
o I

X

I}E 1. Descriptors (A% XH

<& 6-1-1>
No| m= | BLW L
1 | Keywords M AM(HR): Terms that define your study, eg. technique, disease.
FI¥E) Mo(mE): 7S Helg £ e 280(7I=, 2 Soll st 80
Of| Az Cancer, Metastasis, SNAI1 Gene, Targeted metabolomics, Untargeted metabolomics,
Lipidomics
2 | Factors M | A=E(H=R): Description of study factors
(200 My(=2): A7 20lo| cfst ™
Of|Al: Diet, Time post exposure
3| Period of M | AMIEH(GL): Creation period of metabolomics data
Creation MY(2L2): thAH dlolel Y4k 7|2t
(diol&]
A A} Ol Al: 2021.9-2022.3
7124

_70_



IIE 2. Extraction

<#F 6-1-2>
No| % ol L
1 | Extraction M(HE): Description of protocol for extraction
protocol HY(2E): 52 9If Z2ez MY

2 Z2EZ
( ) o[ Al: To extract heart metabolites, 20 mg heart were transferred to each 1.5 ml
microcentrifuge tube. 500 i of 50% aqueous methanol (v/v) containing 0.1% formic
acid and 0.05% trifluoroacetic acid were added and vigorously mixed for 30 s.
Homogenization with 28 mm zirconium oxide beads was performed at 5000 rom
twice using a Precellys 24 tissue grinder (Bertin Technologies, France). 250 il of
chloroform was added to each sample tube and mixed for 30 s. After this, the
sample solution was incubated at 4 °C for 10 min and centrifuged at 4 °C and
13,000g for 10 min. The solution under pellet was transferred to a 1.5-ml
Eppendorf tube for lipidomic analysis of heart. Lipid extract of heart tissues was
evaporated under a stream of nitrogen, diluted with an isopropanol/acetonitrile/water
mixture (2/1/1, v/iv/v), and transferred into autosampler vials after centrifugation for
10 min at 13,000g and 4 °C.

2 | Derivatization @) AMH(HE): Description of the derivatization method
(R ExEh MY(ZR): A ghHof| chst Mo

Of|Al: The dried metabolic extract was then oximated with 50 gL of MOX (20
mg/mL) at 60°C for 2 h. Following oximation, 100 pL of MSTFA with 1% TMCS
was added and the mixture was incubated at 60°C for 45 min to form
trimethylsilyl (TMS) derivatives.

3| Internal standard @) ME(HE): Internal standards used to confirm analytical reproducibility
(L gz=27) MY(ZE): 24 MM 2 &elsP| 26l Frist UREEs2e 57 ¥ 55

Of|Al: 500 ng/mL betaine-Dy; (500 ng/ml), cysteine-D» (200 ng/ml), methionine-Ds
(500 ng/ml), S—adenosylmethionine (SAM-Ds) (100 ng/ml)
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IE 3. Platform

<3 6-1-3>
No g2 R =2y
1 | Technique type ME(HE): Type of technique
712 =3) HY(2E): 7129 7Y
7tsst 4k cks & MEi(CEME JHS)
No 7tsset 4t
1 Mass spectrometry
2| Nuclear magnetic resonance
3| Cther
tlI
OF 7H°I Z2HEE ofg] S/ AHER FHE T US
- Otherl A< 7|=2| 78 7IXH(01IAI Infrared)
2| Assay type M MY(H2): Type of assay
(ojMlo] &) AY(FE): oMo 7
7Hs8t 2k Technique type &+=2| Zioll wl2} ckS & ME{(CIEME] THsY)
Technique type No Assay type
1 |LCMS
2| GCMS
Mass spectrometry 3| CEMS
4| Direct Injection
5|MS Imaging
Nuclear magnetic resonance 1| NMR
Other 1
H|Z2
"3 ole) mesEs o2 ZRel AuSE TN 4 S
- Otherel 4= 7|=2| 7& Z|M(0IA: IR)
3| Assay definition M MH(HE): Definition of assay

(0Mlo] F2l)

HY(FF): ofMlo| He

7tsst 2k Assay type &h=2| ol w2l cks & =l

Assay type No Assay definition
11LC
LOMS 2| Diode array detection (LC-DAD)
11GC
GCMS 2| Tandem (GC-GQ)
3| Flame ionization detector (GC-FID)
1| Electrospray isonization (ESI)
CEMS 2| Fast atom bombardment (FAB)
3| Matrix-assisted laser desorption-ionization (MALDI)
1| Direct infusion (DI)
Direct Injection 2 | Flow injection analysis (FIA)
3| Matrix-assisted laser desorption-ionization (MALDI)
MS Imaging 11 MS Imaging
NMR 1| NMR
Cther 1
H| .

- Otherel 4 o{Alo] He| Z|AM(ofAl: IR)
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IIE 4. Chromatography

<#% 6-1-4>
= FT o
No| w2 R =ad
1|Chromatography M |A(¥E): Description of protocol for chromatography
protocol MY(22): I20lETeHTE st ZRER MY
(Z2otEO] | , , )
ZZEF) O[Al: LC separations were carried out on an Acquity UPLC BEH C18 column (100 x
2.1 mm, particle size 1.7 um, Waters, USA). Colum temperature and flow rate were
set to 35 °C and 0.35 ml/min, respectively. The mobile phases used were 10 mM
ammonium acetate in an acetonitrile:water mixture (40:60, viv) (A) and
acetonitriletisopropanol mixture (10:90, vA) (B). The linear gradients were as follows:
40 -65% B for 5 min, 65-70% B for 7 min, 70-99% B for 3 min, 99% B for 2 min,
40% B for 3 min. The injection volume of the sample was 5 ul using partial loop
mode for both positive and negative ionization polarity modes. Quality control (QC)
samples, pooling identical aliquots of the samples, were measured regularly
throughout the run for data reproducibility.
2|Chromatography O |MH(YE): Specific model name of the analytical instruments
instrument model My(22): 24 ZH|o| A ZE
(ZZ0tETel ] i - ) )
Ah| @) of|Al: Agilent 1290 Infinity LC (Agilent Technologies, USA)
3|Autosampler O |MH(HR): Specific model name of the autosampler
model MI(2R): QEMEp|o| A Do
(LEMEY 2H)
of|Al: Waters WISP 710 autosampler (Waters, USA)
4|Column O |MYH(YR): Column specification
specification AY(FE): 2 Ay
(ZE Al
°1|AI): Acquity UPLC BEH C18 column (100 x 2.1 mm, particle size 1.7 pm, Waters,
USA
5|Chromatography O |MYH(HR): The type of chromatography
type MY(2R): 20l ue] R
(Z=olEe]| s
)] 7SSt 7k ke & 9
No Jtsst 4t
1 HILIC
2| Reverse Phase
3| Normal Phase
4| Direct Infusion
5| Cther
H|11: Assay type €H=0| LOMSY ZA<ollot sHEE
6|Guard column O |M™(YE): Guard column specification
(= #H) MY(ZR): 7t ZH ARRF
of|Al: C18 guard column (7.5 x 2.1 mm) (Alltech Associates Inc, USA)
7|Column O |MY(YR): Coumn temperature
temperature AYH(ZR): 28 2
(HE =25)
of[Al: 35
Et9: °C
8|Flow rate O |MYy(ZE): Mobile phase flow rate
(7 MY (ZE): o|=sate| F&F

of|Al: 0.35
2kl mi/min
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No wE RO =84
9|Mobile phase AM0H(H-E): Mobile phase composition
(0I5 HY(28): 0|54 =4
O A[1: 10 mM ammonium acetate in an acetonitrile/water mixture (40/60, v/v)
Of|A[2: 10 mM ammonium acetate in an acetonitrile/isopropancl mixture (10/90, v/v)
10|Elution type O |H(HR): Mobile phase elution type
(B2l &) MY(22): 0|54 82| 7Y
7SSt 2k ke & 9
No lsset A
1] Isocratic
2| Gradient
11|Gradient elution O |MH(HIR): Gradient elution. Steady changes of the mobile phase composition during
27| gal) the chromatographic run.
Mo(2E): 7|27| 82| =7, 320t Aldl = o|SAb Mol 5} 7t
of| A1z Isocratic: 50% B (0-15 min)
Of|Al2: Gradient: 10% B (0-2 min), 40% B (5-8 min), 90% B (10-15 min), 10% B
(15.1-20 min)
12|Injection O |MY(¥E): Injection volume
(F2) My(2E): AR FUY

OfAl: 5

ekl

IE 5.

Mass spectrometry

No

Sh=2
S

M

s le

Mass spectrometry
protocol

(M 24 zZ2E

)

g

<% 6-1-5>
Lr =i,
MH(H2): Description of protocol for mass spectrometry
HY(FR): 22k 2AM2s flst Z=EZE MY

of|Al: To obtain MS spectral data, LC-ESI-MS/MS analyses of lipid extracts were
performed on a triple TOF 5600 MS/MS System (AB Sciex, Canada) combined
with a UPLC system (Waters, USA).

Scan polarity

(271 24)

Mod(HE): Scan polarity mode
Mo(ZR): AZH 2N ZE

7}

ol
HA

=

7t
No

olr
ro

Ch=
7=

Positive

2| Negative

3| Alternating

o
g\ m

k

o

—_

Scan M/Z range
(A7 MZ &)

M™E(HE): Scan range (m/2)
Mo(Z3): 270 Hel (m2)

of[Al: 50-1500
ERRl: mz
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StE
S =

ool

Mass spectrometer
model
(Het2AD)7] =
o)

iy |
MY(PE): Specific model name of the analytical instruments
AYH(ZE): 24 ZH(e A 2y

o Al: TOF 5600 MS/MS System (AB Sciex, Canada)

lon Source
(ol=2)

Mod(QE): Name of ion source
MY(ZF): o|2ee| HA

olAl: ESI, APCI, MALDI S

Mass analyzer
(mer 247)

=2o 1=

Mod(GE): Type of mass analyzer

o 2):
MY (R2): W 27| I

Jsst 4k che & 8
No st 4k

1| Time—of-flight (TOF)
2| Quadrupole

3| lontrap

4| Orbitrap
5
6
7

Triple quadrupole
Q-TOF
Other

H|1:
- Other?l A2 Z2HEAMT| 7 71X Al: Magnetic sector)

Capillary voltage
(A2 Meh

MH(HE): lonization capillary voltage
MY(F2): 0|23 =AMt Met

ofAl: 35
= Y

Capillary source
temperature

(ZAMlg A 25)

MH(Y&2): Capillary source temperature
MY(ZE): ZAE A 25

of|Al: 350

ehel: °C

MS/MS data
acquisition

(MSIMS t|o]&]
)

Jor

MY (A R): MSMS data acquisition method
M (Z2): MS/MS Clo|e] st g

o Al: Data dependent/independent acquisition etc.

IIE 6. NMR sample

<3} 6-1-6>
= =
1|NMR sample Mod(QE): Description of protocol for NMR sample preparation
protocol MY(2E): NVR 4E F0|5 98t Z2e2 4y

(NVR ME ==
ES)

o Al: For serum samples, 90 ul of serum was mixed with 510 ul of saline
solution (0.9% wiv sodium chloride in deuterium oxide)

NMR tube type
(NVR F2 73)

ME(HE): NVR tube type
My(F2): NVR {2 78

of[Al: 5-mm NMR tube
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o= Pty LT
Solvent for NMR AMHE(HE): Solvent for NVR sample
(NVMR =oH) MY(ZE): NVR MEZ 2 20
of|Al: 0.154 M saline DO
Sample pH AMad(HE): Sample pH
(MZ AN ) HY(FE) 42
Oo[Al: pH 7
Temperature MH(HE): Temperature during NMR spectrum acquisition
(25) AY(FE): NVR AHEY 55 3 2%
o Al: 298
ool K

IIE 7. NMR spectroscopy

3% 6-1-7>
B D =)
NVR AH(Y=): Description of protocol for NMR spectrometry
spectroscopy MY(ZE): NVR 222 ?lst Z=2E2 &Y
protocol

(NVR 22 =2
EE)

Of[Al: 1D-NMR: One—dimensional TH NMR spectra of serum were acguired at 298
K on a Bruker Avance Ill HD 800 MHz NMR spectrometer (Bruker BioSpin,
Germany) with a Bruker 5 mm CPTCl Z-GRD probe. MAS-NVR: Al HR-MAS 1H
NMR spectra of heart sample were acquired on a Bruker Avance Il 700 MHz
NMR spectrometer (Bruker BioSpin, Germany) with a Bruker 4 mm TXI HR-MAS
probe with z—gradients at 278 K and a spinning rate of 6 kHz.

NMR instrument
model

(NVR 2| 22)

Mod(¥-E): Specific model name of the analytical instruments
MH(ZE): 24 2o 7 2y

Of[Al: Bruker Avance Ill HD 800 MHz NMR spectrometer (Bruker BioSpin,
Germany)

NMR probe AH(G=): Name of NMR probe equipped NMR instrument

of|Al: Bruker 5 mm CPTCl Z-GRD probe
Nurmber of A™(G=): Number of scan transients during NMR spectrum acauisition
transients MY(ZE): NVR AHE™ 35 & A7 transiente|

(Transient2!| 7H

2) Of[Al: 128
Pulse sequence M(HE): Name of the pulse sequence

name
(EHa AlEAY)

AE
MYH(ZE): BA A|ZAO| HHE

o Al: The water-suppressed CPMG spin—echo pulse sequence
(RD-90"{1—180°—1In-ACQ)

Magnetic field
strength

AP Z25)

AM(P2): Magnetic field strength of NMR instrument
Mod(ZE): NVR 2o X |aH 2z

of|Al: 800
Ekel: MHz

Number of data
points

(dlolef =2l
)

MH(YH-E): Number of data points during NMR spectrum acquisition
Mo(ZE): NVR AHE™ 25 & olo|g ZlEQ| Il

Of[Al: &4

EkRl: k
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No| &% ol =2
8| Spectral width MH(HE): Acquisition spectral width
(AmES =) HY(ZE): 25 AHEEH £
Of|Al: 16,025.641
EHRl: Hz
9| Relaxation delay @) AMH(AH-E): Relaxation delay time
(0] 2| 0d) M(3E): olat XA Azt
Of|Al: 4
Bt s
10| Acquisition time ) AHE(FE): Acquisition time
Of|Al: 2.045
ol s
IIIE 8. NMR assay
I 6-1-8>
= v [
No 32 s LT
1INVMR assay M | AH(Z=E): Description of protocol for NMR assay
protocol M(ZE): NVR O{M0|E et =2EZ MY
g’lﬁ_? OtAlol == O Al: 1D-NMR: The water-suppressed CPMG spin—echo pulse sequence
= (RD-90°{t-180"-tIn-ACQ) was used to attenuate broad signals from proteins and
lipoproteins with total T2 filter time of 32 ms. For all spectra of each serum
sample, 128 transients were acquired with 64k data points, a spectral width of
16,025.641 Hz, and the relaxation delay of 4 s, and acquisition time of 2.045 s.
MAS-NMR: The water-suppressed CPMG spin—echo pulse sequence
(RD-90°{t-180"-tJn-ACQ) was used to attenuate broad signals from proteins and
lipoproteins with total T2 filter time of 37.8 ms. For all spectra of each heart
sample, 128 transients were acquired with 32k data points, a spectral width of
14,097.744 Hz, and the relaxation delay of 4 s, and acquisition time of 1.162 s.
2 | Data processing O | A™(H=): Description of the data processing method and software
and software Mod(ZE2): ool XMzl g 2 A= EQofof ofsh M
=l ol
(5',2 LTO 17)(1 SIS o[ Al: The spectral data were analyzed by MarkerView TM (AB Sciex,
=" CanadaCanada), which was used to find peaks, perform the alignment, and
generate peak tables of m/z and retention times (min).
3| Peak alignment O |MHEH(HI): Peak alignment method
(m 3 m2) MY(ZR): T3 F" 2y
of|Al: ASCII format files to perform the alignment using the correlation—optimized
warping (COW) method found in MATLAB (R2008a; The Mathworks, Natick, MA).
4 . O |AMdE(HE): Peak deconvolution method
Peak deconvolution Mo (=) I = deconvolution EHH
I| 3 deconvolution
(‘é@) o A: Peak deconvolution was performed by AMDIS (automated mass spectral
deconvolution and identification system, NIST).
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IIE 9. Data transformation

x 6-1-9>
. FTES
No| = | HLQ ==
1|Data M MEH(HF): Description of protocol for data transformation
transformation HY(22): cole] WS 9t Zeez MY
protocol
EEREES o|Al: LC-MS/MS: The spectral data were analyzed by MarkerView (AB Sciex, Canada),
ZZEF) which was used to find peaks, perform the alignment, and generate peak tables of m/z
value, retention times (min), and peak intensity. Spectra were normalized to the median
fold-change normalization. To identify reliable peaks and remove instrumental bias, peaks
whose intensity in QC sample is lower than those in a blank sample were eliminated,
and peaks with coefficients of variation below 20 in QC sample were selected.
(1D-NMR and MAS-NMR) Free induction decays were weighted by an exponential
function with a 0.3 Hz line—broadening factor prior to Fourier transformation. All acquired
1H NMR spectra were phase- and baseline-corrected using TopSpin 3.1 software (Bruker
BioSpin, Germany) and Chenomx NMR Suite Version 7.1 (Chenomx, Canada).
2|Normalization O |MYH(Y2): Normalization method
(&7sh HY(FI): st gy
Of|Al: Spectra were normalized to the median fold-change normalization.

IIE 10. Metabolite identification

<% 6-1-10>
No ah= J%J_éj(('\g)/ =ty
1|Metabolite M |A3(HE): Description of protocol for metabolite identification
identiication MY(2L): A2 SHg st Z2E2 MY
protocol
(CHA}ER =X o[ Al: Lipids were tentatively identified by comparing the experimental data against various
Z2EZR) databases, including the METLIN (metlin.scripps.edu), Human Metabolome (www.hmdb.ca),
MassBank (www.massbank.jp), and Lipid Maps (www.lipidmaps.org) databases. Fragment
patterns (MS/MS spectra) were also used to identify lipid metabolites.
2|Metabolite O |MdE(Y&): Description of how to quantify metabolites in mass spectrum
quantification ME(22): 2 2deoM fAleEs Faksts gl it MY
(CHAER o
2§ o[ Al: Quantification was performed in single reaction monitoring (SRM) mode and the
optimized condition of each metabolite was performed using flow injection of individual
standard compound solutions (100 ng/mL) into the mass spectrometer
3| Calibration M |Md(HE): Description of standard used calibration curve preparation
standard HY(ZR): A Bl LSS EXSE MY
(e =2
) O Al: Internal standard or external standard
4|Calibration O |Md(HE): Number of standard points used for calibration curve preparation
method MY(ZE): Hz Mol ALZE 2k (calibration poin)el 7H=
(H2H)

04| Al: One—point calibration, six—point calibration etc.
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IIE 11. Files (21} M)

O ok 22 A 71 gig £5753le] J2E H52 of &

<# 6-1-11>

o

o
T
:L>.
S

MEH(O) ==Y

No

—_

Acquired raw data files AH(HR): The MS instrument output files (e.g., RAW files from

(HAl Hlolef mhel) Thermo MS). As an alternative, the files converted to standard data
formats (mzML, mzXML, mzData, and so on) are also acceptable if the
files include MS1-level spectra information.

AMH(ZE): MS 7|7|2] £ T (of: Thermo MSe| RAW mHl) =
EZ dlole] A (mzML, mzXML, mzData S)22 HE = mlelx
oelol MS1 == AdER HEJL 23 & 42 513, MSconvert 0|&
EZ Hole Aoz M3t

O Al: MLM-cys_1.raw or MLM-cys_1.mzML &

2| Data processed peak table M ol EFQL: txt, csv, xisx, xls, etc.
(Z+ peakoll st intensity
data) Of| Al:

- NMR: binning data (ppm, intensity)
- MS: m/z, retention time, intensity

) peak intensity
No| chAb gz | retention =2 a2
A2 A 22| A Z3|A| 24| A 25| A =6
alanine 2.40 100 [105 (120 |78 |65 59
palmitic acid |3.15 101 |98 (123 |57 |46 |75
riboflavin 532 200 210 ({180 |150 [135 [167
citric acid 6.78 123 131 [1.15 |0.34 |023 |045
LPC 16:0 7.80 562 |453 |482 (123 |[11.1 |109

N~ WIN|—

3| Concentration data M ol EFQL: txt, csv, xisx, xls, etc.
(CHAFE R ™2k 2
of|Al:

=5 (ng/ml)

No| CHAREZ CH=== X2l
AlZ1 | AIZ2 | A|R3 | AZ4 | AlZ5 | A =6
1| alanine 100 105 |120 |78 65 59
2| palmitic acid |10.1 |98 123 |57 46 75
3| riboflavin 20 (210 |180 |150 |135 |167
4| citric acid 123 131 |115 |034 [023 |045
5
6
7

LPC 160 52 [463 (482 |123 111 109

ZE2l: uM, ng/ml, nmole/mg, nmole/10"6 cells, etc.
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- = =(M)/ o
&= H5(0) ==d
Normalized concentration o EFRL: txt, csv, xisx, xls, etc.
data
(Msl M2 2 of Al
= Z(ng/ml)
No| CHAFZZ! = el
A2 | AZ2 | AE3 | AE4 | A5 | AE6
1| alanine D % 120 |68 55 69
2| palmitic acid |10.1 |98 123 |57 46 75
3| riboflavin 100 105 |90 75 785 1835
4| citric acid 123 [1.31 115 |034 (023 |045
5/LPC 160 %2 |453 |482 |123 [11.1 |109
6
7
=t M, ng/ml, nmole/mg, nmole/1076 cells, efc.
Release date M Mod(H2): Data release date
(S 70 &mt) Mod(=2): dlolef 370 2t
2FALL YYYY-MVEDD
ofAl: 2018-12-22
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o NCBI PubChem(https://pubchem.nchi.nlm.nih.gov/assay/) BioAssay

IIE 1. ID information

< 7-1-1>

No

0%k
Ja
X e
:L>.
£

=(0) e

11D M |M™d(PZ): Enter CAS registry number, if there is any. Otherwise, a
(ID) substance ID will be given automatically.

Mo(ZFE): CAS registry numbere| |50 w2t Ml = = 2
number 2/

758 2HAPE): Select one from the following
(o] Possible value Description
1 |CAS reqistry number is available |[Enter the CAS registry number
5 CAS registry number is not A substance ID will be given
available automatically

No =8t gt FIF 71
1 | CAS registry number S | CAS registry number 2!&d
2 | S A= 2 Z substance ID £04

H| (¥ 2): If “CAS registry number is available” is selected, the CAS
registry number must be entered. If “CAS registry number is not available”
is selected, a substance ID will be given automatically.

H| 2 (=-&): CAS registry number A& MEH Al HEEA| CAS registry
numberE FI7tZ ldsfjof st glSS ME Al RS2 2 D7t
Foigoz HEZ Qe e S

2 | Synonyms O |MHd(Y¥ZR): Enter synonyms of the compound.

(Z=l01) MY(ZR): slgreel o2 o/E2 XY I
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0o

=

L

Description MY (H2): Describe compound or extract.

(2%) HY(22): siEte 52 F520 i3 MY 7|&%

Molecular weight M (P =2): Molecular weight of the compound

(EXH2) Ay (22): stetsel Exjz

Molecular formula M(AR): Molecular formula of the compound

(EXH) MY (Z2): stl2o] 2X14

Canonical SMILES MHEH(AHZR): The SMILES format is a linear text format which can describe

(Canonical SMILES)

the connectivity and chirality of a molecule. Canonical SMILES gives a
single 'canonical’ form for any particular molecule.

AY(==2): =tet=2l X5 SMILES gAle=2 HHEH A

IUPAC name AMEH(AZR): Name of the compound according to IUPAC nomenclature
(IUPAC &) MY (Z2): 3829l IUPAC Yol e o5
H| 2(H&): Must fill out this field if you entered CAS registry number at
the “ID” field.
H|ZA(ZF&2): ID &=2| CAS registry numberZt U= 2, HFEA| ZHA
InChl MEH(AHZR): The IUPAC International Chemical Identifier (IhChI) of the
(InChl) compound
My (F2): stgh=E2el #=Z InChl (International Chemical Identifier) 22
LiERH A
H| 2 (H&): Must fill out this field if you entered CAS registry number at
the “ID” f|eld
H| (2 &): ID &=2| CAS registry numberZt U= &%, HHEA| ZHA
INChl key ME(AZR): The InChIKey of the compound
(InChl 71) MY (FE): gsE2o +Z=Z InChl Keyl(lnternational Chemical Identifier
Hash)2 LIERH Z

H| (A &): Must fill out this field if you entered CAS registry number at
the “ID” field.

H O (Z2): ID &=2| CAS registry numberZt e A, BFEA] 2hM

_82_




IIE 2. Activity information

H]

al

[ SE 19 AR thate], FE 2= 19 o4

|
(] Groupl-&2 &9l =-S5 (#8~11)2 1 5 170

2 o4k whEA] A E oo} 3

i 7-1-2>

No

02

=)

4
S

2 e

E3Y

Activity outcome

(&4 of=)

<

MH(AZR): This field allows the submitter to make an expert judgment
call about the activity of each test result. Using a number, the value is set
to 1 (inactive) or 2 (active) based on whatever means appropriate. An
explanation of that determination should be provided in the Assay
description field. In addition to active/inactive, this field can also be set to
3(inconclusive), 4(unspecified) or 5(probe). The 'probe’ designation indicates
that the activity of the test result has been tested and confirmed through
multiple rounds of experimental inquiry.

MY(ZE): &4 oFof st HEZ Ho|efE S5st= 7|EAIE He
iE.

1 = 7Hinconclusive)
| =l x| & =(unspecified)
sl Aoz &4 HAZS(probe)

Activity value
(Assay ZI} $=xX|)

—/ =
HY(HE): A quantitative value or concentration about activity. This field
allows all ranges of number as different assays have different ranges of
values.

Mo(ZE): Mol ofst M2 £=x| 52 5%, Assaydich %9
HR7I Ct222 M M HelE 588

0 J|-0||

Term
(hd)

M™EH(AZ): Type of the value. There can be many different types, such
as ICH0, ECHO0, half-life, toxicity, viability, and permeability.

AY(==Z): Value 40| 2|o|st= 7HE. IC50, EC50, half-life, toxicity,
viability, permeability & CI& = US.

Unit

(Sk2l)

HY(HE): Various units are available to better define the measurement
of a given result column.

Mo (= 2): Value 5ol sk unit HE.

Result description

(At AMAY)

Mo (¥ E): An optional description to explain what is being measured for
a given result column.

MY (=) Zutof cist FItxQl MHS 7|=5t

o

=
.

rr

Assay description
(Al AMAM)

M- (H2): Description of the assay
Mo(FE): Talish Aslof st MES J|&5t= &=

URL
(AE =z
st 2% URL)

Mo(H2): If the assay protocol is described in other databases or
publications, enter the corresponding URL.

MAEH(ZE): s A =2 £Zof cist S0l Ef Hlo|EHolA =2
=0 7|50 ActH s URLZS 7|lgth
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8 |Target protein G |MYdH(YE): Description of the target protein assayed
(B =Y e HY(I2): 242 SMs o4 oA SHoiAo| chFol ofd Z
(il Che s2e ol
9 (Ta[%ft C?ll et AMHEH(AZR): The target cell in which the activity was measured
M =H™o| AlEsl Moj(RE): sIMS =M3F CHAF Al E
10| Target phenotype MH(AZ): Fill out this field if the result of activity measurement was a
(EF &) phenotype such as symptoms.
Mo(ZFE): M Z£X0| symptomZt 22 phenotype?! 2 of7]ofl =HA.
11| Target species M (A 2): Information on the species of the proteins and cells that were
(EFI MEZ) used in the assay. Use NCBI Taxonomy ID.
MY (FF): Assayoll ALSSH CHEE MZ So| 45F HE. NCBI
Taxonomy IDE AlEstH =,
12| User defined fields O |M™(HE): User defined field for defining activity data
(ArSAH XE E =) MY(F2): 2t sl3t2 €2 Cfefst 7|Fe| 2N HEES ALSA}
AsEA ZIMsH| fs 2ot M2
ofAl: M T F
13 | Release date M |MH(¥Z): Data release date
(S0 #:t) MY (=2): olole S it
Al YYYY-MM-DD
of| Al: 2018-12-22
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SIE X HIOIE

] (44 BshstA 7 o] 47 (et 2w

0 (49) sgee 72 2 542 29F 5+ JE IR

]II.E 1. QI.GI- __I.II g

<E 7-2-1>
I 2~
No a2 i L,
1 | Structure Mo(Z2): sIEES 745D e A L AXES| ASEAE
~ EH5t0] EXF YE F=E LIEM. InChl2 7IXH
(=)
of| Al: dasatinibel @< ofzfel Zo| 7|
INChI=1S/C22H26CIN702S/c1-14-4-3-5-16(23)20(14)28-21(32)17-13-24-22(33
-17)27-18-12-19(26-15(2)25-18)30-8-6-29(7-9-30)10-11-31/h3-5,12-13,31H,6
-11H2,1-2H3,(H,28,32)(H,24,25,26,27)
2 | Structure file O |MY(ZFE): slgtES M5t Us X & AXES MSHAE
(t= mel) EH5I0] EXF YE FxEE LIER, CDX'—P SDF Tl ¢z=
3 | Molecular formula M |HHE(ZR): slgtE2 #4510 U= |XF 2 fXfe|
5|5HAl
(Brera) Ol Al: CrobCINGO
4 | Molecular weight M |MHHE(ZZ): sIEE 245 o|F = X Hzke| &
(EX2) Ofl Al: 35685
5 | Appearance M | MHH(ZR): sietEel A 2 SHElof st EA
(=12 oAl REE B4 D
6 | Melting point/Boiling O |H|Z: EXo| IH2 AR == 2EE, WA 9= 2= 2£E 7N
point
(5= 2o/t 29 i
7 | Crystal structure O |MY(Z2): ZH += PDB ZE 7|
#3873 O Al: 1v4s
H| 0: stetEol(ctelAln} Aet=x) ZEFTZE &olst Aot ME
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No a2 P cgat
8| 'HNMR spectra M | ME(Z2): "Hnmr 241 oo|ef. A= E2{ o|o|Xx| mld 2= 2 o|of
(4 A chst s A ool "W
SHAHEH)
of Al
image.pdf
TR e — ALVLRLLLILILAELIRLLLLUULLY
T
et ;
g ;J;- e oo
|
| xk Iy / {
1 l Ah___|
{ _Fr F . rr s

4] Glo[el:

'H NMR (300 MHz, Methanol-a) § 8.00 (d, J = 22 Hz, 1H), 7.50 (dd, J =

89, 22 Hz, 1H), 742 - 720 (m, 6H), 479 (d, J = 11.2
J=79, 53 Hz, 1H), 360 (g, J = 5.3, 45 Hz, 2H), 1.76
093 (t, /=74 Hz, 3H).

Hz, 2H), 3.99 (dd,
- 142 (m, 2H),

9| ®CNMR spectra O (MY (=) 13Cnmr 24 Holgf. AHEY o|o|X| md H=2E= 2 oo
(EF2 SR CHst shA1 XI2 =HAM
SHAHEH)
o[ Al
image.pdf
agsgc Ev:ws T T eS—S—S———
LUl -
8l M ofo|H:
C NMR (101 MHz, Chloroform-a) & 168.37, 159.79, 159.75, 149.99,
14129, 137.67, 136.73, 133.93, 133.84, 132.46, 132.44, 132.10, 132.02,
129.70, 129.67, 129.13, 129.11, 12854, 128.50, 128.34, 12522, 125.19,
124.91, 12487, 12391, 123.88, 120.10, 119.98, 116.19, 115.94, 115.64,
115.43, 113.03, 14.77, 1412
10| Mass spectra O |MdY(Z2): 2N dlojg =M

o
(R Aney

)

o Al: C1gH14CIFN4O: 356.0840
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No a2 P cgat
11| Solubility O MYy(ZR): Sl L™z Soljo| == stEEel &
(231 %) =2 mg/mL
Of Al: 3
12| Publication O |MHE(ZE): =22} adsio] &= =22 DOI(Digital Object Identifien) & 212
(=2) 54 23 Jts.
off Az 10.1038/s41598-020-57919-6, 10.1038/s41598-017-16535-7
H|Z: =&0| &=l Aozt 7[xY
13| Patent O |MdY(ZER): 223} &35t £8 == S22 E35e &H ==
(E31) SEHs 2 IFoF oA
O A[: 1915550 (CH&tal=)
HD: §5{7} &9 == S5& Fd=oot HE
IE 2. oIS X &8 MY
<F 7-2-2>
No 8= Rrid E8Y
1 | Exp_date M Mo(=22): stetE gHMo| 24250 = fHE Mt
A5 L
( h Ol Al: 2020-01-21
2 INMR M MY (ZE): NMR 240 A= 2H|d 2 sHAE
A 3Y = = _
(ﬁn_‘ﬂl-ElIE:.! 717) ZU(ZE): AHHE/Z17 1Y /6 A T
of| Al: Bruker/AM-300/300 MHz
3 |Mass M |MHH(ZZ): Mass 240 AI2E ZH|d 3 0|25} giH S
(R2kEAM A B}
°= e HoH(ZFE): 2AMH/7|7|H/0| 2=t
o Al: Thermo Fisher/Q Exactive Focus Hybrid Quadrupole—Orbitrap/ESI
4 | Method for solubility O |MYH(Z2): Solubility(sli ) SHS sl &5 g J|=
(Bl =X ZH| _
9l gi) Hl11: Solubility &= ZHA Al BEEA| ZHM
7P%§F gt ohs & "
No [Zl=8t % =1 7l
1 k|net|c solubility 2, 2%
2 |thermodynamic solubility | 20l, 2%

o[ Al
(1 [kinetic solubility

|2, 20C |
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No a2 P cgat
5 | Synthetic procedure O |MY(ZF2): &4 Scheme, =AMk o, Bte=2%, =8 §)o| &=
(El'é;l tél'tgﬂ) * cdX -‘_Ll'OEI %‘EE
I11I0I|51 of Al:
Bocl\(D: Boc% BocN OH oH
Sotss SoTss \OTBS
9 18 19
BocN BocN BocN (o} O
(Ixj P(O)OE), :
OTBS
20 21 %\1\
L,
g m h Cixj
A A
23 24 F
Reagents and conditions: (a) allyimagnesium bromide, THF, -78 °C- r,
2 h, 81%; (b) i) BH3xSMe,, THF, ii) 3 N NaOH, H,Op, 0 °C- rt, 45%;
(c) PCC, CHxCl,, 1t, 6 h, 74%; (d) TBAF, THF, 0 °C -rt, 1 h, 78%; (e)
IBX, DMSO, rt, 1 h; (f) nBuLi, THF, -=——78 °C- rt, 1 h, 35% (2 step
yields); (g) TFA, CH.Cl,, °C-rt, 1 h, 78%; (h) Ac,O, HCOOH, THF, 50
°C-rt, 1 h, 84%.
6 | Reference O |MdH(==2): Algaknl ped=l 20 2612| DOI(Digital Object Identifier) S 242,
o[ Al: 10.1038/s41598-020-57919-6, 10.1038/341598-017-16535-7
7 | Release date M | Ag(HE): Data release data
(S0t Mod(=22): Hole] 270 M}
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73 REEREENUENE

O (AR) Sshsrel Tl o 47 (41F A
() e Baatd AAF ok B} v olE

= =

<3 7-3-1>
_ A

No gs e ey
1 |Assay name Mo(Z2): AdSAE 2SS &ele = s AdsAd °

(SFEAlE F)

of Al: PAR1 (Protease Activated Receptor 1) Z &gt

2 | Targeting disease M |MY(Z2): 252 5l M2 Hatd 3 KEGG id 71X

(x—.% Zlsh

o Al: Hypertrophic cardiomyopathy (H00292)

3 | Screening system M |[M™E(Z2): 25 "Il &2 AgE|d A|AH
(A3ed AlAH])
JHsdt 2t ol = g8

No |7tsst &t =7l 7l&

1 in vivo S= & ¥ strain, &

2 ex Vvivo == 3 ¥ MF | Y
CHMR(H & CHEMBL id)

3 in vitro MEZZ(H A, CHEMBL id)
oY =(&Y, 3Y)

O Al:

in vivo |balb ¢ mouse, male

ex vivo |SD rat, heart

in vitro | SK-OV-3 (CHEMBL802201)

4 | Screening type M | AY((ZE): &g 232|d Yot e ME
(2a=ze2d Ergh)
st # oS & Y
No|7ts 8t %t
1 | ERl 7|2KTarget based) 232|<
2 |7l= ZI12KFunction based) A32[<
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No a2 P e
5 | Target class O |MY(EE): Bt 7|s2 HEF & S27F 2cA2 7|X
(B %)
st ik ot & Y
No | CH &+ s
1 kinase
2 protease
3 = dehydrogenase
4 - esterase
5 phosphatase
6 7|Ef o=
7 GPCR
8 TS| nuclear receptor
9 7|Ef ¢l
10 voltage—gated
1 ole =2 thracellular lllgand—gated
12 intracellular ligand—gated
13 7Bt A=
14 channels
15 electrochemical potential-driven
transporter —; -
16 primary active transporter
17 7|E} =
18 | PPI (protein—protein interaction)
19 |7|Ef /=
H|Z: A32|< EFRI0| target based?! &% HFEA] 7|x|
6 |Classification of Target | O |MYH(FE): X22TE 2Hol= B2 7|™2 7|H
mechanism
(Ed 7|8 &7/ OAl: = REX =, dHio[HA entry AX|
H|T: A32|< EFRI0| target based?! &S HFEA| 7|
7 |ID of target O |MdH(=2): EtzlHat ChEMBL id 71X
(ENY)

of Al: HDAC6 (CHEMBL1865)

H|Z: A32|< EFRI0| target based?! &S HFEA] 7|X|
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= = =(M)/
st= ME(O) EST
Single dose M |AYE(EE): ot s52 MEst 22 552 2MUE % inhibition
experiment (E= % increase) w22 7|M(THRl: %)5F A miel H=2E
(e sz AE)
CiO[E ofAl:
code structure mal weight % activation(10 pM)
KC-DO237 7 7 396.44364
8{11‘5 489
KC-D0233 iy ‘ 41289824
g_(_\% 536
KC-D0239 3 396.44364
g_{_\‘% 819
KC-D0263 =b_ _ b 378.28266
Jf@ 55.2
KC-D0264 @_ 7 343.83763
i:@ 107.1
KC-D0265 b‘ . q 41272769
Multiple dose O |MY(FE): sT-H3S AEE st 2%, MU0l IC E= ECxZE
experiment ZIM (St pM, nM S)E A Ol HZ=E
(s=-2d AF)
Clo[E O Al:
% Activation® EC50
Compound
@10pM [@ 3.2 pM| @ 1 pM @ 0.32 pM[@ 0.1 pM| @ 32 nM | (uh)
KCD0322 | 1404 1235 105.9 953 517 75 016
KC.D0323 | 146.3 1396 1154 563 536 58 0.16
KC D032 78 80 g3 81 64 7. 510
KC D025 | 320 03 04 71 58 6.8 >10
KC.D0227 | 324 114 o8 9.2 7.2 10.7 10
KC.D0228 | 46.8 105 12 48 75 123 510
KC-D0325 | 373 182 117 25 35 97 S0
KC-D0350 1357 128.5 123.5 1104 61.3 254 01
KC-D0351 136.6 1293 121.0 1153 920 391 0.057
KC-D0352 103.9 66.9 24 .8 244 241 36 31
KC-D0353 135.7 1323 1291 1077 79.0 237 0.086
HD: s AGAES MAISH Zol2t HE
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3 7-3-2>
_ = A
B ZZ_,l.(("é'})/ ceu
Exp_date Mod(m2): sistE Mol tz=Elof =0 = It
(AlE
of| Al 2021-08-27
Screening system O |MY(ZE): 232do AL2E ASEEE, =3 Mz cHEE o|4 o
(&g A32|d AlAH) Ciall ol et 2ol 71&
ZBH(=E):
= & % strain
Ml=Z: M= o|& % CHEMBL id
CHEAL: 0|& 2 CHEMBL id
olME: £ 59
O Al:
&= mouse, balb ¢, female
M| Z: SK-OV-3, CHEMBL614925
o|A&: Pseudomonas aeruginosa
Measurement method O |MHY(ZE): daAlgdel g 2 Zd|of ofst Ztekst 7|=
(g =™z o
g J|=) o Al:
- & ZEH|(EM, plate reader, SPR S): microplate reader
- = d#H: Juminescence. fluoresoenoe, absorbance, E2F37|, western, PCR &
Experimental method O |AdY(Z2): AMdol Al2E ME2 &7 U Hsh), 25, AlZH S
(kg AE giH) AlSuHH J|&
Oof|A[: dlf kst Ml 50 pl384-well 20l Eo| 50760%2 Lz=z &
Fob F z2zte| HiX[E Ho| SR SoF etHSIAIZICE HiX|E WA
st stet=E(5 mM stock)2 10 uM, 30 uM (final DMSO 0.6%)2 X
2|3t & 24A|2 48A1ZF SoF 37T, 5% CO2 Hi 7|0l M uf 2Fstc,
H==Z 2 doxorubicing AbSsto Ci=+2 DMSOsTZE 0.6%=
stet22  AHelst welzt SLskA stk WST-1 (a soluble
tetrazolium salt) Al2f (Cyto X, LPS solution) 5 pl (B{X| Fx2[2] 1/10)
€ Melstl 1 7 4A1Z2F O v ¢S = 450 nme| &2 Envisiono|
AN gle=clh.
Statistics O |AY(ZER): Ht= MY 55 o 72+ AF ot JiF 5= SAHXE g
(diole] A Xzl SHH 7oy
ghH)
ofAl: 2= (30 uM, 10 uM), single-point A& S 5 S M=ZZFo
CHstod 33| HhE AA|SI0] HA#S €1, S40| U= stetEd of
5101 Glsp (50% MZEXMNsE) a2 AH st
Reference O |MdY(Z2): AMdaekHnt aid= &0 232 DOl (Digital Object
(R E3) ldentifire) & &2, 5 4 Jts
o Al: 10.1038/s41598-020-57919-6, 10.1038/s41598-017-16535-7
Release date M | Ag(HE): Data release date
(S7HEm) Moy(=2): Hlole] S7H0 =Mt
2HAL YYYY-MVEDD
ofAl: 2018-12-22
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g1etE profiling ©l0IES

SECY ESEEEEEEE R TR
[] (A%) Discovery @A stgt&E2] 8 /DMPK/ 549 profiling 4 E

IE 1. 2A&= profiling &

<3 7-4-1>
= (M
No 8= M!_II((O))/ L)
1 | Efficacy data O |MY(FE): otziet 22 stet=E2 &M "It Holgf7t ZekEl oAd mpel
(&4 dlolH) HEE
in vitro | M2}k Hlo|E/ 7| HlolE (ICs, ECso)
ex vivo |MZE &7| tlole (ECs)
in vivo |2k& OIOolEf (dose, activity, pharmacodynamic)
CIOIE] GYlAL
Evaluation KC-A0777
Invitro  Binding, ICs, (M) 0.021
Invitro  Platelet aggregation(PRP), IC5, (M) 0.44
In vitro  Time dependency (PRP Platelet aggregation) Weak
Efficacy
Ex vivo Monkey ex vivo[(EDs; (mg/Kg), 12hr, haTRAP] ~10
Invivo  A/V shunt Model [EDsq (Mmg/Kg), ~T nad 3~10
In Vitro Neuroprotection (uM). In vivo (ma/Kaq) 0.010. 0.050
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Noj &= He(0) =EE
2 |DMPK data M ([MH(FE): oleiet 22 stetE S/ x/tHAuid AH dolef7t ZatE
(e+S 28} oM mel A==
b CiAHPhase | tHAD oFS-d (liver microsomal stability);
E(mouse, human S), Rs (=): ZF microsomet
stet=S el oi 2Fstod stebE2l 50%7t C A= Of
2o =l= Al
in vitro Y% oHH M R% (0%) €&t stet=S o 245H0
30& ol EXMsts 2tE=2 %
g e Zek %
CYP;, 2t OiAlE 22| XM Z 2} |Cy
Z(Species): AtE S=
Foih: v (HWFA}), ip (2|FAH, po
F0izk mg/Kg
o Tie (min): EFT|
in vivo PK . "
Clearance (CL): L/Kg-h, MU SAZH &3} dhd|2)
AUC (ug-h/mb): MUl =&
Vg volume of distribution &L &3 ™=
Oral biocavailability (F) (%): 4+ ST
Hl 11 AAISH Aol tHai M et X Z
Cil O| B Of Al:
Evaluation compound
PK (Rat, Oral, 5mpk): Cmax (ug/ml), AUC (ughr/ml), Tmax (hr) 0.87,276,1.0
Brain Conc. (ug/ g tissue @ 4hr), BIP 0.20, 0.34
Metabolic stability: Half-life (human, rat, monkey micrasome), min 999/ 305/ 23
BEEK CYP inhibition % at 20 uM ( 3A4, 2D6) -46/ -8
Pratein binding (Human, Rat, Dog and Maonkey, %) >80
Plasma stability (~4hours) stable

in vitro tHAF oFE Y
Percentage of remained compound
after incubation for 1h at 37°C

Human liver Rat liver
microsomes microsomes
68.5 91.5

in vivo PK: iv or oral administration

(3 mg/kg) to male SD rats (n=3)

p.o.

Parameters iv.
AUCg g, (ng-b/n#) 1.55+0.50
Cmax (ug/mé) -
Tmax (h) -

ta2 (h) 1.04 +0.30
Cl (L/kg-h) 2.05+0.58
MRT (h) 0.81 £0.37
Vss (L/kg) 1.57+0.31
Amount in Uriney, 0.33+0.16
(% of dose)

Amount in Gl (% of dose) 0.14+0.22

F (%)

0.56+0.24

0.28 £ 0.06

0.67+0.14

225+1.89

0.09 £ 0.08

2.72+4.28

35.2+5.58
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No st AMEY(O) EST
3 |Toxicity data M |AH(FE): otzfet 22 stetEel =4 AF Zopt ZotE A4 mred
(=4 HlolH) dzc
M =4d: CCx (MzZZ, ZHEH, sl A2
in vitro | A& =M(hERG): 1Csy &3 & (binding, patch clamp etc)
=4
=d=4: LDS0
in vivo |7 day DRF (dose range finding)
Core battery: 57|, EF4EH, MEH =4
H| 32 MAISH ol tisiAMet M=
Cllol&] ol Al:
in vitro A
Evaluation compound
In vitro  Cellular toxicity (hepatocyte, CCzp, pM) > 50
In vitro  Cellular toxicity (6 other cellines, CCsp, uM) > 30
Safety In vitro  Mini-Ames (S9 mix -/+ : 31 ~1000 ug/ well) Negative
In vitro  Chromosomal Aberration (52 mix -+ - 40 ~320 uM) Negative
In vitro  hERG binding (Patch-Clamp, 1Cz,, pM) 34
in vivo =4
2454 mousepo LDg > 2 g/kg
Invivo SA | LetS4(HI2A): A8 B 252 1S (No QT prolongation)
MastE =4 gs
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IIE 2. 9et= profiling &8 M4

<FE 7-4-2>
No g2 A g
1 | Exp_date O |AMYE(=D): AE AMA| Inp == o] BAM
(A
kAL YYYY-MVFDD
OofJAl: 2018-12-2
2 | Bio-material M | AE(FR): Ao ARRE MAFel AR(CHIA NZF FHA}LS), CHEE
(M A 2) 2 M2ZF= CHEMBL id, FARE Uniprot id 2 7|4
OfAl: SK-OV-3 (CHEMBL614925)
3 | Experimental animal M My(=R): A"o AMZE S22 T ¥ strain, &5 71X
Mg 58

o Al: mouse, balb ¢, male

4 | Materials @) AY(ZE): 2320l AISE M=
(Ad [ME)
Zo(ZE): MEH/SAYFIEZT No

ol Al:  FBS/Thermo/16000-004

5 | Experimental method O |MY(ZR): oM/ M/tEN HIt g JIX|
(Alg ghH)
o Al: 20 mM Tris—HCI pH8.0, 10 mM DTT, 0.01% Triton X-100 £
Z O|R0Zl puffer M3} 5 pM 6,8-difluoro-4-methylumbelliferyl
phosphate (DIFMUP) & 440{AM reaction mixtureZ2 AtE3 oo, &
S 21 = 200 yl olck, 535 nM PRL-3 2 5 uyM DIFMUP & 4t
20| Al 2-33510] fluorometerE Ol &3510{ fluorescence 7t &%
5t L, control2= < 535 nM PRL-32} 5 uM DiFMUP g2tS o}
2 reaction mixtureol EI =HXSACE Fluorometere| exitation
wavelength= 355 nm 12|11 emission wavelength= 460 nmZ =
Hstod Y5t

6 | Statistics 0 Mo(Z22): EAX2| ehHd J|x
(HiolE| A Xzl ghH)
OfAl: Prism (GraphPad)2 2 SAXEl. EANH FoMde P <005
0|, error bar= S.D.E2 FEA|

/| Reference O  |Mu==2): Alsledn pizdel 21 280 DOIDigital Object Identifier) S
(a2 g 25 o3 Jis,

Of| Al: 10.1038/s41598-020-57919-6, 10.1038/s41598-017-16535-7

8 |Release date M MY(HR): Data release date
(S7H =7t AME(ZD): Hole] 370 Rt
QAL YYYY-MM-DD
oAz 2018-12-22
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] oioixi wlolE

8.1 [EREEEERE =

EERD = mRifMRI EIOIE

O (A2 ATBsta S5 edse 2

(1 (A%) £ 5542 HYg AFE #lste] 29 MRI % fMRI 7% HIolHE
5= A] AREEM, Brain Imaging Data Structure(BIDS)E 7]Wloe 2 wHEoi3,

[ ZHgel Fag A=

o BIDS: https://bids—specification.readthedocs.io/en/stable/04 —modality —spec
ific—files/01 —magnetic—resonance —imaging—data.html

o DICOM: https://www.dicomstandard.org/

o fMRI: https://thewinnower.com/papers/977 —a—checklist—for —fmri—acquisiti
on—methods—reporting—in—the—literature
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IIE 1. Sample details for macro imaging (IH32 0|0|AE

HE SMIEE)

<#% 8-1-1-1>

s d=F o

gl'% ﬂ—é—i EEEE'-
Organism MIE(ZE): Ao Al MEo| &y
A 2=
(d=3) ol Al: Homo sapiens
Brain region HdY(=E): 7I=E = 39
(= &) o

- of| Al: whole brain, visual cortex
Patient!D MH(GE): ID of the patient
(2+X} D) My (=ZE): 242l ID
PatientSex MY(PE): Sex of the patient
(BHR} M) MYH(ZE): 2HAte] MM or F)

PatientAge
(8tXt Ltol)

F
MH(AE): Age of the patient
MH(ZE): &Xxtel Lol

PatientSize
(tX} At =)

M(HE): Size of the patient
HY(ZFE): &tXtel 7|
Ehel: cm

o[ Al: 172.3

PatientWeight
(tXt =52A)

MH(HE): Weight of the patient
MH(ZE): &Xte] FFA
EhRI: kg

Of[Al: 60.2

Disease Type

(=)

AMd(HE): Disease name
HHE(ZE): e ol&
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IE 2. &l MRI/fMRI &3dY

¥ 8-1-1-2>
No s= ey X
1| Exp_title M MYH(ZE): AEMZo| F Ejus B2 M
(A=)
2 | Exp_date M | AH(ZE): MEo| THE It
(Al AL YYYY-MMVEDD
=== Of| Al: 2020-02-23
3| Exp_place M |AH(F2): Aol TAE FHa
(Al kL) oflAl: Brain Mapping Center at UCLA
4 | Data type M | AH(ZE): 7|55 Hole EtY
3 A |
(=] H A Clo|EEY) o Al: MRI, fMRI, PET, EEG, iEEG, MEG
5 | Manufacturer M |AH(PE): Manufacturer
(RIZ=AP) DICOM Tag 0008, 0070 Manufacturer
A(=2): MRIAMRI Z17] M =A}
OfAl: SIEMENS
6 | ManufacturersModelName M | AFEH(PE): Manufacturers Model Name
(Al8] Rbx| P el o) DICOM Tag 0008, 1090 Manufacturers Model Name
AY(=FE): MRI/MRI 77| 22X
of| Al: Prisma
7 | DeviceSerialNumber M | AIEH(PE): The serial number of the equipment
(Al EFA| Al 2] i 1) DICOM Tag 0018, 1000 DeviceSerialNumber
==< = A pseudonym can also be used to prevent the equipment from
being identifiable, so long as each pseudonym is unigue within the
dataset
Ah(=2): MR/MRI 717 A2
ol Al: 35016
8 | StationName M | AFEH(PE): Institution defined name of the machine that produced
(Ad x| Kb Bt 5) the composite instances.
sErle—mTee DICOM Tag 0008, 1010 Station Name
AMH(ZE): MRIAMRI 7[7| AR|ZLEelHS
Oof Al: AWPB3011
9 | SoftwareVersions M ’é%(%ﬁ 2): Manufacturer’'s designation of software version of the
Al AZEo{{A) equipment -
= = DICOM Tag 0018, 1020 Software Versions
MH(Z2): AZEQ 0| HA
o Al: syngo MR E11
10| Dataset type M | AE(FE): The interpretation of the dataset. MUST be one of
(CllolE{Ate] A=) "raw” or "derivative”.
M(Z2): Hole{Al EFQ. rawdl 0| E{ X[, derivative
H Ol E{ QI X| T A[,
Jtsst gk oS & "9
No|7ts st &t
1 |raw
2 | derivative
11| BIDSVersion M Ad(HE): The version of the BIDS standard that was used
(BIDS t{A) MY(ZJ2): A== BIDS EF2| HA
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No

0ok

=
L=

(=]
ESot

1

N

MagneticFieldStrength
(A2 )

Aoy(HE): Nominal field strength of MR magnet in Tesla
DICOM Tag 0018,0087 Magnetic Field Strength
MH(ZE): MRI/MRI 71712 RIMZE

o Al: 3

13

ReceiveCoilName
(ZLH)

AMg(HR): Information describing the receiver cail.

DICOM Tag 0018, 1250 Receive Coil Name

Although not all vendors populate that DICOM Tag, in which case
this field can be derived from an appropriate private DICOM field
AYH(ZE): MRI/MRI 71712 2lAlE 3add

o Al: Siemens 64c head coil

14

ReceiveCoilActiveElements

AMoy(HR): Information describing the active/selected elements of
the receiver cail.

This doesn't correspond to a tag in the DICOM ontology. The
vendor—defined terminology for active coil elements can go in this
field. As an example, for Siemens, coil channels are typically not
activated/selected individually, but rather in pre—defined selectable
"groups” of individual channels, and the list of the "groups” of
elements that are active/selected in any given scan populates the
Coil String entry in Siemens’ private DICOM fields (e.g., HEAHEP
for the Siemens standard 32 ch coil when both the anterior and
posterior groups are activated). This is a flexible field that can be
used as most appropriate for a given vendor and coil to define the
"active” coil elements. Since individual scans can sometimes not
have the intended cail elements selected, it is preferable for this
field to be populated directly from the DICOM for each individual
scan, so that it can be used as a mechanism for checking that a
given scan was collected with the intended coil elements selected
AY(FE): MRIMRI 7|7|2] 2lAlE 3 @4 AlHASl A
DICOME| Private_0051_100fgt=2 £H Li&0| LI2IUS.

O Al: HC1-7:NCT

1

)]

GradientSetType

MH(PR): It should be possible to infer the gradient coil from the
scanner model. If not, e.g. because of a custom upgrade or use of
a gradient insert set, then the specifications of the actual gradient
coil should be reported independently

MH(ZE): JCAE Ef

Of| Al: PrismaFit

16

MRTransmitCoilSequence

M (A 2): Relevant field if a non-standard transmit coil is used.
DICOM Tag 0018, 9049 MR Transmit Coil Sequence
AMo(Z2): MR EsA0|E Fe ARZA

Ol Al: “GRAPPA®

17

MatrixCoilMode

Mo(H2): (If used) A method for reducing the number of
independent channels by combining in analog the signals from
multiple coil elements. There are typically different default modes
when using un-accelerated or accelerated (e.g. GRAPPA, SENSE)
imaging

AM(ZE): MR BHEE|A 32 2=

O Al: “GRAPPA*

18

CoilCombinationMethod

Mod(H2): Amost all fMRI studies using phased-array coils use
root-sum-of-squares (rSOS) combination, but other methods exist.
The image reconstruction is changed by the coil combination method
(as for the matrix coil mode above), so anything non-standard
should be reported

AH(=E): 2 ZuldlofM b

19

PulseSequenceType

AMod(HF): A general description of the pulse sequence used for
the scan
MY (ZE): A7Hol| AIBE BHA A|ZFAS| by MY

of Al: MPRAGE, Gradient Echo EPI, Spin Echo EPI, Multiband
gradient echo EPI
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ScanningSequence

A 0§(H2): Description of the type of data acquired.
DICOM Tag 0018, 0020 Scanning Sequence.

HY(ZE): 291d AL
olAl: SE, IR, GR, EP, RM

2

—

SequenceVariant

MY (P E): Variant of the Scanning Sequence.
DICOM Tag 0018, 0021 Sequence Variant.
MYH(ZE): 291 AEAS BEF

of| Al: OSP

2

ScanOptions

MH(PE): Parameters of Scanning Sequence.
DICOM Tag 0018, 0022 Scan Options.

HY(ZE): 291d AL o2folE
oflAl: HELICAL MODE

23

SequenceName

AMod(H2): Manufacturer's designation of the sequence name.
DICOM Tag 0018, 0024 Sequence Name.

AHYH(ZE): A9 AIZA mi2jo|E

Of| Al: +spgir_242

2

~

PulseSeguenceDetails

AMod(H2): Information beyond pulse sequence type that identifies
the specific pulse sequence used (i.e. "Standard Siemens Sequence
distributed with the VB17 software,” "Siemens WIP ### version
#.4,” or "Sequence written by X using a version compiled on
MM/DDAYYYY").

AY(FE): EA AR-A HE

Of Al: "Standard Siemens Sequence distributed with the VB17
software”, "Siemens WIP ### version #.##,” or "Sequence written by
X using a version compiled on MM/DD/YYYY”

25

NonlinearGradientCorrection

A (A 2): Boolean stating if the image saved has been corrected
for gradient nonlinearities by the scanner sequence.

MY(FE): MEE o|o|X|7F AT A|ZIA0 2|5l gradient
nonlinearityoll CHall 2™ =A=X|2| 015

Hser 2k o2 B sy
No[7Fs 8t &

1 |True
2 |False

26

NumberShots

MO(H2): The number of RF excitations need to reconstruct a
slice or volume. Please mind that this is not the same as Echo
Train Length which denotes the number of lines of k-space
collected after an excitation.

AH(=E): s2fojaLt 252 2lsts ol ERe RF =

27

ParallelReductionFactorinPlane

M(HR): The parallel imaging (e.g, GRAPPA) factor. Use the
denominator of the fraction of k-space encoded for each slice. For
example, 2 means half of k-space is encoded.

DICOM Tag 0018, 9069 Parallel Reduction Factor In—plane.

MY (ZE): w2 olo|d =HE

ol Al: 2

28

ParallelAcquisitionTechnique

MH(PE): The type of parallel imaging used (e.g. GRAPPA,
SENSE)

DICOM Tag 0018, 9078 Parallel Acquisition Technique.
Mo(Z22): gjZd o|o|al Ef)

Ol Al: PILS

29

PartialFourier

MIH(HE): The fraction of partial Fourier information collected.
DICOM Tag 0018, 9081 Partial Fourier.

MH(ZFE): Partial F2lof HE HE

ofAl: YES or NO
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PartialFourierDirection

AMy(HE): The direction where only partial Fourier information was
collected.

DICOM Tag 0018, 9036 Partial Fourier Direction.

M(Z22): Partial F2/ofl ghsk My

of Al: PHASE, FREQUENCY, SLICE_SELECT, COMBINATION

31

PhaseEncodingDirection

M(H2): Possible values: i, |, k, i, j-, k-.

The letters i, j, k correspond to the first, second and third axis of
the data in the NIFTI file. The polarity of the phase encoding is
assumed to go from zero index to maximum index unless — sign is
present (then the order is reversed — starting from the highest index
instead of zero). PhaseEncodingDirection is defined as the direction
along which phase is was modulated which may result in visible
distortions. Note that this is not the same as the DICOM term
InPlanePhaseEncodingDirection which can have ROW or COL
values. This parameter is REQUIRED if corresponding fieldmap data
is present or when using multiple runs with different phase encoding
directions (which can be later used for field inhomogeneity
correction).

MY(FE): wolx olmT W

tset & ths & HY

No|7t=st 2k

O —
=

6 | k-

32

EffectiveEchoSpacing

M(H2): The "effective” sampling interval, specified in seconds,
between lines in the phase-encoding direction, defined based on the
size of the reconstructed image in the phase direction. It is
frequently, but incorrectly, referred to as “dwell time” (see DwellTime
parameter below for actual dwell time). It is required for unwarping
distortions using field maps. Note that beyond just in-plane
acceleration, a variety of other manipulations to the phase encoding
need to be accounted for properly, including partial fourier, phase
oversampling, phase resolution, phase field-of-view and interpolation.
This parameter is REQUIRED if corresponding fieldmap data is
present.

AY(Z2): AEHel Hol|= elngd MEY 24 (X).

k2] seconds
of| Al: 0.00049

3

TotalReadoutTime

M(PE): This is actually the "effective” total readout time
defined as the readout duration, specified in seconds, that would
have generated data with the given level of distortion. It is NOT the
actual, physical duration of the readout train. If EffectiveEchoSpacing
has been properly computed, it is just EffectiveEchoSpacing *
(ReconMatrixPE — 1). This parameter is REQUIRED if corresponding
"field/distortion” maps acquired with opposing phase encoding
directions are present.

AY(ZE): ARl Ho|= =z MA 47| AlZH (X).
EffectiveEchoSpacing &35t7| ReconMatrixPE - 12 H &g = US.
=H]: seconds

o[ Al: 0.0396
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34

EchoTime

MH(HE): The echo time (TE) for the acquisition, specified in

seconds. This parameter is REQUIRED if corresponding fieldmap
data is present or the data comes from a multi echo sequence.
DICOM Tag 0018, 0081 Echo Time (please note that the DICOM
term is in milliseconds not seconds).

AHY(ZE): o ZERY
k2] milliseconds
Oof[Al: 42

35

InversionTime

AM(HR): The inversion time (T1) for the acquisition, specified in
seconds. Inversion time is the time after the middle of inverting RF
pulse to middle of excitation pulse to detect the amount of
longitudinal magnetization.

DICOM Tag 0018, 0082 Inversion Time (please note that the DICOM
term is in milliseconds not seconds).

My(ZE): X ER
k2] milliseconds
Ol Al: 15

36

SliceTiming

Mod(HZ): The time at which each slice was acquired within each
volume (frame) of the acquisition. Slice timing is not slice order —
rather, it is a list of times (in JSON format) containing the time (in
seconds) of each slice acquisition in relation to the beginning of
volume acquisition. The list goes through the slices along the slice
axis in the slice encoding dimension (see below). Note that to
ensure the proper interpretation of the SliceTiming field, it is
important to check if the OPTIONAL SliceEncodingDirection exists. In
particular, if SliceEncodingDirection is negative, the entries in
SliceTiming are defined in reverse order with respect to the slice
axis (i.e., the final entry in the SliceTiming list is the time of
acquisition of slice 0). This parameter is REQUIRED for sparse
sequences that do not have the DelayTime field set. In addition
without this parameter slice time correction will not be possible.

Mg(Z2): 22jo|A Elo|g
=k2]: seconds
of Al: [0.0,0.2,0.4,06,0.0,0.2,0.4,0.6,0.0,0.2,0.4,0.6,0.0,0.2,0.4,0.6]

37

SliceEncodingDirection

M(QE): Possible values: |, j, k, i—, j-, k- (the axis of the NIfTI
data along which slices were acquired, and the direction in which
SliceTiming is defined with respect to). i, |, k identifiers correspond to
the first, second and third axis of the data in the NIfTI file. A — sign
indicates that the contents of SliceTiming are defined in reverse
order — that is, the first entry corresponds to the slice with the
largest index, and the final entry corresponds to slice index zero.
When present, the axis defined by SliceEncodingDirection needs to
be consistent with the ‘slice_dim’ field in the NIfTI header. When
absent, the entries in SliceTiming must be in the order of increasing
slice index as defined by the NIfTI header.

ME(Z2): 222 o= Wt

7tset & ok & EY

No|7ts 8t @t
1 i

2 i

3 |k

4 |-

5 |-

6 |k-
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DwellTime

AMoy(HE): Actual dwell time (in seconds) of the receiver per point
in the readout direction, including any oversampling. For Siemens,
this corresponds to DICOM field (0019,1018) (in ns). This value is
necessary for the optional readout distortion correction of anatomicals
in the HCP Pipelines. It also usefully provides a handle on the
readout banawidth, which isn’t captured in the other metadata tags.
Not to be confused with EffectiveEchoSpacing, and the frequent
mislabeling of echo spacing (which is spacing in the phase encoding
direction) as "dwell time” (which is spacing in the readout direction).
AY(ZE): ARl =2 B ()

=k2]: seconds

ofAl: 08

39

FlipAngle

AMod(HR): Flip angle for the acquisition, specified in degrees.
DICOM Tag 0018, 1314 Flip Angle.
Ay(22): 27 2=

ol Al: 78

40

MultibandAccelerationFactor

A 2): The multiband factor, for multiband acquisitions.
A(Z2): HEHHE THE]

4

—_

AnatomicalLandmarkCoordinates

MH(PR): valuepairs of any number of additional anatomical
landmarks and their coordinates in voxel units (where first voxel has
index 0,0,0) relative to the associated anatomical MRI.

MY (ZR): ol Fetx M=otz ICUH0IE

ofAl: {"AC": [127,119,149], "PC": [128,93,141], "IH": [131,114,206]},
=2 {"NAS™ [127,213,139], "LPA™ [52,113,96], "RPA": [202,11391]}

42

RepetitionTime

AMY(HR): The time in seconds between the beginning of an
acquisition of one volume and the beginning of acquisition of the
volume following it (TR). Please note that this definition includes time
between scans (when no data has been acquired) in case of sparse
acquisition schemes. This value needs to be consistent with the
pixdim(4] field (after accounting for units stored in xyzt_units field) in
the NIfTI header. This field is mutually exclusive with VolumeTiming
and is derived from DICOM Tag 0018, 0080 and converted to
seconds.

HY(=E): U= AIZKTR)

=h2]: seconds
OoffAl: 2

43

VolumeTiming

HH(PE): The time at which each volume was acquired during
the acquisition. It is described using a list of times (in JSON format)
referring to the onset of each volume in the BOLD series. The list
must have the same length as the BOLD series, and the values
must be non—-negative and monotonically increasing. This field is
mutually exclusive with RepetitionTime and DelayTime. If defined, this
requires acquisition time (TA) be defined via either SliceTiming or
AcquisitionDuration be defined.

AY(FE): 2o 252 e =0t Azt
=k2]: seconds

oAl 2

- 104 -




e o= e ==
44| TaskName O |AM™EH(HZR): Name of the task. No two tasks should have the same
name. The task label included in the file name is derived from this
TaskName field by removing all non—alphanumeric ([a—zA-Z0-9))
characters. For example TaskName faces n—back will correspond to
task label facesnback. A RECOMMENDED convention is to name
resting state task using labels beginning with rest.
AMY(FE): AFAXRD| F=dlst= xel o2, 2 TiMel o|E2
M=z =hgfof g milgdof ZekEl npA| 2fe o] TaskName
=9 EA‘OHH PE H alphanumeric 2XFHE M5t Ho{Al. o E
%”& “faces n—back”OIEPE TaskNameol| sl &st= 2FA| label 2
“facesnback’@l. resting state ZHMl= rest2 A|&SH= 2iHlS
AlEstoq OI%Z&: AHe FHeh
45Raw data M |[AE(HE): Raw data (DICOM or BIDS format)
(R Al ol E) MH(Z2): DICOM &2 BIDS Zuez ME|=l fAlG|o]g] mfl
kAl okZ 1ol (DICOM or BIDS format)
of|Al: ABC.Zip
46 md5 value M | AZ-E(HE): MD5 checksum of raw data
(&l Al o]E{ 2] MD5 Mod(ZF2): 2AHI0[E{2] MD5 checksum
checksum)
KAl text (MD5 checksum value)
01|A|: bc527343c7ffc103111f3a6%40004e2f
47 Release date M ’é%‘(“-g—): Data release date

(S7H ")

Hoi(25): tfjole] = It
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5.1.2 Bl

O (A = A7 A71H 38 gga), St A7 o] &3}
[0 (A%¥) PETeE Y3 Y23 HolH
(] 2o g A5

OPET: https://bids—specification.readthedocs.io/en/bep—009/04 —modality —sp
ecific—files/09 —positron—emission—tomography.html

IIE 1. Sample details for macro imaging (IHI3Z OI0|AE ME AMAEY)

<& 8-1-2-1>
fivd [
No 2 Z}jf(’g/ S
1| Organism M | HE(FE): Ao AMEE Y229 =Y
H = <
(d=3) ol Al: Homo sapiens
2 |Brain region M MdY(=ZE2): 7|15 = 2
4 0
(= &) ol Al: whole brain, visual cortex
3 |PatientiD @) MH(GE): ID of the patient
(gtX} D) MAY(FE): 2Kkl ID
4 | PatientSex @) Mg(PE): Sex of the patient
(BhR} M) HY(FE): 2tXte| Me(M or F)
Jtsst 4 ok & "9
No [7ts8t %
1 M
2 |F
5 |PatientAge o) MY (P E): Age of the patient
(8+X} Ltol) HH(=E): &ALl Lol
oHel: year
ol Al: 26
6 |PatientSize @) MH(YE): Size of the patient
(8tX} AbO| =) MYH(ZE): 2tk 7|
= Hlelay
o[ Al: 172.3
7 | PatientWeight @) AMH(HE): Weight of the patient
(BHR} 227) HH(=E): &t 527
=l kg
ol Al: 60.2
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IME 2. ] PET &¥™Y

<#% 8-1-2-2>
— =M =
No st A;Eji(( o))/ Ty
General information(dt &)
1 | Exp_title M My(ZE): AEMZo| & =EBlLisE B2 M
(A =)
2 | Exp_date M | dHE(ZE): dEo| szl Dt
(Al B ) 2FAL YYYY-MM-DD
=== Of Al: 2020-02-23
3 |Exp_place M MYy(=ZE): Aol == &
(A
4 |Data type M | HE(FE): 7|58 HolE Ef
|
(dlolef EFY) ofAl: MRI, IMRI, PET, EEG, iIEEG, MEG
5 | Manufacturer M MH (G E): Scanner manufacturer
(R Z=AD MY(=E): 2704 HZ=AL
of|Al: Siemens
6 | ManufacturersModelName M MYH(HE): PET scanner model name
(A AR 2 H) HdY(FE): 294 22 Y
ofAl: mMMR Biograph
7 | Unit M M(HE): Unit of the image file; please see BIDS main spec section
6. Sl unit for radioactivity (Becquerel) should be used. Corresponds to
DICOM Tag 0054, 1001 Units.
O Al: Bg/mL
8 | TracerName M MH(FE): Name of the tracer compound used
MY (ZE): AFSE tracer sHEHEY
ofAl: CIMBI-36
9 | TracerRadionuclide M MH(E2): Radioisotope labelling tracer
MH(ZR): AN S ela 2t 2l tracer
ofAl: C11, O15, F18, N13
10 | InstitutionName M Mo(HE): The name of the institution in charge of the equipment that
produced the composite instances. Corresponds to DICOM Tag 0008,
0080 InstitutionName.
AYH(F&): Composite instanceE THE 717|E azlst= 7]ake| o|&.
DICOM Tag 0008, 0080 InstitutionNamed| s &gt
11 | InstitutionalDepartmentName @) MH(GE): The depariment in the institution in charge of the
equipment that produced the composite instances. Corresponds to
DICOM Tag 0008, 1040 Institutional Department Name
MY(ZE): Composite instances THE 7|7|& 2|5k= 7|22 £A
0|Z. DICOM Tag 0008, 1040 InstitutionNameol| 3 =&t
12 | BodyPart M | A-E(HZ): Name of the organ / body region scanned.

=
HY(FE): 2Wet 7|2/HH 722 olF

of|Al: brain, neck, torso, cardiac, gut, hip, leg, knee, foot, hand, arm,
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13

PharmaceuticalNam

Name of pharmaceutical coadministered with tracer.
Tracer2t &7 F0{= 2kE2| Ol

14

PharmaceuticalDoseAmount

Dose amount of pharmaceutical coadministered with tracer.
Tracer2t & Fo{E <FES S

15

PharmaceuticalDoseUnit

Unit format relating to pharmaceutical dose.
okir R Zfo | C} ol
/T T&= oS o T

~— | | — ~—

Ao Ho | A0 Ao | Mo Ao

of| Al: mg, mgkg, ug, ugkg

16

PharmaceuticalDoseTime

MH(HE): Time of administration of pharmaceutical dose, relative to
time zero (please see below). For an infusion, this should be a vector
with two elements specifying the start and end of the infusion period.
For more complex dose regimens, the regimen description should be
complete enough to enable unambiguous interpretation of the DoseTime
vector. Unit format of the specified pharmaceutical dose time should be
seconds.

Radiochemistry(2A} &}St

=

17

InjectedRadioactivity

MYH(HE): Total amount of radioactivity injected into subject.
Corresponds to DICOM Tag (0018,1074) Radionuclide Total Dose.

AY(FE): AT7daolA FE datse 2

18

InjectedRadioactivityUnit

MH(HE): Unit format of the specified injected radioactivity.

ME(ZE): FUH YAsT e

ofAl: MBg

19

InjectedMass

MH(HE): Total mass of radiolabeled compound injected into subject
(for example, 10). This can be derived as the ratio of the
InjectedRadioactivity and MolarRadioactivity. Note for an FDG acquisition
this is not available and should be set to - 1.

M(FJE): A7 AXo|A FLE radiolabeled sHetE2| MA| 22k
0|= MolarRadioactivity CHH| InjectedRadioactivity2l HIE2=2 &

S, FDG acquisition2] 4<% ol= sliEo| ot=lof 12 X[HsloF &

—

o Al: 10

InjectedMassUnit

MH(GE): Unit format of the mass of compound injected (for example,
"ug” or "umoal”). Note this is not required for an FDG acquisition, since
it is not available, and can be set to "-1".

MH(ZE): AFHAXOA FUE radiolabeled stet=2| M 22k
Tk2|. FDG acquisition®| &< Ol&= sifEo| k=0, —12 X|HMsliok &

(==

of| Al: ug, umol

21

SpecificRadioactivity

MH(HE): Specific activity of compound injected. Note this is not
required for an FDG acquisition, since it is not available, and can be
set to - 1.

2): =l sH5HE2| specific radioactivity. FDG acquisition2]
= ool ot=lo{ 12 X|Hslof &

SpecificRadioactivityUnit

2| oM

(¥ =2): Unit format of specified specific radioactivity. Note this is
not required for an FDG acquisition, since it is not available, and can
be set to "-1".

HY(FE): T 2
acquisition2| & 0]

-

:—?—I. FDG

eH=2| specific radioactivity 42
sieto| otxlnf 12 X|Hsl ot

rr
[Joll [l

ofAl: Ba/g

Time(AlZH

23

TimeZero

MH(HE): Time zero to which all scan and/or blood measurements
have been adjusted to, in the unit “hh:mm:ss”. This should be equal to
InjectionStart or ScanStart.
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24 | ScanStart MH(GE): Time of start of scan wrt TimeZero in the default unit
seconds.

25 | InjectionStart MH(HE): Time of start of injection wrt TimeZero in the default unit
seconds. This corresponds to DICOM Tag (0018,1042) converted to
seconds relative to timezero.

26 | FrameTimesStart MH(YE): Start times for all frames relative to TimeZero in default
unit seconds.

27 | FrameDuration Mo(HE): Time duration of each frame in default unit seconds. This
corresponds to DICOM Tag (0018,1242) converted to seconds.
ME(ZE): 2 = e RF AlZHE)

28 | InjectionEnd MH(HE): Time of end of injection wrt TimeZero in the default unit
seconds.

29 | ScanDate AMH(HE): Date of scan in the default unit “yyyy:mm:dd”.

HE(ZE): 28 I

Reconstruction(Z{ 7Ad)

30 | AcquisitionMode M (HE): Type of acquisition of the PET data.
MH(ZE): PET HlolE{e| 25 Efl
o[ Al: list mode
31 | ImageDecayCorrected MH(HE): Boolean flag specifying whether the image data have been

decay—corrected.
M (ZFE): olo|X| Ho|E{7} 81 WH o{F

N
ol
ro

N

che & 9

I:IA: ==
No|7ts st &t
1 [ True
2 |False

32 | ImageDecayCorrectionTime

MH(GZ): Point in time from which the decay correction was applied
wrt TimeZero in the default unit seconds.

33 | ReconMethodName

Mod(¥E): Reconstruction method or algorithm
HY(ZE): do M7y g == d2|E

ofAl: 3d-op-osem

34 | AttenuationCorrection MYH(HE): Short description of the attenuation correction method used.
MYE(ZE): Al2E 22 E-wol B My
35 |Raw data AH(HE): Raw data (DICOM or BIDS format)
(&l AlH ol &) MY(=2): DI E2 BDS EUoz Ha|=l 2A|Hole md
kAL ok ! (DICOM or BIDS format)
o[ Al: ABC.Zip
36 |[md5 value Mod(HE): MD5 checksum of raw data
(& AlHolE{ o] MD5 Mod(Z2): 2A|H0|E{2] MD5 checksum
checksum)
kAL text (MD5 checksum value)
oAz bch27343c7fc10311113a694b004e2f
37 | Release date AME(HR): Data release date

(S

No(22): ojole = 2t

AL YYYY-MMV-DD
OflAl: 2018-12-22
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8.1.3 [ERENE

O (F4=h) gaas
O A@%) & 5534

[ &g Fxad A=

o EEG: https://bids—specification.readthedocs.io/en/stable/04—modality —spec

1 -7 )
& 33} EEG 9%

dolHE 55 A A

ific—files/03—electroencephalography.html

IIE 1. Sample details for macro imaging (IH3Z 0|0

AH
a

S JMEH)

3 8-1-3-1>
fivd [
No 2 Z}jf(’g/ cgu
1 |Organism M MYy (ZE): Agol| AISE MEo sty
(M=F) o Al: Homo sapiens
2 |Brain region M HE(ZR): 7| 8= & HA
(= F) of| Al: whole brain, visual cortex
3 |PatientlD 0 MYE(GE): ID of the patient
(gtX} D) MY(ZFE): &Xel ID
4 | PatientSex o) MY (PE): Sex of the patient
(BHRF M) MHE(FE): &Ko MM or F)
st oS & A
No | 7Fs St #t
1 M
2 |F
5 |PatientAge @) MH(GE): Age of the patient
(8tX} Lol) My(2E): 2tXtel Lo
=2l year
o Al: 26
6 |PatientSize @) M (G &): Size of the patient
(kX AlO| =) MY (ZFE): stAte| 7|
ERRI: om
ofAl: 172.3
7 | PatientWeight @) MH(GE): Weight of the patient
(B Xt =282H) MY (ZFE): &txtel 2
ER2l: kg
o Al: 60.2
8 |Disease Type @) MH(YE): Disease name
(R shy) HY(Z2): 2Yel olF
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IIE 2. 4| EEG AlgA™Y
3 8-1-3-2>
No a2 AT X
1 | Exp_title M AH(ZE): AgMZo| & EBL=E B2 M=
(Al =)
2 | Exp_date M | HHZE): AFo| THE
(A& ) LAl YYYY-MVDD
== ol Al: 2020-02-23
3 | Exp_place M | AH(ZE): Aso| slEl &
(A
4 |Data type M |MHHEH(ZE): 7|S& Olole EI
3 A |
(=64 Hlo|EERY) ofAl: MRI, IMRI, PET, EEG, iEEG, MEG
5 | TaskName M MH(HE): Name of the task (for resting state use the rest prefix).
(2}H| ) No two tasks should have the same name. The task label included in
< the file name is derived from this TaskName field by removing all
non-alphanumeric ([a-zA-Z0-9]) characters. For example TaskName
faces n—back will correspond to task label facesnback.
MH(FE): AFOMRTE T8z 2 el ol&. Zt Zide| o|&2
Mz gefob g mllgdol| ZahE obA| 2f#E O] TaskName &=2|
ZAollM =& H| alphanumeric XS X7Hst0] A, o E =M
“faces n-back”0|2}= TaskNamedll s =st= ZHA| label=
“facesnback”e!. resting state ZHM= rest2 AlZtsl= 2l S ALE5H04
0|Ex= AEs FHE
6 | InstitutionName M |M-E(HE): The name of the institution in charge of the equipment
that produced the composite instances.
MH(ZFE): Composite instanceES ZH=E 7|7|E 2|5t 7|22| 0|2
7 | InstitutionAddress M | AZE(HE): The address of the institution in charge of the equipment
that produced the composite instances.
My(=E): Composite instanceE ZHE 7|7|E &2lst= 7|22 =&
8 | Manufacturer M | ME(HE): Manufacturer of the EEG system
(R Z=AP HAYH(IE): EEG AIAH M Z=A
ofAl: Biosemi, Brain Products, Neuroscan
9 | ManufacturersModelName M MH(HE): Manufacturer's designation of the EEG system model
(M =2H) My(ZE): EEG Ala" 2EY
ofAl: BrainAmp DC
10 | SoftwareVersions M MH(GE): Manufacturer's designation of the acquisition software.
AZEQ 0| B{X Mo(=F2): Acquisition =ZES0{2] X
( |01 )
11 | TaskDescription M | MEH(HE): Description of the task.
(TP AM|AdTE) MY (ZE): ATFHAXTE Al of sh= ThAe MY
12 | Instructions M | AHEH(HR): Text of the instructions given to participants before the
(X|A]2) scan. This is not only important for behavioral or cognitive tasks but

also in resting state paradigms (e.g., to distinguish between eyes
open and eyes closed).

ME(ZE): 270 Mol AFHAX|A FO{Rl XAE. o=
E/QIX| TpAof2t S ¥ of 2| FAl Alef mi2{CioME
2ol 3

o o
TEE ED AUS
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13 | DeviceSerialNumber MH(HE): The serial number of the equipment that produced the
(Al2|2td b)) composite instances. A pseudonym can also be used to prevent the
== equipment from being identifiable, as long as each pseudonym is
unique within the dataset.
MY(FE): 717 2ldEH
14 | EEGReference Mod(HE): General description of the reference scheme used and
(EEGa T 21 ~) (when applicable) of location of the reference electrode in the raw
= recordings. If different channels have a different reference, this field
should have a general description and the channel specific reference
should be defined in the _channels.tsv file.
OofAl: left mastoid, Cz, CMS
MY (2 E): EEG 2lEHBA Ef

15 | SamplingFrequency MHEH(H-F): Sampling frequency (in Hz) of all the data in the
recording, regardless of their type
of| Al: 2400
HAE(ZE): MEE Fo= (Hy)

16 | PowerLineFrequency MH(HE): Frequency (in Hz) of the power grid at the geographical
location of the EEG instrument
ofAl: 50
MIE(ZE): XA x| e De|de|=E FIk (Hz)

17 | SoftwareFilters MH(HE): A JSON object of temporal software filters applied, or
"n/a” if the data is not available. Each key:value pair in the JSON
object is a name of the filter and an object in which its parameters
are defined as key:value pairs.
ofAl: {"Anti-aliasing filter”: {"half~amplitude cutoff (Hz)": 500,
"Roll-off": "6dB/Octave’}}

MH(FE): AMZHE 2=ZEYof EHE ME
18 | CapManufacturer M (HE): Name of the cap manufacturer
(Z4 ®=AD MY(YR): EEG A M =A}
0| Al: EasyCap
19 | CapManufacturersModelName ME(HE): Manufacturer's designation of the EEG cap model
(W =) MH(EE): EEG W =22 d
OfAl: actiCAP 64 Ch Standard-2
M o 2): i i i
20 EEGChannelCount Mad(H-E): Number of_E;EG channe_ls mcludei in the recording
(EEG =702 M (Z2): 2|20l Zzat=l EEG el i
Of| Al: 1
21 | ECGChannelCount A —E—): Number of ECG channels.
(ECG #'D71=) My(2E): EEG ML i
22 | EMGChannelCount MH(H2): Number of EMG channels.
(EMG =712 MH(ZE): EMG ®ME 74
23 | EOGChannelCount Mo (HE): Number of EOG channels.
(EOG zH<7H=) MY(FE): EOG A2 M =A}
24 | MiscChannelCount MH(HE): Number of miscellaneous analog channels for auxiliary
ISR [ERIES signals.
VIEE A7) HIE(ZE): 2= Alads st 245 ofd=2a el 7=
25 | TriggerChannelCount MH(HE): Number of channels for digital (TTL bit level) trigger.

(E2|AH M=)
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26

RecordingDuration

HE(E
HY(=

Ol Al: 3600

): Length of the recording in seconds
): 2l=2E Zol(x)

Ao Ao

27

RecordingType

MH(HE): Defines whether the recording is continuous,
discontinuous or epoched.

MY(ZE): 2|ZE0| AEZXMIX| EAEXQIX| epocedll x| MEH

28

EpochLength

M(H2): Duration of individual epochs in seconds (e.g., 1) in case
of epoched data.

MH(ZE): Epoched HIOIEIQI A2 Zt epoche| X|& AIZHZ)

EEGGround

MH(G2): Description of the location of the ground electrode
HY(FE): TX| M= fixlel HAY

o Al: placed on right mastoid (M2)

HeadCircumference

ME(HE): Circumference of the participants head, expressed in cm
MY (ZE): ATHAA 2] Zellem)

ol Al: 58

31

EEGPlacementScheme

MH(HE): Placement scheme of EEG electrodes. Either the name
of a standardized placement system (e.g., "10-20") or a list of
standardized electrode names (e.g., ["Cz", "PZ").

oflAl: 10-20, [Cz, Pzl

): EEG = 21| Ete

HardwareFilters

MY (= 32):

MH(HE): A JSON object of temporal hardware filters applied, or
"n/a” if the data is not available. Each key:value pair in the JSON
object is a name of the filter and an object in which its parameters
are defined as key:value pairs.

of Al: {"Highpass RC filter”: {"Half amplitude cutoff (Hz)": 0.0159,
"Roll-off": "6dB/Octave”}}

HMY(ZR): AlIZHS st=elof Zef M2

SubjectArtefactDescription

MH(GE): Free-form description of the observed subject artifact and
its possible cause. If this field is set to n/a, it will be interpreted as
absence of major source of artifacts except cardiac and blinks.

ofAl: Vagus Nerve Stimulator, non-removable implant

MUE(FE): WA ofEHE HHo| ft ARYA HAE

EOGPlacement

Mod(HE): Description of the location of the placement of EOG
electrodes.

ofl Al: VEOG, hEOG

AY(=E): EOG H=2| 24|

ElectrodeType

MH(H2): Description of the circuit type of EEG electrodes. It
contains the information about whether electrodes are active or
passive and wet or dry.

HE(I2): EEG 22 EfY

CommunicationLink

=)
Mod(HE): Description of the communication via either wired or
li

wireless links.
MY(ZE): 78 =2 &M 23 E S5 SAlel 4™
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37 |Raw data Me(Y-E): Raw data (DICOM or BIDS format)
(*lAlH o] &) M(Z2): DICOM &2 BDS ZoHe=z ME|=l fIA|Ho]e] ujd
kAl ok TRl (DICOM or BIDS format)
ojAl: ABCzp
38 |md5 value M(HE): MD5 checksum of raw data
(K AlColE{e] MD5 M(=2): HAH0[E{e] MD5 checksum
checksum)
kAL text (MD5 checksum value)
o|Al: bch27343c7fc10311113a6940004e2f
39 |Release date Mod(HE): Data release date
(SIHEH) Moy(Z2): Hlole] 270 =M}
AL YYYY-MVEDD
ofAl: 2018-12-22
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8.4 [ERENE

O (B4R Baasta $-Fgeiset A
O (%) ¥ 52 ¥H BEG 94 HolHE 52 A A8

[ &g Fxad A=

oiEEG: https://bids—specification.readthedocs.io/en/stable/04 —modality —spe
cific—files/04 —intracranial—electroencephalography.html

A

IIE 1. Sample details for macro imaging (IH3= 0l0|Z! ANAEE)

<#% 8-1-4-1>
fivd [
No 2 Z}jf(’g/ cgu
1 |Organism M MYy (ZE): Agol| AISE MEo sty
H = <
(d=3) ol Al: Homo sapiens
2 |Brain region M MdY(=ZE2): 7|15 = 2
4 0
(= &) ol Al: whole brain, visual cortex
3 |PatientiD @) MH(GE): ID of the patient
(gtX} D) MAY(FE): 2Kkl ID
4 | PatientSex @) Mg(PE): Sex of the patient
(BhR} M) HY(FE): 2tXte| Me(M or F)
Jtsst 4 ok & "9
No |7ts8t #
1 M
2 |F
5 |PatientAge o) MY (P E): Age of the patient
(8+X} Ltol) HH(=E): &ALl Lol
ERI: year
ol Al: 26
6 |PatientSize @) MH(YE): Size of the patient
(B8HX} AbO| =) AE(TE): &xtel 7
EF2: om
o[ Al: 172.3
7 | PatientWeight @) AMH(HE): Weight of the patient
(etxt 2 2A) “'Eé(i-—)' Btxte| Z &2
che:
oAl 60.2
8 |Disease Type @) M (H-2): Disease name
(=l 5tq) MYE(FE): 2Ho| ol&
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IE 2. &4 iteG &88H

¥ 8-1-4-2>
No a2 A ceu
1 | Exp_title M AH(ZE): MM & =2t B2 MF
(Alen =)
2 |Exp_date M ME(ZE): Aol = Int
(Al & ) AL YYYY-MM-DD
=== Of Al 2020-02-23
3 |Exp_place M My(Z2E): Ado| =l FHa
(AEHED)
4 |Data type M My (ZE): 7|S¢et Hlo|e EI
A |
(=S Hlo/HEr) oiAl: MR, fVRI, PET, EEG, iEEG, MEG
5 |TaskName M MH(HE): Name of the task (for resting state use the rest prefix). No
(TR ) two tasks should have the same name. The task label included in the
< file name is derived from this TaskName field by removing all
non-alphanumeric ((a-zA-Z0-9)) characters. For example TaskName
faces n—back will correspond to task label facesnback.
HH(FE): AFOMRTL F8sk= 2 el ol&. Zt ZiMe| o|&2
Mz ghefob g mlelgdo| ZahE obA| 2f#E 0] TaskName =2
oM =& d| alphanumeric XS X750 HFo{Al & &M “faces
n-back”0|2}= TaskNameo!| sl &st= A label2 “facesnback” 2.
r(_es_thn_gF state M= rest2 AlZSHS 2HEE ARESIO] OIFX= AHE
FHe
6 | InstitutionName M Mo(HE): The name of the institution in charge of the equipment that
produced the composite instances.
MH(Z2): Composite instanceS BH=E 7|7|& 2H2|5H= 7|2ke| 0|
7 | InstitutionAddress M MH(HE): The address of the institution in charge of the equipment
that produced the composite instances.
MY (ZE): Composite instanceE 2= 7[7|2 2|5k 7|82 F4
8 | Manufacturer M MH(HE): Manufacturer of the EEG system
(R Z=AD ME(FE): EEG AlARS M =AL
of|Al: Biosemi, Brain Products, Neuroscan
9 | ManufacturersModelName M MH(HE): Manufacturer's designation of the EEG system model
(M| =2 &) HHE(ZE): BEEG Al2Ee 22 HS
ofAl: BrainAmp DC
10 | SoftwareVersions M Mod(HE): Manufacturer's designation of the acquisition software.
(AZEL0 HA) HAH(=E): Acquisiion &ZE0{e] HH
11 | TaskDescription M AMH(HE): Description of the task.
(T AbA|AdDd) MY (FE): AFHAXT 8ol k= ThAe] MY
12 | Instructions M MH(GE): Text of the instructions given to participants before the scan.
(X|A]2) This is not only important for behavioral or cognitive tasks but also in
= resting) state paradigms (e.g., to distinguish between eyes open and eyes
closed).
M (ZE): 2720 Mol AFHAXAA FO{Fl XA, o= &F/2lX]|
Ixofet S5 & op 2t FA Mef T2CiRAME E2EH: =2
e 22 AEje 7
13 | DeviceSerialNumber M Mo(HE): The serial number of the equipment that produced the

(Al2ld =H)

composite instances. A pseudonym can also be used to prevent the
equipment from being identifiable, as long as each pseudonym is unigue
within the dataset.
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iIEEGReference
(EEG sl™zA)

MH(HE): General description of the reference scheme used and
(when applicable) of location of the reference electrode in the raw
recordings. If different channels have a different reference, this field
should have a general description and the channel specific reference
should be defined in the _channels.tsv file.

MO(ZE): EEG 7| allHeiA My

ofAl: "left mastoid”, "bipolar”, "TO1” for electrode with name TO1,

"intracranial electrode on top of a grid, not included with data”, "upside
down electrode”

SamplingFrequency

M (Y E): Sampling frequency (in Hz) of all the data in the recording,
regardless of their type

MY (ZE): EEG MEZ2! FIl= (H)
Of Al 2400

16

PowerLineFrequency

M (HE): Frequency (in Hz) of the power grid at the geographical
location of the EEG instrument

HY(FE): Nt fIxlof e miela2|= Fu (H)

ofAl: 50

SoftwareFilters

ME(HE): A JSON object of temporal software filters applied, or "n/a”
if the data is not available. Each key:value pair in the JSON object is a
name of the filter and an object in which its parameters are defined as
key:value pairs.

MY (ZE): AZE A=ZEQ 0] TE ME

ofAl: {"Anti-aliasing filter": {"half-~amplitude cutoff (Hz)": 500, "Roll-off":
"6dB/Octave”}}

18

DCOffsetCorrection

MH(HE): A description of the method (if any) used to correct for a
DC offset. If the method used was subtracting the mean value for each
channel, use "mean”.

MY(ZE): DC 2=M S 23sp| 25 widol oist §&

19

HardwareFilters

MIE(HE): A JSON object of temporal hardware filters applied, or "n/a”
if the data is not available. Each key:value pair in the JSON object is a
name of the filter and an object in which its parameters are defined as
key:value pairs.

HAY(IR): AlZHEE st=qlof 2e HE

of| Al: "Highpass RC filter”: {"Half amplitude cutoff (Hz)": 0.0159,
"Roll-off": "6dB/Octave”}}

ElectrodeManufacturer

Md(HE): can be used if all electrodes are of the same manufacturer.
If electrodes of different manufacturers are used, please use the
corresponding table in the _electrodes.tsv file.

HY(FE): 3 HM=zA EE

of|Al: AD-TECH, DIXI

21

ElectrodeManufacturersM
odelName

MH(HE): If different electrode types are used, please use the
corresponding table in the _electrodes.tsv file.

ECOGChannelCount
(ECOG =27

Mo(ZE): M2 MTA} Y Mg
AH(Y=): Number of IEEG surface channels included in the recording

MY(ZE): ECOG 7=
ofAl: 120
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SEEGChannelCount
(SEEG =7H=)

MH(H2): Number of IEEG depth channels included in the recording

MY(=E): SEEG M7=+

24

EEGChannelCount
(EEG =M<Z7H=p)

~—

Number of EEG channels included in the recording
2l3go Z&E EEG zEel Tl

Ho Ao

~—

25

ECGChannelCount
(ECG =70

Number of ECG channels.
ECG zidel 74

EMGChannelCount
(EMG =E7%)

Number of EMG channels.
EMG zde| 71

27

EOGChannelCount
(ECG =L7i=)

: Number of EOG channels.
1 EOG =2l 7=

28

MiscChannelCount
(Z1EF =HD71=)

Mo o Ho| Ao Aol Ho Ho|S3

~—| = = — = — —

A g( : Number of miscellaneous analog channels for auxiliary

P BEx AOEe ffet A4F otz Aol i

TriggerChannelCount
(E2|7H L7

02| HI & 02| HI 02| HI 02| HI 02|

Ao/

~—

: Number of channels for digital (TTL bit level) trigger.

RecordingDuration

AH-&): Length of the recording in seconds
HY(FE): 2=z Zol(F)

Ofl A= 3600

31

RecordingType

MH(HE): Defines whether the recording is continuous, discontinuous
or epoched.

AY(=E): 2|FZ0| AEXIX|, EARHQIX|, epocedIX| MEH

EpochLength

M(H2): Duration of individual epochs in seconds (e.g., 1) in case of
epoched data.

MH(ZE): Epoched HIO|E{QI 2 Zt epoche| K| AIZHZ)

iIEEGGround

MH(H2): Description of the location of the ground electrode
HY(FE): X M= fixlel HY

o Al: placed on right mastoid (M2)

):
):

IEEGPlacementScheme

MH(HE): Freeform description of the placement of the IEEG
electrodes. Left/right/bilateral/depth/surface

MHHE(ZE): BEEG M= x| B ME
of Az "left frontal grid and bilateral hippocampal depth”, "surface strip

and STN depth”, “clinical indication bitemporal, bilateral temporal strips
and left grid”

iIEEGElectrodeGroups

MH(HE): Field to describe the way electrodes are grouped into strips,
grids or depth probes

MY(FE): EEG H=e 254 2

"o oo 11

ofAl: {'grid1: "10x8 grid on left temporal pole”, 'strip2: "1x8 electrode
strip on xxx"}

SubjectArtefactDescription

MH(HE): Freeform description of the observed subject artefact and its
possible cause (e.g., "door open”, "nurse walked into room at 2 min”,
"seizure at 10 min”). If this field is left empty, it will be interpreted as
absence of artifacts.

01[/\“I: "door open”, "nurse walked into room at 2 min”, "seizure at 10
min

ME(Z2): wEXle| ofE|HE Hio| i3t ARHA HAE
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37 | ElectricalStimulation MH(H2): Boolean field to specify if electrical stimulation was done
during the recording (options are "true” or "false”). Parameters for
event-like stimulation should be specified in the _events.tsv file (see
example below).

MY (ZE): ez 2 MI|X=FS =X o{F
7tsst 2k o & "o
No|7ts &t #t
1 [ True
2 |False
38 | ElectricalStimulationParam MH(HE): Free form description of stimulation parameters, such as
eters frequency, shape etc. Specific onsets can be specified in the _events.tsv
file. Specific shapes can be described here in freeform text.
HAH(FE): MI|X=ol oist Aigga M2
39 |Raw data AH(YE): Raw data (DICOM or BIDS format)
(& AlHl ol &) Mo(=3): DI =2 BIDS ez He|=l flA|HolE mjd
kAl of= el (DICOM or BIDS format)
ofAl: ABC.zZip
40 |md5 value Ao(¥-F): MD5 checksum of raw data

(AAldlolE e MD5
checksum)

HY(F=): HAIH0[ES| MD5 checksum

kAL text (MD5 checksum value)
Oof|A|: bcB27343c7ic10311113a6940004e2f

41

Release date
(S 70 &t

Mod(HE): Data release date
Mod(Z22): ool 370 it

3 YYYY-MM-DD
|Al: 2018-12-22
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' 8.15 EREENE

O (R A) A Boisha %98 shewh), UNIST 74D (=943 2iuh)
(0 (2%) 2 5S¢4 \ns MEG 94 dolHE 52 A A43
(] Ao a3 A5

o MEG: https://bids—specification.readthedocs.io/en/stable/04 —modality —spec
ific—files/02—magnetoencephalography.html

IIE 1. Sample details for macro imaging (I3 0|0|22 ME AMEE)

<#% 8-1-5-1>
_ = A
No | = i g
1 |Organism M HH(FE): 8ol A= M=o 5td
==
(d=3) o Al: Homo sapiens
2 |Brain region M HdE(=E): 7I5E = 99
4 04
(= E) o Al: whole brain, visual cortex
3 |PatientiD @) MH(GE): ID of the patient
(8tX} D) HH(=E): &Ktel ID
4 | PatientSex o) M(PE): Sex of the patient
(BHR} A ed) HY(F2): Aol 4HM or F)
7tssh 4 o2 & "8y
No [7t= st #
1 M
2 |F
5 |PatientAge o) MY (P E): Age of the patient
(BHX} Ltol) MYE(FE): 2Kt Lol
ch2l: year
oAl 26
6 | PatientSize O HE(EE): Size of the patient
(8hX} AO| =) AE(TE): &xtel 7
=kl cm
ofAl: 172.3
7 | PatientWeight @) MH(HE): Weight of the patient
(B X 232) HMYE(FE): 2txte F27
okl kg
ol Al: 60.2
8 |Disease Type @) MH(YE): Disease name
(=l 5tq) HYH(=E): 2de ol&
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IME 2. &l MEG &3d

<% 8-1-5-2>
g g5 EH
1 | Exp_title MY(ZE): MEMZo| & EelLl= B2 M
(M =) = = = o=
O Al: stM J|d3py ) odat=l sfjof MA™MEXZ| 7|H ATFE st
MEG A&
2 | Exp_date MYy(FE): Meo| = Int
(Al 5] =) AL YYYY-MM-DD
=== Of Al 2020-02-23
3 | Exp_place MYy(ZFE): Aso| saE &
(/\ <3| XI—A) = = =
==e Ol Al: ShH=CistmEd Y MDA MEA
4 | Data type Mog(ZE): 7|S¢sk olole Er
4 A} ==
(=S HO[E S5 Gl Al: MR, fMRI, PET, EEG, iEEG, MEG
5 | TaskName MH(GE): Name of the task (for resting state use the rest prefix). No
(THH ) two tasks should have the same name. The task label included in the

file name is derived from this TaskName field by removing all
non-alphanumeric ([a-zA-Z0-9]) characters. For example TaskName
faces n—back will correspond to task label facesnback.

MH(ZE): AFCIAMRT| Faishk= el o|&. FX| AEl(restin
state) 2HKl= rest2 AlZtsh= 2l Z AlEslo] O|Ex= AHe FHE
Zt 1He| ol Hi 2ot o mldol| ZekEl bA| 2fEE2 of
TaskName @%E Aol A OHLPH“OI ofl ZE CI2 EXIE M 7Hsl0d
Ao,

OofAl:  “faces n-back’Ol2t= TaskNameol 3dHES= A  label2
“facesnback” .

6 | InstitutionName

MH(HE): The name of the institution in charge of the equipment that
produced the composite instances.

Mo(Z2): SstAANE(Composite instance) 2 M A st ZH|E
Ze|sk= 73 o

7 | InstitutionAddress

MH(GE): The address of the institution in charge of the equipment
that produced the composite instances.

Mo(Z2): SstAANE(Composite instance) & MAMsH= 7|7|1&
atz|sk= 7| ate| Fa

8 | Manufacturer MH(HE): Manufacturer of the MEG system
(K= AP HY(F2): MEG AlAEe| X Z=A}

9 | ManufacturersModelName Mo (HE): Manufacturer's designation of the MEG system model
(M=) HY(F2): MEG AlAHlel mEg

10| SoftwareVersions Mo(HE): Manufacturer's designation of the acquisition software.
(AZEY 0] BF) MH(=E): MEG HIo|EE &S5t 2ZEf|0fel HH

11| TaskDescription M (YE): Description of the task.
(DPM| AbM|AdDH) HY(F2): AFHAXRD} s8slol sh= DiAof CHEF MM MY

12| Instructions MH(GE): Text of the instructions given to participants before the scan.

(RIA2)

This is not only important for behavioral or cognitive tasks but also in
resting) state paradigms (e.q., to distinguish between eyes open and eyes
closed).
ME(=ZE): ﬁ Oil AFCHAKI A FO0{Zl BfM| 2t X[A|2. 0=
& ot2} FX| MEH oM E ELEH0: =2
I =22 ¢l 22)
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w

DeviceSerialNumber
(Alzld ElH)

ME(HE): The serial number of the equipment that produced the

composite instances. A pseudonym can also be used to prevent the

equipment from being identifiable, as long as each pseudonym is unigue

within the dataset.

HY(IE): MEG =&d &% 2 (composite instances)& 44 st

o] Al2|d He, FH| FE L& X7 Het 74% ol s
= 2 X

ojgsts HE JHS3IL 2t dlole{nict Iwol oHE XHsof
Sh
Samplin gFrequency MH(HZ): Sampling frequency (in Hz) of all the data in the recording,
(ME2 o) regardless of their type
Mg(ZFE): diole FE Azuglol 7|5 ZE ColE e
ME Fo(2e Hz)
o Al: 2400
PowerLineFrequency MH(HE): Frequency (in Hz) of the power grid at the geographical

(zef 2lel Fuf%

location of the MEG instrument
““4(E--) MEG ZHH|7} @ x[&F Xl Mz 2iel mhel Fab
(SH2]: H2)

ofAl: 60

(©))

DewarPosition
(7ol 27| <R

AMH(HE): Position of the dewar during the MEG scan: upright, supine
or degrees of angle from vertical

MH(FE): MEG 2WE St S MME H2 70 8719
A & +H =2 A2 HEEHe| 2 HE

ofAl: CTF A|AHE! upright=15°, supine= 90°

J

SoftwareFilters
(==ZEgof EH)

M(HE): A JSON object of temporal software filters applied, or "n/a”
if the data is not available. Each key:value pair in the JSON object is a
name of the filter and an object in which its parameters are defined as
key:value pairs.

dE(Z=

): ALE dz= EfloiE HE2 JSON R=ZHE
MHE gls 2% ‘nfa’2 E7|. JSON L=HE f Zt st59|
7240l ZHe{™on mlelo|ed:aieto|E gt gdaloz ol

Of Al: {"Anti-aliasing filter”: {"half-amplitude cutoff (Hz)": 500, "Roll-off":
"6dB/Octave}}

(CIXE of2| "ef HE)

8| DigitizedLandmarks MH(HE): Boolean ("true” or "false”) value indicating whether
(CIX™ sHE=Dl3) anatomical landmark points (i.e. fiducials) are contained within this
recording.
ME(ZE): 7152 HE U siF&d asl=nt3 ZE (&
S J|EME) =8 ofFol et 22|y ME, (2
L= “HA)
7tsst 2k oS & g
No|7ts st
1 | True
2 |False
9| DigitizedHeadPoints ME(H-E): Boolean (true or false) value indicating whether head points

outlining the scalp/face surface are contained within this recording.
MY (ZE): 7|82 2 Wl Fua/gd=2 2M 52| ofz| gef =&
o{Fof et 2l FE, (& Ee “AHA)

7kset @ og & HY
—
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MEGChannelCount
(MEG =H=E7H=)

M (H &) Number of MEG channels
My (ZE): MEG =Eel s

Ol Al- 275

21

MEGREFChannelCount
(MEG sl A =Y

=)

MH(HE): Number of MEG reference channels. For systems without
such channels (e.g. Neuromag Vectorview), MEGREFChannelCount=0
MIE(FZE): MEG a3 A el Jhs J2{st Aido] gls
A|AEIo] ZA2(04:. Neuromag Vectorview)= 022 FE7|.

oAl 23

22| EEGChannelCount MH(HE): Number of EEG channels recorded simultaneously
(EEG ®L7H=) HYE(Z2): sAlol 7|5E EEG ®MdE W=
of|Al: 21
23| ECOGChannelCount AMH(HE): Number of ECoG channels
(ECOG =71 Mg(Z2): ECoG el 7=
OfAl: 64
24| SEEGChannelCount MH(HE): Number of SEEG channels
(SEEG =712 M(Z2): SEEG el 7h=
of|Al: 32

25| EOGChannelCount Mod(HE): Number of EOG channels.
(EOG #<71=) Mo(ZE2): EOG Mol i
OfAl: 4
26| ECGChannelCount MH(H2): Number of ECG channels.
(ECG zHE7H2) MH(=3): ECG ®MEel M=+
ofAl: 8
27| EMGChannelCount M (G E): Number of EMG channels.
EMG #H=7H2) MY (ZE): EMG =Ll 7=
Of|Al: 8

28

MiscChannelCount
@I1Elr D70

MH(H=): Number of miscellaneous analog channels for auxiliary
signals.

MY(FE): Bx A5 S2 93 4F ofgza Mol M4

O Al: 2
29| TriggerChannelCount M (Y E): Number of channels for digital (TTL bit level) trigger.
(E2|H #HLIHZ) MHY(=E): CIXE (TTL HIE &8) E2lA A58 ME =
Of|Al: 2
30| RecordingDuration MH (Y E): Length of the recording in seconds
CI= AlZh Hy(Z2): olole 7|2 AlZH Zo|(X)
of| Al: 3600
31| RecordingType Mod(HE): Defines whether the recording is continuous, discontinuous
15 78) or epoched.

BLR=]

ME(ZE): 7|5 dolE 7t AZHIX| S5H K| ofH
?.?_I-gg _E_E_|E| 04E|-|le| _I_I_oi A-I H

JbsEt gk ke & =y
No|7ts st %t
1 | continuous
2 | discontinuous
3 |epched
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32| EpochLength M(H-E): Duration of individual epochs in seconds in case of epoched
(Hlolef 2+ Zol) data.
HE(ZE): 72 H 22|= doleel A 2 77| AlZE Zo|(x)
OfAl: 1
33| ContinuousHeadLocalization Mod(HE): Boolean (true or false) value indicating whether continuous

(15 o2 2?1zl £4)

head localisation was performed.
MHEHFE): AE5EQ He| X 5 ofFo st 22
(“iﬂl_” EEE “7_' 5\' 71)

0"

HE.

z= ol
S ==

m

34

HeadCoilFrequency

(Gl= = Fak)

Mo(HE): List of frequencies (in Hz) used by the head localisation
coils (HLC' in CTF systems, ‘HPI" in Elekta, ‘COH’ in BTi/4D) that track
the subject’s head position in the MEG helmet

ME(ZE): MEG &l W He| 9% FHE 26l slE 9= F£H
FAAM ALEE FI F* =& (2H9 Hz) (©f: (HLC in CTF
systems, ‘HPI" in Elekta, ‘COH’ in BTi/4D)

Ol Al: [298, 307, 314, 321]

35| MaxMovement MH(HE): Maximum head movement (in mm) detected during the
(zth 2| =) recording, as measured by the head localisation coils
MH(FE): HolH 7|8 Al SIE 9% =8 ZLoM SHE
Hel 2 2ot (29 mm)
OfAl: 48
36| SubjectArtefactDescription MH(HE): Freeform description of the observed subject artefact and its

(FHelH Z3)

possible cause. If this field is set to n/a, it will be interpreted as
absence of major source of artifacts except cardiac and blinks.

ME(IR): MY 3 IHXERY BEE AT S 24 o
A 0l tiol AFEA 7S JAus o ornes ws o

=. =
ChE F2 30| HEEHX &2 49 nad'2 EVI.

noon

OfAl: "Vagus Nerve Stimulator”, "non-removable implant”

3

3

AssociatedEmptyRoom
(23 empty room H&)

MH(HE): Relative path in BIDS folder structure to empty-room file
associated with the subject’s MEG recording. The path needs to use
forward slashes instead of backward slashes (e.g.
sub—emptyroonyses—/meg/sub—emptyroom_ses—_task-noise_run—_meg.ds).
M (ZE): T Al MEG HIolE e} #HHE 24 &F 53
dol&e 7} &2 empty-room el ¢xE LFEH-H =BIDS iE‘I
|_|.| 71; X-IE 7:I§ _u.7| A| “/”E Al»--—o|-040|: ol»

Of| Al
sub—emptyroomyses—/meg/sub—emptyroom_ses—_task—-noise_run—_meg.ds

38

HardwareFilters
(Gt=Hof =E)

M (G E): A JSON object of temporal hardware filters applied, or "n/a”
if the data is not available. Each key:value pair in the JSON object is a
name of the filter and an object in which its parameters are defined as
key:value pairs.

ME(ZR): AFRE AlZHH SEsoj® Wefo| JSON REHE
HE, gle 49 “nfa’2 #E7|. JSON L=ZHE f 2t =9
Jl:zfoll = weiwnt stejo|efd:miztolefgt gAoR ola

ofAl: {"Highpass RC filter”: {"Half amplitude cutoff (Hz)": 0.0159,
"Roll-off": "6aB/Octave”}}
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EEGPlacementScheme
(EEG ™= 2=t &4

MH(HE): Placement scheme of EEG electrodes. Either the name of a
standardized placement system (e.g., "10-20") or a list of standardized

electrode names (e.g., ['Cz", "Pz").
MH(ZE): EEG M= &b gdAl
[m}

= Z A|AH O
el B HE Y 222

[=]
L a0 o

FH
IO MY
mjo

N

ol Al: "10-20", ['CZ", "PZ']

CapManufacturer
(EEG & M =AD

M(YE): Manufacturer of the EEG cap
MH(ZE): EEG 2 M =AL

OfAl: EasyCap

41

CapManufacturersModelNa
me
(EEG 4 =gind)

AMH(HE): Manufacturer's designation of the EEG cap model
MYy (Z2E): EEG ¢ =2y

o Al: M10

2

EEGReference
(EEG 2l HEA)

Mod(HE2): Description of the type of EEG reference used
MH(ZE): ALZSHEEG alHEHEA EFR 7|xY

ofAl: left mastoid, average, or longitudinal bipolar

43| Raw data AH(HE): Raw data (DICOM or BIDS format)
(2lAlH ol &) AMH(Z2): DICOM &2 BDS Zuez M=l flA|dolg il
kAl of= el (DICOM or BIDS format)
of|Al: ABC.zp
44| md5 value Mod(HE): MD5 checksum of raw data
(I AlHolE{ 2l MD5 M(ZE): 2AH0E2] MD5 checksum
checksum)
QAL text (MD5 checksum value)
ol Al: bcB27343c7ic10311113a6940004e2f
45| Release date M(H2): Data release date

(S7H )

o)
AMH(ZE): dlold 71 2t

AL YYYY-MMV-DD
oflAl: 2018-12-22

- 125 -




oX
=
S
m

8.6 BRI

O (B4A) #3947 G718 s A

(1 (Ad9) Bstdv|F o2 g55 = celldlA tissueZbA| 5] raw ©| 7] A
o], o]nA wWAlo] tekalx LFBFRELS FTF A dH€Ea,

AFFEEL 9L Wl v R &8
=

O Nature TRCHNOLOGY FEATURE: https:/www.nature.conyarticles/d41586—020—00594—4

o IDR: http://idr.openmicroscopy.org/tissue/

o Biolmage Archive: https://www.ebi.ac.uk/bioimage—archive/

O OME Data Model and XML file
-https://genomebiology.biomedcentral.com/articles/10.1186/gb—2005—6—5—r47

-https://www.openmicroscopy.org/Schemas/OME/2016—06/ome.xsd

O All metadata fields
-https://docs.openmicroscopy.org/bio—formats/6.5.1/metadata—summary.html#metadata—fields

- https-//docs.openmicroscopy.org/bio—formats/6.5.1/about/index.html #bio—formats—metadata—processing
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IIE 1. Sample details for light microscopy

<}# 8-1-6-1>
v e
No a2 P L,
1 |Organism MY(FE): Ao Al2E 4Eo sy
A==
(d=3) o Al: Homo sapiens
2 |Brain region M MY(=E): 7|58 o A
(= Fo)
ofAl: whole brain, visual cortex
3 |Category M AHAYH(ZE): M=o BF
(&)
O Al:
Molecule: CHEH A& &/
Cel: MZZ&
Tissue: =& Ul &8 9|x| == MZER! HE
4 |Sample prep method M AY(ZE): A= =H] W 7=
(MZ Z=d| giH)
of Al: Tissue was fixed with 2% glutaraldehyde and 2% formaldahyde in
cacodylate buffer.
IF= 2. YoruO|y Ay
<% 8-1-6-2>
- = =(M)/ o
No o5 HH(O) TS
1 | Exp_title M | AHYEHFEER): AMZ0| & =Ll B2 M=
(A=)
O Al: O|EZC=2|0} EHAMA oi
2 | Exp_date M |AMHHE(ZE): olole] MM xt
(A==
AL YYYY-MM-DD
Of| Al: 2021-08-30
3 | InstitutionName M Moy(Z22): Also| $aiE 7|3 o2
OofAl: Sh=|d &
4 | InstitutionAddress M Moy(ZR): Also| $ElE 7| =4
5 |Imaging Contrast M |[MIE(ZTE): ol0|X|E H=H AlSE ZEt aha|
(o[o]&l gkal)
O Af:
Of| Al
Bright-field
Polarized Light
Dark-field
Fluorescence
Other
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No

0ok

=
L=

Imaging mode
(O|o|Z! ghH)

HY(IR): olo|X|E L= ALSE &t

o[ Al:

Of|Al

Wide-Field

Laser Scanning Confocal Microscopy

Spinning Disk Confocal

Slit Scan Confocal

Multi—-Photon Microscopy

Structured lllumination

Structured lllumination

Single Molecule Imaging

TIRF

Fluorescence Lifetime

Spectral Imaging

FCS

Near Field Scanning Optical Microscopy

Second Harmonic Generation Imaging

PALM

STORM

STED

LCM

Bright-Field

Swept Field Confocal

SPIM

Other

Microscope — Manufacturer

(#old £7 -

S ST

XM Z=AD

MAY(=E): olo|x[E L=l AtEE sio|

o Az Nikon

Microscope — Model

(04D|7=| = E

EEH)

HY(IE): olo|X|E L= ALEE &

o Al: AIR

HY(IFR): oln|X|E L=l ALEE $io

Of Af: 2i|o|X

10

LightSoure — Manufacturer

(E M =AL

AY(=E): olo|x|E L=l At8E §o

OfAl: coherent

11

LightSoure — Model
(B M=AF 2=

MYH(FE): olo|X|E Ll ALSE §o

of|Al: Chameleon Ultra

12

bl
2 T

o
.‘

LightSoure )— Wavelength

HY(IFR): oln|X|E L0 ALEE $io

of|Al: 980 nm

13

LightSoure — Power

(o*% uh2)

HY(FR): oln|X|E L ALEE $io

OofAl: 1 Watt
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e 2=(M)/ of

. e ==g

0ok

1

~

Dectector — Type O |M™H(ZR): o|o|X|E =0 AI2E o[o|FMAe| BF
(olo|HHM FF)
Of| Al

oAl

CCD

Intensified CCD
Analog video
PMT
Photodiode
Spectroscopy
EMCCD

APD

CMOS

EBCCD

15| Dectector — Manufacturer O |MYE(ZR): oo|x|E =0l AFRE o|o|EMA L] &M Z=A}
(Olo|&MA HZ=A})
oAz Andor

Dectector — Model O |Md(=ZE): o|o|X|E L=H AFRE o|o|ZIMA{Sl M Z=AL &
(Olo|&MAM HMZ=AL 2H)

1

(©))

of|Al: iXon Ultra 897

1

J

Objective — Magnification O |ME(Z=2): olo|x|E ded Al2E HEU= ui S
(2= uy8)
o[ Al: 60X

18| Objective - Numerical @] HH(FE): O[n|X|E =0 AL2E ti23= l2(NA)
aperture
(2= ui8) o Al: 1.49

19| Objective — Correction O |MYE(FIE): olo|X|E =l AlSE HEA= B g
(2= 2 ghH)
of| Al

Of[Al

uv

PlanApo
PlanFluor
SuperFluor
VioletCorrected
Achro

Fluor

Fl

Fluar

Apo
PlanNeofluar

20| Objective — Immersion ) MH(ZE): olo|X|E =0 AlI2E 2= o|YH 57
(CHEM= o|HA &7F)
Of Al

of|A|

Qil

Water

Water Dipping
Air

Multi

Glyceral

- 129 -




No §,|'% MEY(O) _'IZ_%DE"
21| Objective — Manufacturer O |MH(ZE): olo|x|E Hed Al2E HEH= M Z=A

(CHE== | =A}

Of Al Nikon

22| Objective — Model O |MIEFR): olo|x|2 Ld=dl Al2E 2= M=Al 2&
(2= HZAL 2E)
of|Al: CFl Apochromat TIRF 60XC Qi
23| Optical section (2) M | MHE(FE): Z-section 01F
(FI| A2l 0{ )
kst 2k o2 & 23§
No | Z7tsst 4t
1 Yes
2 No
24| Optical section (2) M | HEFE): MEFH
thickness
(R A2l FH) of|Al: 50
CEI: um
H|Z: &= 232| 240 Yes@! ZA<oflot sl &
25| Timelapse (T) M | MHHEH(ZE): Timelapse 015
(AZER2) o 5
Jbkstt 2k o2 & #3§ad
No | 7h=¢st @k
1 Yes
2 No
26| Timelapse (T) - fps M | MHE(FTE): Timelapse =iz
(MZER2 =l £=5)
O Al: 5
- fos
H|3: st= 252 Zto| Yesol A-<olat sHE
27| Sepctral coding (C) M | ME(FE): CHESZEY ofF
(HE|ZAH o5
b=t 2k 2 & 23
No | 7h=¢St @t
1 Yes
2 No
28| Sepctral coding (C) - M | HEFE): 2 T
number of colors
(HE|ZAY ZHY ) Oof| Al 2 (525, 595)
ERRI: nm
H|: 3H= 272 Zto| Yesel A-<oll2t sHE
29| Num_dataset M |HE(ZE): dlo[e Mo JH(m = )
(dlol&f 7H=) oflAl: =20 27 (O 1: 2070, =2 2 307H)
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IE 3. 0I0IX] 2% Y

<& 8-1-6-3>
B TN
No a2 i L,
1 | Data_type MH(ZE): olo|X|] XMzl »F
(dlole| &7)
Jtsst 2k oS & =Y
No | 7ksst %t
1 Raw
2 Process
2 | Data_type — description M MH(ZE): olo|X| Xz2| g
(diole &)
O Al: X2| ghH =bM
H|3: &5 19| 70| Processg! 4-<ollgt sig
3 | Image format M M (ZE): o|o|X| =ZcH
(olo|x| =oH)
Of| Al:
TIFF, PNG, HDF5, DICOM, NIfTY, ND2, IMS &
4 | Image width X M MY(SR): ololxle| 7tz 37|
(o]glx|] =)
CEQ|: Z M4
5| Image height Y M MH(ZE): olo|x|e| M=Z =7|
(olo]|x| =ol)
ChQ|: Z M4
6 | Pixel size M HY(FF): =Moo M 37|
(=HA 37])
CE{: um
7 | Pixel type M MY(F2): =HAMZ|2| Bt
(=A El)
Of Al
Of| Al
int8
int16
int32
uint8
uint16
unit32
float
double
complex
double—complex
bit
8 | Number 9I images M Mo (Z2): lo|eAl & o|o|X| &=
(ola|x] =) of|Al: o|a|X| 1: 207, ola|X| 2: 307H
9 | Color channels M MH(FE): olo|X] He{e| ®;s 44|
(Ze Al gk
of Al: RGB
10| Color channel number M MYH(ZFE): olo|Xx| HY =L 7=
(Zel Al 1)
OofAl: 3
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11| Spatial dimensions M MY(Z2): o|o|x|e| ZZIAIE
(32 X))
Jtsst 2k oS & =Y
No %3._ ok
1 2D
2 3D
12| Spatial dimensions - Serial section M Mad(=m2): olo|X|el sZHAM2! - Serial section(section
(32 X - Serial section) thickness)
EHR{: um
H|: = 11| Zto| 3D2l Z-=ollat sl
13| Spatial dimensions — Tilt series M MH(ZE): o|o|X|e] ZZHAF - Tilt series(tilt angle)
(B32+ A - Tilt series)
CH2l: degree
H|D: St= 112 Zro| 3D Z<ofl2t s
14| Time dimensions M M (ZE): Timelapse 015
(AlZF XH)
Jbs¢et 7k 2 & 83y
No | 7t=st gk
1 Yes
2 No
15| Time dimensions - fps M MA(FZR): Timelapse =& &=
(AlZF XY - =gl &5)
OAl: 5
EkI: fps
H|3O: &= 142| 440| Yeso!l A=ol2t sHE
16| Raw data M Mo(AHE): Raw data (Image format)
(2l AlH o] E) MY(ZR): 5= 39| o|o|X| ZUHeZ Me|=l AH0|E] T
kAl ok T (Image format)
0| Al: ABC.Zip
17| md5 value M MH(AR): MD5 checksum of raw data
(2l Al 0ol E{ 2] MD5 checksum) Mod(Z2): 2AH0|E{2] MD5 checksum
2FAl: text (MD5 checksum value)
oAz bcB27343c7ic10311113a6940004e2f
18| Release date M AMoi(H-E): Data release date
(S7Hm) Moy(sl2): dolef S70 =Mt
26AL: YYYY-MVHDD
ofAl: 2018-1222
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bl M0 HI0IE

L (AR = A+
[ (B%) AAdr 7

olu] A Ho|H

[ 242gol Fag A8
© Nature TECHNOLOGY FEATURE: https:/wwwinature.conarticles/d41586—020—00594—4

4 A71HHFE Zgeh), S AdTd A4S
©° 2 FEZE moleculedA] cellZbA] 59 raw

o Biolmage Archive: https://www.ebi.ac.uk/bioimage —archive/

o EMPIAR schema: https://www.dropbox.conys/w7544khbv6cerd]/empiar.html ?d1=0

o The Open Microscopy Environment: https://www.openmicroscopy.org

O Cell Centered Database: https://calisphere.org/collections/26960/

IIE 1. Sample details for electron microscopy

(Post-staining g4)

<#& 8-1-7-1>
No 2= 4_1_"5—:'((0))/ ==
1 |Organism M | MEFE): MEol A2E MEo sty
A 2=
(4=3) ol Al: Homo sapiens
2 |Brain region M |AYHZE): 7ISE = 99
(= Ao
ol Al: whole brain, visual cortex layer V
MM dbsE 7| (sagittal, coronal, horizontal plane)
3 | Category M |AHZEE): AR BF
(&5F)
of| Al: Molecule: “—.” EF
Cel: MZZ
Tissue: =&l I—H S x| E= MEZER HE
Sample prep method(AlE Z=H| dhH)
4 |Fix solution M |AH(ZE): AR FH|IE 5l AlESE a™gdo| thsto] 7|&
(DA 2oH) (Paraformaldehyde <t glutaraldehyde I % S).
5 |Buffer solution M | AH(ZE): AE FHIE 2ol AISE H{I{ 2o tist] 7=
(B T 2 oH) (Solution &7 &).
6 |En bloc staining method M |AH(ZE): AR FHIE 25l AFSE En bloc ¥Afgtdol| thsto] 7|&
(En bloc 3 AH gke) (OTO =X H2AIZE 5)
7 | Resin embedding method M | AHHFE): AR FHIE 2I6 AFSE resin embedding &0l CH 510
N in =2 =
(Resin embedding &H) 7|2 (Resin &7 5.
8 |Post-staining method M M”*(E—-—) |2 =H|E 25l AF2E post-staining 2ol Cistod 7=

/-\

== gl _)
ST = o
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OE 2. ¥Xd018 «88E

3 8-1-7-2>
No 3= iy g
1 | Exp_title M AY(ZE): AYgMHAHo| & EL=E B2 s
(AEH =)
2 |Exp_date M Mod(Z2): olole] MM <t
(A
kAL YYYY-MM-DD
o Al: 2021-08-30
3 | InstitutionName M MAY(FE): MEo| = T2 0|5
(7|2Hd)
Ol Al: Sh==| o171
4 | InstitutionAddress M MYH(ZE): Mol TEE 7| T2
(7| aF2)
S |Frame Type - Microgrape M | AHEZE): dae 2 Zeele] M3 MY -
(=alel Etel - Microgrape) Microgrape
od[Al: SingleFrame, MultiFrame, TiltSeries, FocalPairs,
StichedFame
6 |Frame Type - Particle M MYH(ZE): ool zh =ejele] EMS MY - Particle

=z Etel - Particl i i
(=g b article) o Al: SingleFrame, MultiFrame

7 |lmaging method M Mo(Z2): 0|0|X|E =0 Al2E TSt i
olo|Al gied

Of| Al
INSILICO
SXT
FIB-SEM
[HM
SBF-SEM
CLXM
CLEM
MicroED
serial section-SEM
serial section-TEM

TEM
SEM
High voltage EM
Cryo-ET
Cryo-TEM
8 | Microscope — Manufacturer M M(ZE): oo|X|E =l ALS= FHolZe| M=AL
S { == _ =~
(#old 57 - AM=AD oAl ZEISS
9 |Microscope - Model M M(=ZR): olo|X|E =0 ALS=E FHo|Ze| e
(3old 87 - =) .
S| Al: GeminiSEM 360
10 | BeamSource — Power M M (ZE): o[o|X|E A= ALSE MRS =AH -
(MAp =74 - 1}4e)) I}l (Electronenergy(KeV)).
11 |BeamSource - Scan speed per pixel M Md(ZR): o[o|X|E = AlSE MRS =AH -
(RAP Z - HAM oA &) He & 2 HZ(SEM).
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No

0

=
=

12

BeamSource - Exposure time
(MR =H - =EAIZH

EEAZHTEM)

HY(I2): 0|o|X|IE =0l ALSE HAMel = -

13 | ScanType @) AMg(ZE): 0|0|X|E =0 Al2E MR A7 ER
(MR AzH EFRL)
6| Al: Beam scan
14 | Detector - Type M AMY(Z2): 0|0|X|E A AIZE MAe] 5F
(Detector &) oAl
oflA|
CCD
CMOS
Direct electron detector
15 | Detector — Manufacturer M Mod(Z2): 0|0|X|E | AL=El MAe| A=A}
(Detector M Z=A}
16 | Instrument - Model M Mo(Z2): 0|o|X|E L ALRE MAe| RE
(Detector M Z=AF 2 &)
17 | Serial section (2) M M (ZE): Z-section 0{F
Jlset ik oS & g9
No | 7SSt 2t
1 Yes
2 No
18 | Serial section (Z2) - thickness M Mod(Z2): Z-section FH|
o Al: 10
£ nm
H|1: 3= 179 Zto| 12 H<ol2t sHE
19 | Tilt series M MY (ZE): Tit o{F
(it o) ssst 2k olg ® o
No | 7t=st gk
1 Yes
2 No
20 [ Tilt angle M MAY(IE): Tit 4=
Tilt 2=
(Tit ) Of|Al: 1
£H2|: degree
H|3: &t5 192 Zto| 12l H<olat sHE
21 | Num_dataset M AMo(ZE): Mol Me| JHa(mbd = EO)

(Hlol& 7H=)

« Ef [t ASEE
AE=l= Hloleel S5

kU
n

olAl: M 270 (M 1 opd 20
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IE 3. 0I0IX] 2% Y

0o
o

Il

:L>.

S =

No

1 | Data_type M MH(ZE): olo|X|] ME| *F

Processed

M
al|™|—

2 | Description of image processing M MY (ZE): olo|X| XHz| MY

1 8= 19| 20| Processed?! Z<ollgh &
3| Image format M MY (ZF): o|o|x| =

MRC
IMAGIC
HDF5
EER

4 | Image width (X) M MY(=F32): olnlx|e| 7tz 37|

nx |t
02 |de
]
iz
>

5| Image height (Y) M (=2): olo|x|el M=z =7

LA |
-4

nx
ale

02|

nx |t

6 | Serial section (2) M (F2): Z-section 015

=
= el

A\
o
%
2y

: C}
No tsst
1 Yes
No

L
A

J

o/l

rot

7 | Serial section (2) - thickness M MH(ZR): Z-section FH

ol Al 10

8 | Pixel size M HY(=2): "o A =2
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s o L
Pixel type M MY (ZE): ZMAMZIe ER
of|A|
Of| Al
int8
int16
int32
uint8
uint16
unit32
float32
bit
Number of images M M (€ 2): Number of images
MY(=2E): o|o|x| T
Color channels M MY (ZFE): o|o|x| Hefe| Ed ub4
(] Mg g
o Al: RGB
Color channel number M MY(22): o|o|x| HE =ML 7%
(Z Mg 71
oAl 3
Raw data M Mo(HE): Raw data (Image format)
(HAH 0l E) Mg(Z3): &5 32| o[o|X| ez XMe|=
IAlHolE] me!
kAl ok T (Image format)
OfAl: ABC.Zip
md5 value M M(H-2): MD5 checksum of raw data
(&l AlHlol el 2] MD5 checksum) MH(Z2): HAICIo[E{e] MD5 checksum
AL text (MD5 checksum value)
o|Al: bch27343c7ic10311113a6940004e2f
Release date M Mo(HS): Data release date

(SH ")

AY(=2): dlolef 374 it

OflAl: 2018-12-22
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SE WHAS HIOIE

(] (BAAAL) A2tigal o] 84 (53} zdub), Sk Al TR (H 78t 2dwh),
UNIST ZAAZd=8 gguh), UNIST 23
(AR) HPTEY Mo A Ar-gshd AgALE dHoly. Al
SAEAY, HAHANAN SFSIAY, v WF Foll Sk B5E 2T
I 1 5=
o Neurotycho (http://neurotycho.org/)
- RIKEN Dr. Naotaka Fujii7} 7Hgslar 32 9%0] ECoG 23=E 3
-0k s 3 T dojR ECoG 2¥ =

—

o Collaborative Research in Computational Neuroscience (https://crcns.org/)
-] 5 B4 9oA extracellular recording, ECog, EEG A3 3
) BF leveldlME THF ¥ 29, 7 FE(EF, 25, o4 )

i Ad <lle o= 14%% 2 Aol Wik ARAE, A=, HolH
£7), HelH ge2=

IIE 1. Sample details

<3 8-1-8-1>
= Z =M o

No sh= ﬂ—é_l;(o))/ S22 =
1 |Organism ME(ZE): "o AIBE M=o =d

A 204

(4= o Al: Homo sapiens
2 |Brain region o) HY(FE): 7|5 = gA

Ll odod . .

(= &) o Al: whole brain, visual cortex
3 |Sample type M MYy (ZE): Mol M= AR2 &4

AH=Z ==

(HE 37 of| Az Cell, Tissue, in vivo
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4 | Dimension @) Its¢t ik ks & B3
(=X 3+=) No Fsst a4
RSB k=
2| 35t S (Dopamine, BDNF, calcium, etc)
3| &-Molo| x|
4| 22olo|x|
5| 7| Et
5 |Range @) Its¢et 2k ks & Y
EXIEE) No A
1| LFP
2| Single unit multi-channel
3[71EF
IE 2. S MHAMD ASAY
<3 8-1-8-2>
No a2 ey L
1 | Exp_title M MH(ZE): AgMHZA0| & E3Lis B2 M=
(AEHZ)
2 |Exp_date M | AE(ZE): A"ol TEE D
AlS Lt
(HE= SEAL: YYYY-MVI-DD
OfAl: 2018-12-22
3 | Exp_place M | AME(ETE): AEo| FYE B
(A e &)
4 |Exp_apparatus - Manufacturer M | AEH(FE): A-ET7] ®=AL
(AE7|7] - Mz=A}
5 | Exp_apparatus — Model M | AYE(FR): AEY7| 22
(AE717] - =2
6 | Exp_apparatus — Description M |AH(EE): AFEY7| Y
(AE7]7] - Mdy)
7 |Pretreatment or Taskname O |HdY(=E): &8 o die| 48 & s AS
(HMx2l % YA 48
ofAl: Visual grating task
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No st MEH(O) Esa
8 |Pretreatment or Taskname - Description O |MY(FE): S8 MAzl Ay o Fast s A
(Mxal o YAy M) 44

S o 2.3

ofAl: Monkey was sitting with head fixed. His
armmotion was also restrained. ECoG data and eye
position were recorded. There was a monitor in front
of the monkey. Grating pattern that moves in eight
direction was presented on the screen. There was no
fixation required. Blank and stimulus pattern were
switched alternatively every 2sec. Stimulus events can
be decoded from 129 th channel by analog value.
ECoG data were sampled at 1KHz. One cycle of
sinusoid pattern was 27mm with speed at
108mm/sec(4Hz). Distance between monkey and
screen was 490mm.

9 |Recording probe - Manufacturer M | AE(FE): 715 T3 - M=AL
(712 M= - HM=A}
ofAl: 10x10 extra cellular electrode arrays
10 | Recording probe — Model M | HH(FE): 7IE T3 - 22
2 M= - =)
of|Al: 10x10 extra cellular electrode arrays
11 | Amplifier — Manufacturer M |HHFE): SF7| - M=At
SEI| - M=A
( | | Z=AN o Al: Neuralynx
12 | Amplifier - Model M | AHHEEE): 3F7| - 22
z=E7| - zd i
( | ) o Al: Digital Lynx 16SX
13 | Acquisition software M | AE(ZE): AMES o =203
Hiolg =& ==
(Glol& = ) oflAl: custom Matlab code
14 | Data type M | MHE(ZR): 7S5t dlolE Bt
M7|M2| Hole EFe
(M7|22| dlolel EFY) Al ECOG
15 | Data file type M | Md(=R): 7|53 diolg T g4
M7|Mz| dolg umal Rl
(M7|A2| dlolgf =} Fl) OIAL: Matlab
16 |Raw data M | A (AR): Raw data (Matlab format)
(2l Aol &) MH(Z2): Matlab ZoHe = AMe|=l lA|Ho]e] mhl
kAl ok T (Matlab format)
ojAl: ABC.Zip
17 |md5 value M | M™E(YE): MD5 checksum of raw data
(A AldlolE{e] MD5 checksum) Moy(=2): 2A|H0|E{S] MD5 checksum
QAL text (MD5 checksum value)
oAl: bch27343c7ffc1031113a6940004e2f
18 | Release date M | AYE(HE): Data release date

(S7H )

HY(=2): dlolef 37 =t

AL YYYY-MV-DD
oflAl: 2018-12-22
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821 [EESDIE-ERIE

O (FA8A) dx&
AR 8717
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JeHel Yue
ot} ofw

71 %

L] 2ol

), WEAHAF7I 57714
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92717 2 oF o&F AJAT e
AL-&-5 1, *ﬁﬂ]{ﬂ_‘g‘p‘_/g]goé]/\o]. = 2R A9

T HARle wEE BAHJSAE dEFE

re

|
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i

il

0 Xz

ClinicalTrials.gov
(NIHS| AMAIH
DB)2| &5 Olo|H
kAl

AAANY S5 2 ZodHE ME 4:
https://clinicaltrials.gov/ct?/manage-recs/fdaaa#\WhenDolNeedToRegister

AAMAIH Z1} Kz W
https://clinicaltrials.gov/ct?/manage-recs/how-report

QIAIA|E ZD} HlolEf 4 Feol:
https://prsinfo.clinicaltrials.gov/results _definitions.ntml#Result_ParticipantFlo
W

(OA[1) 230 st ZHIY S ASXs UAAIHAIM)
https://clinicaltrials.gov/ct2/show/results/NCT02801877?rslt=With&cond=artific
ial+intelligence&draw=28&rank=1

o o

(ofIAl2) S2A! HEH FehsS s 5 X-rayet © =30t
CH== "l WA
https://clinicaltrials.gov/ct2/show/results/NCT019091807rslt=With&cond=x-ray
&draw=2&rank=2

(o Al3) ENABLEMRI(Magnetic Resonance Imaging) (ENABLE-MRI)
https://clinicaltrials.gov/ct?/show/results/NCT02652481?rslt=With&cond=MRil
&draw=2&rank=9

=U Ao HldAl" M Z(GLP)

M=

etd e A= (SO10993)
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717|
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H|™M 54l (hon-active) &= 2 XZ27|+

=

=
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ol

T
o
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=
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ol
Jo

No

2
3
9

10

12
15

U

TH

olzd

= |
ol Al

T
=l

M

M

or

00

Study name
(o4 7+H =)

0o
=

.:.|__/
=N
By

Xor

devices

)

U

=]
[LE

(el=717]

medical devices

No

2 | Summary

1

3 |Medical devices

4 | Type of medical

5 | Classification of
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=
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No st= A e

7 |UDI type o) My (Z2): 2=27|7] EFAYHEIE ZF. UDIUniqgue Device
(o1 2717 identifie) = S 27[7] MZE 2 FUAXIE o[=27|7|of EABHE A
oAl g e Efol) SMNHIERM ME/FU/FE/AME S ARV HE EFI|o Of

ToESs e 5t ¥EE 7 3 #elste A2l UDI=  UDI-DI(Device
ldentifier)2F UDI-PI(Production Identifier)el =&oz FAME =0, <
2lLizte] A distazssela FEERIE0A LHFEHGS1S
A=), UTl type2 UDI ZEAA HEE =N
of Al: GS1-128, EAN-13, GS1 Datamatrix, HIBCC, ICCBBA &

8 |UDI code o) |M™EH(ZE) =277 E=AHIE AHDIP). =T 522 o=
g 717|526 M. UDI AFS o2 Xg 7|2t0] 927|7] SZol wat &
iéﬁum:,.:) olstM, =2 M= 2 27|7|2] A< UDIE <M Mg3 M EZo| o

T == Optional £+ Z4 2/F ME T+ Mandatory2 7|
of Al: (01)8801234560016(17)221231(10)TEST 12345

9 |Dept in healthcare o) Mo (Z2): ch2 Sz 22 U4 L8 (s o8 Js)
organization used in

of Al
(2| 27| 2ol A 557 Yot
AMBEE= FAM) =317 Uzt
~5l7| Of 3
Tl Abe| shat
ghARM & eFsta}
7+
2SAM
7 EF
o A[1: (B ZR): 25 ZF st=5Alolof ‘&EA
57| Helgesy| YRS AlA
of A|2: (chZie AR)
Hl =7| 2}

10 | Target body site or M My (= 2): Cls 82 22 4sS (&5 ¢ Jhs)
specimen
P of A
(H&o| == 3ol
A._|7:<‘||-'T'--c|’-| =2 ~H
A=) Efol

o 2]
=
e gle
o Al1: (B AR): S5 A Alojofl ‘&EA|
S o4 g E}ol
o A|2: (chZrel A=)
o 2|

11 |Data M Mo (Z2): 277|7|8 & =% 52X = dlolH
(S" Hol=) of Al: ECG, 2224l 8Y S

12 |Data type @) ME(Z2) ==& HolgHe &7 2 EF
(Hol&l 2&F) of Al: DICOM, HL7, Xtxl| 7 2k(company proprietary) &

13 | Data exchange with O MY (ZE): HAYEAAH(HIS) Sz =% HlolEle 3 off
computer systems
(Glolel oS o) o H: 0, X

14 | Publications @) My (= 2): e A|g/dTE S5l ¢llst =8 &

Lt =(=s S)

=

=2) 3US
S
ot

= =
EEEEE

o T

(x|, 82 (2021), p25-40
medical equipment, 2021.7.11., www.medicaleg.com

‘HEHE =YV ds

i

ool oigt A" o

‘ol S MR ZBY

, LS EEAH012)
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o il =1,
21 |Completed MY (FE): LAY TIRHTEAD F= (2of/dE & 7|=2Ake 7|¢)
participants
(2 E sz el
I & At 7| &E =N
5 o
of 24 <= 18Al
=< 18765A|
>= B5A|
CF
A g =
22 |Inclusion criteria MHY(ZE): LAY T yA MY J|=
ezl OfAl: R4 FeA = Mol u|AMES| ZASA = MEsEoR
sixish six}
23 | Exclusion criteria My(=32): LA THA e 7|&E
(H <7 &) O Al: O|MUEARIQ} oAZEA S2o] Zof = XMl Al
24 | Start date MY(ZE): LMAE A AN DRHA el T/ H X} AR
o ALA| 8 .
(A|§|I-OEI|X|.) of| Al 2021.5.1
25 |End date HE(ZE): LAY AMAl 2E EUH0IX| 2 T HAL Al 58)
=2 o x}) Of| Al: 2021.7.1
26 | Sponsor Mo(=ZE): SITPMS S 22[XI7} U Al
(=1=1 %) AN (AR B9) B2S
O A2 (7|2t A) FAISIAL 2| 2[A}
27 | Clinical trial institution HE(ZE): A" MAZ|2
(ST OfAl: BIFChEm Wl
28 | IRB HY(Z ) ochlE AaE Al daE AENE Solee IRB
(Institutional Review _ )
Board) OfAl: SHECHStWHE R o|std g |alee @l 5l
(el Rel¢
A3])
29 [CRO MHE(FTE): CRO dAH AA| A2, 2IEHSH CRO &3
(Contract Research
Organization) o Al: XXX-CRO

(2amiz Sep|n

[l
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No g"% =(0) _'IZ_%DE"
30 | Adversed event M MY (ZR): ArA| AMA| Z(EE AA| F) 2MsH 2xb8 gl 0| At
(Ol Ak A2 At
& MEYE
- AlZolLl Mddof| ose F= Bxles st 49
- 2@ e Qelv|Zte| odZzto| Hest A
ol M AtEl |- &|E0| EVlssIAL AlZist E7 = 7|5 MSIE =
=5 Biste de
- MA™ J|" £ o|ME xelclE EF
- JlE}
HEICTHZIEEIHZIER
Z=X| At |d 7R QIXbo| Z=X|Abst
Z 3} z=x & Ax}
Of Al:
T= MEUE
O A ALE |- Z|7] ALEA| ofF W2 &Ecz MESIH I EBE
537 O grMst &= Q12
Xz 84 |- 202155
ZX|AIE |- MESHH |8 EglE 9 AlEF 24 2 obfM MY
241} ;f'el“&'i—i—&.—‘ll Zot2 LoH10Ml Dl2h Al22 X|USIEE
XK
31 | Control devices @) MH(ZFE): GS1-128/Datamatrix, HIBCC, ICCBBA S (1XFH2AIY HIRE=
UDI type 2 RFID =&Y
=t IHAlHaE
Q% STE o Al: ICCBBA
32 | Control devices o) “Eé(%”)' °|E7|7| EzAHIE AHDIPI). =St S5 o=
UDI code 7|71 El_S4. UDI At8 ol2 a8 Jlzio] o|=717] Sol et o
CEE 0|5t :?RI HI 2717|192l A< UDIE <M Mg3 M Zo| 2o
P_%_"r_/\' W) Optional E== Zj °|T Mg F= MandatoryZ 7| ¢
==
of Al: (01) 880 1234 56001 6 (17) 221231 (10) COMPARE12345
33 | Control devices O |MYE(FE): MANEHM MY -FSHS SelstnAt st 2 BT
(=2 2 27|7]) el =2 ez XHE o77|7|e MEY/2EY
o Al: ONETIME(RFHH& At '='“7|) /PUA-X1000
34 | Classification of @) Mdy(=2): Adx o277 EF ¥ ESYH S30| Lt e Fdeot
control devices I
M ";L z5 4 )
== 2R [HER 8 [327 38R 8] 287 ZER 3 5=
e ximryep [A0101001| HBFSHI=A | |
A | Medcal |A01000] ST,
Instruments TET 00100 | HESFER AR |
oAl (B 32 55 B2 %EAFOIOH ‘& IEA
A90010.01 15 FRE2AHA 71|0|E-?4|0| ES=1
E01020.01 AMERMAZEL O [2852]
o Al2: (Bt Zrel A=)
A01010.01 HE8FSAXEN 1E5E]
04 A[3: (—3 BI17] E50 gl 2%) ES2=2 25T £ e 72171
N/A
35 | Control device @) Mol =2 ME MEZAES A

manufacturer

(= M=

)

Ofl Al:

Philips healthcare
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EA
No st= Pt e
36 | CRF (Case Report @) M QAN EH| ALSE SH7|EA T dz2E
Form)
(BeZ7|2M)
37 | Questionnaire O A AN Ho ARSE MEX| I HEE
(MEX|)
38 | Software @) M AMAEHA ALSEE QE27(7(2F dEE s AZELO(MEE/H =L/
(czeso) <%
OfAl: KRISHEZ EQOf/2| 277 |FAISIAYZICE of22 T S CIXEZeZ
Hal5lo] AEtHEIEE 2 = AEE EofF= AZEQ o
39 | Statistical test M Ao AN E ZTE EMSE SHEMH
(EAEH=) Of[Al: IRlbfx| EAHE A
40 |Non—Clinical trial ) Mo " AMAIE MAZ| 2 Ak X|H 7|2
institution
(HI2AMIE] AIAL7|ZH oAl Al
No H| 2l &AIE A A7]2H20.08.28 7| &)
1K) sh=stat8e e Tal sk
2| S AT [ EAER(KTL)
3@ = v ated A
4T TE ER | EMAR SR Hete| 27|77 ex| 2l ME
5((A) st=d MM EtstH A E A7)l Ho|2E S
B|(A) L& E | ZAMA R S| ct
7R SH=7 [ A7 | H KA & oA 72
8|(M)Et=5tat B & ol 72
O|@C|E[HM AR
10| SO &t x| o2l x|o i nlstod ol x| DR 27 |7 | L7 FMIE]
41 | Performance O MY Ms™II dAPZ Y
evaluation institution i i
42 | Object animal M Ay HAMAH &
I anE ) A HEE E7], K|
43 | Classification by M A HAMAEHN AIEE= 277 BF
contact type with
subject Off A[:
(CH Afto No =
BEA0 o 1| ZHYE 2277
=7 2 | ®MuUle A& o/=27]|7]
3| olAl 2277
4 | HI®E o277
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m MRI HIO|Ef

) (BA4A) ardistal =73 (dg27171 duh)
(] (A%) £ 5% MRI 9597 HolEE 558 o 229
O #4e) 323 A=

O ADNI* HoJE] 42

= Alzheimer's Disease Neuroimaging Initiative; http://adni.loni.usc.edu/

[ (8% 74) MRI H°|HY 552 ts A 842 T4

o BioProject A E.: <2. BioProject A X >9] %2ld) we} 5=

o 9|F57|7] A7 718 AKE: <8.2.1. YEI|7] AT 7|E HE>9] A w}t T
o MRI Hlo]E: <8.2.2. MRI H|o|E >2] 2 ule}l 5=

<3} 8-2-2>
s gs HHO =T
MRI/PET 38 HE
1 | ColorType M o Al: grayscale
2| AcquisitionDate/Time M AMH(HE): date and time of image acquisition
3 | Modality M 7tsst gk
of Al
MR
PT
4 | Manufacturer M O Al: SIEMENS
5| InstitutionNarme M of|Al: OHSU AIRC
6 | StudyDescription M of|Al: ADNI3 Basic Prisma™ADNI3 Basic
7 | SeriesDescription M O Al: Accelerated Sagittal MPRAGE
8 | ManufacturerModelName M Of|Al: Prisma fit
9| PatientlD 0 Mod(HE): ID of the patient
AY(=3): 2l D
10 | PatientSex M Mod(PE): Sex of the patient
HY(ZR): 2| M
7tssh 2tk & "3y
No [7ts8t #
1 M
2 |F
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No HE ey T
11| PatientAge M Mod(HE): Age of the patient
HY(ZFE): 2Kfe| Lio]
CHel: year
o Al: 26
12 | PatientSize 0 MH(H2): Size of the patient
HH(ZE): 2Ktk 7|
kR cm
o Al: 172.3
13| PatientWeight 0 Mod(HE): Weight of the patient
HY(ZE): 2| 52
Chel: kg
of|Al: 60.2
14 | BodyPartExamined M H|31: DICOM tags — (0018,0015)
ofAl: BRAIN
15| SliceThickness M MH(Y2): Thickness of each slice

MY(=32): g2lojAae| FH
H|31: DICOM tags — (0018,0050)

cel: mm
o Al: 1.2

16 | DeviceSerialNumber @) of| Al: 4X3InxozVes|

17 | SoftwareVersion @) of|Al: 95.1\PMSPT1.44

MRl §o| H&

18 | ScanningSequence M H|: DICOM tags - (0018,0020)
oAl: GRIR

19| SequenceVariant O H|2: DICOM tags - (0018,0021)
o Al: SK\SPWP

20 | ScanOptions @) H|11: DICOM tags — (0018,0022)
oAl IR

21 | MRIAcquisitionType M H| 2 DICOM tags - (0018,0023)
oflAl: 3D

22 | SequenceName @) H|11: DICOM tags — (0018,0024)
of| Al: «tfl3d1_16ns

23 | RepetitionTime M H|11: DICOM tags — (0018,0080)
ol Al: 2300
=k2l: msec

24| EchoTime M H|11: DICOM tags — (0018,0081)
of| Al: 29500
=k2l: msec

25| InversionTime M H|11: DICOM tags — (0018,0082)
oflAl: 900
k2l msec

26 | ImagingFreguency M H|11: DICOM tags — (0018,0084)
of Al: 1232581
kel: Mhz
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No §>I'% ;;IE—I'I(O) E%DEI'
27 | EchoNumber M H|11: DICOM tags — (0018,0086)
O Al: 1
28 | MagneticFieldStrength M H|3: DICOM tags - (0018,0087)
oAl 3
£l Tesla
29 | NumberOfPhaseEncodingSteps M H|3: DICOM tags - (0018,0089)
O Al: 239
30| ProtocolName M H|11: DICOM tags — (0018,1030)
O Al: Accelerated Sagittal MPRAGE
31| Raw data M Mod(HE): Raw data (DICOM format)
(21AlH o] &) MY(Z2): DICOM Zez HMa|=l 2lA|Hlolg mhd
QRAlL of= el (DICOM format)
ofAl: ABC.Zip
32 |md>5 value M Mod(¥-E): MD5 checksum of raw data
(2IAltolE{ 2l MD5 HY(=2): HAH0|E{S] MD5 checksum
checksum)
QKA text (MD5 checksum value)
Ol Al: bch27343c7Hc103111f3a6940004e2f
33| Release date M Mod(HE): Data release date
(S0 Lt Mod(Z2): Hole 20 M)
Al YYYY-MVHDD
ofAl: 2018-12-22
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823 PalENIE

[ (B2 st =73 (dg717] 2uh)
(] (A%) & 55¢22 PET 95974 HolHE 55 o 229
(] 2o Fad As

O ADNI* HoJE] 42

= Alzheimer's Disease Neuroimaging Initiative; http://adni.loni.usc.edu/

(] (52 74) PET vlojHe) 522 0g 4 242 749

o BioProject A E.: <2. BioProject A X >9] %2ld) we} 5=

o 9|F57|7] A7 718 AKE: <8.2.1. YEI|7] AT 7|E HE>9] A w}t T
o PET dlo]g: <8.2.3. PET H|o]E>2] k2 w2} 5=

<3 8-2-3>
No 3= ey =g
MRI/PET 38 H&
1 | ColorType M o Al: grayscale
2 | AcquisitionDate/Time M Mod(PE): date and time of image acquisition
3 | Modality M ItsEt Ak
o A|
MR
PT
4| Manufacturer M ofAl: SIEMENS
5| InstitutionName M oJAl: OHSU AIRC
6 | StudyDescription M of|Al: ADNI3 Basic Prisma®ADNI3 Basic
7 | SeriesDescription M O Al: Accelerated Sagittal MPRAGE
8 | ManufacturerModelName M O Al: Prisma fit
9| PatientlD @) Mod(HE): ID of the patient
Mod(=F): 2Kl ID
10 | PatientSex M Mod(PE): Sex of the patient
HY(ZE): 2Klel My
st 2 oS & =Y
No | 7t= st &t
1 M
2 |F
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No

o
i

[=)
T2

1

—_

PatientAge

Mod(PE): Age of the patient
Mod(=E): 2HKfe| Llo]
EFL: year

O Al: 26

12

PatientSize

Hy(g
HY(F
Bk om

ol Al: 172.3

): Size of the patient
): EHXte| 7

Ao Ao

13

PatientWeight

MIEH(HZE): Weight of the patient
Mod(ZE): &Ko F77
okl kg

ofAl: 60.2

14

BodyPartExamined

H[22: DICOM tags - (0018,0015)
oflAl: BRAIN

SliceThickness

Md(P2): Thickness of each slice
Moy(ZF): &2lojAae| FH
H|11: DICOM tags — (0018,0050)

Chl: mm

OoflAl: 1.2
16 | DeviceSerialNumber O Al: 4X3Inxoz\Vesl
17 | SoftwareVersion O Al: 95 1\PMSPT1.44

PET S0l B2

18 | ReconstructionDiameter MY(PE): Diameter of the region within which the data was used
in creating the reconstruction of the image
H|11: DICOM tags — (0018,1100)
Of|Al: 180
19 | FieldOfViewShape MH(HE): Shape of the field of view of the PET camera
H|11: DICOM tags - (0018,1147)
20 | FieldOfViewDimensions Mod(PE): Dimension of the field of view of the PET camera

H|12: DICOM tags - (0018,1149)
o[ Al:

ol Al
CYLINDRICAL RING
HEXAGONAL
MULTIPLE PLANAR
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No §,|'% MEH(O) E%DEI'
21| CollimatorType o) Mo(HE): Type of the collimator
M(Z3): AZE7(colimator)2| EF
H|: DICOM tags — (0018,1181)
O Al:
of A
PARA
PINH
FANB
CONE
SLNT
ASTG
DIVG
NONE
UNKN
22 | ActuralFrameDuration M MH(HE): Elapsed time of the data acquisition
Mod(Z2): Hlo|e] ESof Ha2l Azt
H|2: DICOM tags — (0018,1242)
o Al: 180000
23 | PatientPosition M AMH(HE): Patient position descriptor relative to the equipment
Mo(ZR): 77|18 7|F22 & &kte| ZX|Mof| st A
H|11: DICOM tags — (0018,5100)
O Al:
of Al
HFS
FFP
FFS
24| Raw data M MH(YE): Raw data (DICOM format)
(Al o] &) MY(Z2): DICOM Ze=z XMa|= 2lA|Hlolg mhd
Al b= 1fd (DICOM formeat)
ofAl: ABC.Zip
25| md5 value M Mod(HE): MD5 checksum of raw data
(&l AlH ol E{ 2| MD5 HY(=2): 2A|H0|E{2] MD5 checksum
checksum)
QFAl: text (MD5 checksum value)
Ol Az bch27343c7Hc103111f3a6940004e2f
26 | Release date M

(S7H )

Mo(HE): Data release date
ME(ZE): Hlole] 370 It
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824 ugidl=

(] (A A) KAIST =4 (9877 &guh)

[ (A%) & 55F42 CT 89 HolHE a5 W 224

O &4 F1g A=
O ADNIx HjoJE] k24
x Alzheimer's Disease Neuroimaging Initiative; http://adni.loni.usc.edu/
(T8 74) CT Ho|HY 552 t= Al 842 FA4H
o0 BioProject A H: <2. BioProject A X >9] 2o g} 5=
o Yg7|7] AF 718 AR <82.1. o57]7] AT 7| FE>9] F uje} 55

o CT "°ol8: <8.2.4. CT H°|E><] }2o] wje} 5=

it 8-2-4>

o
o

No

e
e

E%nl-

0

Mod(ZR): X-ray Mulolg =24 Met
H|11: DICOM tags — (0018,0080)
of| Al: 120KVP

2 | DataCollectionDiameter
(dlole &= XI5)

MY(ZR): Ho[EE ESE X2
H|11: DICOM tags — (0018,1030)
of| Al: 500mm

3| ReconstructionDiameter
(=& X8

Mod(Z2): 220 AleE FEo| x|2
H|Z1: DICOM tags - (0018,1100)
O Al: 30Bmm

4| Distance Source to Detector
(Aot CIEIE{ZEe| 72)

Mogj(ZE): 249 ClEHE 7ie| Hz|
H|3: DICOM tags - (0018,1110)
O Al: 1040mm

5| Distance Source to Patient
(Aot SEXpZEe| HE|)

HY(FE): aAll 2XRZie] He|
H|Z: DICOM tags - (0018,1111)
OflAl: 570mm

6| BExposure Time
(== AIZH

MY(IFE): Xray == A2+
H|1: DICOM tags - (0018,1150)
o Al: 326ms

7| X-Ray Tube Current

X-ray 2 MH)

HY(FR): Xty 72 7
|31t DICOM tags - (0018,1151)
o Al: 282mA

8| Revolution Time

HY(Z2): HEZ[2| & 31T At

(HolE &£5)

(B AlZh H|12: DICOM tags - (0018,1030)
ol Al: 0.3300s
9| Table Speed AY(=2): 1= oS¢t Hol=2| AHz|

H|11: DICOM tags — (0018,9305)
of Al: 123mm
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No

02

=
=

|u]
et

(=)
=

Il

10| Table Feed per Rotation o) Mo(ZE): 20| 3t HIF M E E|o[229] ol HE|
(31 ¢t EHolg o|F) H] 31 DICOM tags — (0018,9310)
o Al: 64.96mm
11| Rescale Intercept M MY(Z3): MEE U EH7e| BAOAM el HH
EI2AAY =E) H]21: DICOM tags - (0028,1052)
O Al: —1024
12| Rescale Slope M MY(ZR): MEE it E247te| ZHollMe] 7127]
E12AHY 7127)) H|11: DICOM tags - (0028,1053)
o Al: 1
13| Rescale Type M HY(ZE): &4 el i
(Bl2AHLY EFR) H|: DICOM tags — (0028,1054)
o Al: OD (optical density), HU (Hounsfield Units)
14| Slice Thickness M Mo(=ZE): &2jo|a A
(&2jo|A =) H|11: DICOM tags — (0018,0050)
OfAl: 1mm
15| Image Position M Mod(ZE): 21% 2 voxelel x, y, z =E
(olalx| £x|) H| 22 DICOM tags - (0020,0032)
of| Al: (-156,6510, 9.0380, 497.4700)
16| Pixel Spacing M Moy(Z2F): XS mdztel E2IM JHE
(Al 7129) H|: DICOM tags — (0028,0030)
of Al: (05918, 05918 mm
17| Rows M MH(ZR): oln|x|e| el =
&) H|31: DICOM tags - (0028,0010)
Of| Al: 512
18| Columns M MYH(ZR): oln|x|e| Ao £
() H|31: DICOM tags — (0028,0011)
of| Al: 512
19| Acquisition Type M Moy(=ZF): 25 ghiHof| CiEh A
BEE =8 H|11: DICOM tags - (0018,0023)
Of|Al:
0f Al
SEQUENCED
SPIRAL
20| Raw data M M(H2): Raw data (DICOM format)
(2AIEol&) AY(ZL): DICOM EHo= 2|8 FAICIOIE! Th
QFAL ok kel (DICOM format)
ol Al: ABC.zip
21 |md5 value M Mad(H-F): MD5 checksum of raw data
(I AlEf O] & o MDS AM(Z2): 2AIE|0lE{] MD5 checksum
checksum) QAL text (MD5 checksum value)
O Al: bch27343c7ffc103111f3a6940004e2f
22 | Release date M AMH(AR): Data release date

(S0 )

AY(Z2): dlolH =70 =t
AL YYYY-MMV-DD
o Al: 2018-12-22
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825 [ERENE

] (A A) KAIST dF&E (92717 26
[] (%) & a5 257 o5 dHolHE 5 o 24
O 24l Fnd A=

o ADNIx* t]o]g] <k2l

o 1
= Alzheimer's Disease Neuroimaging Initiative; http://adni.loni.usc.edu/

O (58 74) 29 ol 528 g A

LES-RECE

O BioProject A HX: <2. BioProject X >2] Al ulg} 5=
o 9877 AF 718 AR <8.2.1. o577 AF 7|E HH> 2 ule} 5=
o %L "olg: <825 ZS3 HolEH>9 ¥ wg 5=

<3 8-2-5>
5 M)/ o
NO ol'% ﬂ!:H(O) EEDEI-
1] Manufacturer M HE(FE): =371 MZ=AL
(M Z=AD ol Al:_Alpinion
5| Machine model M HY(58): =3V 22
@171 24 ol Al: E-Cube12R
3| Probe model M HY(ZE): EAH2F/A 22
(Zz22 2E) ol A]: L3-12H
4| Scan wave mode M HY(=E): 291 @4
(2 25 ol Al: Focus
5| Element number M HIY(=2): A9l 7=
(&A1 7H=) o Al: 19
6| Tx element number M HI(=3): S47] 7=
(E417] 74=) o Al: 128
7| Rx element number M HE(=2): 7] A=
(171 IH=) O|AL: 64
g| Element pitch M HE(=2): dAM SaAto] Az
(&A1 B4 2H) o Al: 0.2mm
9| Element height 0) HY(=3): AAM =0]
(&/417] =0]) ol Al: 0.3mm
10| Element width M HY(=E): dAM Hol
(&/5417] Eo)) o Al: 0.14mm
11| Element kerf O HY(=E): dAM Ato] A2
(&/547] 2H) oAl 0.06mm
12| Transmit event number M HE(==2) &4 3=
(B4l 3=) oAAl: %6
13| Speed of sound M HHE(Z2): ARRES £
(AFRE ATE) Al Al: 1540m/s
14| Center frequency M Ho(ZE): 4 Ful=
(B4 Fu=) o Al: 85MHz
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- = =M =)
No e Prid] Y,
15| Sampling frequency M HY(=2): M22 o=
(ME2 Ful) of| Al: 40MHz
16| Axial depth M HE(==2): 2 0]
(& &et 210)) o[ Al: 45mm ]
17| Lateral length M HE(=2): 28 M 2o
(5™ Zo)) of|Al: 38.4mm
18| Focal depth O HAY(=E): AL 7= 2R
(ZF{A 210]) of|Al: 15.0mm
19| Power M HEY(=2): 34 o=l
(T2 of|Al: B0V
20| Dynamic range o) AYE(=E): olo[x] =& =<l
(55 #He2l) of|Al: 600B
21| Other technique O HY(=E): e 7l
(CHE 71=) 0| Al: Spatial Compounding
22| Raw data M Mo(AH2): Raw data (DICOM format)
(21AlH o] E) Mod(Z2): DICOM zZoez M=l flA|dlolg mhd
kAL oF= ol (DICOM format)
o Al: ABC.Zip
23|md5 value M Mod(Q2): MD5 checksum of raw data
(2lAlHolE{ 2] MD5 Moy(22): 2A[H|o[E{2] MD5 checksum
checksum)
kAL text (MD5 checksum value)
oA bch27343c7ffc103111f3a69400042f
24 |Release date M (H2): Data release date

(S7H ")

208

Soi(22): dlole] =W ot
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826 PRETRILE

] (A A) KAIST dF&E (92717 26

[] (%) & s5¢42 Xray 2594 HoJHE 558 wf 229

O 24 Fug A=

© DICOM=* standard H|o|E] 2]
* DICOM standard; https://www.dicomstandard.org/

(5% 74) Xray HolEe] 588 the 4 242 T4

O BioProject A E.: <2. BioProject A X >29] %2ld) we} 5=

o Y87|7] 7 71& AH: <8.2.1. 257]7] AT 7]E AH>9| ol wt 5%

o X—ray H|°J¥: <8.2.6. X—ray H|°|E[>2] F4 wz} S5

3 8-2-6>
No HE) el cew
1| KVP MY (FE): X-ray Muizllole] &2 HMete| 2|1gk
O Al: 120KVP
2| Distance Source to 0 MY (I E): AL} ClEIE Z2He| 2|
Detedtor oflAl: 1040mm
(Ao ClEE{ZEe] H2)
3| Distance Source to o) MYH(ZE): A2} sXRZie| He|
Patient o Al: 570mm
(Aae} BEXRZEe| AHE2))
4 Fiter Type 0 MY (FE): xray 2ol M= ZE 7
(Ze 58) OAl: WEDGE
5| Exposure Time @) MY(ZE): Xray == A2t
(=& AlZH o Al: 306ms
6| X-Ray Tube Current @) MYH(ZFE): Xray FE ™R
X-ray FE2 &7 Of| Al: 28PmA
7| Grid @] AY(ZR): J2l=E HE ofF
(J2|E & of5F) Of| Al: Grid/Non-Crrid
8| Image Position M MY(ZE): 21% 2| pixelel x, y =E
(oo]x] £|x|) ofl Al: (1566510, 9.0380)
9| Pixel Spacing M MY(ZE): AR HHziel 22X 7HE
(T 2449 oflAl: (05918, 05918) nm
10| Rows M MY(FR): olo|x|el se| 5
() OfAl: 512
11| Columns M ME(ZFR): ololx|e| Ao =
() OflAl: 512
12| Bits Alocated Attribute M AYE(FE): 2 =M MIZof = HIE £
(Eteh H|E=p) oflAl: 16
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No §,|'% MEY(O) E%DEI'
13| Bits Stored M MY(ZE): 2t Ml MZof chs XMEE HIE F=
14| High Bt M AMY(ZE): = ME oo|ee| z[A?| HIE
(z[Ak2] H|E) ol Al: 15
15| Rescale Intercept M AMY(ZE): M= 2z E2H7e| A el HH
(BElAAY &H) Ol Al: —1024
16| Rescale Slope M MY(IZE): XM= 23 EH7Ee| 2] 7[27]
(EAAHY 7127]) Oof|Al: 1
17| Rescale Type M MY(FR): &4 wel =
(Bl2AHY EfR) ol Al: OD (optical density), HU (Hounsfield Units)
18| Exposure M A(HE): The exposure expressed in mAs, for example calculated from
(&) Exposure Time and X-Ray Tube Current )
MY(ZR): B3 XM FE MF2 HAE =EZ mAS)
Ol Al: 30
19| ExposurelnuAs O AH(AHF): The exposure expressed in LAS
(=& (uAs) MY (FR): uAsZ EFEl &Gt
Ol Al: 2350
20| FieldOfViewShape(FO @) AM(HR): Shape of the Field of View
VvV 2 AHE(=TD): FOvel =eF
of|Al: RECTANGLE
21| FieldOfViewDimension o) MH(HR): Data release data
s(FOV =7]) AMY(Z2): dlolEf 370 =Mt
Of| Al: [403, 403
2| ImageAndFluoroscopy M Mod(AHR): X-Ray dose, measured in dGy=cmeem
AreaDoseProduct(d At M(F2): dGy«cmromzE EFE XMEF
FAHM QL gbALM EF Of|Al: 3307804
o| &)
23| RelativeXRayExposure ) AMY(HED): Indication of the applied dose, in manufacturer specific units.
(A HEXM = &) MY(ZR): SHEH|e| TS ALSsl0] EAIE XMEF
ofA: 126
24| CollimatorShape(Z &/ M Aod(HE): Shape of the collimator
H O E{ 2 2F) Mod(=R): S |H[0]E{=ef
Of| Al: POLY
25| Viewposition(A] OF ) Ag(HE): Radiographic view of the image relative to the imaging subject’'s
S EN) orientation.
Mo(FR): LA Mo LIEKF SEXje| vlst
OflAl: PA
26| Sensitivity(21 2+ =) o) A(HE): Detector sensitivity in manufacturer specific units.
MHE(FR): CEHEe iz
of|Al: 010086478
27| DetectorType(C| Ell £ M MH(AR): The type of detector used to acquire this image.
E7) MY(=R): CEHES BF
OfAl: SCINTILLATOR
28| DetectorConfuguration @] A(HID): The physical configuration of the detector.
(CIEE Hid) AE(FR): ClEHE =25 oy
Of|Al: AREA
29| DetectorBinning(C| &l ) AYE(HE): Number of active detectors used to generate a single pixel.
B Hld) Specified as number of row detectors per pixel then column.
AY(FR): & =Hs LIEREY| fI8t 2 CEIE =
oflAl: [1, 1]
30| DetectorPhysicalSize( ) A(H3): Physical dimensions of each detector element that comprises the
CleE e =2lH detector matrix, in mm.
37]) MY(=R): & cl"Ee 2218 271 (mm)
OfAl: [02, 0.2]
31| DetectorElementSpaci O A(H3): Physical distance between the center of each detector element,

ng(CI & Ef 244 2)

specified by a numeric pair — row spacing value(delimiter) column spacing
value in mm

AMY(ZFD): ClEHEe SA7te| 2213 Ha2l (mm)

oflAl: [02, 0.2
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No §,|'% MEY(O) E%DEI'
30| FilterMaterial 0 MH(HR): The X-Ray absorbing material used in the filter
(HEEZE) MEFE): 2o X s+=2
Of|A: COPPER
33| PixelintensityRelations M AH(HID): The relationship between the Pixel sample values and the
hip(EHAM-Z = ZtAH) X-Ray beam intensity.
MYE(ZR): Mgt XMM7(ZEe] 2HA
OflAl: LOG
34| Raw data M AM(H2): Raw data (DICOM format)
(2l Aol &) AMH(Z2): DICOM ZoHe=z A=l 2IA[Ho]e i
kAl 2FE ol (DICOM format)
oflAl: ABCzip
35| md5 value M AM(H2): MD5 checksum of raw data
(& AlHlOlE{ 2| MD5 ME(FR): YAIH0E{e] MDB checksum
checksum)
QFAl: text (MD5 checksum value)
O A bch27343c7ffc103111f3a694b004e2f
36| Release date M MH(HR): Data release date
(SIHEH) Mg(FS): dlolef 70 =t
AL YYYY-MM-DD
of|Al: 2018-12-22
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o Rl

EX] JiE HiolEd

[ (&4#F) KOBIC 244 F O AIL7HHA8 57 Ah)

[0 (2%) & $4L2 uele A7 dHolHE 55 Al, dHolH ZHolAd
g dolE #3 e 54 SFFHol THIEA f¥us B
AHEehs M8 5 ¢A Y.

O] (3 #Fask A5) B3t Fof 52 743t A Hof XE HolHE
S50t -8 (generalist) repositorys 9] 1S 7wz A E S

—

* NIH 2 C MEollM FXSH= repository= & (hitps: //www.nim.nih.gov/NiHomic/generalist._repositories.htmi)

o BioStudies: https://www.ebi.ac.uk/biostudies/

o Dryad: https://datadryad.org/

o Figshare: https://figshare.com/

o Zenodo: https://zenodo.org/

© Mendeley Data: https://data.mendeley.com/
o OSF: https://osf.io/
[ (TF 74) 718 HolE AEY 552 ta Al 848 7%
o BioProject AX.: <2. BioProject A X >29] 2o uwlg} 5=
O BioSample A X: <3. BioSample X >¢] Ao g} S2(s1F A))
o 7|8 HolH: 7g o8& <9.1. 7|E Ho|E>¢ ¢4 me}t 5
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< 9-1>

- | 2~
No| &= |ETM L1,
1| Keywords M Mo(HE): Terms that define your study and data
(ZI¥E) MY(ZE): 7 ¥ HoIHE Helg = U= 9
H|Z: /& FEAIR 510 ckeel 7|/ E o Jts
of Al: DNA methylation//MBD sequencing//Chronic lymphocytic leukemia
2 | Additional @) Mo(HE): Any additional description of your study and data, which are not covered by
notes the information that you entered in your BioProject/BioSample submission., but helpful to
(=7} understand and re-use your data. This may include the experimental/analysis methods and
é‘“ o) samples that were used to produce your data, the steps to reproduce your study, etc.
Mo(ZE): A7 2 ooleol| 2 F71 MW BioProject/BioSample S5 Al ZFMEH HE
2lol| Efelo| o] HIo|EE MALES R ==20| == MEE 7|(Hlole MMs 2|5l
AL2S AS/EA g ol ME ME ol e Xsigt = Qe EXt §)
3| Descriptio M AMe(H-2): Description of files that you are upload.
n of files Mo(22): =c she mlof st MY
H|3: H2E k= ZE ufof Cisto] 28zt Mo 2N e Excel 3! EIAE ZOHO|
HO|E &El BIAE/aX| O[5 mQl A2 o[ E ALZSE AlZISO0| olshet &
UEE ZH AHo| EI0|ES 27| &A HHsl zF ZA™e| oo| & Zt=2| Aol cHt
J|l= HE
OfA[1: Result of network analysis of identified genes in Cytoscape session format(cys).
ofAl2: The list of differential methylated genes. Column 1(ID): Entrez Gene ID. Column
2(symbol): Cfficial NCBI gene symbol. Column 3(type): Type of gene, which can be of the
following five types: Long noncoding, Protein coding, Pseudogene, Short noncoding,
Unannotated. Columns 4(Distal) through 9(Downstream): The number of differentially
methylated windows of 250bp that overlaps with each of the gene features for each gene.
No overlap was denoted as ‘—.
4 |Files M | MH(HER): Upload your data files.
M=) o g2=
H|3{: MZ{o| CIE cle| g HERE A shte| zp mtd 2 b=EsiA| Tl JHH
ol 72t 2= HE
H|12: sp7|2| 2fF HIO[EH|o|Ad| o|o] HZE st mfo|2| EX[2lE o] =0 &=
H=2E =
5| Links to @) AMo(HE): URL of your data that you uploaded to external databases, if applicable.
external MY(=2): 2/F olo|efHo]aol HZE & HO[Ee| & FAGHE Al)
database
S BT 2 TEXZ sl0f Clgel 213 ol TS
Ol Al: hittps:/Aww.resb.org/structure/6ZUE
6.| Descriptio @) Mo(H2): Description of your data that you uploaded to external databases, if applicable.
n of links MY(ZR): 2% clo|efsio|A0| == 3t Clo|Eol ChE MT(GHE Al)
H|1: & FEXIZ 50 ciel MY Y Jts
Of|Al: Crystal structure of human DDB1 bound to human DCAF1 (amino acid residues
1046-1396), which was uploaded to the Protein Data Bank (PDB) under pab_id 5ZUE.
7| Release M | MHE(HR): Data release date
date Moy(ZE): Hole] Z7H Mt

(S LRt

2HAL: YYYY-MM-DD

o Al: 2018-12-2
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Part IV. ¢ S0l E9} HI0IH

N

Pl

—

d

O (344 A28 2335 ()8717 29w, 7Ha S 23722717

[0 (A%) & 5% AYHE7]7]AVD: In Vitro Diagnostics)E E 3

<

TE za Xz

LOINC LOINC (Logical Observation Identifiers Names and Codes): https://loinc.org/

CLSI (Clinical & Laboratory Standards Institute): https://clsi.org/

AAM IPOCT1A (Point-of-Care Test Connectivity)

IHE (Integrating the Healthcare enterprise): https://ihe.net/

LAW (Laboratory Analytical Workflow)

[ (T8 74) A7) 7+ HolHY 5%
O BioProject A E.: <2. BioProject X >9] k2]
o 9877 AF 78 AR <82.1. g57)7] dF 7|E A
o AYRAHR7|7] AT vlo]E: <10.1.1. AJAH7]7] 4
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IE 1. HIQIXIZI|J| device type

<3 10-1-1-1>

ook

=
=

No

[u]
-

H
Ho
il

1 |Purpose of medical devices
@171e 85)

Ay 779

\J
olr
ro
g
[
)
il

=z
o

Fu|

N
I~

| ofo| ofo

|2 A
o

1
N8
1m0 |0
1A
igal

A~ —

[m]

e

2 |Classification of medical
devices

(elz717] 25 &

| == A
X S8

||

Ay

Ol Al:

>
1L
1o
HU
N

=30 e =7/

(=]
EHT_'_ =20 =-dH=
T o ST

o

AT

AHd=
—LTTT

ool

7| A58060
ZIAHZ71A]

A58060.01

oAl (S

o Aj2: (2hed

Ol AI8: (2|=7|7] &=

ZZAtolof &EA|
o

AOIESOl 1SH] &

3 |Physical agent used in device
(ClHjol 20llM HAlS 2s)

o=

ARBEE =2IH ol[LX| HEl)

>

qd04:

Ml

N
or
ro
g

LED

Micro current
=21}

Laser

204

—_ =

HA LM

# 2| =21}

== =[O0 |O1 WN|—
N—=|O » g

o2
>
m
N
N
2
x
=
0>
~—
Hr
=
Hr
:oé
N
T
on
mjo
Ho
o
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No a2 e g
4 |Wearable type A XE|7|e =8 el
(#agH) JHsE 3k cofs B M)
No =5
1 =Z0|
2 oty
3 | of2[HiE
4 HEX
5 HE
6 ==MeE
7 e
8 7|EHAIY 2l=)
9 e
5 |Measured parameters M (A RET7|e &Y BF
(Fgattole) 75 g Chg B ME(HY)
No =
1 =
2 Al
3 AEE
4 MNAZSIE
5 =l
6 ot
7 dF
8 ST
9 T EXM7|ES
10| obet
11 | BEXpRIct
12 | ZIEKZAIE &)
6 |Clinical trials M A AMAIAH iR 2 B S
(RIS e S) TS 3 ohe B M (YY)
No Itsst Ay
1 | PoC study HH sy
2 | Feasibility study | EtAed+
3 | Pivotal study SIZATFEII=ESH)
4 PMS ANE 5 oA
5 | H| &l AMA| S MsH"ET|
7 |Target disease O |4YW: ERl 2 3=
(Bt 2 5) H| T sHREERY ARIER(KCD-8) 2R e
Of|Al: U071
8 |Product name/model number M |[AE"E: e 7)o HEE/EEY T
Zoy/ooiod =
(M 20/ 22 ) o Al: ®Z%: MFDS-1, 2% MD-01
9 |Product size M |AE: e 7] 2Hel T2, ME, =0| J2|1 Mzl Bst ME
7= LH-Z (Cd|Al)
2H x5 WDH), (mm) | 316 = 325 = 188 (mm)
=X &2 ko) 5kg
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—~ = =M o
Component size My FHES A Y BT
(TFHE X o Al:
TAZEL Z = LH-Z (ofA])
EEN=E = A
ez | THE A% M 120+ 80+ 20 () / 02k
Electrical rating O |AY: slig Rco[7[7F MR FeD|7|Y B M7 MY Abst
M| A
(|_7|—| O_l) O:“Al:
B L& (o4 A])
AT (V) DC 00V
AH|ME (W) oW
Purpose of use M [AY: 7)7]e ARESEES 2AHALR wEt J|R (Text)
ONE==2S)) o = Allx SHALS Sh= S5l AL
Al EtX}e 7—#0 MAHEE sAME HAISHE 7|72A Follst Gl
Al Xz ZHEE gl
Working conditions M |AY: oFdMo| EEE £ Qe EE=EA
A= =7
(—| Oxl_) o:ﬂAl:
st= LI (0dA])
2% (7) 10730C
7|2t (hPa) 70071060 hPa
Storage conditions M MY okgMol EEE £ e Bt 2 2E=A
gl 2ax7
st= LH-Z (0l A])
2 (10) 10730C
E5T (%) 0795%
7|2t (hPa) 70071060 hPa
Expiration date M [AE: MRS |7 AR Ths 71ZHRE71Z
(“r&712h JHsE B i B ME(HY)
No =57
1 6 7Y
2 14
3 34
4 54
5 Sl SAlE 1S
Manufacturer informations M A MZEAF HE DR (AEAe| A ASA HE TJ|RY)
=) O AL
Mz== Al S
gt |((FREET|7] |MEA 287 22 1238
Power O |MY: Xt 9527|7|Y 29 2Ho 2= Mol ejet viez|Y
(BRI 2) 2% SHEAIZEE SEA|ZE
ol A[1: Wall power (12V DC)
oA12: 2l Z2|H HiE2| | ZSXAIZE: 2k (A|ZH ] SEA|ZE: 2F 5A|ZH
Data storage capacity O |AY: 7|7]d MET|s0| U= dF NESF
=EXAlS pNR=E=1
(—|c>|_|2 X-Ic>c>0 (Mb)) o;“AI: 0000 Mb
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No g= P =8y
19 |Data output port Mo 7|7]ol E27|s0| U= B £HI7|E X HSE ZE
=gd1
(EHZE) OiAl: Z2lE| ZE, USB 802, SA(Blustooth)
20 |Display type O |4&™: A E1I0I7F A== E9 ClAaZeo] Bt
(C|AaZ2io] ElR)) Of|Al: A2 VGA 2|FE F2|AE C|AZE2|0], 5-wire E{X|AFE
21 |Display screen size O |AY: C|AZE o7} X|=E= EF CIAaZ:ole Alo|=
(Elﬁ%ﬂ|0| ﬁﬂal_|5_7| (O|_|7_(|)) O:“AI: ol_ I W*D*H mm
22 |Display resolution O |M9E: C|AZe|o|7} X|el= A< ClAaZEelole SHAE
(ClA~Zafo] sHAtT) O Al: 640 x 480 TA
23 |Display sweep speed O |M™: ClAZeo|7} X|g=ls d% ClaZeole A¥EE
=y 214 —_ _
(HAE=0 2855 OflAl: 00mms, ElABao] Q0%
24 |Alarm oB O |d9Y: gz2lo| X|elsl= 4 22le S Y
I2IAlES 22
(%A:n_lﬂ = o (dB)) O:“AI: 40770 dB
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OE 2. HAXHI] A

<3 10-1-1-2>

No

o

=
=

ol

C o
L& =

1 | Analyte/Component
(M HdE29 0l8)

ol
—

A
o

M

.I

o

dd:

O Al:

H T 7[7]o M X5t 7|25

AT

=
[Le

SARS coronavirus+SARS coronavirus 2 Ag

o

il

Kind of property of
observation or
measurement
(Masts 242

—_
_J.\_A-I)
= o

gy M3se 2AZnel 282 B

ol Al

o Al
Z4l(Mass concentration)
ZAl(Substance concentration)
=2 AAXI(Presence or threshold)

Time aspect
(AL AlZh

D AHeRIEte] A =2 AlZE 24

of Al
EXHAA(point in time)
A& 3](Episode)
5%(5 min)

HT: S5 3 Jis

SystemySample

(@ EF)

Ay APl AREEE Ao 57

Ol Al:

of A|

= 9 54 (Arterial blood)
M & (Whole blood)
At & (Cood blood)
o{ 2| 7} 2HHair)
294 (Urine)
& & (Serum)
E%(Respiration)

°—h' (Saliva)
E 2 oI E:l 7|, L

Scale type

(B8 2AHY)

x| =
OEI-_I

: 7*M°I ZHatol thek el 22 A

2
=

Of Al
2k(Quantitative)
8 2&, A%(Ordinal)
= &4 (Narrative)

. AL
=+ 93 Jbs

Method type
(ARLE)

AL BN

ol Al

|Arrapid

RNA probe
Probe.amp.tar
Test strip

H| 11:

Reagent type
(Alefe| &F)

dd:
O Al:

H| 2:
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| 2~
No st= Pt e
8 | Amplification @) MY SE =
(&5 7= OA: SSEEWA HMASE
3T =24 3 Jls
9 | Preprocessing O Ay 8ii =F2 5 A ™2 7=
Mx2l 7|z 2R
(Ex2| 7= &7) o Al
of Al
Z 35l (Lysis)
2 = (Elution)
H|Z: 55 3 Jts
10 | Analysis tech @) MY Mo ARE2EE=E T8
HAM 7|2
(n_ = 7|E) 0:“ AI:
o A|
M7| =}shElectro-chemical)
o3 3 2o} & 32 Tl (Immuno-chromatography)
H|Z: 55 3 Jts
11 | Utilized sensor @) A ARl 7)o ZEE MM SF
A= MA
of Al
25 M
=M MM
ZHE A M
H|D: 55 3 Jts
Format for M 2R 282 6 AlZEE =0
representing
observation value O Al
(BHERZL B3 Z0l) of A|
2kt H|0|E{(Encapsulated Data)
ZHA Al XHEntity Identifier)
Z=(Numeric)

12 o) Zt7 2 2lE{(Reference Pointer)
TZsk=l =(Structured Numeric)
=Xt H[0|E{(String Data)

BlAE H|o|E{(FA)(Text Data(Display))
22 =(Graph)
2IAZHRaw data)
0[a[X|(Image)
H|Z: 55 3 Jts
Release date A olole 370 Mt
13 EX=s M

AL YYYY-MVEDD
ofAl: 2018-12-22
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10.1.2 RSP R

[ (FAAD) Medisha S A(@=8717) 2guh), POSTECH Zxlok5717] 24
] (A%) & 5% Adm71719 AAAR 74 2 72 3 54
lEEE :rL/g
O AR Fad A=
o "= FDA medical device databases: https://www.fda.cov/medical-devices
/device-advice-comprehensive-regulatory-assistance / medical-device-databases
ZRAFE LA AT ] TAETI ST 2] 7o) =R aer elg 7R, 2018.8)
O (@EF 74) 987171 AAAE BHe 552 ts A 842 F4%
O BioProject A X: <2. BioProject A X >2] Ao ujeg} 5=
o YR7|7] AT 71 BE: <8.2.1. 2|57]7] AT 7]E AHE>9 FHdl e} T
o og57|7] AAME BH: <10.1.2. o|57]7] AAAME HE>2] gl e} 55

_1

<& 10-1-2>
No g5 50 ==
3lsty M 24 (Chemical Composition)
1 [Main Ingredients M AMod(ZE): Main Ingredients®| company information, catalog
numbers 7|
2 |Purity of Trace Elements M |AYFE): A= 4= purityS HHERE 2422 ppmipart per
million) SHZ 7|y
3 |Catalysis M (A™E(FZE): MAMZE Mol AlEst S0 3F & MEE 7|¢
4 |Low MW components M |AH(ZE): Water, solvent HEE 7[¢
5 [Test method for chemical M |[AY(ZE): MAAME IR 35 M 4 &F g J|¢l
composition Of| Al:
of Al
NMR
GC
HPLC
2 XA = (Molecular Structure)
6 |Polymer bending M |AE(ZE): MAXIZS| ductiity SHS SHsH
7 |Branched, Linear, or M |MH(FE): &AF =7t linear, branched, EE= crosslinked &l
Crosslinked Zelx|off tist WS
8 |Copolymer branch length 0O |MH(ZER): a5tk EMs TR MAX=ze| A< branche
Zol(=7)oll chst HEE 7I°I
9 |Copolymer conversion O |#¥(=&) FTIRSE 0|835104 2S¢t degree of conversion
HEE 7|¢
10|Mn, MW, Polydispersity M |AY(ZE): IEX} sizeE 27| 2I5H Mn, Mw, Polydispersity
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Il 2~
No g= H80) ==
11 |Test method for molecular M |AHZER): MAXZEe 2ATE 24 uhHg J|el
structure
0| Al:
of Al
NMR
GOC
Solubility
Swelling
Viscosity
NMR
gEl (ZE2AF 7+ =)(Morphology (Supermolecular Structure))
12|% Crystallinity M |AME(ZE): X-ray diffractionSe| & etHE S5l &tEs U2 %
chel2 J]g
13|Types and amount of phases M %'Eél(i‘—i—): MR =2 Aphase) EtR 2 Alhgol Ofst MEE
7|
14 |Test method for morphology M %;l'?él(i‘—i—): A Ze EATE 24 s 7
Of| Al:
of Al
NMR
GOC
Solubility
Swelling
Viscosity
NMR
= g+ =(Composite Structure)
15|Types of structure M |[AHE(IE): S8+ MAAEe SFRE 7|¢
of Al
Laminate structure
Reinforcement structure
Coating
16 |Laminate structure: Thickness M/O |[ME™H(ZJR): laminateT =2 MM 22| 2t RS FHE 7|
each polymer
17 |Laminate structure: Orientation M/O |ME™H(ZE): laminateT=2 MMMEL| Zt MEL| ME M &
and stacking seguence a5 MEE T
18 |Laminate structure: Number of M/O |MH(ZE): laminate =2l MARZ2| 2t R{Zo| 2 7|
Plies
19 |Reinforcement structure: position-| M/O  |AH(ZE): reinforcement Hx|A =2 Z+at x| 7(¢
Location
20 |Reinforcement structure: position-| M/O |[A™H(=2): reinforcement MM Z2o| AtelE 2eF HEE 7(¢
Orientation
21 |Reinforcement structure: position-| M/O  |[A™H(=2): reinforcement MMz 2| AelE Rul HEE 7
Volume
22 |Reinforcement structure: M/O |[AH(ZE): reinforcement MAMA 22| ctHEEE (¢
Cross—sectional shape
23 |Reinforcement structure: M/O |M™E(Z2): reinforcement MM Z2| XS 7(¢
Dimensions
24 |Coating: Total number of coating | M/O |AH(ZE): coating®l x| & FH HEE 7|
and thickness
Physical Properties (22| £4)
25|Water absorption M |[AE(IE): TEERE HEE 7|
26 |Density M (A E): MAXIEN DEXe| 2
27 |Porosity distribution (size and M (AHE(IE): MAXIE DEXe| o e 7|8 2x

distribution)
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1 il HHO =

28|Roughness M |MH(FE): MAMZ EH| roughness depth(Rz) & roughness
value(Ra) & 7|¢!

29|Swelling property M | AHE(ZE): M=z HWess Wit X

30 |Stiffness M AY(FE): MHMMEU DEXfe] e wE 4N

Thermal Properties (28 £4A)

31 |Crystallization temperature (Tc) M |[AYHE(IR): MAXIRe AHs 22 ™ 2 AIE g s &

32 |Glass transition temperature (Tg) M |[ABE(FE): MHAZe Feldo| 25 SHa L Al 4SS 2

33 |Melting temperature (Tm) M |AYE(ZE): MRS 88 25 S LAY g2 =M

34 |Test method for thermal property M |0lAl: ASTM

Cyclic Fatigue (=% I 2)

35 |Fracture M %g(jﬁl—oi—l): ASTMZ| =0l w2t -t MHAE AlHEe| fracture &

36 | Deformation M %%E;‘i—l)ol ASTMZ | =0 2t EXMsE M E AH2| deformation

37 |Wear and loosening M [AYE(ZE): ASTMZ|E0 2l =2 AlE20le 52 0|83l &
Mot WA= AlH2| wear and loosening SM2 7|

Local Stress Risers, Residual Stress (T2l 24)

38 [Stress analysis M |[AH(F2): tensile test, dynamic mechanical analysis 52 0|&35H0q
EX5H MAM 22| stress-strain analysis Z2HE 7€l

39|Mechanical testing M |[AH(ZE): tensile, compressive test 52| = 0|Esto{ FH &t
MAR =2 2MEE 718

Viscoelasticity (& EtA)

40 |Creep M | AH(ZE): S stressslolAe] MAMES HES 24 ATE 7|

41 |Stress relaxation M |[MAE(ZE): L strainslolMe] AR HE 24 ZaE 7|g

Stability (2td o)

42 |Sterilization method M (AEZE): 27 g
of| Al: e-beam, gamma ray, chemical treatment &

43 MW change after sterilization M (AYE(ZE): 27 ol 2 o|Fe| X =M Z1f 7|

44|Test method for effect of O |[MYH(ZIR): ¥ 5= HEsh e 2 Aoof ofis) 7|l

sterilization

OfAl: Use sterilized samples for all evaluation or demonstrate no
significant effect on all properties

45|Shelf life O |MIH(ZR): MAAKHel Z7|7F HAN/S EX2F HEl HEE T

Biocompatibility (4 & & gHA)

46 |Cytotoxicity M (AYH(ZE): MESM Al"gor 238 7|

47 |Endotoxin level M |AYFE): A=EL 2 55 Z3E 7|

48 |Breakdown by-products M/O |MHYH(ZE): MENM M=o d¢ M= HEE 7|

49 |Metabolic pathways M/O |[MH(ZE): dEA MAx=e =2 AU E5/uE 25 7|

/et A H

50|&¢lof# O |MY(Z2): MAMZ 7|uk FDA 2 kFDA 37+ Al 25 71

51| A gbA O MY (ZE): doZD So|Ale 7|

52|Other O |MY(Z2): 7|t HEE XFEAH 71

53 |Release date M |[AE(HR): Data release date

(S0 ™) Mg(Z2): dlole S0 b

2HAL: YYYY-MM-DD
OfAl: 2018-12-22
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O (%) 2 5S4 08 22 ARNE o)) doles 558 1) 29
o e £ F5 7Y SAFAIF A (Patient monitor)
— A26090.01 &A}7A1A*] (Patient monitor)
— A26090.02 2E523A7A %] (Patient monitoring system, transportable)
o T 22 F5 7Y AAA(ECG)
— A26010.01 4}
— A26010.02 T 15437
— A26010.03 F44
— A26010.04 +
— A90100.01 &

1 & a3 A8
O HAZAME 7t 2Mde A% 7iel=aR] (2015.2, AFooRERbR D)
O TR 7t 2SI 7hel=alRl (2018.8, AF kR )
o xS} ZiEA A= 91t Zlol=Eel (2018.8, AlEeleRaebsgziel)

(1 (TF 74) BANSE 5843 R 52 s Al 842 744
O BioProject A E.: <2. BioProject AKX >29] %2lo) we} 5=
o Q877 AF 7B AR <8.2.1. 877 dF 7]E HAH>9 9
o AANE 2FAR] AH: <10.1.3. AANE G2 FH>Y ¢

e

2o e} 5=
2o 2} 5=

O

O
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<3 10-1-3>

_ frrd s
No gs o 2y
A2 E S5 (Oxygen saturation, SpOy)
i Mg 7717 EYE = s SpOel F A 3 E[CiEL
1 SpO, I\/I_easurlng range M oIN: %8 T PO, A
(SpO, EEH=R! (%) cel: %
SpQ; resolution A Sp02f et
p| POz 18 M| OlAL: T
(SP0, BHALE (%) chel: %
3 SpO; accuracy " %‘1% §gOQ T& 7|Fatt A" 23} Alo] Yx|e| 2HE
(SpO, HetE) |:I_|._<I:~_|; ;/O
SpO, Pleth waveform sanpling rate 44 43 S5
4 A Z2| & M 01|A|: 125
(ME2 £ (sp9) CHl: sps
. Wavelength range v g?*l%l %gl%ﬁ’gsl% TRk 2
(SR PR (hm) ekl
_ L Y goaks 75| flet time window
6| SpO» Numerics-Averaging () O |HA: 5
Che: =
4| SpO; alarm range O M= S0, FRlo| et M A2 Hel
(SpO, UztH2l) Of| Al: 50790(F]|2), 70799(!CH)
g| SPC» update rate o |ME: MZ2 S0, HolEE MBshs gmalE 2k
(SpO, WAEE) Of|Al: Of = 13
o 9t = (Pulse Rate)
Measuring range M 71717 58 4 s HWukeol 24 2 H[oigh
] . M |ollAl: 40-199
0 Resolution " g?*l)“ﬁ GHubof SHALE
} 1
(Bilak= (bpm) £H2: bpm
1 Accuracy V| e g T|EDE AR 21t Ajo| xlel 2HE
(MEE (%, bpm) oAl £2% E= 1bpm & 2 &
Alarm range Mo ofdls x|of ot2h MM A[0f- 2|4 ©9]
12| (orzpmiel) o MLAI: 207200(Z| ), 807 300(Z/CH)
=EET R bpm
A ™M E(ECG)
03 Measurement Lead M Moy =5 2|=
(5 2|5 Of|Al: 12-lead
Sampling Rate My ME2lE
14 oo M | oAl 2,000
(43528 EHRI: samples/second/channel
5| Dynamic range y | e Aol clojuial aelx]
(clo|Ltel gf|olx]) oflAl: AC Dierential = 5mV, DC oset +300 mV
Resolution Mg Mo M7|2f SHAE
16 e M |oflAl: 483
(&) el 1V/LSB
Frequency response oo Foe 3
17| ez 2es M [GllA]: 3 (0017150 Hz)
i SH) £l dB
Low cut—off frequenc Y MARE Fup
pg| o ol freduency M [SIA]: 001
(MR F1k) ckel: by
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No

ok

=
=

1

©

High cut-off frequency
(TR ok

=M o
M DARICE Fup
M [OAl 20
Bl Hz

HI

2 A g 2H(NIBP)

20

Sy
o
3

easuring range

M [oAl: 40~ 260

EHRf: mmHg

Me: Pt 55a & e @etel A: 2 Atk

BP accuracy Ml ool 8 J|FE AR 21t Afo] ex|e] 2T
21 (&) M oﬂﬁl: +3
o= ERRf: mmHg
Time for rapid exhaust MY FHu7| AeA7E ]
Al: A =2=7|57| 2|5t 2t
22 (7| A9AZH M ?\1}7_1) :(Z%EH%?%IH 40mmHgol| F5u7 |5k | 215t st
- Stablity of cuff pressure v | A 7= L r2dZEA| oFH A
(F4Z Lff QldTA| Ok Of|Al: 24X} +3mmHg OfLY.
| ACcEPiable am circumerence %Iln(kgl égé 7 %3(% =2
4 (ERT= ZEY) M ol 170 mm s
So/lc =25 E‘._I'Tl mm
Minimum scale ’é% 71719 =2 =3
| (21T M (éM; imHg
Measring type Mol Gobio| HolRY U
26 (ZRHHH) M lolX: edlzslea] €Al
o7 Pressurization time M Mod: JpotA|Zt
(7F2FA|ZH oflAl: 10X O[LH
o8 Measuring time M Mod: EXAZE
(ZXHA|1ZH Of|Al: 0= Ouf
og| Ballooning type o | MY eithol 37|15 SEEHE &7|wA
(E7124) Of|Al: XESTttE =of 2|5t 7t
Ventilation tvpe Mo ZU| = ek IS o7 |ekA )
30| o 1abal P O |AAl: o|ZHi7 [ E(Z[A A 2] MAS] 2 &
(HHZ [ 2HA)) MR ol o5l Z47|
elease date Mod(QE): Data release date
31| Rel dat M AM(HF): Data rel dat

(S702)

MHH(FE): dlolef 374 =t

AL YYYY-MM-DD
OflAl: 2018-12-22
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EH] =2 17 wiolg

10.2.1 QPalmuloinipiige i

O (A8A) AZ28d d34EaA Fdw)

[ &AAgd JF1d A5
ONCD—RisC (NCD Risk Factor Collaboration)
o WHO—-STEPS (STEPwise approach to surveillance)
0 KoGES (Korean Genome and Epidemiology Study)

O National Health Insurance Service—Health Screening Cohort

OE 1. 24 37 IHl Z=HE FY

<3E 10-2-1-1>

_ = =(M)/ oo
1 | Study start(dTtA|=F A E) M AL YYYY-MM-DD
Oof|Al: 2018-12-22
2 |Study end(ITEE AE) M kAL YYYY-MM-DD
ofJAl: 2018-12-22
3 |Release date M | AHE(HR): Data release date
(B0 ™) Mod(Z2): dlole] =7 It
AL YYYY-MM-DD
OfAl: 2018-12-22

OE 2. A7HEA 8=

<3 10-2-1-2>

= = ==(M)/ —_
NO ol'% ﬁ—é__pl(o) EEEI-
1 (RespLon)se rate M HAH(FE): FHEA ZOXF 5= [ J|2E= AL Z0{AF 5= x 100
SHE
ol Al: 60%
ool %
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No §,|'% MEY(O) E%DEI'
2 | Sex M MY (IR): AT oo M =AH
(M)
Jlsst 4k cts & =Y
No| 7t=st gk
1 I,I-x|.
2| 0 X}
3|25
3 |Minimum age range M | AHEH(ZE): A7 oiakel x4 oy =
(A #2gh Of Al: 204l
F2l: Al
4 |Maximum age range M | AHEH(ZFE): A7 ciakel =) odd =A
(A =[CHZh) O Al: 65A|
EFel: Al
5 | Sampling method M |MH(ZE): dAF Ao 52 F& g
(FE2d
Jtsst 3k ofts & =
No 7tset # ES T
1|simple random
2|one stage stratified random
3| multistage stratified random
4| multistage cluster sample
5| multistage stratified cluster sample
6| other FELY Ms=
6 |Study population M |[MHYE(ZE): A7 iy Rcke| He
(At <)
Jtsst 3k cts & HA
No Jtsst gt Ao
1| national M= gy st
2| subnational 3-57 OofAte| X|dE =Zetst A
- ZrodX| 4ol Mol AHLt
3| community 1 e 20 SHE=X| 2= AP
7 | Population location M |MHE(ZE): A7 oMo HFE X9 EH
CESE
Jtsst 3k cts & =
No st @k
1| EAIX| Aot zat
2 i"IIO*'F_ =z et
A & 5&2 BEF 2T
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IE 3.

J4
0!

2
HI

<# 10-2-1-3>

St= Ca c<oof
S5 Med —& =
Cuff size HY(FE): €2 5 Al AZ A8 2
(A= Ato|=)
7bsE 2 o2 & e
No 7tset &%
1| ZO{X B 5F AlO|=2| AHZ ALE
2QEOIX ZEoll W= HE ALE
BP measurements dE(ZE): g 58 "=
(gt 58 3= o|Al: 3]
Etel: =
BP device HdE(ZE) el o
(et o) HAl: 222 HEM-7121
H|3: S|AtYE gl mEly J)Q
Lipid metho HYE(SE): €5 X2 58 4

TC method

(& ZYAHE =

No tsst gt

1] & & (serum)

2| & ZHplasma)

3| Z+0| =& (portable device)

4| M Xjotch CHE

5 &3 X[Z&aoict ctE
HY(FE): & 2d2HE 58 Y
st b oS & Y
No st gk

1| enzymatic

2| extraction

3| other

HDL method

(HDL Z2|AHE
Aty

e

MY (Z2): HDL S AHZE =X g

(o]
=2l

N
or
ro
|5
o
oo
o

No| 7ts3@t &t o[ Al

1 separation

Heparin-Manganese, Dextran

technique sulphate_Magnesium, Polyethylene glycol, etc
quantification !
2 method enzymatic, etc
LDL fasting MH(ZE): DL ZAHE SH Al 2208
(LDL S=AHEZE =H )
22015 Jbsst 3k ot & ©A
No Jlsst gk
|3
2H| 3=
LDL method Mg (2 2): LDL 2 AHE 5™ gh4
(LDL Za|AHZ )
7lsst gk Ctg & =
No st Bt
IEEEE
2| A4t (Friedewald equation &)
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= = =(M)/
=5 H=(0) ek
Lipid standardization M |HY(ZE): €5 XE ZFs {7
("2&E X2 ZmF35 045
st oS & =Y
No Jlsst 2k
1| =5t
2 Hli_i%if
Lipid standardization method M | HEEH(ZE): @5 X2 Z2FE35 gy
("= X2 EZ=3 g O Al CDC/ChoIesteroI Reference Method Laboratory Network,
WHO Lipid Reference Centre in Prague
Height method M |[AHE(FZE): AT AL S
(AMAF Z=AL uI-tH)
st oS & =Y
No st gt
1158
2 XS g
Weight method M | AYH(FZE): ME =AL 2
(MB =AF &)
kst 2k oS & =
No Jts st 2t
1158
2| RIS
Glucose method M | HE(ZFE): g8 Y 24
(" §7éj HiAl)
st 2 oS 3 A
No 7ts gt 2t
1| plasma
2 Z2t0| & H
3= ot Al
Glucose convert O |MY(ZE): gt ZI0|&SH A| gdiF HE o7
(B ZI0|&5H Al &=
B35l 0 8) st 2 oS & =
No st Bt
1158st M8 st J|F2oz sz sdetoz HEl
2l#st glo] M8 &t sFo2 H1
Glucose device M | HEEH(ZE): @2 =4 7|7
("= =54 7171) HlD: 3[AMY 2R 7|l
HbA1c device M |AHY(ZR): Deladdas £ 7|7
(Ctalsiai~ =8 7|7|) | S[AlY, 22y J|el
fasting (35 0 &) M |HY(ZE): g S Al 8AIZE 0| 35 ofF
Jbsst b oS & =
No st gk
=
2Hla=
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O (4R L9
O A4l Fad
© NCD_RisC, WHO STEPS,

A5

g4 52 8 24y

H
Run

4 3to]

IIE 1. Yt ™My
<F 10-2-2-1>
Xl 2~
No st= Pt ST
1 |1ID M A (ZE): HOolE AlH HE
Al:
(orolcl) ofl Al ABCO0O
2 |Age M *31*"5’(3-5-1)! o3 Ehof Rhe| 2k Lol (M)
off Al 304
(22) chel:
3 |Sex M AY(ZE): A7 Eo{Xlel M4
g JHSE B i B
No| 7Ztsst 2t
1 L_I-x|.
2| 0{ X}
3| Y F s
4 |Birth date @) AY(ZE): A7 EHo{Xte MY
N ° Ol Al :
@sawy 3 e,
5 |Birth year 0 AY(ZE): A7 EHo{Xte EMUHET
- of| Al:
(EuE) o 200,
6 |Residential environment ) MY (ZE): AT EoXte] HAFX A EM
A s 2 ohs 5 g
No st gk
1| A
2| &
3| =55 8rAlod
7 |Extent of education 0 MY (ZE): A XL ws ==

(N=SHT)

4| tHE o4t

H T FOAYSSTAL & D
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No st= iy ceu
8 |Individual income o) ’é'ﬁé(i‘—i—):‘j;&j? Zoixle|] oA &5
(2 (hel) A
9 |Family income o) .*é%i(i‘-i—);:&j? xo{Xje] o I & A E
(FOH) Al Spooet
10 |Number of family O |HdY¥8(=&) 715 748 =+
members O Al: 421 J1Hel A% —> 4
s TFAH)
11 | Occupation 0 HMY(ZE): AT aoixle] AAEF
(A ) L&l b Lo =
st W oS & "9
No Jtsst gk
1| 22| X}
2127 2 &3 BAMKE
3| AHR B ALK}
4| MH| A B ALK}
5| Etof B ALKE
6| =2 - =& SAK}
77l ¥ oH J|ls SAKL
8| &R 7| H == & =7 FAKL
9| Bt = B ALK}
10| = ¢!
1|8l
50 BEAYERAC, Reddde
12 |Marital status o) MH(ZE): AT FoRe s HE
(B 22 &) IS 2 oie B Y
No| 7tsst a4t
1]0]=
2|71 &2(&5H)
3| &
A
5| A
6| 7| Et
E 2. AN
<HE 10-2-2-2>
No 32 Ly gy
1 |Hypertension diagnosis O |HdY(ZE) g oAl FIE O
(agE SE e b3z cg B gy
No|  7Fset #
1104
2| ot =2
2 |Age at hypertension diagnosis O |dYH(ZE): 1EdE Mz g
(neer Aetwe Liol) Aol 5
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e e zeu
Hypertension drug treatment HdY(IFE): ngdet X 4= 58 07
No 7t=s st
1104
2|ot 2
Diabetes diagnosis O |MYE(=2): = IECES

(H=d ZE ofR)

No = st
119
2|otH 2
Age at diabetes diagnosis @) Mdd(mE): E=
(Sew FEhge Lol Al o
Diabetes treatment (drug) O [([dYEH(ZE): Y=
(Hed X B(HE2EE) 18) Jt=3k Zh cbe
No s st
119
2ot
Diabetes treatment (insulin) O |MYH(=mE): o=

(E=Y xz(ead) oF)

o
—

N
ro

oo
Blis

sl
m
I

ol

H

No 7ts st
1] 0
2ot
Hyperlipidemia (dyslipidemia) O [MdYH(=8): 2%
diagnosis )
(DA ES(OIMRINES) At JASE @ ofE &
o1 %) No =5t
10
2ot
Age at hyperlipidemia O [M™EH(FE): IIX
(dyslipidemia) diagnosis Ltol (M)
(DRI 8 50| 4X HEB) A5l S0
Zlctgke o)) =T
Hyperlipidemia (dyslipidemia) O [MdYEH(=mE) 1IX
drug treatment )
OIMXEHE 42X T 0f%) ZtS e g oS
No tsst
1] ofl
2| ot
Stroke O [HdY(FE): =HESH
No 7tsst
10
2| ot
Heart disease O [(MEH(ZE): si&
(M2 752 SlAb EE o F
Jts$t kS
No 7tset
1] 0o
2ot
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No

= =M o
13 |[Tuberculosis My (Z2): HZd =
(@A 7FF) b3t 2 ole =
No st gt
110l
2|0t
14 | Cancer O [dEH(mE): & 9
(2lst 75) Jl=sk gt o2 =
No st gt
110
2ol
15 [ Other diseases O [([MdH(ZFE): 7|Et
No 7ts st
10
2|otH 2
16 |Pregnancy status O [MdYH(=mE): X
(LAl of &) st gt CI3
No s st
110
2| ot
IE 3. )=
<& 10-2-2-3>
. Z (M
1 |Family history of stroke HdE(ZE): HES 7t
No s st
1] 04
2ol

2 |Family history of heart

disease )
(MEE B3t 72 hset & oS
No 7tset
i]of
2ot
O |[dd(==): u¥

3 |Family history of

hypertension )
(nast #xt 72 sg w ts
No 7t=st
110
2| ot =2

- 184 -



No = ey EeY
4 |Family history of diabetes O |[MY(Z2): &=z 715H %
(S8 2 7 7) 53z cg B 9y
No 7tsst
10
2| ot 2
5 |Family history of other O |MHY(=E): 7/ e &) 7158 /F
diseases including cancer } b gk o v
o _ 7 =3 s Cl= % El OE
J|EHS ZEH EHXF 28 S B2 = =i
(71 EK ) F F%) e SIS 3 2k
1] 0o
2ol
O0IE 4. Y
<3# 10-2-2-4>
l 2~
No o= et seu
1 | Smoking status O |HdY(=E): 8™ & 7
(B 2o 6F) e R A
No 7tsst
188 &
2|2+ &
3|H| &
2 |Smoking duration ) ’é‘%‘é(%—i—}l = 599 7|2t
- ofl Al: 30
(B2 712 e
3 |Daily level of smoking O |AY(ZE) otF o S
_ = o Al: 7Hd
(@2 sy ool 20 7ol
4 |Smoking pack years O |MHY(ZE): & oz (LT EdZHZH x & 5A7|zZHA))
(£ BoizH o Al: 30 Z+A
° == etel: ZHd (pack-year)
5 | Alcohol drinking frequency O |AY(ZE): ¢332 85 2
(&F ex) JHs# gk chs & 9y
No Jtsst
HERE
AE:
3|F 12
4|F 233
5|F 43l o4t
6 | Alcohol drinking amount O |MYE(ZE): 158 23 Al oAl EF & = (B
o =af Off Al: 77
(ETO) E[._?_l xl_l_
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2|Date of height measurement O |MY(m2): A% 584
(A& =& Q) of Al: 20210601
e Te= &AL YYYYMMDD
3| Weight @] g?*l}”ﬁ(ﬂ?ai-)l RS
o o 70 k
(X‘HS) |;I_|._<I>_|: kg 9
4|Date of weight measurement O |MY(ZE): A5 58
H= =xol of| Al: 20210601
HE s2) okAl: YYYYMMDD
5|Body mass index O g%l%l(i‘—i—): H AKX (A Bkg) / (AZHmM) x A1 ZH(m))
3 ~ Al 25 kg/m2
(I‘"gac';hﬂ‘l‘) ':n_l"?’l: kg/m%/m
6| Waist circumference o) g—?*-l'?él(%—i—)i SEEE
ol = Al: 80cm
(slel=zl) ekel: om
7| Date of waist circumference O |AY(ZE): slel=a 53
measurement of Al: 20210601
CEEL D &4 YYYYMMDD
8|Hip circumference O |MY(Z2): ddo| =l
NE
(gl Sl Aol Som
9|Date of hip circumference O |HAY(ZF2): gdo| =l s8¢
measurement of Al: 20210601
(ol S SHY) &4 YYYYMMDD
10| Systolic blood pressure @) 3?*"’04'(3-5-)! =7 "¢t
Aol = Al: 120 mmHg
(T:'le Edlo:ll-) E_I_I._?_l mmHg
11| Date of systolic blood pressure O |MY(Z2): =57 gt 58
measurement of Al: 20210601
(+57] dot 58 &4 YYYYMMDD
12 | Diastolic blood pressure o) g—?*-l'?él(%—i—)i ojety| &gt
510 Al 80 mmHg
(ol et7] seh £k9l: mmHg
13| Date of diastolic blood pressure O |MdYH(ZE): o7 gt =™
measurement of Al: 20210601
(ol27] Het Zxe) &4 YYYYMMDD
14| Fasting blood sugar O |MY(ZE): =5 gdt
(Z=3ch of Al: 100 mg/dL
eTEe =H2|: mg/dL
15| Date of fasting blood sugar O |MAY(ZE): 3s8gY 53¢
measurement of Al: 20210601
(ZEyg =) kAl YYYYMMDD
16| Fasting O |MH(FE): 8AZ ol 52 |RXM=X o
(B2 o) Jlsst gt o2 = g
No st gk
110
2|otH 2
17 ?Iyoos;;lated hemoglobin o) (’.‘é”é(i‘))—i—) ot sl A 4 (Glycosylated hemoglobin
HbA1c HbA1c
(458 44 2 (HbA10) o165 %
CH2|: %
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18| Date of glycosylated hemoglobin| O |MHEH(Z2): St 2 (HbAlc) SH
(HbA1c) measurement 0=Ilhi!: 20210601
o .
(23hed Al 2(HbATS) S8 ) &3¢ YYYYMMDD

19

Total cholesterol

=]
o

(Z2):

=
=)

Z | AH E(Total cholesterol)

Ao =
= = = of Al: 200 mg/dL
(& 2 2HE) chel: mg/dL
20| Date of total cholesterol O |MdH(ZFE): & 22 2E| = (Total cholesterol) & &
measurement of Al: 20210601
(& 2e2eE 5HY) &A= YYYYMMDD
21| Triglyceride @) ’é*l%l(i‘—i—): %/’SXI 2H(Triglyceride, TG)
= of Al: 150 mg/dL
M x| ek
ESxe) ghel: mgldL
22 |Date of triglyceride O |AY(FE): SMHXTG 5L
measurement of Al: 20210601
(BMXY 58Y) 24l YYYYMMDD
23| HDL cholesterol O |MY(=mE): YL X|chad %E4I¢E1|%)(High Density
= = Lipoprotein cholesterol, HDL cholesterol
(HDL 22 2H E) of Al: 50 mg/dL
cH2f: mg/dL
24 |Date of HDL cholesterol o) M (Z2): HDL 28 AHZE 53 Y
measurement of Al: 20210601
(HOL 2ol A6l & 532 @4 YYYYMMED
25|LDL cholesterol O |MdY(=E) MYT X|ched %EﬂﬁEﬂ%)(Low Density
= = Lipoprotein cholesterol, LDL cholesterol
Eh2l: mg/dL
26 |Date of LDL cholesterol O |M™(ZZ): LDL EdAHE =¥
measurement of Al: 20210601
(DL Eel2sl8 =559 &4 YYYYMMDD
27| Serum AST o) (’.‘é%i(i‘-i—): &3 olAIlHOIE ()DPDI_L-:BOIE_’.:
5 = Aspartate Aminotransferase, AST
54 X )
chel: UL
28| Date of serum AST O |MdY(=2): 88 AST 58Y
measurement of Al: 20210601
(BEx 2EDAST £ = YYYYMMDD
29| Serum ALT O |MHY(=2): 88 %‘EF)';' ofo| = o] & A (Alanine
515 ©] = Aminotransferase, ALT
54 X ’
((E%ﬂ—”-' E')ALT) O=I| Al: 20 U/L
okl UL
30| Date of serum ALT O |HAYH(FE): 838 ALT 58«
measurement of Al: 20210601
(HHXTEDALT 5 ) B4 YYYYMMED
31 O |AMYH(FE): HolZFFE2L ol &2 (Gamma glutamyl
g%r_nl_ma glutamy! transferase, transferase, GGT)
of Al: 40 U/L
(Hot=2 FEILHO| L) chel: U/L
32 |Date of GGT measurement o) g—?*-l'?él(%—i—)i g3 GGT &8¢
5 Al 20210601
=X ol
Gar =24 2kAl: YYYYMMDD
33| Serum creatinine O |MH(FE): g3 FallotelH(Serum creatinine)

(& 32 otEld)

of Al: 1.0 mg/dL
cH2f: mg/dL
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measurement

(e x3e)

24l YYYYMMDD

- M)/ o
No g5 H(0) =¥
34| Date of serum creatinine O |MY(Z2): g3 3 oteld &
measurement of Al: 20210601
(@FAoteld SHY) &4 YYYYMMDD
35| Urine protein O |AMH(ZE): 28 ZHo|HAL A Chel
(2= s % ohs 5 gy
No st gt
1124M0-)
2| kM ()
3| A (+1)
4| %M (+2)
5| 2k (+3)
6| M (+4)
36| Date of urine protein O |AY(ZE): 2t 53
of| Al: 20210601
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| Ok
—_ 1

&+ oIy

A

=d AlE diolg

O (F4A) 898774 e (e 2duh)
[ (2%) =4 AIF dlofelxt Alofe] g e 913 =4
HoJE1Z, nonGLPoIM] in vitro 2 in vivo, GLPl|A] A2k

Al A
=4 Holelz 7

IE 1.

2

HI

a =2 O
<3 10-3-1-1>
| 2
No s= Pt cea
1 | Test item M MY (IE): AEEZR 2 dix==Z2e =M, 4ok 2 J|eF EMof st A=
(EE2YE) o Al: AlHEZ: AldE2Y =22 dix==2Y
2 |Dose formulation O H|D: sHE ole™ A MEelS
(2l 2 Mah OfAl: |, mRO, HUH S
3 | Homogeneity O |H|Z: siE gleH AMAS T AaelS
(== of| Al: 0.5% methylcellulose
4 | Storage condition O |HY(EFE2):ds d& A2 9 12 ¢4E &
(2at=A)
5 [Control item O
(h==%)
Al
IE 2 54 &8 34
<% 10-3-1-2>
Il
No g2 Pt g
1 | Objective M OAll: 2 AlEE AMEEZRZE S20 4537 e F0 & W= 54 2
(F=) =M SE2} 3|54 o{RE ZAlsH| flal AAISHES.
O Al2: In vitroatollAl M=ol SM0| gl ARl sEE Elshy| 26
AlASI S,
2 |Test guidelines M |OlA[1: AlEo|kZE oMK TA| M 2011-xxx& 2|UESS| SAMI|E HHEF0]
(AR =4 AlY
0f|A|2: |ISO 10993-5 Biological evaluation of medical devices, Part 5: Tests for
invitro cytotoxicity
O A[3: A2k A| M2020-125, 2|27|7]2 ME&H okMo| 2t
S&7|FE7H M5E: MESMAIH
O Al4: Alokx] Al XM 2020-20%, Sl&7|7| 7|&A
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3 |Method of analysis M | HHE(IE): AIHEZR EM2 ofE HEE giHof| w2t AAISIHE=X] 7K

(BAE) o Al1: WST-1 assay: in vitroaollA Mz M=g ztol
- A&35|M(serial dilution)st AR E Xz2lst MzZE U™ 7|7t vfekst F M=
Lf 7|2l o|E2=alopt 71X U= EEgAl) 2RSS Alekel
EZ-CYTOXE o|235l0o] A Bl M S =X ME M=EEZ &ols
- Z3HE]): % of control
O A|2: MTT assay: in vitroAollA] M| =5 &lol
- A& 35| M(serial dilution)St A2 E XSt MEZE AN 7[2F v st FH MZ
Lf Z|atel o|EE2=2lopt 71X e EEgAl) HRESHE Alekel =
0|335t0] A H5t HEE =X M= M=EE slelst
- Z3K=H): % of control
0| A|3: CCK-8 assay: in vitroalollA] MlZ M=5 ol
- A&5|M(serial dilution)gt AR E Xz2lst MzZE U™ 7|7t vfekst F M=
LHollA MM =l dehydrogenase &Hdofl HHSsh= Al2kel WST-82 0|-E35H09
MHst M2 E8 Mz MZEg2 Folst
- Z3HE]): % of control
0[Al4: Neutral red assay: in vitro&Holl A M[zzol| ZXA|Z] neutral dyel| &2
ZX5t0] iMooz ME MEgs &0l
- A&35|M(serial dilution)st AIRE XMzlst MzE d™ 7|2t vfekst F ABHE
AUX L2 Mzel 2|&aFo S5=0 FHE= EF2 71 neutral red dye2
U2 =Ml ME M=8s Eoldt
- ZIHEH]): % of control

4 | Test system M [MHE(ZE): ofid S5 L= ofH MZE AR2IU=X] 7|H

(AEA) o A[1: MEZSMAIYE S AR HAH M ZFQ MRC-5 == WI-3822
eI MEZFof AZXE| T ME AIE HEE EHChslis.
OAl2: E AlEHE AMEHEZRZS 2 B E(Sprague—Dawley) == OFRA(ICR)AIAM
HiE 52 & ¥ deizl= 54 {25 ZAGIKIS.

5 | Justification of test O |dA] 1: sXl= S2 0l2/e| Ct2 A Ao 2R E[X] 2ot xxasE ALS
system oAl 2 BIEE Clekst ZRo| si5t2d =MS Hoteted el AKRED
(Al =)ol ) lon| EHGH AIF 7| EARIF =X

6 | Exposure M |HHEFE): =Y, FAL MM MEZW He2l S
(=&=Z3) oflAl1: =SSR T AHER 2 IR0l st HM 4F7} oF gA|ZF Sot H| R (E=

M) SeleEsto| F= 53| 24 Y FAUS F 2038 =EAZICE

- Mist generatorE 0|R23101 LHMA|ZI AHER S SMST|E 525t =&tst
T 58 s50 9 HIRE-E Sel=MMo| —EAZCH

oflAl2: MIZufj i X|of] AEHER D} CHEERS 2AZ535|M(serial dilution: 1nM,

10nM, 20nM, 50nM, 100nM, 200nM, 500nM, 1000nM)SH A|2E 48A|1ZH = &(X2])

7 |Results M | GlA[1: 100nMOll A R E{ CH=ZCHH| ME=g8 HAE 2
(o A3 o A[2: xxsToM M = o|MLAWMRE) LIEH

o A[3: Al EZl9| IC50= 500nMY
o A4 M= TJeff= =A|SF AZHALE S sHAIXLZ(0|O]X]) HMA|

8 |Reference O |MdY(x=2): AaerHa 3= =0 23

(IEZH) oAl E3] (E/{HS £= S2HD) e =2 (HH0|E, &7HdE, 25, do|X|),
E0A (E0MES, MelXf FREH, WEldT)
9 |Release date M | AHE(HR): Data release date

(S7H ™)

AH(Z2): dlole] 374 nt

AL YYYY-MMV-DD
OlAl: 2018-12-22
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BLEE] 1017t repositioning @7 F&

(A NeARBY FAD At A5
0 (2%) 7129 Agsln sske ool Hald AlEAs 2 Fbeow
A= o] AAkE = Hlo]H

(RS ARAR) 71E S$TE 72 dolHE WEe] dHP4 ALS
(HA 9 F7t QARE) B 495 AR
<E 10-3-3>

No o= ey L

1 |Patient ID (E2tX} ID) M ME(ZR): &Xtel D

2 |Year of birth (EMHE) M MH(ZR): eXe] SMAT (098] Hl AP HIA)

3 | Gender (Adg) M M(ZR): &Xfe| MY (o] el 2= MF 7|8)

4 |Race (2IF) M MY(ZFE): &Xle| oIE (o Heol B

Caucasian/African/Asians 7|=)

5 | Ethnicity (21%) M Mo(ZR): &Xe| oIx (o] dWel 2% 22t 7|18)

6 |Diagnosis (Xl=ha) M MYE(ZR): M2 AZEe M2 Hade

7 |Exclusion criteria @) AH(FE): datodFo| 0| =X 2olof sh= Hatre] HE
(o4 el & cH AH

8 |Drug (2+2) M MY(ZE): AF0A HEE U4EY

9 |Dose (F0{ZH) M MH(ZR): dAFoM Foi=l 22¢

10 |Route (F0iZ =) M Mg(ZR): dAFoA Foi=E AZ(FFH/HEF/E S)

11 |Interval (F£0{2+4) M MY(Z2): AFoA Foi=l 2tA

12 | Duration (§0{7|2H M AH(FR): ATl Fo{=l 7|zt

13 |Efficacy (F&A) M Mo(FE): 7oA 2EE 2ol =3

14 | Toxicity (54) M MY (ZE): AFoA LAE 2xel Exte gl A

15 | Clinical trial stage M M A (preclinical)

(21 Abod EFA)) ARXRFEE A (IT)
At el A (SIT): Phase 1/2/3

16 | Publication (23l =&) o) MH(ZR): dFHI} wEE =2

17 |Reference (R =2) o) MY(FR): Aol &It =[AHL 7|gho] B AF=E

18 | Official registration o) MY(FR): A7t 5= =2l site (clinicaltrial.gov S)

(ZH AT SEAO|E)

18 |Release date M AM(A2): Data release date

(SHEm) Mg(22): dlole 370 It
AL YYYY-MM-DD
OofJAl: 2018-12-22

- 193 -




m IND(nvestigational New Drug) HIOIE{

(Z+4 A}) Connect Clinical Sciences A& & (a1oF =guh)

[] (A%) IND/CTA/LFAI B!

<E 10-3-4>
_ il £~
No e Z;(("(’%/ =11
1| Indication M Mod(ZE): LMAIY oA R =2 X 7|/ Fakeh TNBC.
(Hex) J|EX =0 MEMO| Ues BRI S
2 |Phase M Jtsst 2k ChS & B
(I aberH) No | /bS8 &
1 | oA
2 |14
3 | bt
4 | 124
5 |24
6 |23
7 |34
8 |44
9 | ZIEKEI™ 7I™)
3 |IND type M | HEEFE) ddiEel 55
(%%I'Ah%:'! Al"g‘ %&D 7}%?_} ak: El‘% % E—|OEI
No | 7t &t @t
1 HATE
2 Aloi 2
3 | XEH A
4 | 7IEKEIH 7IX)
4 | Study title M | M(ZE): A7AH = M (protocol)oll L2 BAIKl ®= 7|
(o1 7H =)
5 | Study design @] Jl=sst ZF Cle = Efial
(Al No | 7t st %t
1| cheld 370 AMAIH
2 | RERHIY o|FEIHE H|WAIH
3 | 370 H|1A|
4 | mXAE
5 | ZIEKEIN™ 7I™)
6 |Target sample size M %*ﬂé(i%): Z2EZ0| Js AT ¥ =T 242 SEAXRESE IR
D:i)
(S ECH A KE) <
7 | Regulatory approval M | AYEEE): I 2 sl INDoll cisl ckS & e
(TPAIZ| 2 &2lod 7 JHsst gk Cl2 = =il
No | 7ts st
1 HE = HdE &
2 | &2
3 | s s
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No gl-% MEY(O) E%DEI'
8 |Regulatory agency M | HY(EE): follM, ME 52 Sel & Iotet #HTI I, 5
(selFot 2 FHIIE dads
ofAl: O|= FDA, & EMA &
9 | Authorization date M M(ZE): IND & &2 Zmb 7|x
(IND &2l H|T: 24708 7HS(24 YYYY.MMDD)
10 | Participating countries @) Mod(ZE): daAEol| &k L2t ol 7K. E7|M Jts
(CIPNNE= RS el
11 | Number of sites 0 Moy(Z2): MAIHO| MAEI(EE) MAZ|L| & £ x|
(Bhof AA|IZ|2 )
12 | Clinical Trial registration M MYH(ZE): A Eo| SE= UXt BX|AEZ| o5 SEHS
_ 7|&. E7IM Jts
(UAMAIE BXIAEZ|
X SEHI) of Al: Clinicaltrials. o NCT 12345
13 | Qutsourcing @] A’;E‘é(?—-—) i;l'—H c'>HQ+| IIléD 7‘._@!1%” 2t 47| (CRO )
208, ‘o s ol T MEH
(IND.2%47| 4 ALR) of Mgl A, B7F B2 AfZ CRO ¥ 71
14 |Release date M Mo(HE): Data release date

(S ™)

AH(IR): clols 374 =t

AL YYYY-MM-DD
O|Al: 2018-12-22
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m HI0120FH ©I0IE

(1 (AFAA}F) Connect Clinical Sciences A= 3 (alek z<iul)
(8%9) HlolorlA: R 5%
« Hio|2ol7Et oz dEsta Al = Ado oist & Jissh XZEE YUstH, ArXo=Z
A== HI0|20[H= EAHI0|207, M|ZH}0|20|7, o|o|X[H}o|2017H S22 EFE.
<3 10-3-5>

No g2 iy 2w

1 | Biomarker M AHY(ZR): AT T A= AL ZiYsta = Hlo[20tA o
(stol 20}) Ol 7%

2 |Development stage M Jtsst gk i & =Y
(91 kA No | 7t= 8t %t

1 H| I E

2 | BMAF

3 | ek HMitat

4 | Ak x4t

5 AL H|3AH

6 | 7IEKZIY Z|xH)

3 |Potential use M MY(ZR): Hio|otAHe| 8% AXHIIM(EFIIM 7+s)
(85 OfAl: B 5%, MOAXEL &T0IS, SM0IZ S

4 |Target indication M .*=_‘|%i(=_1‘-v-) 2y =2 f§MX #Ho| 7|&. gXt 2§ § Y

OoffAl: Btz Cf&Eel MSI-H &

5 | Methodology M AY(ZRD): AYIIM(ET7IA 7Hs). olo[d, d5tety J)&,
TP Q8lA 7|z (XA, proteomics, metabolomics 2 lipoomics)
(28 715) 2 37| Jjso| M2 Mol =X S Hjo|20kA sfuta)

feiEl 7|22 PANoR J|N.

6 |Analytical method o) AY(ZD): 2Au THE T
(2 A] k)

7 | Analytical validity o) Moy(ZR): Mo MEx I XMool st B2 7

‘07EEi‘ Loax A EH
(BA AHE) " £= o 'E ME
S of’cl 2« AZ 7l 435 20 TIH

8 | Clinical @] AH(ZR): off E= ‘of'E MEY
validity(Quantification) ‘ofel A9 MM HAZS wnl A3 J|s, _
(AR ) %"é“\lg.é%, UAAAE registry S, US FDA qualification &
e =e =2 SA ™ (YYYY.MM.DD), qualification A 7|2t

o Al: An Exploratory Study to Investigate the Immunomodulatory
Activity of Various Dose Levels of Anti Programmed—-Death-1
(PD-1) Antibody (BMS-936558) in Subjects With Metastatic Clear
Cell Renal Cell Carcinoma (RCC).NCT01358721, Qualified
2016.09.14., US FDA

9 |Release date M MY(HE): Data release date
(S7Hm) AMY(ZE): dlolef 370 Mt

kAL YYYY-MMV-DD
ofAl: 2018-12-22
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o
1.1 PR
EEE] oi=te) syme
O (FAA) 29U o] 53 zA//1% A
<iE 11-1-1>
No | el el ¥s R =8
1 7|28 Species name () M 0| Al: Bos taurus
2 Breed (pedigree) name (EE(HE)H) M [oflAl: sHR/EA/ER
3 |olHyE ID (AHHFT) M
4 Birth date (24 & Y) M
5 Sex (Ad) M |ZtsE & chs & 2
No| 7tsst @t
1|52
2 a2
3| AHA
6 Farming location (AF=EX]) M
7 Slaughter date (=% o1&l gl) M
8 Slaughter location (£& &) M
9 |7HI(88) ME |ID of sire (F2 ZHAI(AHHF)) M
10 ID of dam (22| THA|(AlHHF)) M
1| EXMEE Carcass weight (kg) (=& & 2Hkg)) )
12 Backfat thickness (mm) (SX|2HFH|(mm)) O
13 Loin muscle area (cm2) (&4 EHH X (cm?2)) 0
14 Marbling score (ZUX|&E) O |7tsst gk 1-92] =Xt & =
15 Other carcass information(2 2| =& ) O |H]2: free textZ AMFEA M=
16 [22dE Coat color (ZAH#) O |7lstt gk cts & 8
No 7bsst a4t
1| A (ZA)
2| S
3| S EFF
4|13 2l(free text)
17 | ey Weight by age (kg) (dZchAH A S(kg) O |(MY(=2) Mg, Az =4
18 Length by age (cm) (MZCHAYE MZHem)| O |HYE(ZE): M, AT =Y
19 Other growth information (2 2| MSXMH) @) H|11: free textZ2 AMR8H M=
20 |Release date M | A™(YE): Data release date
(Z7hm) AY(ZF3): dlolef 370 =t
2HAL YYYY-MV-DD
Of[Al: 2018-12-22
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11.1.2 [PIEEEY

0z
04

H

[}
-

(1 (FARA) SEddn o5 (Fa/715 ggnh)
<E 11-1-2>
No | el 22l o= e Tey
1 |7I2™E | Species name (£5Y) M
2 Breed name (Z£3&Y) M |GIAl: 2AERRI/K K|
3 |o|HX™E |REGNO (888 3%) M
D (MHHT) M
4 Birth date (£ 1<) M
5 Farming location (AFSX() M My SZHS T4 E2 X
6 |7HI(E&) |ID of sire (2 7HA(AlEHEHF)) M | B AMEES
7 8% M 3=(sire) O |d™: moymc
8 ID of dam (22| ZHH|(AHHH T)) M Mg 2 0|HHS
9 Dam Regno(® SEH3S) @) Ay 2 SEHS
10 | MMEE | Parity (4FA} 0
11 Milk vield (kg) (F2Hkg)) O
12 Milk fat amount (kg) (XI2Hkg) @)
13 Milk fat percentage (%) (FXI&(%)) 0
14 Milk protein amount (kg) (THel 2¥(kg)) O
15 Milk protein percentage (%) (EHH E(%)) 0
16 Mean somatic cell counts of each milking O
(" =®AMzZS)
17 Calibrated Mean somatic cell counts of each O
milking
(2™ M Z=)
18 Times of services per conception O
(BERIAT(FHEF)
19 Other production-related phenotype @) H|11: free text2 AIREH M=
(O 2 Maed)
20 |Release date M | ME(YE): Data release date
(S7H ) AY(I2): dlole] 370 St
QFAL YYYY-MV-DD
Of[A: 2018-12-22
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11.1.3 I IOEREE

(BHAR) Fdihsta ol (FA/5 FY)

<E 11-1-3>
No | 78|z 2l 32 ey Eew
1 |7]2 H& |Species name (EY) M
2 Breed (pedigree) name (EZ(H&)H) M oAl L IERolA Y 23M D 75,
K s=xei=HXx], B HH3aM S
3 |olEX™E ||ID (AlHH#HT) O |dY: JiA AHHS(Free text Ao
=3
4 Birth date (£ 1&g) M
5 Sex (AH) M |ZlsE 2 CiS & g9
No| 7tsst zt
1] ==X
2| et= x|
3| AHA
6 Farming location (AFEX]) M | AYE: SEAHEH S (Free text & A)
7 Slaughter date (=& 1gg!) M | AMHE: 22 U(Free text 4lof| ZEh
8 Slaughter location (2% Zt2) M MY EExZ
9 {U#I(%* S) |ID of sire (F2| 7HA(AHHT)) o)
X —
0 |2% ID of dam (=2 7HH (A2 5)) 0
11 |ZH™E™E | Measurement periods (ZA&7]ZhH )
12 Measurement number (&8 A=) )
13 Initial weight, Final weight O
AT, BFAS)
14 Other measurement information @) H| 11 free text2 AFREH A=
(O 2 Ms/HA ME)
15 | =&(MAH | Backfat thickness (mm) o)
HE (SX|2H=H (mm)
16 Loin muscle area (cm2) @)
(SAEtHE R (cm2))
17 Lean meat percentage (%) O
(MEE(%)
18 Other carcass (production) information @) H| 11 free text2 AFREH A=
(O 2 =AM ME)
19 |M=/eHA Weight by age (kg) O |MdHE(=E) MY, dAEs =
HE (M2etAY ® S(kg)
20 Length by age (cm) O |dHE(=E): HY, AHzE =
(MECHA Y A ZHem))
21 Days to reach 90kg @)
(Q0kg =& =)
22 Litter size (&HARR) )
Other growth/reproduction information @) H| 11 free text2 AFREH A=
(O 2 Ms/HA HH)
23 |Release date M | AHEH(HE): Data release date
(S0t Mo(=2): olole] S7H =Mt
AL YYYY-MM-DD
oAl 2018-12-22
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= =
110 R
O (RAAA) S9tda ols3H(EFA/71% Zduh
<% 11-1-4>
I 2
No Shel 2] EE e Egy
1 |7/28e Species name M
(BY)
2 Breed (pedigree) name M
(EE5HAHS)E)
3 |olH™E Birth date M
(B ofglgl)
4 Farming location M
(A= X|(=2H))
5 Purpose of farming M 58t gk cts & =
At==%) No| 7ts@t 3
1] A2t
2| A
3| SHA
6 |7HA(ESE) d& Breed (pedigree) of sire M
(BAEZSAHS))
7 Breed (pedigree) of dam M
(BAEZEZAHS))
8 |AEHE Population size (female, male) M OfAl: ef : 005, = : 007
(Blet 72, )
9 |2ade Feather color O
(Rt 71%) (ZIEA)
10 Shank color (0]
(HZ0|A)
11 Comb shape O
(BAHEl)
12 Other appearance information O
(3 2 ™)
13 | AR E Number of egg production O
(et g 71F) (AF2h=E)
14 Average egg weight (0]
(HdHs)
15 Other egg production information O
(3 2 MEyH)
16 | MECHAY MeX Weight by age 0 HdHE(FE): Y, A& =M
(Rt g7 7|1F) (M AEHAE X F)
17 Shank length by age @) MY (I E): T, ¥ZolZo| &
(M A g HZo|Z2o])
18 Other growth information O
(O 2 48d45)
19 | Other analysis information O H|1: free text2 AREA A=
(Z|Et EAM™E)
20 |Release date M MH(H2): Data release date
(S70 &mt) Moy(=3): dlole] 370 ™t
AL YYYY-MM-DD
OfAl: 2018-12-22
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B ==

ISR

11.21

L] (B Metish P EA715E A, dathehal A8 G715 2w,

73 73R (A7 Zduh
<iE 11-2-1>
No| sHelzal s= o Eea
17|12 A Crop name M ([ AME(FE): IVEZAESE SK| 2EY
(Zt29) 77|
Ol Al: B, 2, H2|, 10F HfF
2 (Spegi)es name M %*E'él(;#-i-): IVIETAMEZSE AN std
L it/
o[ Al: Capsicum annuum
3 Population name M |AHE(ZE): WHRCH MERct 5 255
(Rlctd) Aplol Rlotnd ddal FE7|
41822 HE Paternal information M [ MIEFE): PLIT, E5Y 59| 2AHEE
(BA "EP, 1T, 28YH 8)) of Al: PI159236
5 Maternal information M |MIEFER): PLIT, E5Y 59| 2HEE
(2AH HEP, IT, 28YH 8)) of Al: PI159236
6| 22H EM Paternal characteristics M HE(ZE): EH NEgd 5 2AH2 2 §M
(BH E4A) o Al: CMV M&atMo| Zst 1 F
7 Maternal characteristics M MY (FE): 8 Mg & AL cl2 §M
(2H EM) of Al: o8 XNstMo| Zist InF
8| 2a|rlct 2 | Generation M |MHH(Z2E): wef & @ eHmf MojelX| Z7|
(MicH =) of Al: F2, F3, BC2F2, BC3F5
9 Segregation population size M [ HE(FE): =ME FEke A
(22 7 =) Of| Al: 2 Mo Mudof| ALREl JHA 5
10| 22| & ete| ZA} | Cultivation location M [ AH™E(ZE): MEX|ge| AR 2x|
=R (Rl x| HE) OAl: AV oA HEMT MEER 13
11 Period of phenotype M AY(FE): SR Z3y AL
examination =N eAFd)
(& =AF AIZ|(4, )
12 Individual phenotype M H|I: Excel @412 # data
assessment data
(A =AISEZE data)
13| Release date M | AHEH(HE): Data release date
(S7HEm) MH(Z2): dlole] 27 Mt
AL YYYY-MM-DD
ofAl: 2018-12-22
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1122 JEEEIEEND

O (37D Aetish ZHEE7E A, BEsha 2AJ8Ea15 A
) AR EYNE A

Jim

x
02
HI

<#F 11-2-2>
B =
No | 7l 22| HE R Feu
11712 d5 (C;!Fop qu)ime M ’%E‘é(?-ﬁ-)il IVIEZAESE SAX
A= =Y 7Y
OfAl: B 2 HE| IF bfF
2 (Spegi)es name M |AE(ZE): SITIEZAESE SA
39 st EI|
oAl Al Capsicum annuum
3 Mutant 1D M |[AMHH(ZR): S0l I AlHHS
(EodtHo| AlHHH) of| Al: CS29067
4| AR Source resource information M | AE(FZE): P, IT, E5YH =9
HE (XY HEPI, T, 25Y 5)) $|71I|7éjE
of| Al: PI1159236
5/=9it{0|¥ | Mutagen information M | AE(FE): S| Fao Al2=
e (EMS, 2 5 Ecdtio|ele] E7 5) HJIOII%J
o Al: 3lEt=E EMS &
22| =Mool Zold &
6| =¢d810| | Genetic characteristics of mutated gene) 0 |MY(Z2): 25356t FAL 7|5
FEME  |(EYHHo| FMAIe| KM £E4) 2! genebank 7™ XHD
o Al: eukaryotic translation initiation
factor (elF4e) AY723733
7 Mutated gene locus O |AdYE(ZE): FTA X2le| ol&
(2ol RMAL X2 ol Al: purt
8 Mutated gene name O |Md(=mE): =oHo|7} ot
(2edtio] RXAL 0|E) SH™RIe| 0|2
AlAl: purt, purf, purf S
9 E\/IEuta:l‘tegj Pucﬂle?i?eﬂ)sequenoe 0 |MH(FR): 2dHo|7} Lot AR}
olt{0] od7|A o17] el
- OlAl: SXRAte] Soivio] HIA
Al 2 EMRIE Z4)
10| Release date M | AHEH(HE): Data release date
(S7H ™) MH(Z2): dlole] S7H Mt
QAL YYYY-MVEDD
of|Al: 2018-12-22
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& 1= - ) - .
(1 (B3R Mgl A8 (EAy71s Zvh), Btisha A8 (E2715 2,
7l YA (FAY 715 26
<% 11-2-3>
No | 7tell 2| s e =2
117/ MY |Crop or forest crop name M 4:;'%(3-—) TIIEFEAESE SN HEYH FTY|
(B EYH(E= MEEEY)) OfAl: B 2 Hz| IF HfF
2 Species name M 4:;'”4(%—-—) Efﬂii—’-‘—&"%%% SAN =Y #®7|
(5H) S| Al Capsicun annuum
3 Cultivar name M |AEH(ZE): 22 =2 5= E3Y
=5 o) O:HAl ;EI-EH;I-, EA:|EE|'
4| Cultivar type M Itsst 4k cts & =
(B89 /) No Jt=sst
11 I™8E
2|F1
JHES
41GMO
5/GE 23
6| 7| E}
5|8Z&4A |Paternal information M | AEEE): PLIT, 28 59| 2HMEE
PSR (BH HE (P, T, E8YH ) o Al: PI159236
6 Maternal information M |MdH(Z2): PlLIT, 25Y 59 FAHAE
(2H HE(PI, T, E58YH ) o Al: PI159236
7 | Breeding method M |Ztset 2k CIS & 8¢
(SE ) No Jtsst W
1HASSSH
2| A2 zu
3|/SSD
4] 71 Ef
8| Phenotypic characteristics M MY (I E): 23S FHE F U= FHEYE UPOV
(B2 EHN) L ZAEES(EHEI SN 2 HXEhy)
of| Al: StulfZe| A F7te| Zo|, oiC|22|el &E
9| Seed production method @) Jtsst 4k ctg & =
(Exra o) No ThsE %
1| X2
2| MS
3|SSlI
4|2l Zmaf
5| 7| EHplease specify)
10| Other phenotypic characteristics O |AMY(FR): 23S 7*EE 5= U= 7|EF UPOV
CIEtEd S9) A2 FElN SN WS, Mg o
T2 2 ZX EM
"HE EA BRolM J|SEA 22 E4
11| Seedling multiplication method MO |HAHEH(ZE): 2= 34 2 J|=
(54 ahe)
H|3: MEIRtEo| Z ol 2t 3 ZH(Mandatory). CHE
20l Aol= 75K 23,
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12| Rootstock type
(ALSst ti=)

M/O

\J

ro
s

Z |

N2
=]

AL
=

wln|=|o|or

7| Et(please specify)

——

Mo
=
it
ikl

Mo

10

: Aol 2t 3l H(Mandatory). CHE
ol A=oll= 7|5x| 22

S

13| Release date
(70 &#:t)

=
1 x| X =
08 08

09
d

2
=

¥
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A=(XHA)

M
oo

H

Jim

& 1= - ) - .
(1 (B34 Agtishn 2 AEamE g9, BRUsm 238 E71E e,
A3 FEA (=271 2R
<% 11-2-4>
B =2
No| stelmal 2R s =gy
11712 8% (C)er rle)lme M ’%E‘é‘(ﬁ-ﬁ-)il IVIEZAESE SA
IR NV
o Al: v, Z, 22| 1F HfF
2 (Speg:i;as name M ’%E‘?‘(;%-E-I)' SIIEEAESE SA
9 sy ®7
| Al: Capsicum annuum
3 (Re}s?u:ce)lD M M (I E): TSt It 7| 2ke
AHS el
o Al: AVRDC accession No C00796
4 XPEQI o (C)j?ollic):tion location (country) M %%(%HEL): lg%% F=Zst =7}
S SPN S| 7 of| Al: Cfstol
5 Collection location (latitude and longitude) M Mo (I 2): =S /x5 HES
(XA(®lz 2 AL) Fﬁill S
O Al: GPS =E
6| At2le| SM | Appearance characteristics M Md(ZE): g™ EFS 7=
(J%:T*?EXP ("El™ E4A) Oof| Al: Qlo| mek l—/i’ Eo| ZoF Az
e Ry 1, EINZ
7| 222 =4 [Stress resistance M |HYE(FE): WAH SH2 7
R E RS ET) GlAl: HEs) Mat, T2 Mt
8 (Progtjﬁti)vity M ’%'EQF(:?—E—): A ZE= 2| o] 222
T2 A
ofl Al: B A A2 ton/ha
9 ?Q%acltzeﬂf}ics of quality M %ﬁ(%ﬁ%i’{é ;39/1%%5\;
10| Release date M MH(H2): Data release date
(S7HEm) MH(Z2): dlole] 27 It
AL YYYY-MM-DD
ofJAl: 2018-12-22
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) (B Aeisha ZHAGEA1E 2508, 7

=(GMO)

_A'IIO-IE

Eoistal ¥e7|(GEAy715 b

<#% 11-2-5>
FHeE| 2 = =M o
No| 73] e B0 =
1712 Crop name M “EQ(%—-—) VI EFAESE SA =Y 17|
s (BH29) oAl B, B Ha|, IF HiF
2 Species name M “E‘é‘(%—-—) 5%7 EEAESSE S Y %7
L] (BY) Sl Al: Capsicum annuum
3 Mutant 1D M |MYH(ZE): GMOESE H=7| fst oHlE
(Z2dH0| AlHHT) HS
of Al: MON-@@121-8
4 | &IXH  |Resource information M |A™HER): PLIT, 239 5o 7K M2
HE (R 2P 1T, 28Y 5)) O Al: PI159236
5 | 7™ Organlsm for gene source M | AHFER): g2 FHA SoidEA e =y
A (S 17(}) S0y M2 (st 2 oil: Escherichia coli (EH&H) &
] HEY)
6 Introduced trait M |HHEHFER): CY=E= Xl EY
L] (EASZEIEN) of|Al: siEA A HEHN A et
7 Introduced gene M |HHE(ZE): £ RAAte 17 HSE
(CAFHAY of| Al: GenBank AY723733
8 |2tk |Vector M |MEHE(ZZR): dAElof 0|2E5= plasmid
HE |(de Y) vectord
| of|Al: pCAMBIA1300
9 Promoter M |MHHE(FZR): EFHEAe W Z2DEH
L] (Z2RH) 0| Al: 35S promoter
10 Terminator M |EHEHEFE): SFHAtel =2 Efo|dlo]g
L (E{o|i4|0|E) ofAl: 35S promoter
11 Selectable marker M |HYE(ZR): gaH™sk Mubol| AFE ofF
(Metopzie| EF/ 0| Al: kanamycins S|
12|2F=2|  |Modified characteristics after gene M [A™E(FE): T2 T GMOAIAM weizl= SN
ME3SH lintroduction OoIAl: sl EX ek, M =H HNEtN
£4 (RN £2l & HyEl §4N)
113] MicH M |[MEHZE): REA £ & Mfo| Bt Mich
| olAl: T1, T2, T3 S
14 Copy number of introduced gene M “EQ(%—-—) EolEl FAXAte| =X}
. (= FEX2| copy =) o Al: 1 copy, 2 copy S
15 Chromosomal location of introduced gene M (AHEHFZE): £ RUXL| HMAH L /X
(TAFHXL| AMA A X)) of| Al: chromosome 5, 120 Mbp
16| 7&AL  |Gene alteration method O |7l=8t 4k EFE 3 el
:d}:loj (R #Hy g) No 7ts st
o ICEEETEEE
ARSI PN
3| PEG
A S™MX 0™
5|7|E}
17 | g7} Environmental hazard assessment result MY(Z2E): GMOE Tl "ot dA| & &eol
L [Z3 |(gREwsis got A3 o7
18 Food safety assessment result M (I E): GMOAIZEHHM Hot A 2 &ol
(AlEokM A "ot AT 0§
19 |Release date M |ME(HZR): Data release date
(S71mh) My(22): dlolg] 70 Imt
kAl YYYY-MM-DD
Oof|Al: 2018-12-22
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EEEX) ==(6enome Editing)

EAXA
oo

H

[ (B34 Mathsha FHd (@7 Auh, BEHeal Be7|(F4/71 Asiuh)
<#% 11-2-6>
No| 7hel 2] HE e Egu
11712 M2 |Crop name M |MHHZR): ZVIETAESE SA HEY F7
(Zt=d) OlAl: B 2, Ha| DE s
2 Species name M AEER): S7IEFAESS SN gE B2
L (59) Sl Al: Capsicum annuum
3 Mutant ID M FHAILY E5S H=7] ISt olHIE HS
(Eodtio| AlgHg) o Al: MON-Q@101-8
4| | AL Resource information M |HEEE):PL T, F5Y 5o 7UAR 2
HE (ARl HE(PI T, Z252Y 5)) ol Al: PI159236
58 % Target gene M |EEFR): SE FUXL 17 #HE
F AL (2% |™XY O Al: GenBank AY723733
—— &
6 g% Target gene oharaotensnos M AEZR): SEFIAL Jlso tisto] MYy
(FE FUX 54 o Al: ZHAtOl Al M FRA}
7 Position of variation M |EE(FR): T SRS HEF S
(FHEX} Lf g0l £ x]) ol Al: elF4e 120 - 130 bp
8|GE Delivery method for GE module @) Jlsst 4k cts & g9
module2| |(Genome editing ZE2| Tl ghH) —
ol ghd No Jtset #
1|ota 2 ete 2| S
2| FEXE
3|Virus vector
4128 =2 (RNP)
5| 7| Et
9|81 &8 X X} Characteristics of modification M (AEEE): £ T GE AlS0A wsis=
of EM |(REAI EQ T HEE EAM) EM
Of| Al: Tiutstal ZT1 M =M A EHA
10 Generation 0 |MHEER): FEX ud & Mubo| Bt Mol
(Mlched) ol Al: E1, E2, E3
11 Type of modification @) Jtsst 4k cts & =
(He MR 5F) No | 7t=3t 4
1 x| gt
2 | &l (bp)
3 | Z4 (bp)
12|Release date M |[AH(HZ): Data release date
(S7Hm) MH(Z2): dlole] 37 Mt
AL YYYY-MM-DD
ofJAl: 2018-12-22
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A AMHAISE) EA
BE =soas) syyy
= on =
1131 QUEBENEESE
O (RAR) FRisha A5 R E45 99w
* 11-3-1>
_ = A
No| ztelmal ¥= pEril =eu
117|2 M2 |Korean name M |MYHE(IE): IS7IEFAESS0
(oM Al 2H) SxE ol2 =7
O Al: &LER FALES
2 Species name M (AHEE): IIEFAE=F0
(3Y) SHM= sty Z:7|
oAl Al Pinus densifiora
3 Resource ID M MY (ZE): E5SE ¢ 276t
(Rt 5) Aelo| NRAHHT
o Al: 221395
4| X2 2] Collection location (country) M (AHEH(ZR): Xl =R I}
TRX HE (F7D o Al: Cistol=
5 Collection location (latitude and longitude) M |[MYH(IE): TS /ARE HES
(RA(9lE 2 Ax) B
o Al: GPS #=t®E
6| A2l A |Appearance characteristics M MY (EE): € EFE J|=
(SURHA [(HEfH E4) O Al: Qlo| Bk = Zo| @ AL
245 g, 1, E25Z
zt2H EM ; = —
7\=A} 7|z)  |Stress resistance M |HE(H2) UMY SHS 7=
- = (A M EA) ol Al: &35 MM, JE MEN
8 Productivity M |[AYH(FE): SAHZA)
(F=2Hy) HFo| o Ao A AZF F T
ol Al: 1E/ha, 1m®
9 Quality characteristics M |AH(ZE): S AL AHES
(E2 E4) £3
Of|Al: chotst 22 5F =22lA
10|Release date M AM( : Data release date

(S7H )

=)
AY(S2): dlold 370 &mt

AL YYYY-MV-DD
oIAl: 2018-12-22
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= =
BEH osagguyms sane
O (4R Faisti 4EHEAE A9
<3 11-3-2>
FHe| 2 = =M =
No| 7131 25 =40 =
11712 Korean name M |AY(ZR): ZJIEFAES=0 SAE 0|2 =T
HE (OFAM Al 29) Of| Al: ASLER FAILLS
2 Species name M |AYZR): ZIIEFAES=0 SAE &Y FT|
L] (5Y) ol Al: Pinus densiflora
3 Population name M |EY((EER): WHf R MYURc § 2R78 A
(Rehy) AlgE @3 #®7|
Al ‘BT RIH M 2
4182 |Paternal information M “E‘é(%—-—) WHiEIGH = ACHAMEEIS| A ME
| |HE (A HEPI, IT ) O Al: HE4S
5 Maternal information M |MYE(FR): WHiRIE = AojEdEe ZA HE
(2H dEPI T 8) o Al: ZHe1T
6|72 A |Paternal characteristics M |AY(EER): E HEN AERA S 2ARCHE EY
|54 (£H EAM) of| Al: ListMo| Zst 2|7|ctaLR
7 Maternal characteristics M |AY(ZR): 8 XE AERA S BARICE BN
(ZH EHM) GIAl: Ato] =1 FEO| £ H|ckALID
8| 22| &t |Generation M |EY(FR): E | Moielx] E7|
| |BE (MicH =) of| Al: 2MICH xSl
9 Segregation population size M |EYE((ZR): =M= Zete| JiA (ets g8
(2] ZhH =) ol Al: 507HAl X 107HA X 6EHE X 6X|H
10| 22| &l 2t [Cultivation location for isolated M | AMYEZER): /\I<'>4 2lo| AR} x|
9| Z=A} |population O Al: A7 TRA HMT 2HE 39
kS| (KB X M)
11 Period of phenotype examination for M |AMYE(FE): RUTCHe E8E AL GR(T|2H
isolated population H|D: 3D 2folct & Dt T
(& Z=AF AIZ|(4, &)
12 Individual phenotype data for isolated| M |AH(F2): HAY Zsid S4 HIt #7|
population o Al: =11 23m, E1XZA 40cm, A 9m?
(A =ASEZE data)
13|84 x| L |Habitat location M |HY((ER): IRAETE AR E7]
2= (Rlek MAL 2k o Al: X|2|A =TEKGPS ZHE E7))
14 Habitat size M |AYZE): DRAAES MA TS ZT
(Bek MAL JHA ) of| Al: 36570l /ha
15|81 X| 2| |Generation for off-site preservation M |HY(FR): E7e Ao MOfRI™M ®7|
| |BE (Mich =) of| Al: 2MICH, 3MICH
16 Segregation population size for M |AHEER): STXRe| Moid A Z7|
off-site preservation O Al TMICH X 4507HAl X 3%
L (22| 74 =)
17 Cultivation location for off-site M |MHE(FR): X 2 AXE AA HE
preservation O Al: H7|E oA HMT 2HE 39
L (RHHf X M)
18 Period of phenotype examination for | O |MY(FE): FHTCS EsE ZTAL SRK7(ZH)
off-site preservation H|3: 3D 2fo|ct &AH X EI|
L (A =AFAIZ(H, &)
19 Individual phenotype data for off-site O |MY(FR): 7HAY =38 SM "ot #7|
preservation oflAl: =1 23m, 124 40cm, A 9m’
(HAY Z=ASZE data)
20|Release date M |AH(HER): Data release date
(S0 ™) MY(=Z2): dlole 37 Mt
AL YYYY-MM-DD
OofJAl: 2018-12-22
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N (s:grea_ v:a‘) FUSAHGREE KVCC(@T59 43489 dgoz
=] 3

sa=/|AEXLYS 9 T
O (& #as AA8) staMzF2(Aediste dd+4), saAZzFd
TAE, AT

(] S71A1E EAAR(LFE A2A])

< 11-4-1>
No = A cey
1 |Management No. M |l Al: MS1800003
(diolgf Z2|7|at DFHS)
2 | Possession No. M of| Al: MS1800003
(Ef7|8 19 9)
3 [Name (MZZFd) M of Al: FeAD7
4 | Distributability M st oS & "9
(BE7ts 01F) No 7F%EF at
1 HIY2|(ed+ =5)
2 Se|(AN =5
5 | Species (£ &) M oAl FZ: TY0|, Mu: otz EZ: F2|ofdl o
6 | Cellular morphology (M= &) M of Al: Mesenchymal stem cell
7 | Production (M4 Al X 2| ) M o Al: Collagenase type 1
8 | Growth pattern (A4 &+ i &) M o Al: Monolayer
9 | Freezing media (& HfjX|) M ofAl: DMEM low glucose
10| Original media (2 B X[) M o Al: DMEM low glucose
11| KVCC media (28 AtE 8 X[) M o Al: 0.25% trypsin2 2 A3l5td =Est AHloH(Fe AD7-2P)
12| Subculture (AICH 2HgH) M o Al: J Vet Sci, 2017 18(3), 299-306
13| References O |- IHHE: FaATA AR LT 2 DMHS Dhx| Y
(HH HE) - E2Ye
- 7|EHES S)
14| Note M |- Ehel=El 3 chdZl s R 2 of| Al: CD29, CD44
(F=2| AtEh - Oz7te| AT 2ok oAl: AN olEI]|
15| Release date M | AH(HE): Data release date
(S 70 & mt) MY(ZE): dlolef 370 Mt
kAl YYYY-MMV-DD
OofAl: 2018-12-22
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11.4.2 R
O (B34A) wdsdased BddEEx184 g4
(] ZAde F13 A=

o PPDB: Pesticide Properties Database (http://sitem.herts.ac.uk/aeru/ppdb/)

¥y F Y FBE AY

[ 3}8tseF AR 4 (A= endosulfane] o =)

« A7 PPDB AO|EO|A Sl H|O|X| Z3: http://sitem.herts.ac.uk/aeru/ppdb/en/Reports/264.htm

IIIE 1. GENERAL INFORMATION (&4t

4]

<i# 11-4-2-1>

No =g SE2HE ofAl(endosulfane of)
: Description An isomer mixture of alpha— and beta—endosulfan which is an insecticide and
(M) acaricide used to control sucking, chewing and boring insects
o Example pests controlled |Whiteflies; Aphids; Leafhoppers; Colorado beetle; Cabbage worms; Ticks;
(2N &)= sl &2| of) Mites; Tstetse flies.
E | licati
3 (;FET %ﬁ) applications Vegetable crops; Cotton; Potatoes; Tomatoes; Apples
%%(o‘i‘): Data release d?te
MO 0)- far ) |
4 (@)
o= kAL YYYY-MM-DD
O[Al: 2018-12-22

IIE 2. Chemical structure (212 7X)

<G 11-4-2-2>

No g5 SEX™E o Al(endosulfangl ofl)

: Isomerism A molecule with 4 chiral centres, endosulfan is is a mixture of the alpha- and
(o] M7 beta—forms.
Chemical formula

2 | rapal CoHeCleOsS
Canonical SMILES 3 _

3 (57 SMILES E7|%) C1C2C(COS(=0)o1)c3(c(=c(cacacnenecnenencl

4 |ISomeric SMILES C1lC@ @HRIC @HI(COS(=0)01)[C@ @13(C(=C(C@2(C3CHCHCHCHCIC!
(0| % SMILES FE7|H)
International Chemical

5 |Identifier key (InNChlKey) |RDYMFSUJUZBWLH-UHFFFAOYSA-N
(=H =kst D 7))
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http://sitem.herts.ac.uk/aeru/ppdb/
http://sitem.herts.ac.uk/aeru/ppdb/en/Reports/264.htm

No

ol

st=.04

=/

0

SEHE ofAl(endosulfane ofl)

International Chemical

INChI=1S/CIHBCI603S/c10-5-6(11)8(13)4-2-18-19(16)17-1-3(4)7(5,12)9(8,14)15/h3

6 |ldentifier (INChl) b
(=H 55t D) e
2D structure

, ! . "
7 diagram/image available? Yes

@Al 7= cloloj 12
31 o[n|x| 75 o)

IIE 3. General status (24 AHEH)

<3 11-4-2-3>

No =g SE™E olAl(endosulfane| of)
8 (P%ei:'f'gfgt;’pe Insecticide, Acaricide
Substance group .
9 (28 18 Organochlorine
10 Mode of action Non-systemic with contact and stomach action, acts as a non-competitive GABA
(Zr2 7|X) antagonist
11 |CAS RN 115-29-7
12 | EC number 204-079-4
13 | CIPAC number 89
14 |US EPA chemical code |079401
Molecular mass
15 (S} A2y 406.93
16 | IUPAC name 1,4,5,6,7,7-hexachloro—8,9,10-trinorborn—-5-en-2,3-ylenebismethylene sulfite
17 | CAS name 627,8,?,1Q,1O—hexachloro—1,5,5a,6,9,9a—hexahydro—6,9—methano—2,4,3—benzodioxathie
pin 3-oxide
18 Other status information | POP - regulated by Stockholm Convention; OSPAR pfa/soc; WFD priority substance;
(Z|EF MEN A E) Severe Marine Pollutant; Global ban (2011); Chemical subject to PIC regulation
Relevant Environmental |EU Directive 2008/105/EC EQS surface waters: annual average 0.005 pg I™'; max
9 Water Quality Standards | measured 0.01 pg I”'
(B =l BkA 7 UK Statutory standard for the protection of aquatic life in inland waters, coastal
B and territorial waters: 0.003 pg I as annual average
Herbicide Resistance :
20 | Classffication (HRAC) Not applicable
Herbicide Resistance :
21| Classffication (WssA) | Net applicable
Insecticide Resistance
22 | Classification (IRAC) |2
Fungicide Resistance :
23 Classification (FRAC) Not applicable
o4 Fg;?;rlgse of recorded Many recorded cases, Aphis gossypii, Bemisia tabaci, Dasineura tetensi,
(O1== xsAel of) Leptinotarsa decemlineata, Myzus persicae, many others
25 Physical state Colourless to brown coloured crystals

(S2H HEl)
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IIIE 4. ENVIRONMENTAL FATE (2

2%

HS)

<i# 11-4-2-4>

Property

SEX™E ofAl(endosulfane| off)

Interpretation

Solubility = In water at 20 °C (mg I™"
(a4 MM 20= 20iA)

0.32

Low

Solubility = In organic solvents at 20 °C (mg 17

(2af|Ad: MM 20 77| 200 A)

200000(Ethyl  acetate), 65000(Ethanoal),
24000(Hexane), 200000(Toluene)

Melting point (°C)
(=)

o TR S e |

80

Boiling point (°C)

(#F)

Degradation point (°C)

(=i &)

Flashpoint (°C)

(el=tH)

Octanol-water partition coefficient at pH 7, 20 °C

5.62X10%(LogP=4.75)

Bulk density (g mlI™)
(27| 25)

1.8

Dissociation constant pKa) at 25 °C
(MM 250llM sliz| A=)

Vapour pressure at 20 °C (mPa)
(MM 20E0lM Z7] 2t=d)

0.83

Low volatility

Henry's law constant at 25 °C (Pa m® mol™)

1.48

Moderately volatile

GUS leaching potential index

528

High leachability

SCI-GROW groundwater index (ug I™") for a 1 kg

ha™ or 11 ha™ application rate

5.86X10%

I}E 5. Degradation (S0H)

<3t

-4-2-5>

Property

1
SEX™E ofAl(endosulfanel of)

Interpretation

General biodegradability

(Quhs] Y54

DTso (typical) 50 Moderately persistent
DTso (lab at 20 °C) 39 Moderately persistent
DTso (field) 86 Moderately persistent
Soil degradation DTgo (Iab at 20 OC) - -
(days) (aerobic) DTso (field) - -
(= ol DTso modeling endpoint | - -
(2)(57]4) 50 9 endpa
EU dossier lab studies DTso range
28-50 days, field studies DTso range
Note 62-126 days for summer applications,
68-87 days for autumn applications (UK);
FAO state DTso 60-800 days
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Property SEHHE ofAl(endosulfane] o) Interpretation

Dissipation rate Value 3.7 -
RLso on plant Note Published literature RLso range 0.1-5.5
matrix days, 19 field crops, various matrices, n=23

L Value 43 _
Dissipation rate ) .
RLso on and in Published literature RLso range 0.4-14.5
plant matrix Note days, 19 field & undercover grown crops,

various matrices, n=41

Aqueous photolysis | Value

DTso (days) at pH 7 | Note

Agueous hydrolysis | Value

20

Non-persistent

DTso (days) at 20
°C and pH 7 Note

Water-sediment DTso (days)

Water phase only DTso (days)

IIE 6. Soil absorption and mobility (EY E5 ¥ 0|SA)

3 11-4-2-6>
Property SS3E o Al(endosulfane| o) Interpretation
Ky - Non—-mobile
Linear Koc 11500
Notes and range |-
Kt 0.28 Mobile
Kroc 18.6
Freundlich A 0.558
T
pH sensitivity B
(pH 2IZA)
IIE 7. Key metabolites (2 WAl S
<3E 11-4-2-7>
Property SEHHE ofAl(endosulfane o) Interpretation

Metabolite name

endosulfan sulfate

Formation medium

Sail

Estimated maximum occurrence fraction -

1107/2009 relevancy
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IIE 8. Ecotoxicology (MHEHSA)

iE 11-4-2-8>

SEEE oAl

Property (endosulfang] of) Interpretation
» Threshold for

Bio—concentration factor BOF (1 kg™ 2755 concern

CTso (days) Not available -
Mammals - Acute oral LDso (mg kg™ 38 High
Mammals - Short term  |(mg kg™ - -
dietary NOEL (ppm diet) 15 -
Birds - Acute LDso (Mg kg™ > 111 Moderate
Birds — Short term dietary (LCso/LDso) - -
Fish — Acute 96 hour LCso (mg 17 0.002 High
Fish — Chronic 21 day NOEC (mg 1) 0.0000005 High
Aquatic invertebrates — Acute 48 hour ECso (mg I7) 0.44 Moderate
Aquatic invertebrates — Chronic 21 day NOEC (mg I - -
Aquatic crustaceans — Acute 96 hour LCso (mg I 0.24 Moderate
Sediment dwelling organisms — Acute 96 hour LCso (mg 1) 0.1 Moderate
Sediment dwelling organisms — Chronic 28 day NOEC, static, water (mg I™') |- -
Sediment dwelling organisms — Chronic 28 day NOEC, sediment (mg kg™ |- -
Aquatic plants — Acute 7 day ECso, biomass (mg 1) - -
Non-target plants - -
Algae - Acute 72 hour ECso, growth (mg ™) 215 Moderate
Algae - Chronic 96 hour NOEC, growth (mg 17" - -

%)nggﬁtr Vgclzdjéi I:DSS évggr_%t case from 24, 48 and > 781 Moderate
Honeybees(4pis spp.) %ﬁlr z\a/gllJJeeSLE)sﬁg(vgg;s_t1)Case from 24, 48 and 72 |, 456 Moderate

Unknown mode acute LDso (worst case from 24, _

48 and 72 hour values - ng bee™)
Bumblebees(Bombus spp.) |Contact acute LDso (worst case from 24, 48 and |- -

72 hour values — ng bee™) -

Oral acute LDso (worst case from 24, 48 and 72 |> 1.72 Moderate

hour values — ng bee™)

Contact acute LDso (worst case from 24, 48 and |_ _
Masonbees(Osmia spp.) 72 hour values - ug bee™)

Oral acute LDso (worst case from 24, 48 and 72 | _ B

hour values — ng bee™)
Oter polintors (1) [ruie, Do fwort case ffom 24, 48 and 72 our o Fior

Mode of exposure Contact
Other polinators ) Acute LDso .(WOFSL case from 24, 48 and 72 hour|_ _

values - ng insect™)

Mode of exposure -
Earthworms — Acute 14 day LCso (Mg kg™) > 14 Moderate
Earthworms — Chronic NOEC, reproduction (mg kg™) - -
Other soil Acute LCso (mg kg™) - -
macro-organisms Chronic  NOEC (mg kg™) - -
Other arthropod (1) LRso g ha™ - -

% Effect Harmless -
Other arthropod (2) LRso g ha™ - -

% Effect - -
Soil micro—organisms - -
Mesocosm study data |NOEAEC mg I - -
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IE 9. HUMAN HEALTH AND PROTECTION (General) (212 &4

71

o X

<3 11-4-2-9>

Property

SEHE ofAl
(endosulfan2| of)

Interpretation

Threshold of Toxicological Concern (Cramer Class)

High (class IlI)

Mammals - Acute oral LDso (mg kg™)

38

High

Mammals — Dermal LDso (mg kg™ body weight)

500

Mammals — Inhalation LCso (mg 17

0.013

Other Mammal toxicity endpoints

ADI - Acceptable Daily Intake (mg kg™ bw day™)

(L3

0.006

ARfD - Acute Reference Dose (mg kg™ bw day™)

(B4 =S4ELA)

0.02

AAQEL - Acute Acceptable Operator Exposure Level (mg kg™ bw day™)

(BdsEU EAZY)

AOEL - Acceptable Operator Exposure Level — Systemic (mg kg™ bw day™)

(SRt 55182

o -
Dermal penetration studies (%)

(3% &%)

Dangerous Substances Directive 76/464

List Il

Exposure Routes
(E Z2)

European MRLs

(7e zZHFIAE7IE)

EU MRL pesticide
database

Drinking Water Standards

(o_g_/\ Ex)
EE=EL .

Drinking Water MAC (ug 17

(584 2disi855)
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=
[ 2=

04

H

(] (FAAAR) AEUstn DA (SAEA8A Zgu)

(] (Bl F3d A7) BCPC Biopesticide Manual, 2018

<& 11-4-3>
= M)/ =
No ol'% E0) E"OlE-l 3% O'HAI
1 Sép}encines name M| Beauwveria bassiana
D) Material name O _
Nomenclature | (&)
3 CAN RN -
4 (S}J@ e ERL836
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m AsE =2 =0t QIOIEHOIA HOIM GIA
O X5d =Y £0F 24 HIo|EH|0|A HOIM GlA|AlLac 35)
A gl gl H 20| E
g o =2 ¥ ENVRN_STUS
ElOo|E HY 24 BHHG|0|E
H| i
£ 49 Z2d9 g Z0| T | 221 | 7] H/227d
AlMID GH_ID CHAR Y PK
AZAUA| STRE_DT CHAR Y PK
Z=23Cc PRDLST_CD CHAR Y PK
T4 ZONE INT
Aol CTRL_TP DOUBLE
L2251 INNER_TP1 DOUBLE
HER2E2 INNER_TP2 DOUBLE
HE=2E3 INNER_TP3 DOUBLE
AHolg= CTRL_HD DOUBLE
HEESE1 INNER_HD1 DOUBLE
LHESE2 INNER_HD?2 DOUBLE
LHEESE3 INNER_HD3 DOUBLE
A2 GR_TP DOUBLE
A& GR_HD DOUBLE
Pt Al DOUBLE
EQEC GR_EC DOUBLE
EUPH GR_PH DOUBLE
agEC SS_EC DOUBLE
a25PH SS_PH DOUBLE
ZHf A DS_AVG DOUBLE
HYHEC DS_EC DOUBLE
HH 24 PH DS_PH DOUBLE
o e RT_TP DOUBLE
JEs DWPN DOUBLE
cCO2s: CO2_DNSTY DOUBLE
RE2L EXTRL_TP DOUBLE
S5 ARVLTY DOUBLE
LA SOLRAD_YLD DOUBLE
FAHAUAE ACC_SOL_YLD DOUBLE
HoE|I2E CTRL_VENTL_TP DOUBLE
Aot s CTRL_HEAT_TP DOUBLE
Hose PARTN_HD DOUBLE
s ABSLT_HD DOUBLE
Index 9]
HS Index® Zd|D Order 2c
GH_ID 1
1 PK_ENVRN_STUS STRE_DT 2
PRDLST_CD 3
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o2 MY E0tE |0(0[H

H| in]

%449 Z2dd 7 3 do| | s | 2=71% | 7 H/224
Al4ID GH_ID CHAR 9 Y PK
AAUA| STRE_DT CHAR 14 Y PK
Z2AC PRDLST_CD CHAR 8 Y PK
=3} WEEK_ODR INT
440 GRWH_LT DOUBLE -

-0l ACC_GRWH_LT DOUBLE -
FE(AZ0]) LEF_LT DOUBLE -
AE LEF_ARA DOUBLE -
A LEF_YLD DOUBLE -
ZAE7|127]) | STEM_THCK DOUBLE -
Ste=0| FCLU_HG DOUBLE -
ke FLAN_GRUP DOUBLE -
2F 0}t FRTST_GRUP DOUBLE -
S HVST_GRUP DOUBLE -
e HVST_DAYCNT DOUBLE -
Zof FRUT_YLD DOUBLE -
Hof(HYni) | FRUT_YLD_M2 DOUBLE -
plileI == FLAN_VE DOUBLE -
et dd FLAN_VE_SET DOUBLE -
FHA FLG_AR DOUBLE -
B O{o T Eq FLG_FTR DOUBLE -
3y PENTR_LGT DOUBLE -
ek RCV_LGT DOUBLE -
| = (PED) PED_GRUP DOUBLE -
Index &9
HS Index& Z&H|D Order 2c

GH_ID 1

1 PK_ENVRN_STUS STRE_DT 2

PRDLST_CD 3
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<#% 12-1-1>
Il 2~
No | telzal os A =2y
1 | 7|2dE Crop name M o[ Al: 2 (Propia spp.)
(HE9Y)
2 (Specdzi)es name M o[ Al: AR S Z (P yezoensis)
=0
3 Cultivar (line) name M o Al: £=321119 (Sugwawon NO. 119)
(EE5AE)H)
4 | Cultivar type M 7tsst gk oS & B3y
(B89 &F/) No| 7ts3t z*
1 | Rbed A
2 |2k
3 |¥5
4 | 7|Et
5 |Xrdel & | Collection location 0 MY(ZE): 27} XA(R-EE)
(ZHE XY HE)
6 Resource characteristics 0]
(Rtele| )
7 | Breeding method M Jtsst 2k cls & =
(FF diH) No A=
1 | Mgt
2 |z
3 |Eoito|
4 |7|Et
8 |sHadeE Phenotypic characteristics M MYE(ZE): EZSS 7HE 5+ A= TN E
(B2 EYN) EMZALQHE (E= UPOV)O WHE ZAlet=
9 |Seed production method @) Jtsst 4k cts & =
(EAd L &) No|  7I=¢t &
1 |73 A2
2 | SAMME
3 |all Akl =
4 |l
5 |71 Et
10 |Release date M Mod(Y2): Data release date
(S0t Mo(Z2): dlole 370 Mt
2EAL: YYYY-MM-DD
[Al: 2018-12-22
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[ (AR =833 skd L7137 4w, T35t ske

<#% 12-1-2>
No | lelmal ¥s e Egd
1 |7I2HE (Specii)es name M
=0
2 Korean name M
(=)
3 Breed (pedigree) name M
(E5AHE)H)
4 Sex M
(M)
5 |Breed type M Jtsst 2k cts & =
(B89 &F) No| 7tsst Zk
1 | Rbed At
2 B
3 |[¥B
4 |71E}
6 |Xk2le|l M & |Collection or production location ) MY (I E): =7H XE(R-E5)

FE = M)

7 Collection or production date ) Mo(IE): MY == Hd
(ZE e MA)
8 | Breeding method M Jlsst 4k cts & =3
(5& &4 No Jhset %
1| Mg
2 | &
3 |=edHo|
EE
9 |&a MHE | Appearance characteristics M MY (I E): MERE, 2, UE
(2ld E4M) HE & =AEE J|&
10 | Seed production method @) Jtsst 4k cts & =
(BRIAEA k) NO JF=3h 2t
1 | Rked zj &
2 | Rhed A2t
3 |dEaF
4 |MM= HZXIH
5 | Z7IEt
11 |Release date M Mod(92): Data release date
(S7Hm) M(Z2): dlole 370 It
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712 ME |Species name M
(B3Y)
Breed (pedigree) name M
(E5HS3)H)
Sex M
(M)
Birth date M
(A alal)
SRl | Guide RNA sequence) M
Ne (FEXTI M)
Target gene M
(FMXIIR] A RHXY
N =35t Generation M
£ (M)
Nucleotide sequence after editing M H(ZE): F7h A 7ML
(FHA HE = AY|MY)
Modified characteristics after editing M
(SXA HE! & H{gE| EA)
Environment hazard pre-assessment M H|Z: S LMOBM AFMAEE Sl
(2HARlM AR A E) eiMEYIIE X AEE H IIY A
=
Release date M AMY(HE): Data release date
(S 70 &mt) MY (=2): dlole] 370 =Mt
AL YYYY-MMV-DD
Of|Al: 2018-12-22




A
T

| S

A} OFAI

OlE

o M

AYA 3 = =) =] 3 3 =)
(] (B8R} Hxdistal A2t 2w, T4t e A3 (o2t 2edut
<#E 12-2>
I| 2
No| 7telzzl o= ey L1
171285 Species hame M |(MHHE(FE): ZE MES ZHE 23} Y F
(59) IR Al2E 2Flez st E2 EXSH| ofze
A2, FH2 XXFF Zo| Z7|5t &y Al
Mg ¥
S Al: EX| Paralichthys olivaceus
EX|F Paralichihys sp.
2 D M [HE(ZE): AHHoz Roizh A B
(AlHH D) ol Al: M 1 EE= J20210001
3 |#&(EE  |Source M |7lSE & Che s
ofo]) & |(EH) No| ZIsst &t
1] REed At
2| QFATAE
MY (I 2): oA MFo|ut ofo|7} Xodof| A
MEM =X, AFRSH AR FEA|
Ol Al: 2
4 Collection location (country) M |[H|22: 3H E=(EH)| glo| Ateddkel A<ofok sHE
(ZH & X (7)) MY (ZE2): MY H(F7F ZHE A
oAl HEE Y
5 Collection location (latitude M H|I: 3 &F(&X)el gro| Riddkel A <of 3t st
and longitude) MY (I E): AME ol ozt FEx
(ZEX(E & EER) ol Al: 2= xoxx® AE yyywy®
6 Collection period M H|D: 3 Sr=(EX)e| zto| Ktedptel Aol 2k siE
(N ALZ]) MY (ZE): AME AIZIE FHESZ A
o Al: YYYY-MM-DD H:M 2021-03-01 15:10
7 Collection method M [H[1: 3H S=(EKH)e| 40| AtALkel Aok S
(%N & b)) Mo(ZzE): ek MES ®ASH aiy
oAl: Z2I3E HE
8 Producer information M Bl 3 S=(EX)2| 7to| FAlpel Aol Bk S
(A7) 2HA) HE2) MY (I E): M 4=S AFSEH 7| 2HH Aol BHst
712 dE(YAY, %X S)E 7|SsHX|gE Jlel
HEE= A<
o Al: ZHCEREAE MFE MFIZA| SRS
9 Production period M H|I: 3 S5(&X)e| gro| FAlAkQl Z<of 2tk &t
(A4 AEA|Z]) MY (I E): A M2 AFS AlESH A|D]
o Al: BXICl A FHEEE A AIZ|L} =HE A7,
Mol AR A YAl A7
10 Production method M H| 1 3 S=(EX)2| 70| FAIprel Aol Bk ST
(A Abgted) MH(ZE): i Mo Al di
o Al: FAl SA =
11 Appearance characteristics M H|1: BlAE Qg
(B gEl™ £3) Mo(ZE): M MES 28 EXE 7=
ofAl: F2 Habst ZI Efgol =0] Ue
Zo|l AH2 ZEMo|11 HH|ZE EMo|X|2t A2
gkdo| US
12 Image of appearance ) H|Z: O[O|X] ¥ =Z2E _ )
characteristics Mo(ZE): o MBS 28 E3 ololx] &
(B2 gelx £7 o|o|X|)
13 |AFR HE | Seed production method M 758t 3k ot & 8
(BAbS Atat) No J=3F 7
1]elasH
2| Xkod A2t
3| 7| El(please specify)
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Al: 2
14 Culture method H|D: BIAE Qe =2 0|0|X| HZ2E
(k4] ehe) MY(ZE): A ME2S AISSH 2 7|& £
g
Al: =sto{ntal =
15 Image of culture method BH|3: O[O|X| YZE
(2Fd ek o|o|x H(ZE): A MES AT 2ol o|o|X|
ol Al: =&t A ==
16 Culture environment H|Z: =2 A7 52 HEE free text2 8
(e etd) M(ZE): M MEES AISSH &3
Oof Al: AlZF A Tlel s 7| =(2021-08-01 25.1TC,
332 psu &)stAHLE =2 11~15T, 30~33 psy,
SEMA 4~6 ppm ST 20| 7=
17 Feeding HH(ZE): d2F F0f 3l A7E AR M4,
(AFR Mol 8) Ho| S & H E0| Atst
ol Al: AR ZSFEn ZEE 2 Hd4A EYH J|s
18 Mortality Mo(ZE): 7|2 SN S 50| Al
(™ " AL2) o Al: AL 7|ZHSoF HALZ, HAFSH JHA 2] Qia
=AF
19 Medical treatment MY(IE): otEY Fot J[2t
(elekE AR ME) O Al: o|ekZo|Lt HMIMM T2k ME OTC xxx ppm
52l A3 Fof
20 | Breeding Jtsst 2kt & Ed
(F3dE) No Jlsst
[IRES
2| w
3|=dHo| 8 S
4| 7| EHplease specify)
HEERNEEE
’é*l%l(i‘—i—): et =2 25 M2
o Al: 5
21 |MZEEE Length MY (I E): A M22 MEsH Al7|9 MEH
(M2 712 ALEe B S22 ofx|et ME 37
o Al: 122~165 cm (HT 14.1 cm)
22 Weight Mo(ZE): o MES RS AlZI9 #: T,
(M=) 7|2 Al=el 49 M33 opX[et M B
O Al: 51~65 g (HT 59 ¢g)
2B | E57E Genetic marker H|I: A7 |MLE &
A HE |[(RYA}L o) ;‘?*l%l(i‘—i-): FHAOoIZ{e] A7 |ML
Al: CGCAAATGGGCGGTAGGCGTG
24 Nucleotide information H|Z: AT AL S
(@F7IMg H5) MY (ZE): A M29| AV MY
of Al: CGCAAATGGGCGGTAGGCGTG
25 Other genetic information H|D: ML S
CIEl |8 HE) HdH(Z2): 7Bt 78 ME
of Al: CGCAAATGGGCGGTAGGCGTG
26 |[A¥ HE | Experimental results H|3: HAE niel 52 00| 2=
(& MY Ao Mo(ZE): oo M AS Zolo| gl
w2l M- 2 oo|X| I S8 PRE
O Al: ohokA MM E XIsx &
27 | Release date MH(HR): Data release date

(S7H ™)

Noi(25): olole] = 2t
AL YYYY-MM-DD
Oof|Al: 2018-1222
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2

ol

12-3>

0o

=

Disease name
()

Mo(=E): ZYH/GEH
o[ Al: Hio|HAM =M s Z/Viral hemorrhagic
septicemia (VHS)

HO: ElAE Qlad

Internal and external
symptom
(LHE-2 &5 4h

() Aol THHES 0 ZEMS

-2l FollA LiEIL= Satof ofeh H4Y

Ol Al:

oIF Zak opln| wig 2EH A 5t 55 yot
WS4k Az widf B1E e, 22 2

H|: BElAE ol&d

1=

Image of Internal and
external symptom
(L& 2/ §&4F o|o|X]|)

Hg(FE): ddo] FHEIS
21 ol M LiEWLE S Ao

— oo

O
Ol Al: =LA 0lH_W 2| F54png
b 3¢ o|'3'|7(| H=2E

Disease occurrence season
or condition
(2 Al7| £ 2 =7

= o I_)

Hd(FH) So/5oz HHo[ LIl Al7lex
A2d) +2, gL 5oy

oAl HF2Y| Wy Fz ABTE £ 14T
olol.o.”A-I H:I B

H|3: BlAE

Mortality information
(HAlE HE)

>

(o]

AH(ZE): AT LIELE HAlE F2
Ol Al: %|0{7] ZHUA| 2F 80%0|ao| HALES
LB o =T 100% HAMZEX] oid == UZ

r

H|D: B|AE Q3
Histopathological examination MY (ZE): Hel-=a=tx EMof st MY
(2| ==/stx 2z [Al: AIEF H|E =2 Lol Al ZHH st ME T A}

o

Image of histopathological
examination

(el =xsks 2 ola|x))

i M | — =

H =

HU(ZE): Fdo[ =258 EHo izt 49
Ol Al: =4 OB =& 2HE png

H|3: o|O|X| 2=

H>
0=
Mo

Host organism name
(ZFM=Y)

AY(ZE): ZH/FE2H/=Y

O[Al: MMAXMZ 2F 805 0| Z2Y JIsst He =z
2= AS

- & RI/ Olive flounder/ Paralichthys olivaceus

- CHM 2k 2401/ Atlantic salmon/ Saimo salar

- 2X[70&0{/ Rainbow trout/ Oncorhynchus mykiss

J: HAE ol

Species name
(59)

) =

H(=ZE): d=4/3y
[Al: Viral hemorrhagic septicaemia virus (VHSV)
qJ: HAE ol

Morphological characteristics
of disease agent

(oA of sefats sm)

x| =

%i(i-—)' el el gefjstd S&lof cfsh A

ol Al: o

- 70 nm&l X|&, 180 nme| ZOo|E 7IX|= ErEtYElE

7+

- Negative-sense (anti-sense), single strand RNA

Hio|2{ A

- 2F 11,000 bp2l @7 |IMLEZ FMEO enf =
6742 EF“#’é!Q Hedgh
o

=
H|D: BlAE Q|
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11 Pathogenicity of disease AE(ZE): dolxel ol Als =H MBS
agent =2 7|2t S)zf Ao oist Ay
(HelA) ([PNE
- elejzdMs =4 ME2k 3X10° TCIDs/fish
- 24T
7|2k 25
- ZA1p AET|ZE ot 80%2| £X mAlE &l
H|J: HAE Q3
12 Culture method of disease Mo (I 2): ol oftkoll Zest vjt2E HiX|,
agent SFEMIE, HISAIZE S =AH MY
(ol =] ufj Fate) of| Al
- ek 22 15725
- 8i%[: L-15 supplmented with 10% FBS
- =3 M =Z: Fat head minnow (FHM)
- HLA|ZE 2F 57
H: HAE QI
13 Identification method of Ad(=E): ’&"F_FE'JF':.*OH cHst Mo
disease agent o Al: PCR 7|2k ZIh gt
(Holxl| TIztale) - Z4HE o|FZEE AME =2 dH|F =7 2
- 228t =F|oZ2E RNA 22| A
- cDNA 4 0|5 PCR fE£ gPCR 2%
H[Z: BlAE ol
14 Marker gene or nucleotide AY(ZE): FEX oA == EHI7 (MY HE
sequence of disease agent o[ Al: NC_000855.1 Viral hemorrhaglc septicemia virus
("leld| SX™A}F ol E= Fil3, complete genome
JrIME L) H|T: B|lAE o2
15| &l Availability of vaccine Ztsst 2k FO = EE
ot | (HATHER) NO It=3F 2t
1 |eHAl JhekEl (A M EY 2 A A}
2 |BHAlL Jfgk oF =
16 Vaccination information Mo(Z2): AE=RY Fo{A[7| Fojukd Sof st &
(BB A0 A[Z]) O Al: WHAIZZod: T VHS I|4w >
- F0of AIZ|: X[0{7| (" MZE 15 cm O|A)
- 0 g FAMH JHAE 01 miY Fof
H|D: BElAE olg
17| 2 Treatment information MY (ZE): oekEH, FoA7|, Fo{H Soff thst
X2 (e EY, FOo{A|Y] HE
£0{4tH) O Al: X|2UbHE2 M5 WAZ ALSSH of gho|L}
T2 AE5E2 S8 A = 7|
H[D: SAE 9l
18| AMEXME Experimental method MY (I E): AgdHo| st Ay
(A5 g o Al: VHSY 2Z A
- AZ 13717 cme| VHSV &l SAM2l x| A2
- MZ ™ 14TollM 32t =% & 24A|ZF B4
- 01 m x| 20ol2lol B2 ME F 21474
UUHAITE 7|5
- FHIAEE At
H[Z: BAE 9l
19 Experimental explanation MY (= E): AgZolof ofst Ay
(A A) G Al VHSV =4 AlE Z1)
- 3X10° TCIDs/fish &% Z =} 20%, 1X 10’
TCIDsffish & Z 1t 50%, 3X 10" TCIDsyffish
s 21 90%2I FHHAIEE 75519 S.
H: B|AE
20 Experimental result Mod(=2): A ZTlof ofst Holg
(%?:PE* h HD: 0% 2=
Of| Al: =R AlS A phatel xisx
21| Release date A (Y E): Data release date
(S71 =) M(=E): Hlolg 370 Ext
kAl YYYY-MM-DD
[Al: 2018-12-22
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12

Other information on

H|3: 3 &S=(ERX)e| gro| HftBel 4 i
cultured foundation Mo djE SMHO|ME B XMAEMA, AV E F0|
stock Absh E7|
(1B} AAIM B ofAl: M3l clModctolA] 20154 1€ =T, Msfeiet =1
2 M H) XNEE S

13 Appearance H|J: Bl AE Q2
characteristics Mo SHE Mol =2 FElM EXo st 7= 2
(Be geld EF) SEf HA|
ol Al:  Acartia hongi closely resembles Acartia bifilosa,
from which it can be easily distinguished by the
co—occurrence of the following morphological characters:
the absence of rostral filaments in both genders; the
terminal spine on the female fifth leg toothed only on the
inner side; the first exopodal segment of the male right
fifth leg with a long seta; the distal segment of the male
left fifth leg with a rod-like appendage. Its distribution
was discussed in comparison with two S|bl|ng species,
Acartia omori and Acartia hudsonica. v < Zt&
Acartia hongi, male (Soh and Suh(2000) >
14 Image of appearance H|3: O[O|X| YZE
characteristics Mo stEE Mol ES FHElM EXo st 7= 2
(B9 gEeixd E7 SEf o[O|X| HA|
olo|X])
oAl FZE mbgd Fh=x
15 |HiF A E | Water temperature H|11: BlAE Qg
() Mo Hj YD s FHHOMES 2 =A
of Al: 15.0+1.0T
ool T
16 Salinity HO: HIAE /&
(E&) MY i A= TAHO|MES HE =X

of Al: 32.0+1.0

H|3: &4 HAF 37| Al psu (practical salinity unit)S FE7|

st=d dE2 ARl 810 psu, %2t &2 THRIE #E7Ist

N

17 Light condition H|: BlAE QI3
(=) A i U= FAHOo|ME HxEA
°=|I Al: 30030 utE m? s £ 3,000~4,000 lux
Fel: uE m? s = ux

HI_' 2 =AHZS LIE= Efle| dF o kx=Zof w2} Cf

USIHAH AFEE = A OEMo=Z ol AE=E= 2718

CHE HMAlE

18 Light cycle H|11: A|ZFA|ZF SlEfo] S AE o
(&=F71) Mo gD U= FMHo|MES] Y &HFT|(ight:dark
cycle)

of| Al: 14:10(L:D)

=Hl: hour

19 Media H|3: EAE Q3
(AHZHHX]) A i A= MESHIEO HIME= X e BF

L= HEY
oAl Al: F/2
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H|3: AFXIE0| cikst vl X7} ALEE = UT| W 2of
ghxiol v X| 2o ALEE HiX|= MEW, s 42 S2
®7|sk= ZHo| Eegt
20 Live feed H|J: BIAE Q3 i
(HolM=) Mo (I 2): EPIEUNES A2 Ma3sts HolME 5Y
olgd
[= |
Mol HjUE 0 e SEN Z2FES HoleeR Fog
= MEE(Es 2FT)S B
of Al: MEEZ3AE Thalassiosia weissiiodii |sochnysis galbara
21 Other culture H|Z: Bl AE Qi )
information A bk @7 E= 508t Hj¥=EA F HitMES =
(ZIEt HiFM H) Est Ma|x EM 52 E7|
oAl SMME
22 |MAHEE | Maximum growth rate H|: BlAE Q3 )
per day B Mo HH%kEIf1 FMHo|MEo| FMHEE
(ZItf MZEHE(day™) o Al: 0.8 day' (== 185T, ¥& 32.0)
I:|-°|- -
=Tl
H|: Jtssictd o MAE0| LIEHH= H&=HE F71
2 FI|5te ZHo| MEE MEE 235l E==20 €
US
23 Other growth H|3: EAE Q3
information Mo iY== FAo|MEe MA oH So|AlE EY|
(ZIEF MEMH) o Al: Foi== Hol|of wzt o EES xto|7F &
CHel: |l
24 | FH KX} Nucleotide sequence H|O: HIAE Q3
HE information Mo dfetElE FAHo|MES AHIIMYE 2M¥E ®-F
(@71 MH) 3 HMolas #7|
o Al: 227 Acartia tonsa®l ¥7|ME NCBI 7| A
H|3: =2 ¥I|ME BEAM2 o ZHLstD chetstA &
HE[ D Y0 PI|AHol st HE X E HMAISH|= o
7| 20 B AIIME BM RF ¥ MEo &X
£ #J|st= Zo| Etetst
25 Other genetic H|1: BlAE ol
information dY: iz wiHold=Ee HIIME EMEE 2 |
(IEt Y HMH) Microsatellite, ™Al % 7|t REME 7 -Fo st &7
o Al: 2T Acartia tonsa2l XX HE NCBI 7|AY
26 | Release date Mod(HZ2): Data release date

(S7HEm)

Hui(35) ol =7 om
AL YYYY-MM-DD
| Al: 2018-12-22
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<3#E 12-5>
Fte] 1 - M)/ o
al &= HE(0) =Ed
72X E | Origin 7tsst gk oS & =Y
(& &kX]) No| 7Hs3+ &
1 |24
2 |F(de)
T ARY d2 2oty oy
Maker M |[AE(ZER): T AEd 2 I92d oA
(M z=3|AtH) ol Al: =8iAlZ
Product name M | HYE(ZE): MEZe B
(M=) of| Al: Sl =X}z
Product date M | AHAHEFE): ME M= Jgd
(M= A4 ol Al: 2020 10€ 17
Feed size M |AEH(ZE): AR AE 2 Zo] ¢F
(AR 37)) o Al: AA 1.0 mm, Z0o]| 1.0 mm
Fish type M |[AH(ZE): AIRS| AT, ZH(EY) Ho|
(CHA{ B) of| Al: & X|(Paralichthys olivaceus)
Feed usage O |MdH(ZE): AIRSE et o5l 77|
(AR 25) ol Al: OA| = 10g Ol 2HBAM )
SEME |Crude protein M Mo (= 2): AR v Ete|ollM =T R0 RX|sh=
shak (Z=Chad Al 5H2H(%)
o Al: 50% Of At
Crude fat M |[AMH(ZE): ALZ s (oA Z=X|glo| X[X|5H=
(=X|gh 5H2H(%)
O Al: 10% Of At
Crude fiber M |A"EH(ZE): AR b gl =M RI) XX SH=
(=MR) H2H(%)
o[ Al: 3% ol5t
Crude ash M [AH(FE): ALR s |0l =3]F0] AHX|stE
(=3|8) EH2H(%)
o[ Al: 15% O35}
Calcium M | HE(FE): AR sl ZHE0| AKX
(Zs) 5H2H(%)
ol Al: 1% 0|35}
Phosphorus M |MAH(ZE): ALZ v &e|ollA Qlo] AbX|Sl= EHEH%)
(eh ol Al: 1% ol 5t
Water M |[AH(ZE): AZ sl $F0| XX|St=
(&) H2H(%)
ol Al: 5% o|5t
AlZ8E | Animal protein M |AM(ZE): 22 WEA2 djgH|80] =2 =22 27
ez (B2 chaR) O|AF EA|
ol Al: Ol 2 FX|ut JI2FEAE
Animal proteinlfraotiog _ M | AHHFE): HiEHIE EAl %
(%Eg En_}'HﬂHJé'IT HH %Hjlg) o:"Al 730/0 Ol/ép
Plant protein M | MHE(ZE): 2 YZ2 s 80l =2 =22 270
(A EA chlaR) O AF FA|
O Al: Clj a2 ZRE
Plant protein fraction M | HH(FE): HiEHIE EAl %
(M EM chlzlz visH|8)
ol Al: 5% 0|5t
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19 Grain MO (FE): flz P2 HjgH|g0] =2 =22 27
(57) Olef #Al
ol Al: 2R} IS E
20 Grain fraction HdY(=E): vieelE ZA %
(57 vl g 2)
o Al: 20% 0|35t
21 Fat and oil AH(ZE): 2 A2 HjgH|[S0] =2 =2 F 174
(RXI7) O &b A
ol Al: O}, IS5
22 Fat and oil fraction HY(F2): vieslE EAl %
(FX| &7 digtH]8)
Ol Al: 3% O At
23 Complementary feed M(ZE): 7 2 v 80| =2 =22 27|
(Ex=ALR 5) Ol A FEA|
ol Al: H|EFDI Ofd[Zh Qi ZtE HstEEl .
24 Complementary feed fraction AY(ZE): vigHlE BEA %
(Ex=AIR S & 8)
ol Al: 1% of At
25 | Release date M (Y &) Data release date

(S7HE™)

A (= =) dole 371 2t

AL YYYY-MM-DD
ol Al: 2018-12-22
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B AZAABAZA B AREY AARLRA A ArEE

0 (A% 4%) 2 FAe g 25 £ A7 Hole) $49)
o (F|F+=%) Choi S and Na S (2020) Quantitative data from six years
(2013—2018) of light trap sampling of macromoths (Lepidoptera) in Mt.
Hallasan National Park, South Korea. Brodiversity Data Journal, 8:€¢51490

o (3]F dlo]e 9] Dryad* =) https://doi.org/10.5061/dryad.d7wm37pxq

* Dryade =2 2atdEsh M- Mefst A7 =F2| Ho|EE S5 Y= repository

o (A9 8°F) et ) 1170 siteollA 613 7+ 5-1090) wjg 3hH #})A
frols(light trap) 2.2 55 At FAIF(NES L WA 5 2R
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IE 1. THA JHE Y
<i 13-1-1>
] =
No i ZT;H%/ =2
1 |Sampling site district M |(EEEZE): Y = IS S ST dHAIZ
(AR S RAN D)
2 ling method O |MHE(FTE): ofR=Alol| ALSEl kA
(inItII-tH) ZE EYAIREY 58
3 Sampl M Al AF HHP| /75 & AR, 2322, 718t
(M= TEr)
IIE 2. EEHOIE
<HE 13-1-2>
Na e e =g
1 |Upload data file for site M |[MHE(TE): AKXl Cist MM HEE He|st T
information
(Z=ARK| ME lolg] ZOH: <E 13-1-3>00 7|&E oz JdM miels nkso| YIzE
mfel 25
2 |Upload data file for M |MEEE): MY Z2TE Fe2lE ok
sampling result
(zhx! 22} ooje mp! o <E 13-14>0] 7|25 Aoz oM mels okE0] HZE
HZE)
3 |Upload data file for taxa | M |[AH(ZE): M= M=E2 ERw HEE Helsh mid
information
(B2 ME do|g ZO: <E 13-1-5>00 7|&E oz JdM miels oiso| YIzE
fel z5)
4 |Release date M |MYH(Z-E): Data release date
(S0 MY(Z2): dlole 37 Mt
AL YYYY-MM-DD
ofAl: 2018-12-22
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oM T XM QF: site information

o
(] A sdo] ZF columndl & the 3EEL 79
(] 94 3do] 7z} rowdlle 2 ZAMAE ZJEE 7Y
<#% 13-1-3>
Column ¥ Z;%))/ Y
Sampling site name M HHEE): £ = ZEse S EYXHoZ ofz] 72 LIFo] ZASI0] 242
(EAPA(ARIY)) U2 ZF TAELE HSE 7|11 2t Sojct gpset sHEIEE MR #7|
Sampling site GPS M AEHEE): =AF &L WGES34
(Z=AR] GPS) of Al: N. 38000000, E 125000000
Sampling site elevation M |(EH(ZE): of=A} B GHETIE m)
(ZARR 15)
Habitat type O AMYH(FTE): AKX MAX| 73
(ZARR] MAX] 78) - SA (M2 Sdeg] HYgEl ERARK| Ty v =/E=X|/LCHX| 7|7t
Sk EQIAM Z=XE OX| S 7|71 2 EAM TAZe FEX)/AIZIX)
- A (6Hd _olB L, FHE, S, RIS A HEX| AR/NTK|, F)
- 7|EEHIAE @l2)
AY M A QE: sampling result
[ A2 vde] 2z} columndl= te FE5< 719
0 94 el 2} rowels AN 8 gz 448 AW 20E 7)Y
<#% 13-1-4>
(M) =
Column Elg ﬂ!—_l'l(O) _IIZ_EDEI-
Sampling site name M MH(ZR): T E= RIS 5 EHXHSZ 043] JHZ L0 Z=AlS|o]
(EAEA(AXIY)) we de 42 Aoz HEE |1 Z HEolch gpset ST E
2 #7|
Sample id M MY(Z3): offAIEHM HORl MEHT
(ME9Y) Of[A[: X[2[&H
Sampling date M Mod(=2): Of|=AlollM ARl ME2! X}
(Ofe|z=A)
Weather @) oIAl: 8+3, S8, H|, = oPH, HiEHZ2h
(OFRIZ=A} EHA| 7|4
organism M | M™E(=ZE): &elEl M E2| scientific name
(M=) of|Al: Alcis angulifera
Abundance @) Moy(=2): 2R M LR A 5
(70 = =)
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oMl T XM QF: taxa information

o = o

[0 44 stde] 7 columndll= Ys #5555 719
(] A glde] 7t rowdl= AMFE AEFTY #/FrARE 7Y

<3 13-1-5>

I 4~
Column Z—E'__;!(('\CA)))/ L=y,

organism MY (ZR): gol=l MEo| scientific name
(M=9) o Al: Alcis angulifera
Korean name @) Moy(ZE): MEo =2
(MEo =) OoflAl: & & IbX L}t
taxonomic data (family) M MH(ZR): gol=l MEo ERstx My 11y
(B 5™ E (1))
taxonomic data (order) M Moy(=ZE2): Eol=l MEo| EFSN ME =9
(BEEME(=2Y))
taxonomic data (class) @) Moy(=2): Eol=l MEol EFSIN MHE ZdH
(BERXME(ZY)
taxonomic data (phylum) @) Moy(=32): &ol=l MEo| 2ERSIN ME 2Y
(ERYEE(EY))
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