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BioProject M&

Part 1l. 7|2 GH|O|E
BioProject HH

O] (SKRY) KOBIC ZH & Cie T2JF X2 O 41

O (B = A2 Hi0IQ &7 HOEE S5 Al S+ D=MEO| ofeh JHaxel Y2
S5 M X0|H, 0] Oiwde +5=0f U= 2= Z HOHE TAE Zdop| ® H

IIE 1. Submitter information (SEX} QIXAIEN

H|11

0 Submitter= SSAIAE & OI0|E XA HSIE I6IH EMOZ Pl(Principal
Investigator; HATEHRIXN0|0{0F &t

O PI7t ofd ME'*(01|' AT AL SH)0| submitg ot dRE (B 2-1)01 PIQ QINAEIS

Qist &, Plo| AEE ARRSIO! submitd % US
M: Mandatory
O: Optional
g 2-1)
NO °°|.% ﬂEif(O))/ Eonl-
T |Name of submitter M | MYH(ZE): Name of the submitter
(E2XI9| 92 0/2) HYEFR): SEX9 F2 0I5

HO(PR): Last name, First name, Middle name, where
middle name is optional

ZUEI): 8, 0159 &A= 24
OiAl: Hong, Gil Dong, or Smith, John, F

11

W
2
A
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2
0
HI



https://ncbi.nlm.nih.gov/bioproject/

_ oA
o = 80 ==
2 |Name of submitter in M |HEFHE): S8 =2 015
Korean N@L): 52
(g Xl_ol 3—11_1?_ OIE) 01' |(£'T'_‘ S =20
3 | Primary e-mail of submitter M | AHE(FR): Submitter's primary e-mail of the submitter
(EE2X = 0|HY =A) HY(FE): SEAVt 2 ABot= O[HY F4
4 Secondary e-mail of @) AH(PR): Submitter's secondary e-mail of the submitter
submitter HYED): SEA} BRZ AIRSE OlHY Fa
SEAS £ 0|HY F4)
5 Name of submitter’s M | AH(FE): Name of organization of the submitter
organization HY(IR): SEA A% 7|8 FEF
(SEA A% 7|2 F2Y) . o
OilAl: Seoul National University
6 |Name of submitter’s M OAERD): MSiatn
organization in Korean
(S8 A% 7|19 Z2F)
7| Department of submitter M MH(FBE): Name of department of the submitter
E@E{ AL &1}/ M9 HYFE): SSA A% stl/RMO F2F
ewe Oi|Al: Department of Chemical Engineering
8 Department of submitter in M OAN|(22): sfetZstt
Korean
EXp A% SN
IO)
9 | Phone number of submitter 0 IO +82-2-1111-2222
(S5 HMalHS)
10 | Address of submitter M OlA: 125, Gwahak-ro, Yuseong—gu, Daejeon, 34141
(SEXS FE )
11 | Address of submitter in M [OA(ZR): 34141 CHRZSA| QAT W&tz 125
Korean
(SEXS IZE )
12 Country of submitter M GllAl: Republic of Korea
(SEAQ =74)
13 | Researcher ID of submitter M | HBEFR): SSA AR 1RHES
(SEXQ ALRX} 1RHT) OIAIZ2): 10155792
H(ZR): o7 TRHSE IRIS(HEHSBITR|AIALNO
7£1—| A}OfEOI NRI(ZI 1O AEE, https://nri.iris.qo. kr/)OﬁM £
14 |Name of contributors O |AHYR): Name of contributors
Q|0|F_ | MAF 704X E2XtO HY(ZR): SSA 2 I0[E 4o 7|08t Afel FE 0|5
S HIOH(HR): Last name, First name, Middle name, where
middle name is optional. If there are more than one
contributor, use // as delimiter.
'3(%) gL oERLENR Y. TIP3 /15
|A|1 Kim, Miyoung
GfA[2: Kim, I\/I|young//Lee Chulsoo
15 llzlame of contributors in 0 |MERZR): S2X}t 9 HI0[E AfAt0] 7|0i8H Af2to] 22 0|2
orean
gﬂom ng_r 7|04XIe] SEX}| ZOU(ER): 7I0Rt Y 3R //E TEXNZE AME510
01|A|1 7||:|01
ofAl2: Zln|&//01z

12


https://nri.iris.go.kr/

BioProject M&

I

IME 2. Title and description of the project (ZZHMEQ| X|E 2 AH)

= 2-2)
= oA M
No 8= i ==t
1 | Project title M MH(PR): A brief title of the project. This is different
(@2HEC Y2 H=) from the ftitle of the grant that funded the project.
T HY@S): DRHE| 7St YR NS, B D2HES oY
X3t MHl(grant)2] H=0] OfL2t Z2ME X9 H=0|H, 2
ALY UHES 71 & Hg = UXE SEA Yoz 20l=
=Y.
Of| Al
Examples
Chromosome Y sequencing
Opportunistic pathogen that causes important food—bourne
disease
Global studies of microbial diversity on human skin
2 | Project title in Korean M HY(ZR). TZHEQ| ZIEfst =& M5, 2 ZZHMEEZ o3|
(m2EES 22 X=) Xlst 2txl(grant)2 M=0] otLjet Z2HE i[O H=0|H, 2
A9l &S /M & BHog + JUXE SEAV Y= 20l=
H=g.
A=)
Ol|A|
Y SR A
F AZPHEEE YO7|= 7|3l AFHEA
27t MROMe| OIS CE0 Cfet e o4
3 | Project description M HH(@E): A description of the project, about a paragraph
(@aME| 2 4%) long.
HY=I): ot 2 ¥k 2oz D=NEQ| 4Hg JEC=
&
4 | Project description in M AHZI): §F BH Hr 2EHOZ DZHEO| MHS ZZO0Z
Korean S

(@EHEQ 22 49
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=

IIE 3. Grant information (¢3¢ ItH| X&)

= 2-3)
= M)/
No ol'% A._"E(O) E%DEP
1 |Major grant ID M |AHE(ER): ID of the major grant that funded this project

(F2 AT )

HYFD): 0| Z=HES 7| X2t F2 A9 ¢s
CIAIRE): 2014M3CIA3064681

H|(ZE): Enter “Not applicable” when needed
HID(ES): siy A& 942 Al, “Not applicable” 2

2 |Major grant NTIS ID
(Z=Q AAWHC| NTIS HS)

MH(GR): NTIS ID of the major grant that funded this project
HYFRD): 0] ZI2HES A7H| X5t £ AFMAC| NTIS HS

OAIZEE): 1711043540

H|(YS): Enter “Not applicable” when needed
HID(Z2): siZ AtSE @12 Al, “Not applicable” 2

3 |Major grant title
ZQ AFIAHC IE M=)

MH(ZR): Title of the major grant that funded this project
HYEE): 0| Z=2MES 7| X[st £ AN FZE M=

GilAl: Next—generation Genome-InfraNET for the advancement
of genome research and service

HIZ(FS): Enter “Not applicable” when needed
HIZ2(Z2): i AtSE ¢I8 Al, “Not applicable” 2

4 |Major grant title in Korean
(FQ AnHe =22 M=)

HYFID): 0] ZRHMES G| X F2 AFMHC =& M=

MA(RS): SEA HTIlE TEst 2 BE MHIAZ 93t RN Hls
Olmaf 1

H|(YS): Enter “Not applicable” when needed
HIZ(ZSR): 1= AE 92 Al, “Not applicable” 212

5 |Funding agency
(S| X[ 712

HYEE): 0| ZIHMES A7H| X3t ALATZ7 12 0IF

OINED): St=eTAE, BT

1=

HI2(PE): Enter “Not applicable” when needed
HII(ZE): oz AR @12 Al, “Not applicable”

6 |Funding government
department

(@] X[E &x)

HY(FI): 0] ZRHMES 7| Xget 22X 0|
OA(=ER): UV EEESHR, BHSXR, 2Eady

H|(YS): Enter “Not applicable” when needed
HIZ2(Z2): i AtSE ¢I8 Al “Not applicable” 2

7 |Additional grant ID
(F7HHQI Y| $13)

AMH(FE): ID of additional grant(s) that funded this project
HH(FR): 0| ZRHMEES O7H| X5t F71AQ1 A2 HS,
//E TEXZ 510 54 g Jts

CIA(Z2): 2014M3C9A3064681

14
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BioProject M&

IE 4. Publication and patent information (=2 % E5| Hut &)

(H 2-4)
= TM)/
No &= E(0) =52
1 [PubMed ID of publication 0 AH(HR): PubMed ID of the publication from this project.

(=29| PubMed ID)

Multiple publications can be entered.
HHER): 0] Z2HE 9| Atz MEE =29 PubMed ID.
[/& F=EXZ 5l 54 48 ks

OlAl: 31974418//29321500

2 |DOI of publication O | M™H(@=): DOI(Digital Object Identifier) of the publication
w=20| DOI) from this project. Multiple publications can be entered.
HYEE): 0| I2HE 2349 A2 MEFH =29 DOI(Digital
Object IdentifienE &l . //& F2AIZ 610 54 249 7ts
Of|AL:
10.1038/541598-020-57919-6//10.1038/s41598-017-16535-7
3 |Domestic patent number O AMH(FR): Domestic patent number from this project.
Ea = HYEE): 0| Z=ME 30| Anz MEFH I 559 HSE. //E
(2 =31 we) TENZ o0f 24 0 Tls
GiIAl: 10-2017-0012076//10-1862285-0000
4 |International patent number O | MH(@R): International patent number from this project.

(el =3 Hi5)

HYEL): 0| DRHE 40| ZN2 M5 9 S| HE.//2
TERZ 50 B4 Y3 Tts5

OflAl: US20170233479A1//JP6623353B2
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BioSample HH&

O (RHMX) KOBIC &4 5 Ci4 MEJL K2 97 B

- -O

[0 (BY) = A2 HIO|Q A7 CIOHS S5 Al 42 R MRS HdC=

Al SH

= , ‘©=2 Tr E = M=

A 1 AZ0| CHst JHZNel HBS S2E [ A0[H, 0| 29 HAZRE 4250
OFA

Q= C'0) 2t BIOJEE YA SH5P| B T2 ZHIGH0F SHe YA

%, 2= HO[H0 HEE= A2 OlHH, MEE= HOH= 2t MMM B EA

=

(1 (Bdof| 208 XtE) NCBI BioSample(https://ncbi.nim.nih.gov/biosample/)2] LAl
JHto2 AEEAUS

16
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I

BioSample HH
IIE 1. Taxonomic type (ME=2 E)
(B 3-1)
No | z= | HEO =]
1 | Taxonomic M |EEEPD): The organism group that best describes your sample
type HY(=TD): SSokis ME0 7+ MEst M=+

M22 5%)

st

WD) Select one from the following

No

Possible values

Description

1

Human

Human sample or cell line

Model organism or
animal

Multicellular sample or cell line derived from common
laboratory model 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 w
Use for Bacteria or other unicellular microbes. Select Microbe o
5 [Microbe when it is not appropriate or advantageous to select Virus or 75}
Pathogen. )
6 |Virus Virus samples. Viral pathogens should be submitted using the .g
“Clinical or host-associated pathogen” form. o
Use for pathogen samples that are relevant to public health. o
Such pathogens include (1) human pathogens, (2) animal L
Clinical or pathogens that can potentially transmit to humans (e.g., avian HL
7 |host-associated influenza virus), and (3) animal pathogens that do not transmit
athogen to humans but still may have indirect public health implications
pathog (e.g., swine fever virus). Required attributes include those
considered useful for the rapid analysis and trace back of
pathogens.
8 Ep\g;ﬁginggiﬁgggﬁd' Environmental, food, or other pathogen
9 g/lnevﬁ?gﬁr?]oe?%lor Metagenome or environmental sample
ts% U=ED): s 3 =Y
No 7tsst 2 ot
1 |Human OlF| R2f ME t= M
o |Model organism or |SEE/FM 58, 52 ARl M| R DNE S5(mouse, rat,
animal Drosophila, worm, fish, frogS) |2 ME F= MES
3 |Invertebrate FrFEE ME
4 |Plant AlE R ME E= MEF
5 |Microbe SE2I0 F= 7|EF HMIE DS ME. OfhC| Virus S2 Pathogen
MEACZ KEoIH &HoIK| Pt %9 Microbez X[Eg A.
6 Virus HIO|2IA ME. H2IA| HIO[2IAE= 029 Clinical or host-associated
pathogens A& A
35 Hodil s foii’% g7<1|°| g% (1) Q1ZH H2UH|, (2)
Clinical or QRIOR9| ZIA 715H0] U= t”°J7<1| (01| =274 HO[24A),
7 |host-associated 3 °|_||7_*01|71| 7.:*%8 ot EIXIF'J -5% 240 ?_*EE‘ %% | UAS = U
pathogen = 3= H2A O DHXSE HI0[A). 0[2feh 22 HRURO| AL5t
A1 3 R0 TSt M2 S0 St =52 Yolor &t
B o e o 42571 Ofd 8121, A 94 7|t BEONN st wtess|
g |Metagenome or ME0I| HolE MEEC| LS A0 X Xol=s HEPE = 2

environmental

IT
M=

17



=

IHE 2. Sample attribute (M=

H|

O (E 3-2)9 2} &=9] Tx(M)/AEHO) a2

B 3-1)0A SEAPL Aot= Sample typed|

et (B 3-3)01l 2lstof ZHE

(B 3-2)
No = ==
1 |age MHER): Age at the time of sampling; relevant scale depends on species and
(o)) study, e.g., could be seconds for amoebae or centuries for trees
HYHFD): MY A L0|. MEF 2 70] M2t XHESH HZ 2AEK0: OfHHf!
dRe= =, LIRQI 42e A7)
2 |altitude HHER): The altitude of the sample is the vertical distance between Earth's surface
(1) above sea level and the sampled position in the air.
HYED): 22 n(Gh+H @ o BN MEZE AX| M0[2] X))
3 | biomaterial AH(ER): Name and address of the lab or Pl, or a culture collection identifier
provider HoyER): UH0| AIRSH ME0| SM2 H= HEOZN, AN Y, Ol GEKY 5

(4=E MSA)

idkls s 7Y ME=

LIF0N 2S5k 2 59 OlR= aliid Bi=

LT ©— O HACC @%D‘ NAE—l'J_,— OI:IE—':!

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

4 |birth date MHH(YD): Birth date of the subject
(BMUXD HYEE): Y iy MUKt
5 |birth location |MBE(FR): Birth location of the subject
(ZARIA) HE(ER): 2 Ao 484
6 |breed MHH(HD): Breed name - chiefly used in domesticated animals or plants
(EzY HYER): E3Y - T2 7E=E0|LE A= Al2E
7 |breeding SHH(YR): Breeding history
history HYED): BTN 01
=30 0[)
8 |breeding HH(YR): Breeding method
method HYED): FINR YUY
(B30 &)
9 |broad-scale AH(FR): Add terms that identify the major environment type(s) where your sample
environmental |was collected. Recommend subclasses of biome [ENVO:00000428]. Multiple terms
context can be separated by one or more pipes e.g.. mangrove biome

0O 35IH

[ENVO:01000181]|estuarine biome [ENVO:01000020]

HYED): M20| & F = {. Environment Ontology(ENVO)OIIA
biome(d==A)2| ot ZA0 U= 801 I 1 80{9 IDE AIEst= Ae HE. biomed

8|t$| A0 U= 0SS http://purl.obolibrary.org/obo/ENVO_00000428/0M EZtst 4
ol
SICHH IoIE(|) 7|52 802 =8

%9@(?—5—)1 801 [8019)id]. 2Ief of2f BOIE AkZaliof

OAl: mangrove biome [ENVO:01000181]|estuarine biome [ENVO:01000020]

18
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=
BioSample HH

No o= ==
10 |cell line HHHD: Name of the cell line
(M=) HHED): MZxo 0|2
11 |cell subtype |AY(HR): Subtype of a cell
M= MEER) |MBEE: M| 08 (subtype)
12 |cell type HH(HD): Type of cell of the sample or from which the sample was obtained.
(MIZ EfQ)) HHER): M2 MZEH(cell type) B2 ME0| JOITI MZLO| type
13 |collected by |AB(BR): Name of persons or institute who collected the sample
(ESIHN)) HYZE): MES e Al T= 7139 018
14 |collection date |HMH(YD): The date (or date and time) on which the sample was collected

(4% 2

HHERD): MBS HHe N S2 U0t 2 AR

HUM(ER): Use ISO 8601 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.

TUHYR): SWQt AlZE H7|9] I1SO 8601 =M BEE 72 AR, I ZU “YYYY”,
YYYY-MM", “YYYY-MM-DD"Y. &M 2 A[ZH ZoHS "YYYY-mm-ddThh:mm:ss"QIH|,
AZE B2 Zulu AIZIOZITE E2lE SEMAAUTC)S AREsH, SMet A 2F LI “T'S
20/, AlZF 29l Fols Yl ‘772 2. F 19 IW 4 AlZIe] HRIE Qo™ 2 It
2 A2 2 2 (EHADE E2.

OlAl: 1990-10-30, 1990-10, 1990, 1952-10-21/1953-02-15, 2015-10-11T17:53:03Z

15 |cultivar MF(FR): Cultivar name - cultivated variety of plant
(MHHEZD) HYEE): A=9 MHIEEY

16 |culture MH(ER): Name of source institute and unique culture identifier
collection

(s Z2)

SH(ED): M0 Y B JB 0F L 1 Y ID

TU(HR): See http://www.insdc.org/controlled—vocabulary—culturecollection—qualifier/
for the description for the proper format and list of allowed institutes.

T(=E): Must 2o 3 Y oi8HE= U1 gAEE O g3 Fi
http://www.insdc.org/controlled—vocabulary—culturecollection—qualifier/

17 |death date HH(HR): Death date of the subject
(AFLUXP) HYFED): A oy ARt
18 |depth MH(ER): Depth is defined as the vertical distance below surface, e.g. for sediment
(z0]) or soil samples depth is measured from sediment or soil surface, respectively. Depth
" can be reported as an interval for subsurface samples.
HYFD): #0l= HH oo & H2|2 HolE.
19 |description AH(FR): Description of the sample
(M= M) HYED): M2 29
20 |development |[AH(ER): Developmental stage at the time of sampling.

stage

(2 dH)

HEEE): HEY GAIQ M3 LY HE

19
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No o= =2
21 |disease AH(FR): List of diseases diagnosed
&) HAYED): MHE Y =5
IO(HR): 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/
ZOES): o 2Hs Hah o & Qg HEQ| g2 SAEN M2t S, QI7te] 22 DO

(Disease Ontologv)oﬂkl ?JO *._"E—”.Offﬂl https://www.ebi.ac.uk/ols/ontologies/doid/
Ol ZM/Ee o~ QI3 217H0] OHd Z2 KRS 71X,

22 |disease stage |MB(YD): Stage of disease at the time of sampling.

(RETHA) HYED): M2 A HY A
23 |ecotype AH(FR): A population within a given species displaying genetically based,
(MERS)) phenotypic traits that reflect adaptation to a local habitat.
- HEGFD): ME™. X9 MAX0l| et MSS BIHoks |NA 7|89 B S48 U=
£8 & Wl Jidi
OIAl: Columbia
24 |ethnicity AHER): Ethnicity of the subject
GIES) HYFD): A+ Ol BIEH(ethnicity)
25 | genotype HBE(YR): Observed genotype
(R HYEE): HEE /0
26 |geographic HH(HR): Geographical origin of the sample
location

(RI2/H )

HYED): M2 X2H &X

TZM(PD): 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.

ZHEE): ME HES 01574 oY 5)2 Ua 2AEN Lt AS:

http: //wwvvlnsdc orq/documents/countrv quallfler vocabularv/ :_117 /ollYF 59| 0|2 HC}
O XMlet X[2|d Xz =71/6HY 82 018 TS0l 22(0)2 22 = %'i.%:.*

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

27

growth
protocol

(HiY T2ES)

HHBR): Protocol for growth
HYEE): Y Z=2ES

BllAl: 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 HH(PD): Health or disease status of sample at time of collection
(HAZ ALER) HYZE): T DAl M2 717 2 HY SH
29 |height or MBE(YR): Measurement of height or length
length HHED): 50| E= 20| FHY
(Z0] E= #0))
30 |host AH(ER): The natural (as opposed to laboratory) host to the organism from which
&= the sample was obtained. Use the full taxonomic name.
HYHEE): dES TS MYFQ KUY SF(HHM %37} 0L2hel 0|58 2t
FRE0= ¢4
GlAl: Homo sapiens
31 |host age MH(GR): Age of host at the time of sampling
2= 110]) HYED): Y FA 539 L0

20
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No o= ==

32 |host HH(PD): Additional information not included in other defined vocabulary fields
description HY(ZE): SAE0 st 4 5, OE 50 gl= F7t Z ¢
=3 FIt g5)

33 |host disease |HB(HE): Name of relevant disease
(&Z 2Y) HYFD): LY Qloff SAEN M7= HE9l 0|5

HO(YR): Controlled vocabulary from http://bioportal.bioontology.org/ontologies/1009/
or http://www.ncbi.nlm.nih.gov/mesh/

TOHZER): 2 £ Z29| controlled vocabulary & SHE AF2: (1) Human Disease
Ontology (http://bioportal.bioontology.org/ontologies/1009/) (2) MeSH (Medical Subject
Headings) (http://www.ncbi.nlm.nih.gov/mesh/)

OAl: Salmonella gastroenteritis

34

host disease

MH(ER): Final outcome of disease

outcome HYHFED): SAE0 M71 Yo T At
(53 &Y 21 w
OlAl: death, chronic disease, recovery o
35 |host disease |MAB(Y@R): Stage of disease at the time of sampling o
stage HB([D): SASK) W71 Tyo| MY YA by 3
(B3 Y OA) =
36 |host health HH(FR): Information regarding health state of the individual sampled at the time of o4
state sampling HT
(&% 71z Ay | HE(EE): M2 YA SAEQ| 7Y JH FE
37 |host sex HH(BR): Gender or physical sex of the host
(&£ AMg) HYEFD): =32 Y=85 4 = 48
Jtset A Os & HY
No st A
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(@E): A unique identifier by which each subject can be referred to,
(&% 47 D) de-identified.
HYFD): 24 =3 JHHE UE & U= H| AE35HE(de-identified) 1D
GIAl: #131
39 |host tissue MH(FR): Type of tissue the initial sample was taken from
sampled HYED: £7| MBS MG SAE X EfY
(&% %)

LOH(FR): Controlled vocabulary from http://bioportal.bicontology.org/ontologies/1005/

Zo(Z2): BRENDA Tissue and Enzyme Source Ontology

(http://bioportal.bioontology.org/ontologies/1005/)MIA HEdH= controlled vocabulary
aE

21
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No o= =2
40 |identified by |ABE(YR): Name of the taxonomist who identified the specimen
(A8t Xp HY(ZED): H2S Adst EREX9 0|5
41 |isolate HH(FR): Identification or description of the specific individual from which this
sample was obtained
HYED): ME20| 2T EF JHHQ AE E= MY
OiAI1: Stage 3 lung cancer patient #17
OilA2: 2-year-old Panax ginseng
42 |isolation HH(HR): Describes the physical, environmental and/or local geographical source of
source the biological sample from which the sample was derived
22 AN) HY(ZE): 20| RUE ME M2 S2X, &8N Y/E= X9 X2| EME 8F
43 |karyotype HY(FD): Karyotype
CE) dYE2): SMH Y
44 |lab host MHER): Scientific name and description of the laboratory host used to propagate

SERES

the source organism or material from which the sample was obtained

SH(ED): M20| RAF MY E= STS WISKSL MSE B 459 iy U 4Y

OAl: Escherichia coli DHba, or Homo sapiens Hela cells

45

latitude and
longitude

Rl & 35)

AHH(FR): The geographical coordinates of the location where the sample was
collected

HYEID): 20| +HE ARl X2H HERI=2 E5)

IOH(HR): Specify as degrees latitude and longitude in format "d[d.dddd] NI|S
dldd.dddd] WIE".

TH(=Z2): "d [d.dddd] N | S d [dd.dddd] W | E" §Aloz Q=et A2 X|H
OAl: 3898 N 77.11 W

46 |mating type AH(FR): Mating type of microbe
(wHy SER) HY(ZED): 0= Wl e

47 |NCBI HH(HRE): NCBI's taxonomy identifier of the organism for this sample. The NCBI
taxonomy ID  [taxonomy ID can be found at https://www.ncbi.nlm.nih.gov/taxonomy/. Enter “NA*

(NCBI 27 D)

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.

a9 5#‘:') 0 30 CHot 7He MESt %*%“"1I01I71I NCBIZ7t £0{5l= &5 IDE ™. The NC
BI = IDE CHS HO|X[HIA A ”6}01 g £ Nlo https //www.ncbi. nIm nlh gov/taxono

X
my/. g S1t 22 B2 NAZIT 9421 (1) NCBI 22 ID7f O] Zxfolx| i M=Ze]
6 0 wZ0 Tue 450 THe Al I Seis HeDls G B HEe He

GlAl: Homo sapiens®l HL 96065 U2, Pseudomonas sp. UK4Q] AL 4526805 UH

48

organism
(MHA| H)

HH(BR): 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".

HY(=E): 0| HS0f et 71y MES YA 015CtssIEH T HRMK). M22 59 42
Hot= ME2Ts . 0=l "ol 740 HHGt i( enus)S %111 = 'sp. & YHolH E'(01|
"Escherichia sp."). Virus —E%EWIMQ D|i+0|_| | A= ooz Taxonomy IDO|| X5tst
MBS 7|8, H-HEHAS AANM A2 *I?_Jé;' "E* [[HE m3(strain) Ee=
E2|F(solate)? 0IEX YH(0: "Pseudomonas sp. UK4").

OIAl: Homo sapiens, Pseudomonas sp. UK4

22
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49 |passage HH(HD): Number of passages and passage method
history HY(ID): Passage(AithY)2] S U
(AIch HiF O])
50 |pathotype MH(BR): Some bacterial specific pathotypes
(M) HE(EED): HHA MEQ 42 Bl (pathotype) U
GAl: Escherichia coli — STEC, UPEC
51 |phenotype HH(HD): Phenotype of sampled organism
(HS) HYED): MY & 4PN B
T(FD): Controlled vocabulary from Phenotypic Quality Ontology (PATO) (http://biop
ortal.bioontology.org/visualize/44601/)
ZOH(ZR): Phenotypic Quality Ontology (PATO) (http://bioportal.bioontology.org/visualiz
e/44601/)MIM HMESk= controlled vocabulary 4
52 |population HH(HR): Applicable for human and plants. Population is a summation of all the
(Zh organisms 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.
HHFD): A7t AS MEO| A2 oy, S8 X0 MAIGHHM 7iA| 7+ S 80|t
S= RO Hlet A0|0, X2 Mth(filial generation), Xt&(progeny)2| =, R% 2= Lot
Halg = QU2
53 |race MH(PD): Race of the subject
Q= HYFED): A+ iy Q1B (race)
54 |reference for |AH(BR): Primary publication or genome report

biomaterial

e
A2S)

HEED): oig YSEO| tfet F2 =& F= | 2ZE

o PubMed ID, or DOI (Digital Object Identifier), or URL

55

relationship to
oxygen

(M EHY)

HH(HD): Aerobic or anaerobic
HYHFD): MALAE(SIY, Y )

st 3t TS F G

1 |aerobe

2 |anaerobe

3 |facultative

4 |microaerophilic
5

6

7

microanaerobe
obligate aerobe
obligate anaerobe

56 |sample AH(FR): Method or device employed for collecting sample
collection | doy=R): ME LT AIBE WY E= IR
device or
method
(MZE Y X
)
o
57 |sample AH(ER): Processing applied to the sample during or after isolation
material HYEE): 22 3 E= 22 & ME0 HNEE X2l Y
processing

(M= 2E X2
l:IH:H)
od

23
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58 |sample name |[&H(YE): A name that you choose for the sample. It can have any format, but we
(A=oy) suggest 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.
HY((ZE): SFAVE ME0| Cfolff 20t 0|5, S8 YA giX 7HaY, 1Ry, A0
UL of0] A FEoIH £2. HI0[E SZAt otH0| MEoke B MESC 0182 44
JRoHOF Bt
59 |sample size AHER): Amount or size of sample (volume, mass or area) that was collected
(MZ AIO|X) HYEZD): £ 2 M2 ¥ I= J7| (B0, 2Y F= HE)
60 |sample type |[HH(ER): Sample type, such as cell culture, mixed culture, tissue sample, whole
Mz EfR)) organism, single cell, metagenomic assembly
o=
HYEE): ME2 R0, M2 s 22 IS0 US: M HIY, =7 HiY, X5 ME,
TA| MEA|, S M, HE Als OS2
61 |serotype MHER): Taxonomy below subspecies; a variety (in bacteria, fungi or virus) usually
(31243d) based on its antigenic properties.
o - O _ _ . | -
HYZE): &Y (serotype)0|Zt OF5(subspecies) Offf 25!, BiE[2(0f, &l E=
HIO|HAOIN Cifet fA0| Ut iMoo = oM E40| ME.
OilAl: serotype="HIN1" in Influenza A virus CY098518.
62 |serovar AHER): Taxonomy below subspecies; a variety (in bacteria, fungi or virus) usually
(&5 based on its antigenic properties. Sometimes used as species identifier in bacteria
= .
e with shaky taxonomy.
HEEFE): E(serovant O0E(subspecies) Ot 27, SE|2(0f, Tl Ei= HIO[ZAOM
Cifot 80| =M, YENO= offM E-40| ME. 257/t S0Pt 2HHIZ[00IM &
AEXE AR &
GiIAl: Leptospira, serovar saopaolo S76607 (65357 in Entrez).
63 |sex AH(PR): Physical sex of sampled organism
(M) HYEE): MEY = MIHNQ MEsE M
TSR 2 U2 B U
No tset
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 AHEER): Unique identifier assigned to a material sample used for extracting nucleic
material acids, and subsequent sequencing. The identifier can refer either to the original
identifiers material collected or to any derived sub-samples.

(¥ 22 D)

AHED): M £E U S5 ARN0| ARSI M2 20| BY B DY MK, MRS
+EE 92 X2 E= IME o] 422 BX ¥ 4 9IS

24
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65 |specimen HH(HD: Identifier for the physical specimen
voucher

(HE= AL

HYED): A0 A 4B BEo| 4K

LIO(FR): Use the format "[{institution—code):[{collection-code):][{specimen_id)", in w
hich collection—code is optional, along with a controlled vocabulary provided at
http://www.insdc.org/controlled-vocabulary—specimenvoucher—qualifier/.

HO(RI): http://www.insdc.org/controlled-vocabulary—specimenvoucher—qualifier/
0lM MB=l= controlled vocabulary®@t “[Kinstitution—code) : [{collection-code) :]] {speci
men_id)'9] ZMS AtE(collection-code= SHHE ZARO0TH AMEH Q).

HIZ: 719 institution-codeE Mg M NCBIZt compiledt institution codel S5
ftp://ftp.ncbi.nlm.nih.gov/pub/taxonomy/coll dump.txt OlA] E0tE A,
I FQ ME AXf BT institution codes LIS ZS:

=2 J|&H o2 7| InS’[(I:’[(l)J(’;lé)n

SN2 Korean Cell Line Bank KCLB o)
; (o]
siEyeEseTe yexeme | Korean Collection for Type KCTC 7
i =

CEX|EH OI[AM=OH Korean Agricultural Culture
Ol_l_loé ol:lulogu_o Collection KACC '%
>
0ROk ftp://ftp.ncbi.nlm.nih.gov/pub/taxonomy/coll_dump.txt Ol institution codeZt %I"

SMEX| 52 71e] 0= F27 [HB(=7 1A HEHZ institution codeS Y.
IOF institution code % specimen idE ZE7ILL, 2YS HA| %2 59 OIRE diF 8=
42 NAZEDD 248

OflAl: KCLB:30082, KCTC:6910, KACC:44679

66

storage
conditions

(22 =2

HH(FD): Explain how and for how long the soil sample was stored before DNA
extraction.

HHZED): DNAS FE57| H0| EY MES 0T/ HHSIAN Lottt 2 HHSIA=X]
Y.

67 |strain HH(YR): Microbial or eukaryotic strain name
(=, HE) HYERD): ME = MHME9| strain(@F, AS) 0I5
68 |stud book AHER): A number of the captive animal individual in stud book
number HHED): 529 ¥s ¥
(88 H3)
69 |subgroup AHER): Taxonomy below subspecies; sometimes used in viruses to denote
(METI=) subgroups taken from a single isolate.
HHZD): OFH(subgroup)2 Ol&(subspecies) Ot 251, =l 22|0f|A] ATl 512
JESS UELH7Z| ol HIO[ZHAOIN 718 ARZE.
70 |subtype MH(HD): Used as classifier in viruses
(MEE) HHEZD): 0F(subtype)2 HIO[HANM E2FAIZ AEE.
OilAl: HIV type 1, Group M, Subtype A
71 |temperature HH(FBR): Temperature of the sample at time of sampling
25 HYED): dEY YA MEQ 2k
72 |tissue HH(HR): Type of tissue the sample was taken from
(== HYFD): M20| F=E 259 EIY

25
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73 |treatment AHH(HR): Describes how the sample was treated

(M2] =)

HYEID: &= M2l =A

GllAl1: 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).

OllA[2: The rats were treated with 150 mg phthalate per bodyweight kilogram for
each day for 13 weeks.

74

other
characteristics

B &4

HH(HR): Other characteristics needed to describe sample characteristics, which can
be useful to enter the information on experimental factors.

HYZD): ME EHS MUot=0| LSt J|E &5, AFQ| QlXKfactor) HEE 7|UE0| {2
5f A Ol 5p20|

=2 T ML= o—0O.-

HIH(EE): Use the format “Characteristics name:Characteristics value”. Use “//* delimi
ter for multiple characteristics.

TUHER): ‘SMHENG0| HEZ oiH, //E T2 AKZoI0 o] 712 S48 ¢HE

A Ol
T MO

OlAl1: BRCA1 mutation status:Yes (8t 7§ EM0t Ql2ist AQ)

OAl2: BRCAT mutation status:Yes//Chemotherapy dosage:High (& 7i EME 26t 4
2)

GlAI3: organ:brain//subregion:hippocampus//neuronal type:GABAergic (M| 7§ EMS

3 29)

HII(¥R): Enter ‘None' if there are no other characteristics that are needed to
describe the sample

HID(ZER): DIof ME9| EMS MU UNA FIHXQI JIEF HEO| 20| LQGIK| US &
20l= NoneO|2t0 2/

26
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HIE B 3-20| $250 MERY Ta/MeE/HIele ofF
O & 3-3)2 T Y| =201 W2t (B 3-2)2 2F =559 Te/us/cidels
OEE Q9%t A= 29| MZ HAIZ ofZ
M : ZE2(Mandatory) 23 S5
o IG' : JE(Group) T+ ¢ &5

% Of: Model organism or animal & Plant ZZEH0M=
2t HAIHO /3. 0|5 d=20M=
oltsin =k ojn|Ql.

Age/Stage groupdf| £ot= 0] &=

age(&=1) L development stage(&t= 20)01 |G
2= & O ot =

o O : MEH(Optional) & &=
o D ollg dElls HE o He d=
(& 3-3)
Human [Model  |Invertebr [Plant Microbe |Virus  [Clinical or|Environm |Metagen
No s sl organism |ate host-ass |ental/foo [ome or
e e or ociated  |d/other |environ
animal pathogen |pathogen [mental

1 |age feSee i |6 | 0 |6

2 |altitude - O] @) O]

3 |biomaterial provider - M M M M M M M M

4 |birth date - 0

5 |birth location - 0

6 |breed Qéfoﬂgm G G

7 |breeding history - 0

8 |breeding method - 0

broad-scale

9 environmental context - 0 0 0

10|cell line - ) ) 0

11 |cell subtype - 0 0

12| cell type - @) 0 0

13|collected by - ) 0 0 0 0 M M

14| collection date - 0 M 0 M M M M M
15| cultivar Orggﬂ;m G G

16| culture collection - 0 0 0 0 0 0 0

17|death date - 0

18|depth - 0 0 0

19|description - 0 0 0 0 0 @) 0 @) @)
20|development stage Agger/oSL’J[Sge ) G 0 G

21 |disease - ) 0 O]

22 |disease stage - @) 0 O]

23| ecotype Orglriﬂ;m G G 0

24 | ethnicity - )

25|genotype - 0 @) O] 0 O]

26 |geographic location - 0 M M M M M M M
27|growth protocol - ) 0 0 0 0 0 0 0
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No
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=

0

Human

Model
organism
or

animal

Invertebr
ate

Plant

Microbe

Virus

Clinical or
host-ass
ociated
pathogen

Environm
ental/foo
d/other

pathogen

Metagen
ome or
environ
mental

28

health state

0

29

height or length

30

host

Host group
AND
Source group

<

31

host age

32

host description

host disease

®

host disease
outcome

35

host disease stage

36

host health state

37

host sex

38

host subject id

39

host tissue sampled

O|O|0|0|0| O |£|0|0

40

identified by

41

isolate

Organism
group

(@)

42

isolation source

Source group

O & [O|O

O & OO

< < OO0

<

karyotype

lab host

Host group

latitude and longitude

(@)}

<

<

mating type

NCBI taxonomy 1D

organism

passage history

o|g/£/0|0|o

oIl

pathotype

oo

ellelEd <

phenotype

population

race

(ellele]

reference for
biomaterial

relationship to oxygen

sample collection
device or method

sample material
processing

sample name

59

sample size

60

sample type

oo O | O [0 O

61

serotype

62

serovar

o001

Sex

<

source material
identifiers

65

specimen voucher

66

storage conditions

67

strain

Organism
group

68

stud book number

ol @ (O

69

subgroup

70

subtype

71

temperature

72

tissue

73

treatment

74

other characteristics

< (0O

(0O

<|0|£(O

<|0|£(O
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NGS(XIMICH Al#4) ClIOJE]

N
O CIMICHEHY ZIAIQEIASRESH Kojdp).

EYMSUHINEH OMEEN-SEE 2, Xfoluteltielyl SAMEIHEsSE 2
[0 (AH) DNA 2 RNA A2 NGS(Next-Generation Sequencing) 712t high—throughput
AH HOHE S5& I M0l= L4

= o=

O (Brdoll 2208t Xt=) NCBI SRA*(https://ncbi.nim.nih.gov/sra/)e| YAlg 7Btz 2

=S

* Sequence Read Archive

O (&8 749) NGS HI0|H MES| S52 Tz Ml 242 F4E
O BioProject H&: (2. BioProject HH)2| A0 Ii2t S=
O BioSample HE: (3. BioSample F&)2| LAl M2t 52

O NGS H[0[E|: Z} BioSampleOf| CHat AE0IA A0IEI NGS HIO|EIE (4.1. NGS HI0|EH2]
oAl0| TR} S=2
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=

IHE 1. NGS metadata (XIM|CHA|EA

No

1 |Title
(M=)

oot

2 |Data
identifier
(El]=ke]
Aixy)

3 |Release
date
CLEL)

4 |Library
strategy
=8
71)

M)/
(o))
M

M

dE)

1

" 4-1-1)
=2
MH(APD): Short description that will identify the dataset on public pages

HYED): S74E & HOIX0A HOEl MES A0 M82 ZHH3 M=

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

ZUEHD): O3 22 IS ARBSI0 H=Es MEW ¥
of (M2} (M2 F:}

Jon

}5|.J—;_ ?_|-748+

Zel (M ik 2}

OIAl: RNA-Seq of Mus musculus: adult female spleen.

AH(YGR): A user-named identifier of the submitted data, which must be unique
across the entire submitted dataset.

HHED): MEock= Ho[EHN o SSAPE MHRE0| HHSI= AEXN2M, HE Y
A HO|HME & ZF JiE H0|HE M2 OE AEXE 7hH0F &

HA(ER):

- In case where two paired-end fastq files were produced per sample (e.g.,
ID0001_R1.fastg and ID0001_R2.fastg): Enter an identifier that corresponds to
the sample (i.e., ID0001)

- In case where multiple technical replications were made for a sample followed
by a production of a fastq file for each replication (e.g,: ID0002_rep1.fastq,
IDO002_rep2.fastq): Enter an identifier that corresponds to the combination of
the sample and the replicate (i.e., ID0002_rep1 or ID0002_rep2)

- In case where multiple library preparations were done for a sample followed
by a production of a fastq file for each preparation (e.g,: ID0O002_prep1.fastq,
ID0002_prep2.fastg): Enter an identifier that corresponds to the combination of
the sample and the library prep (i.e., ID0002_prep1 or IDO002_prep2)

HAED):

- of M0 5t S 7§2 paired—-end fastq IHUO| AAE Z(0: IDO001_R1 fastq
% IDO00T_R2.fastq): HE0| o= AHAE UH(F, 1D000T)

- = ME0| ot 02| 19| technical replication0] 0|20l £ 2t replicate 2
fastq 0| AliAtEl ZAL(0H: IDO002_rep1.fastq, ID0002_rep2.fastq S): M=
replicate 20| siHsl= AEXE YH(Z, 1D0002_repl E= ID0002_rep2)

- =Y ME0]| Tt 0f2f H19| library prepO| O|R01T = 2t prepHE fastq L0
MAE A(0f: 1D0002_prep]1.fastq, ID0002_prep2.fastg S): AME 2 prep X0
aidols AERIE 224(Z, ID0002_prepl L& 1D0002_prep2)

MH(HR): Data release date

HHED): CIOIE S0 gmt

LA YYYY-MM-DD
GiIA: 2018-12-22
TS A TS B Y

No =5t
1 |WGA

EE

gy

(=) Random sequencing of the whole genome following
non-PCR amplification

(22) Non-PCR B2 3 3| 7i=0] A9 A 24
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No |  7ts¢h @t 2%

2 |\WGS (¥2) Random sequencing of the whole genome
(D) A A= PAR ME 24

3 |WXS (¥2) Random sequencing of exonic regions selected from
the genome
(D) =0 MEE s A DA MY 24

4 |RNA-Seq (¥2) Random sequencing of whole transcriptome

(Z3) HA TAHQ 2AR| MY BM

5 |smallRNA-Seq [(Z2) Random sequencing of small miRNAs (miRNA, siRNA,
piRNA) with size selection

(Z2) Small RNAs(MIRNA, siRNA, piRNA)2| 22X MY 2A
6 |WCS (¥2) Random sequencing of a whole chromosome or other
replicon isolated from a genome

=D Als0M 22lE MA GMA E= AlsoiM 22 2 JIE

dEel2e FA9 AE &4

7 |CLONE (¥2) Genomic clone based (hierarchical) sequencing

=D s 22 78t (I55) ME 2M

8 |POOLCLONE |(Z2) Shotgun of pooled clones (usually BACs and Fosmids)
(ZR) ETH 229 MEHF 7|H ME 24 (YEHe= BAC &
Fosmid)

9 |AMPLICON (¥8) Sequencing of overlapping or distinct PCR or RT-PCR
products

(FR) B2 T= PELE= PCR TE= RT-PCR HEQ MY 24
10 |CLONEEND  [(¥8) Clone end (5, 3, or both) sequencing
(F2) 22 Y ME M (5, 3, F= ¥F)

11 [FINISHING (¥8) Sequencing intended to finish (close) gaps in existing

coverage
F3) 7IE MY 2M Hl9 US MU Tt MY M
12 |ChIP-Seq (¥=2) Direct sequencing of chromatin immunoprecipitates

(BD) BT T1% RSO Y N 24

13 [MNase—-Seq (¥=2) Direct sequencing following MNase digestion

(ZF2) MNase 23l & 2H MF 24

14 | DNase-Hypers [(Z2) Sequencing of hypersensitive sites, or segments of
ensitivity open chromatin that are more readily cleaved by DNasel
(D) P 2219 ME 24 E= DNA 2aliga [0 Qs o &A
BEG= i ST £219) A 2

15 |Bisulfite-Seq |(Z&) Sequencing following treatment of DNA with bisulfite tc
convert cytosine residues to uracil depending on methylation
status

(FD) HIZ3} HEjof] M2t AEN MV|IE M2 TeteH| 2ok
SO0F SMHFCZ DNAE XE2| ot & MY 2M

16 | Tn-Seq (¥2) Sequencing from transposon insertion sites
(D) O|SHRTR HY 2219 ME #M
17 |EST (¥2) Single pass sequencing of cDNA templates

(F2) cDNA 9| HY U ME 24

18 | FL-cDNA (¥=2) Full-length sequencing of cDNA templates
(=2) cDNA = TR 20| MY 24

19 |CTS (¥2) Concatenated Tag Sequencing

=D) & 20| HdE MY 24

33



ool

No 7

20 |MRE-Seq (¥2) Methylation-Sensitive Restriction Enzyme Sequencing
strategy
(=3) HEs oY Het 4 MY 24 7|

21 |MeDIP-Seq (¥2) Methylated DNA Immunoprecipitation Sequencing
strategy
(=2 MIESt DNA HE 3L MY 24 7|

22 |MBD-Seq (¥2) Methyl-CpG-Binding Domain Sequencing strategy
(=F3) HE CpG Zg =0l MY 24

o
=y

23

or

23 | Synthetic— (¥2) A technique for analyzing synthetic long reads made by
Long-Read assembled short sequence reads

(3D WS 7| TUSS 0| UE 71 Y| T2 24 Y

24 | ATAC-seq (¥=) 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
(FD) 7z TAQl T H2YS ons| Sioh ARE. FNH
Tnb RENHEAZ DNASE ot Z2i0|H DNA MBS HH
& 7= DNAO Seol E2 7kset DNA g9= Algolk= 7|8

25 |ChlA-PET (¥=2) Direct sequencing of proximity-ligated chromatin
immunoprecipitates
(BB) ¥ B 2 NY 242 083 ST 4EHZ 2

26 |FAIRE-seq (¥2) Formaldehyde Assisted Isolation of Regulatory
Elements. reveals regions of open chromatin
(FR) FMEC FEMS 8i57| fIst IEULSIE F= 7|

27 |Hi-C (¥2) Chromosome Conformation Capture technique where a
biotin-labeled nucleotide is incorporated at the ligation
junction, enabling selective purification of chimeric DNA
ligation junctions followed by deep sequencing
(F2) GMA AN HE§ A J|E, HQE0| BXE F22E| =9
et 220 HHE SN A0 HY J[Y

28 | Targeted (¥2) Capture of other non-coding RNA types, including

ncRNA-Seq post-translation modification types such as snRNA (small

nuclear RNA) or snoRNA (small nucleolar RNA), or expression
regulation types such as siRNA (small interfering RNA) or
PiIRNA/piwi/RNA (piwi-interacting RNA).
(22) siRNAA3 RNA), snoRNA(LSHAH RNA)Q 22 HY
& Z2LE sIRNAAZHY RNA) = piRNA/piwiRNATIS| Z
RNARE 22 2ol 2H ZR0| sidok= HIHY RNA 579 #
ME 24

™

I.

Rl ol

29 |RAD-Seq (¥2) A technique to analyze the sequence of the genome
cut with restriction enzymes
(FD) MBStz X2 MM 29 Mg 24Mot= 7|H

30 |RIP-Seq (¥2) Direct sequencing of RNA immunoprecipitates (includes
CLIP-Seq, HITS-CLIP and PAR-CLIP)
(32) RNA ¢ &8 MY 24 7|8 (CLIP-Seq,HITS-CLIP,
PAR-CLIP)




-
s4AF G|O|Ef

LMY/

No| &5 Sueio) S
No| 7ts%h &t 2%
31 |SELEX (¥2) Systematic Evolution of Ligands by EXponential
enrichment
(F2) Al 2 2sh Xad =501 2fst RNA 2i7H=0] HMAX
=Y
32 |Targeted-Capt |(ZE) Random sequencing of targeted regions selected from
ure the genome
(F3) =0 MEE ERI A LA ME 24
33 | Tethered (¥2) A technique to capture chromosomal structures by
Chromatin immobilizing them on a solid surface rather than a solution
Conformation |(22) goHo| OF 1A HBH0| THAA HMH FXS BAfSH=
Capture B
34 |PolyA-Seq (or |(ZR) PolyA cleavage site profiling by sequencing
3P-Seq) (22) PolyA cleavage A|E MY £
35 |DMS-Seq (¥2) Footprinting of structured RNA and RNA-protein
interaction followed by sequencing JrI
(Z2) RNA 71X, RBP Zg7E XEYHE MR r>
36 | Ribo-Seq (¥2) Ribosome footprinting of mRNAs followed by fin]
sequencing o
(=) Ribosome Zg XEZY MEEAM n
37 |OTHER (¥2) Library strategy not listed. Please include additional info
in the field 14(Design description).
(22) 0] 220 ¢le 2 2. = 14(Design description)di|
Ft HEE £ A
5 |Library M |7IsE gE O = g
source No Value 2%
(’_E-f_OIEEEI 1 |GENOMIC (¥2) Genomic DNA (includes PCR products from
=x) genomic DNA)
(2 M= DNA (= DNAQ| SEtaAdMEtS AE ILah)
2 |TRANSCRIPTOMIC (¥2) Transcription products or non-genomic DNA

(EST, cDNA, RT-PCR, screened libraries)

(22) MAF A2 = H|As DNA (EST, cDNA, RT-PCR,
A32|d = 2t0|=2{2))

METAGENOMIC

(¥2) Mixed material from metagenome
FE) TRUAEMZ) 28 22

METATRANSCRIPTOMIC |(B&) Transcription products from community targets

(FR) SSH BXFQ HA ME

SYNTHETIC

(Y2) Synthetic DNA
(Z2) &4 DNA

VIRAL RNA

(88 Viral RNA
(F2) HIO[HAN RNA

CELL

GENOMIC SINGLE (¥2) Single cell genomic DNA (includes PCR

products from genomic DNA)
(=D HUMZO| 7z DNA (s DNAQ| PCR 4tE Z3)

SINGLE CELL

TRANSCRIPTOMIC (83) Single cell transcription products or

non-genomic DNA (EST, cDNA, RT-PCR, screened

libraries)
(2F) THUM|IZO| FMAF A= E= HZls DNA (EST,
U =l 2jo|eaa))

cDNA, RT-PCR, A32|d &
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ot
I

LMY/
HEH(O)

o
=

No

IS

23

EPIGENOMIC

(¥2) Epigenomic DNA
(@FR) SYRTA DNA

10

EPIGENOMIC SINGLE (@2) Single cell epigenomic DNA

CELL

(=2) HLME| SYREX DNA

OTHER

(Y&) Other, unspecified, or unknown library source
material. Please include additional info in the field 14
(Design description).

(FS) I g0 8R4, YXX| 2 =2H R,
14 (Design description)tf| F7t HEE £ ZA.

52
(o]l

==
=

0

Library
selection

(2i0l=242)
ey )

g3

(83) Random selection by shearing or other method

(B) TE EE JJE WO 23 PXY A

PCR

(¥2) Source material was selected by designed primers
F2) HAE Z2H0|Ho| Qfsh e

RANDOM PCR

(@) Source material was selected by randomly
generated primers

(F2) FAHAZ g T20|00] sl Mt

RT-PCR

(83) Source material was selected by reverse
transcription PCR

(FE) AT SYHRAAMEZ0| sl HE

HMPR

(¥2) Hypo-methylated partial restriction digest
(B NoEs 22 Hotad HHH

MF

(YD) Methyl Filtrated
(Z2) e oot

CF-S

(@) Cot-filtered single/low-copy genomic DNA
(F3) DNA =5 OE St HY/N= =X MY = DNA

CF-M

(¥2) Cot-filtered moderately repetitive genomic DNA
(F3) DNA 5% GIIE S5 2% SH M 7= DNA

CF-H

(¥2) Cot-filtered highly repetitive genomic DNA
(ZF3) DNA 5= I S8 1k SH ME 7= DNA

10

CF-T

(@) Cot-filtered theoretical single-copy genomic DNA
(Z3) DNA =% OiE S5t 0|28 oY =X MY 7z DNA

N

MDA

(¥2) Multiple displacement amplification
=D 05 ¢ 35

12

MSLL

(@) Methylation Spanning Linking Library
(=3) HIHEZst 2| ¢Z 20222

13

cDNA

(=) complementary DNA
(3 2% DNA

14

ChipP

(82) Chromatin immunoprecipitation

(=E) gME B FZ H3Y
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LMY/
HEH(O)

=g
No 7tsst &t 2%
15 | MNase (¥2) Micrococcal Nuclease (MNase) digestion
=D OM siAE S A HHH
16 |DNAse (@) Deoxyribonuclease (MNase) digestion
(Z2) DNASHEA HHH
17 |Hybrid Selection |(B&) Selection by hybridization in array or solution

(F2) 0f0|Lt EAofAS] SHo et ME

18 | Reduced (¥2) Reproducible genomic subsets, often generated by
Representation restriction fragment size selection, containing a
manageable number of loci to facilitate re-sampling
(FR) HH 37| Mol Qo MM, MMAMO| THsstn 22|
kst 0| RUAME Helot= s of &gt
19 | Restriction Digest |(F&) DNA fractionation using restriction enzymes
(F3) HMgteAE 0|85t DNA HH
20| 5-methyleytidine  [(Z&2) Selection of methylated DNA fragments using an
antibody antibody raised against b—-methylcytosine or
5-methylcytidine (m5C)
(Z2) 5- HE cytosine F= 5- HE cytidine (M5C) CHaH
i3ol= AHME AZot0 HIEatE DNA THH MEH
21| MBD2 protein (¥2) Enrichment by methyl-CpG binding domain
methy=CpG (F2) HE-CpG ZE Zoiolo vy Be
binding domain
22 | CAGE (¥=2) Cap-analysis gene expression
(@R &K RNA 5" LT MM ZxS 0|85 RNt Lo
&
23 | RACE (¥2) Rapid Amplification of cDNA Ends
(ZF) RCRS 2510 cDNAS UHS ZZ510 MES
2Rlok= Jl=
24 | size fractionation |(@=) Physical selection of size appropriate targets
(=2 Hlet 37001 ook =& ME
25 | Padlock probes (¥2) Circularized oligonucleotide probes
capture method | (a2 isislsl g2|12YQES ZREE A
26 |cDNA_oligo_dT (¥2) cDNA to analyze mRNA by binding to poly-A tail
(Z2) poly-A tailtfl Z26td mRNAZ 24f6t7| /st cDNA
27 | cDNA_randomPrim [(Z@&) cDNA made up of random sequences so that it
ing can attach anywhere to RNA
(=3 RNAO OfF X0Lt 22 & UEE FAY ME= 74E
dDNA
28 | Inverse rRNA (¥2) Depletion of ribosomal RNA by oligo hybridization.
@) 220 450 gt 2|2E RNA| ®MAH 7|
29 | Oligo—dT (¥3) Enrichment of messenger RNA (mRNA) by
hybridization to Oligo—dT
(F&) Oligo—dTof Chet 245101 oI5t HiAIX RNAS 55719
30 | PolyA (Y&) PolyA selection or enrichment for messenger RNA

(mRNA); should replace cDNA enumeration.
(Z2) HAIKN RNA 5= E= PolyA MEf 7|8 ;

o= L
)

cDNA |7}
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No| &5 Sueio) S

No 7tsst &t A

31 |Ribo depletion (¥2) Depletion of ribosomal RNAs (rRNA) using
oligonucleotide or Total RNA-seq
(28) OligonucleotideE At2$H rRNA HAH L= Total
RNA-seq

32 | repeat (F2) Selection for less repetitive (and more gene rich)

fractionation sequence through Cot filtration (CF) or other fractionation
techniques based on DNA kinetics.
(Z2) DNA 5= OfIfL} DNA S9stof 7|8t CHE 22l g
2SI F HEAOl MY BES ME (RUAL HAUAM 2E

33 | other (¥2) Other library enrichment, screening, or selection
process. Please include additional info in the field
14(Design description)

(FB) OE 2toj=afe| M= digl &= 14(Design
description)0il F7t&21 HE 7|9,

34 | unspecified (@) Library enrichment, screening, or selection is not
specified. Please include additional info in the field
14(Design description).

(FB) EH=A 2= 2lolEe2] M g 25 14(Design
description)0f] F71HQ1 HE 7|2
7 | Library kit M | MHER): Library preparation kits
(2t01=2{2] AmH(ZE): MA 25 = Xt 7|E
X 71E) MEEE): O MAA| ALZSH 2f0|H2{2] HE 7|E
OiIAl: TruSeq Stranded mRNA, TruSeq DNA PCR-Free, TrueSeq RNA Library Prep
Kit V2, etc.
8 lerary @) = . o =
JI=5t ZF [} = EHO
strandedness IS ek ts & 52
2t0|E2 =
1 |stranded
2 |unstranded
9 |Library M 7K gk O = sy
layout No JKs3t 7t
gﬁg%%j;al 1 |single-end
S 2 |paired-end
3 |Mate-pair
4 |other configuration of reads (please specify)
H|Z(YR): Choose option 4 for long-read sequencing
HIZ(22): Long-read sequencing?! A M 45 ME4
10 |Nominal O | AH(HD): Average length of library fragments that were obtained by a size
length selection process (e.g., gel-based size selection)
(4 Zo)) HHZD): Size selection IHH(M: gel-based size selection)S Eoff X! library
fragmentS2] Tt 20|
GiIAl: 100 bp
HIZ(FR): Applicable for paired-end read data only
H|2(25): Paired-end read H|0|E{Ql ZA02H sHE
11 |Nominal O | AHHD): 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.
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= oA M
g= &0 ==
g#;i.jﬂ'j—:—lol MHZR): Size selection (0 gel-based size selection)g Ealil LTI library
HETA fragmentS2| Z0/9] BEBA. SAHOZ B 20|9| o 10%¢.
OfAl: 10

HIZ(ZE): Applicable for paired-end read data only
HI2(Z2): Paired-end read G|O|E{Q AL0|2H i

Platform M |7ks8t 2 Oe = e
(B2=) e 7tSet &
1 | LS454
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
Instrument M |7ks8t 3k Oe = Ed
model 129 st=(Platform) 2f 7ks8t Zh(Instrument model)
(171=2%) L5454 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
lllumina Genome Analyzer |l
lllumina Genome Analyzer lIx
lllumina HiScanSQ
lllumina HiSeqg 1000
lllumina HiSeqg 1500
lllumina HiSeqg 2000
lllumina HiSeq 2500
lllumina HiSeqg 3000
lllumina HiSeq 4000
[llumina iSeq 100
lllumina NovaSeq 6000
lllumina MiniSeq
lllumina MiSeq
NextSeq 500
NextSeq 550
HELICOS Helicos HeliScope
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JIIA(M)/

MEH(0) =2

ot
I

ABI_SOLID AB 5500 Genetic Analyzer

AB 5500xI Genetic Analyzer
AB 5500x-WI Genetic Analyzer
AB SOLID 3 Plus System

AB SOLID 4 System

AB SOLID 4hg System

AB SOLID Pl System

AB SOLID System

AB SOLID System 2.0

AB SOLID System 3.0

COMPLETE_GENOMICS |Complete Genomics

PACBIO_SMRT PacBio RS
PacBio RS I
PacBio Sequel
PacBio Sequel Il

[ON_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 GridION
MinlON
PromethION

BGISEQ BGISEQ-500

OTHERS Please specify

Design M | AE(AHD): Free-form description of the methods used to create the sequencing
description library; a brief 'materials and methods' section.

(EIxel
A) ”':”(3--) ME 24 20|E22IE
==29| 'materials and methods' MM

= YH0| o XtFEA =

H AgE
ol0] JlE S.

f

o
2H2s

5
2
E




-
it HO|E

JOI

ItE 2. Files
(B 4-1-2)
_ oA
No &2 o ==r
1| Type of M 7tsE gk tg & %Y
primary No JKs3t 2t
dg[gai file 1 | fastq
=] 2 | fasta
ol
E{oal)g | HIZ(ZE): Long-read sequences can be uploaded in fastq or fasta format.
= Short-read sequences must be uploaded in fastq format.
HID(==2): Long-read HlO|El= fastq = fasta @4 YZE 7ks. Short-read HIO|E=
fastq YAOZ HZC,
2 |Name of M | EHQP@E): Exact file name, including the extension. After entering the file name,
primary upload the file. A corresponding md5 file must be uploaded as well.
data file HYED): SHKS TaEt Y 0152 X2 3, NiYUS Y=, E3t mds WA Y2E,
HTO|E1 HI(FR): If you entered “paired” in the “Library layout” field, please be sure to
melo| enter both matching filenames because paired—end data is usually submitted in
0|2) two files. Compressed format only accepts gzip.
HIZ(ZEE): “Library layout” &=2| (0| “paired” QI AP, WHISF ME 2Mo| 2 F
e A= SFo =HO| B2 IY 0| F 7H§ QJ2, orEsiAle gzipZt o
3 | Type of O |7Is¢t i T2 & =Y
secondary
Zjata file No 7tset
el 1 | bam
H|O|E 2
I[l_oE|9| cram
Et) 3 | srf
4 | sff
5 | 454 native
6 | Helicos_native
7 | SOLID_native
8 | PacBio_HDFbH
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(FR): Multiple secondary data files can be added.
HI(ZE): 02 £7t HO|H IY ¥=E Jts.
4 | Name of O |MHER): Exact file name, including the extension. After entering the file name,
secondary upload the file. A corresponding mdb file must be uploaded as well.
data file HHER): swxr— EEI5H MY 0|22 HMS 3 MAUS QRE. 5t mds MU
= 1= C5H0} Bt ’
H|O|E
mlo]
018)
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No
5

7

ol

=

0

Description
of
secondary
data file
el
EI0]= Jit
H3)

Reference
(FEHZE M)

Release
date
(S7HEmp)

LMY/
HEHO)

O

M

o
=

MH(FE): Free—form description of the methods used to create the secondary
data file.

HIEI): 57t HolE TS ddoh| 2o A2 Uy S0 s MHREA 7Is.

H|2(¥=E): Applicable only when your uploaded the secondary data file. Must
specify method details such as removing chrX, chrY, and chrM when you using
reference.

=
H
W]
o
1
S
i
=
m
=
2
mjo
1Q
&
ror

Z0t i, Reference A2 Al chrX, chrY,

s 2 02 5 U
No| 7ts8t @t 29
1 |Reference |MH(BR): Please enter the file name, including extension, that
FASTA file |contains the custom reference used during your alignment.

After entering it, upload the file.
HY(ZR): Sequence alignment(ME FZE) 20N custom
reference(AIBAt X HE NE)S AIESt 32, A8E HE MEQ
L 0SS SYXS mBMol0] 22, 1 5 M g=E

OA]: mouse.fasta

2 |Reference |MH(BR): Please provide NCBI name or accession number
assembly (e.g. GRCh37) of the assembly used during your alignment.

HHZE): HE X MESE ARSH 42, Mg HEHo| Al= &=X
MNIo| NCBI HXMO|L} BEX SE2 HSE Ql

OflAl: GRCh37

H|I(FR): Applicable only when you uploaded the secondary data file.
HDEE): 27t HolH IUS HRE o AR 6T,

MH(YR): Data release date

HHEI): HOolE S gnt

YA YYYY-MM-DD
OiIAl: 2018-12-22
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=1

Microarray(O}0]|Z20{&|0) Ci|0|E

[0 B+ KOBIC 24 = 92 TMz27t g

o SIITHEtD HRI(EEE R Ke), XoDISTstn HATSEEES

] (d¥) DNA, RNA, proteing microarray 7|92 profilingst Al
DS

* RE Z209| grray Xgh TAKI(gene expression array), EA4SEX(methylation array),
C]

e |(protein array) S

s4AF |0|Ef

—

TSNP array),

O (RMofl &D8t XE) NCBI GEO*(https://ncbi.nlm.nih.gov/geo/)e] Alg 7oz

* Gene Expression Omnibus
O (& 78) Microarray HIO|H MES| SE2 U3 M 242 F4E
O BioProject H&: (2. BioProject H&)Q| UAl0Y| M2t S2

O BioSample ™E: (3. BioSample HE)2| LAY 2t S=

O Microarray H[O|Ef: 2 BioSampledi| Chigt ASH0A RHOIRI microarray HIO|EIE <4.2. Microarray

GO[E)2l LAl0f 2t S5

IIE 1. Series (A|2|X)

" 4-2-1)
= M
No 2  Rh ==H
1 | Title M | AHPE): Unique title (less than 120 characters) that describes the overall study
(H=) HYED): TAEQI o7 FHE HHS= M= (120Kt O|LH)
OllAl: Expression data from early Drosophila embryo
2 | Qverall M HH(FR): Indicate how many samples are analyzed, if replicates are included, are
design there control and/or reference samples, etc.
(R H(E): A0R} P2 MZ0| BHEQIX|, U0H U2 Y= AWK, HEZOILY
C|XfRl) TET0| UK 5 A HA0)| Cfer MEEQl HH

GllAl: Drosophila embryos were selected at successive stages of early
development 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 zygotic transcription (T0),
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 (MZ MAEE)

(B 4-2-2)
— II|A
No z=  REW =2
1 | detailed M | AH@D): Unique title that describes the sample
sample title HHED): MBS MUY 4 U= MM HE
(&M M= .
H=) TO(YR): We suggest that you use the convention:
[biomaterial]-[condition(s)]-[replicate number]
EUEE): Oedt 22 B7| YAg FHeh (Y- [Haxd]-[H=E3]
GAl: embryo at TO, biological rep1, Muscle_exercised_60min_rep2
2 | source M | AH(HD): Briefly identify the biological material and the experimental variable(s).
name HYEEE): 4= SH Mg HSE 710 Mg > UEE Ay
AA O
( 2 OllAl: Drosophila embryos before nuclear cycle 9 (maternal transcripts), vastus
lateralis muscle, exercised, 60 min.
3 | molecule M | AH@E): Type of molecule that was extracted from the biological material
(XD HYFE): 4= SEOUM F=5 249 29
st #f OE & HHY
No 7tset 4t
1 | total RNA
2 | polyA RNA
3 | cytoplasmic DNA
4 | nuclear RNA
5 | genomic DNA
6 | protein
7 | other
4 |label M | MH@E): Compound used to label the extract
(21 HYER): FE=S 2 ok=0 MEH 3=
GiIA|
GilA|
biotin
Cy3
Cyb
p
5 |description M | AH@E): Additional information not provided in the other fields, or paste in
() broad descriptions that cannot be easily dissected into the other fields
< HEEE): OE =0 ZEA] 42 YEL 29 Y.
OlAl: Gene expression data from embryos younger than nuclear cycle 9, i.e.
before zygotic genome activation.
6 |platform M | AHEBZD): The GEO Platform (GPL) accession number (GPLxxx). The GPL
(= accession number can be found at

https://ncbi.nlm.nih.gov/geo/browse/ ?view=platforms.
HY(ZE): GEO E3ME(GPL) A HS (GPLxxx). GPL AHHSE= O E30AM 32
2= Ql2: https://ncbi.nim.nih.gov/geo/browse/?view=platforms.

T MO

GiAl: GPL6805
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£+ Gi|OJE]

(<)
-

IIE 3. Protocol (A8 TZEX)

(B 4-2-3)
= I A M

No| B2 LR =2y

1 |extract M HHPZR): Describe the protocol used to isolate the extract material.
protocol HHEED): FZ M=E Rolot=dl AEE Z2ES
F= _ , _

O2ES) OfiAl: Trizol extraction of total RNA was performed according to the
manufacturer's instructions.

2 |label M | AHEEGR): Describe the protocol used to label the extract.
protocol HY(FE): FE=S fddol=0 A8 I2ES
CEE
O2ESE) OllAl: Biotinylated cRNA were prepared according to the standard Affymetrix

protocol from 6 ug total RNA (Expression Analysis Technical Manual, 2001,
Affymetrix).

3 | hybridization M | AHPE): Describe the protocol used for hybridization, blocking and washing, and

protocol any post-processing steps such as staining.

(M3t HHEI): =43 A L M, Mt 5 FX2| A0 AEEHE ZREZ

OZEE)
GJAl: 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 | AHE@R): 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.

O2EE) HHEI): O|0]X] M2|ol 8=z A4 2 I sy ATEQ0 2 HF(0: GCOS
vlx, AGCC)Z S A7 I O[0JX] 8 D2ES
GiAl: GeneChips were scanned using the Hewlett-Packard GeneArray Scanner
G2500A.

5 |data M | AHED): Provide details of how the primary data were generated.
processing HY(FD): CIOIE7F A4 = R0l st M At
ClY]=i
T2 AA) GiAl: 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.

45

=
>

1vH

H=lolk




IIE 4. Result files(Z1} me)

No
1

3

ol

==
=

0

raw data
file

(A
G0|E
Imed)

processed
data file
rs
E[Y]=]
o

Release

date
(S0

M)/
HE(0)

M

M

M

(B 4-2-4)

MH(EZ): Raw data file upload
MH(ZE): Al HO|H oY H2=

o OH(OYA]): The following is an example of the formats that are used for each
of the 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

MH(PD): Processed data file upload
HY(FE): 7S oy oY d==

! TOH(GIA]): Description of processed data file for each vendor-specific platform

Vendor Description

Affymetrix |Usually probe set summary data generated by the primaré analysis
software (e.g., Expression Console, Microarray Suite 5.0, Genotyping
Console, PE/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, Bou 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.html)

Agilent  |Processed/normalized data used to draw the conclusions from

our study. Two-color experiments (e.g., CyS/C)/‘lB) 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.html)

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).
Alternatively, if your data were processed with Nimblescan software, the
ﬁrocessed data may be supplied as native .gff files. (Taken from

ttps://www.ncbi.nlm.nih.gov/geo/info/geo_nimb.html)

lllumina  |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.html)

MH(HD): Data release date
MHEE): HolE 34 &

LA YYYY-MM-DD
GilAl: 2018-12-22
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ﬂ
s+ |0|Ef

Nucleotide sequence(&7|M<) |0

0 (RH&RD KOBIC 2 & 2 ME7t g
%, BYNSUBIHRY OME(SAIHE=E Kol

nucleotide sequence(®7|MZ) CIOEIQ] SE0| AIEE. X0l

O (HE) 2 Y4
F7IME HIO[BE Mst 2E M2 7MY HO|HS S50| 7Is;HEE=7t 202
Of2HZ Z1). £5| NGS raw read sequencell A= =2 AI0| OH2L (4.1. NGS
COIE)2| YAIS ALEEL

S2271 XA

Noncontiguous sequences

Primer sequences

Protein sequences with no underlying nucleotide submission
Sequence containing a mix of genomic and mRNA sequence
Sequences without a physical counterpart (consensus sequences)
Sequences with length less than 200 nucleotides

S L o

O (YA &X) NCBI GenBank(https://ncbi.nlm.nih.gov/genbank/)Q] UAS 7HIOZ
LS

[1 (58 ) Nucleotide sequence H[O[E| MEQ| S22
O BioProject ME: (2. BioProject HE)2| QA0 2t S=
O BioSample ME: (3. BioSample HE)2| LAl M2t S2
O Nucletide sequence H[O|E: 2 BioSampleOf| st A&0IA H0{ZI nucleotide
sequence CI0|EZ (4.3. Nucleotide sequence HIO|E)Q] LAlof M2t S2

s M 242 F4E
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OIE 1. Nucleotide type

(B 4-3-1)
= ()
No ?:I-% MEHO) E%DE'-
1 | Assemble type M | AHSD): Assemble type of nucleotide (assembled or non-assembled)

(@M 34

HIHED): SIMB ofdE2] o

el

st b= S

No

et ¢

1 |Non-assembled sequences

2 |Assembled sequences (each sequence was assembled from two
or more overlapping sequence reads)

2 | (Submission type) M

(GO &

== =

AH(FD): submission type of nucleotide
HHED: G7IMS9 HOJH A

5 =

Ck

gjo

TKsst 2t
No

tsE 2t

Single sequence

Whole genome sequences

Transcriptome shotgun assembly (TSA) sequences

High-throughput genome (HTG) sequences

Third party annotation (G genome0| U= ER)

Targeted locus study

NN —

Other (Please specify)

O #

S
o

#2(Submission type)2| 0| 2t &

ACIAZ LN SS0| ZIdtE

Case 1

Case 2

1. Single sequence

2. Whole genome sequence

i 6. Targeted locus study 3. Transcriptome shotgun assembly (TSA)
Submission |7 Other (Please specify) sequences
type 4. High-throughput genome (HTG) sequences

5. Third party annotation (GiE genome0| U= EL
e S5 (IHE 3. Sequences/Nucleotide HE) (ItE 2. Sequencing technology H&)
OfAl Gl XM | 2 (IME 4. Feature ME) = (LIE 4. Feature HE)
=M = (IIE 5-1. I}Y HE IIE: Case 1) = (IIE 5-2. I} HE IIE: Case 2)
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JOI

-
£+ Gi|OJE]

ItE 2. Sequencing technology 8

" 4-3-2)
= IL| A M
No 3= s ==t
1 |Assembly date 0] (¥2): Year, month and day the assembly was made.

(O-IA‘Il = E_l Q IXI-)

]
SYEFD): o=l HOED MHE U 8 Y P

T YYYY-MM-DD

Assembly method
(CEECIE)

MH(PE): Name of algorithm
HHFE): OS2l A &8st u2E H

et 2 OIS 3 G

=
(@)
d
or
il
=y

ABySS

AllPaths

Arachne

CLC NGS Cell

Celera Assembler
FALCON
FALCON-Unzip

GS De Novo Assembler
9 |HGAP

10 |JAZZ

11 |[MIRA

12 |MaSuRCA

13 |Newbler

14 |SOAPdenovo

15 |SPAdes

16 |Velvet

17 |Other (Please specify)

VN WIN|(—

Program version
(Z20H HH)

AMH(FE): Version of program used for assembly or date of execution

HY(FD): oS0 233 Z2 MOl HE &2 A Al It

GIAl: 2.3 or MAY-2011
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=

No

oo

=
=

4 | Assembly name

Otd=21E)

5 |Genome coverage

s FHH2IX)

6 |Total raw read
length

(EA EAH0IH ZoJ)

7 | Read throughput

(_7_5
S

7 INE

read %)

T/
HE4(O)

O

M

=

MH(PR): This field is usually left blank, especially for prokaryotes, but
is available for the name that you are using in your manuscript or
abstract to describe this assembly.

M) 0] WEE UIKOR So| AW FS HIY FXE, 0]
Hdi=2lE d%ol7| o MLt =F0M AEoh= 01822 A8 7ts.

IOH(FSR): A good assembly name generally includes: a short 3-4 letter
abbreviation for the institution, a 4-6 letter abbreviation 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 it.
IWED): S 02 020)= YO CZ0| TIE: JjHo| Cfet H
3-4 X} 20, R7IA OIF2| 4-6 At 2f0{, I HZA,
MEA 0IF 20| 22 UCSC HIOHHO|A O|EL &2 Lo £ b=
3+ 3"4 + Z'YA (U : Pan troglodytes®] AL "PanTro’)g AMR5IX| &
A EH’“I £+ Z0 Ofoll 1 + 3 E= 2 + 424 22 FAS HYE (O - PTro
T= PaTrog). LI=0i|l 0IS0] HEE ZRE UH[ot x| siES ARSotK| 2
A
UCLA _Agam_2.1 (0I5 XIF & Mgt &X)et 22 90 @4
0|S0] QU= E2 07| U= O2ZX| Lo XSC2 MME.
OllAl: UCLA_Agam_2.1 for version 2.1 of the Anopheles gambiae
genome from a lab in UCLA.

AHH(FHR): 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.
HYERD): /= Tl 22 FHE Q7] Hel O 0 12%). Ol 7IME &
e As 3712 L1, 0I5 & HdS2(0f HiEE F7(2 #HEE= &olo]
Alrte = g, O ol F7IMEe £ Ol Als 3712 Le al=
L_I.El.LH A O

ql_o

OflAl: 12x
HH(FR): Total read length used for assembly
HHED): R0l ALZE A raw data G7|IME ZO|

HE(PE): Read throughput generated by sequencer
MH(ZR): MME OMF XZHread)S2| JH4

50



-
s4AF G|O|Ef

The number of M | MHHPE): The number of contigs in genome
contigs HYED): HH As2l contig &
(HA contig 4)
Contig length M | AHGE): Total length of contigs (bp)
(®A| contig Z0]) MAHZR): M| contig®l Z0] (bp)
N50 M | AHEER): The value of N50 (bp)
MYEER): N50 %t (bp)
Sequencing M | MHHPE): The sequencing machine(s) used to generate the data
technology MY(ZD): GOJEf A4 Al ALREH AIZA 71H|

(AEY 718)

Ql
=

7tsst 2k o

gjo
12

=
S

-
St ot

J

No

1 |ABI3730
2 |Sanger
3 |44

4 |lllumina
5

6

7

38

9

[llumina GAl

llumina GAllx

lllumina HiSeq

llumina iSeq

[llumina MiniSeq

10 |lllumina MiSeq

11 |lllumina NextSeq

12 |lllumina NovaSeq

13 |lon Torrent

14 |Oxford Nanopore

15 |Oxford Nanopore GridlON
16 |Oxford Nanopore MinilON
17 |Oxford Nanopore PromethlON
18 |PacBio

19 |PacBio RS

20 |PacBio RS

21 |PacBio Sequel

22 |Helicos

23 |SOLID

24 |Complete Genomics

25 |Other (Please specify)

Confirm full genome M | 7ksst gE 02 = el
(A A= 2t 0F No 7tset

o] 1 |Yes (even for draft genomes or if a prokaryotic genome assembly
may not include plasmids,

2 |No, | deliberately selﬁcted a subset of the genome (e.g. only one
chromosome of a eukaryote or only the non-repetitive Tegions of the
genome
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= I A M
13 | Description for M | MH(PE): Describe what subset of the genome you are submitting

subset of the
genome

=z 39 €9

o o™l

HIY(=2): M=ol

= A=2 Y220 FAUK| 7=
(S
genome” field

HIZ(ZE): “Confirm full genome” &% 2| 20| “No™Q! A0t s

14 | Confirm final version M | MA(PE): Answer "Yes', if you do not expect to do more sequencing
EEHE o) or reassembly of this genome.
HYER): ol Az O H2 AEY E= OE2E 7|06k = 42
"YeS“E EH%“
tset @k o2 & HY
No 7tset 4
1 |Yes
2 |No
15 | Confirm de novo M | 7ksst 2k Oe £ ey
assembly No Ip=st 7
(& & o= 1 |Yes
0f) 2 [No
16 |Reference assembly M H2(¥=): Applicable only when you answered “No” in the “Confirm
name or accession de novo assembly” field
(BE= o=z 012) HIZ(Z2): “Confirm de novo assembly” &+=2| 40| NoQl A2t s
17 | Confirm update of M | MHPE): Is it an update of existing submission?
existing submission HHUED): JIE EMoH= MES9| ALIOE CIOEIXI CHet S0l
(YHI0IE 017
tset @ o2 & HY
No 7tset 4
1 |Yes
2 |No
18 | Existing genome M H|(YE): Applicable only when you answered “Yes” in the “Confirm

accession
CIE Hs S8HS)

O o™

update of existing submission” field

HIZ(ZZ): “Confirm update of existing submission” &=9| 0] Yes?!

Z202t sty
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£+ Gi|OJE]

(<)
-

IHE 3. Sequences/Nucleotide M

H 4-3-3)

o wm =

0Ol

1 Molecule Type M | MHED: Select the type of molecule that was isolated and sequenced.
(BXt £8) HYHED: 220 AFELE 24t Y ME

Thstt % TS B
No 7lset &
genomic DNA
mRBNA (cDNA)
genomic RNA
precursor RNA
tRNA
rBRNA
cRNA
transcribed RNA
Other genetic: RNA
Other genetic: DNA

S©olo N oo~ wiN| =

<
d
o
il

2% O 5
tset &t

Linear

Circular

Other

o
3OS 5

715
chromosomal
mitochondrion
mitochondrion:kinetoplast
plastid
plastid:chloroplast
plastid:apicoplast
plastid:chromoplast
plastid:cyanelle
plastid:leucoplast
10 |plastid:protoplastid
11 |nucleomorph
12 |proviral
13 |extrachromosomal
14 |macronuclear
15 |plasmid
16 |Others (Please specify)

4 |Chimera check M | MHED: Did you check and remove low—quality and chimeric sequences
(Z|H2t ME 2D from your FASTA file prior to preparing this submission?
AH=ED): 0| MESS FHlop| Moi|, FASTA IIoA 20| Z 7 (o2l
ANFEAE 2RI HPHLR?
ThsBt 2k Og 5

No 7tset w

1 |[Yes

2 |No

2 | Topology
(&

| Z
WIN 8

<
d
o
il

3 |Source
Organelle/Location
information

(B A7 /2R E2)

PAl
HA

il

=
)

OO N OO N—
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No

8

10

1

12

s TAM)/
1 MEHO)
Chimera check O
program name
(E (= =il
T2 )
Chimera check O
program version
(o2t 2ol T2
HZ)
Cultured or M
Uncultured
(HHR O4)
Primer Type M

(Z20|H R

Forward primer name )
(EE Tajo|H)

Forward primer 0
sequence

(ZYE T2j0|H

AIEA)

Reverse primer name| O
(BHA Z210|HH)

Reverse primer 0
sequence

(2l Tajo|y
ARA)

o
=Y

HH(BD: Please provide the name and version of the chimera checking
program. BLAST alone is not sufficient as a chimera checking program.

HYED: 702t AAr Z2TI40| OjF 0} Bl 43, BLAST 2O== 7|02t ZAt
D202 SEOH| 3.

HI(BR): Applicable only when you answered “Yes” in the “Chimera check”
field

HI(Z2): “Chimera check” 2=0IM Yesd &2 olid== =

AHHFD): Please provide the name and version of the chimera checking
program.

HHED): 7[H2t ZAF Z2TI240| 0|52 HX 4

HI(BR): Applicable only when you answered “Yes” in the “Chimera check”
field

HI(EE): “Chimera check” 501N Yesd &2 aligkl= &=
AH(HED): Bacterial/archaeal Sequences: How were they obtained? Select

whether your sequences were obtained from cultured or uncultured
samples.

MHZD): Bacteria L Archaea AIEAQI AR A[HAS HIQME M=2E2H
OIAX| HQKEIX| OIS MERIE| OIIX| Aek

C ML LS

No 7tset

1 |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)

AHHD): What type of primers were used to amplify your samples?
HHED): MES SZoP| bl A8t Z20|H /Y

Ths3t % OIS B e
No 7tset @
1 |Universal primers (amplifies DNA from a broad taxonomic range
of organisms)
2 |Species-specific primers (amplifies DNA from a single species)
3 |Not amplified with primers

HI(BR): Applicable only when you answered “Uncultured, bulk
environmental DNA” in the “Cultured or uncultured” field

HI(ZS): “Cultured or uncultured” 29| Z{0| “Uncultured, bulk
environmental DNA™Q| A9 siidl= &5

HHHD: Name of forward primer

AHED): XS Z2l0|He| HA

HHHSD): The sequence of forward primer

AHEE): EY= T2H0[HO| AREA

AH(HD): Name of reverse primer
HHED): 2HA Z20|HO| HE

AHHD): The sequence of reverse primer
HHED): 2UHA Z20|HO| AJEA
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IIE 4. Feature ME

H|1

O] (H 4-3-4)°9| 2t
[ BIEA] SHt OFNQ| featureZt QUO{0F

[ 2} oMl TRIOIAM= location HE7}

S

[l |

H(M)/
HE(0)

ﬂ
s+ |0|Ef

Olf= aiig 44 T O plo] YRE
2/00F 58 715

HICA| S0{710F &(qualifier?] &< optional)
(B 4-3-4)

(=]
L2

Coding region (CDS) / Gene / mRNA

No o=
1 | Providing
intervals

2 |Providing protein
sequence data

RNA
3 |precursor RNA

4 |messenger RNA

5 |transfer RNA

6 |ribosomal RNA

7 |non-coding RNA

8 |transfer-messen
ger RNA

O

HH(YE): CDS, Gene, mRNA sequences, with intron sequences
MYID): QER MY EF CDS, KA, mRNA A

ot Y=Y AAMA YA Plfile xIsx

HH(PR): CDS, Gene, mRNA sequences with protein sequences
HYFHD): oA MY 23 CDS, |%A, mRNA Mg

ZAGH YRESH AMM FAl: PP file xlsx

MH(HZ): Any RNA species that is not yet the mature RNA product
HYZR): HAO0| LOLX| L= MBS EESH premature RNA

AM5H A2 AMmA Al PreRNA file.xIsx

ME(HR): Messenger RNA; includes untranslated region after splicing
HHFE): Splicing 0|%F HIHALLIS HEEH mRNA (cDNA)

25H] HEEE MmOl QFAl: mRBNA file.xIsx

HH(PE): Transfer RNA mediates the translation of a nucleic acid
sequence into an amino acid sequence

HYFI): S MBS Ofoledt MEE HAS= AYS St= tRNA
ot H=ZEg AMmA A4 tRNA file.xIsx

ME(YZ): RNA component of the ribonucleoprotein particle
MH(Z2): Ribonucleoprotein +X2| RNA MY

o] Y=Y AAmMAU Y4l rRNA file.xIsx

MH(ZR): Non-protein—coding gene

HY(ZE): HIYSS FTX

g5t AZEY AMMY YAl ncRNA file.xIsx

MH(PGR): transfer messenger RNA; tmRNA acts as a tRNA first,
and then as an mRNA that encodes a peptide tag

g%‘(%‘i‘) tRNA2H rRNAS ENS 5 ZH= RNA EXt

Aot0] Y2EF AMIA YA tmRNA file xIsx
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=

No

9

ol

=
=

0

miscellaneous
RNA

o] A M
pas =8
O | AB(FR): Any transcript or RNA product that cannot be defined by other
RNA keys

HYE@S): 2 ANA Z2 BOY 4 gl 2E TAR £ RNA

Mot HEESE AMIA QAL miscRNA. file.xIsx

Repeat sequence / mobile element / satellites

10

repeat region

O | AH(FR): Region of genome containing repeating units
HYFR): = ME HRIE ZEftle |0 Y

ZA510] HZESH AMIQ YAl repeat.file.xIsx

Regulatory feature

M

12

13

14

15

16

17

18

19

20

-35 Signal

-10 Signal

Attenuator

CAAT _signal

DNase |
Hypersensitive
Site

Enhancer

Enhancer
Blocking
Element

GC_signal

Imprinting
Control Region

Insulator

0 MH(HE): -35 box in prokaryotic promoters
*"%'(i-v-) HollE T2HHO| -35 box

AMol0] HZEE AMMA Al 35Sig.file.xIsx

0 AMH(ER): Pribnow box in prokaryotic promoters
AH(ZE): YHME T2DEO| Pribnow AA

A

e
**E”(%T) HAl 2501 Holel A

M5 HEES AMIA Al Attenuator.file.xIsx

O |MH(YR): CAAT box in eukaryotic promoters
HYFE): MatM=2| CAAT box
510 HYR2EG AMmA YAl CAAT file.xlsx

O |HYH(FR): Regions of chromatin that are sensitive to cleavage by the
DNase | enzyme

HH(ZE): DNase | A0 25t HHO| 2IHG| oL SME A
Aol A2 AMmMA A4 DNaseHyp.file.xIsx

0 MH(PR): Cis—acting enhancer of promoter function
HHFZE): AA XN Z22H 7|58 ot= QUsHA
2610 Y28 AMmQl Al Enhancer.file.xlsx

O | A(FR): Enhancer Blocking Element
HE(HE): QA X 24
Aol YEEg AMmA Al EBE file xIsx

O |MH(ER): GC box in eukaryotic promoters
MHHZE): XehME T2HE9 GC box
Y5l HEEF AMmA A GC.file.xIsx

O |M%(Z2): Imprinting Control Region
ME(ZE): Need to Update / B2 imprintingdh &
Aol YEES AMmA Al |CR file.xIsx

O |ME(PR): Cis-regulatory element known as a long-range regulatory
element

HYEFR): @ AN =Hoh= TARERQA

Mot YRS MM AFAl: |nsulator.file.xIsx
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No

21

22

23

24

25

26

27

28

29

30

31

32

ol

=
=

0

Locus Control
Region

Matrix
Attachment
Region

PolyA Signal

Promoter

Recoding
Stimulatory
Region

Replication
Regulatory
Region

Response
Element

Ribosome
Binding Site

Riboswitch

Silencer

TATA signal

Terminator

H(W)/

HE(0)
0

ﬂ
olith HIOIE

(=]
L2

HH(YE): Long-range cis-regulatory element that enhances expression

of linked genes

HYZR): A UL LS S/l H Y9 MAZE 24
A

Aot0] Y2EZ AMIA AA: | CR file.xIsx

MH(PE): Sequences in the
nuclear matrix attaches
HYEL): #|N0| BREs

DNA of eukaryotic chromosomes where the
TlstdE GMA S| DNA M

Y510 H2EY AMMA Y4l MAR file.xlsx

MH(FE): Signal for cleavage and polyadenylation

HY(IR): S20tHIGSE fIst AT AS

Aofo] HREE AMIA A4l PolyA file xlIsx

MBH(YL): A region involved in transcription initiation

HYEI): ™AL THA0 Z0{5t= S

MG HZEF AMmMA Al Promoter file.xIsx
HH(YE): Recoding Stimulatory Region
MH(ZZ): Need to Update

ZHgot0] 2T AAMA Y4 RSR file.xlsx
MH(YR): Replication Regulatory Region
H4YEI): =M 2 g9

AMot H2Eg AMmRI kAl RRR. file.xIsx

HY(ZE): Short sequences of DNA within a gene promoter or enhancer
region that are able to bind specific transcription factors

”%‘(3':') E3 TR0 ZdEe = U= Z=RE E= QRHM JY L9l B2
DNA ME

XI‘A‘IOI-O:I O'IEI:ol- OilMI]Il-IOEI %FAI

RE file.xIsx

ME(PR): Sequence of nucleotides upstream of the start codon of an
mRNA transcript

MHEZ): mRNA MAHQ] AZF F= ypstream® ¥7| MY
ZAEIH Y2 AT OFAl: RBS file.xlsx

MHH(FZR): Regulatory segment of a mRNA molecule that binds a small
molecule

MHZR): X2 EXRER0| AgohE mRNA EXto] X8 MI1HE
ZM510] H2Eg Mol kAl RiboSwi.file.xIsx

MH(YR): Silencer

AHZE): AA AX0A LS ANE ot= ML

XpA510] Q=TS of

HH(FI): TATA
A

bo
MYRE): XSl TATA box
A5t Y2EE MM AAlL TATA file.xlsx
AH(HR): Sequen ce au |ng transcription termination
HE(FHE): T ZEE 2ESk= MY

E
Mot HZEE AMmA Al Terminator.file. xIsx
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No

33

34

ol

=
=

0

Transcriptional
Cis Regulatory
Region

Other
Regulatory
Region

Others

35

36

37

38

39

40

Y

42

43

C_region

D-loop

D_segment

Exon

Gap

Gene

Intron

J_segment

Mature Peptide

H(W)/
HE(0)

@)

=2
MH(HZ): Transcriptional Cis Regulatory Region
HYEFHR): MM 2HE ot= Cis Y
Aot Y=EY AHmMA A4l TCRR file.xlsx
ME(PR): Unclassified Regulatory Region
HYFE): 27X d= £2E 9

AMot Hzeg AMml QM OtherRegul file.xIsx

ME(YL): Constant region of immunoglobulin light and heavy chains, and
T-cell receptor alpha, beta, and gamma chains

ME(FE). HAZZET 44 ¥ M 3220 T M S8X o), HiEr & Z0ot
AMEQ HE FY
AMot H2Egh AMml Al Cregion. file.xIsx

HH(PR): 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

MEH(ZZ): Need to Update
A5 HYREF AMmA YA Dioop.file.xIsx

MH(YR): Diversity segment of immunoglobulin heavy chain, and T-cell
receptor beta chain

Muy(ze): olojZaeal A4 U B4 J20 T HE 487 U, HEt Y 20t
el Thorst &ol

O =
9ot Y=EF APMA YAl Dseg.file.xIsx
MH(FZ): Exon sequence only
HY(ZI): A2 ME0 U= ER
4510 =Eg Ak
MH(PZE): Gap in the sequence
HY(ZR): G7IMEZHY HIZE NEFY
Aol HZEg AMmMA L4 Gap.file.xIsx
MY(YZR): Gene se
HY(ZR): SR MY U 82
AM5IH HZCg AMmMA AA! Gene. file.xIsx

=
MEH(PR): intron sequence only
HYED): EE NHEP! Q= H9

MITHR] QFAL: Exon.file.xlIsx

ZMol] H2Est AMmMRl AAl: |Intron.file.xlsx

AHH(YE): Joining segment of immunoglobulin light and heavy
chains, and T-cell receptor alpha, beta, and gamma chains

HY=R): HAZZ=S 2M 2 4 J20 T ME +SH Lo, #iet 2 20t
A2 HE g4

AMEHH HZEE MMl UAL Jseg.file.xlsx

MH(YE): Mature peptide or protein coding sequence

HY(F2): HBEOIE F= HHE I ML

510 HRES AN YAl MatPep.file.xIsx

L
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No

44

45

46

47

48

49

50

51

52

ol

=
=

0

Misc.Binding

Misc.Difference

Misc.Feature

Misc.Recombinat
ion

Misc.Signal

Misc.Structure

Modified Base

N_Region

Operon

H(W)/
HE(0)

@)

ﬂ
s+ |0|Ef

(=]
L2

MH(PZR): 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)

HYEFR): C2 HRIE Y=(primer_bind E&= protein_bind)2 ¥ £ o=
245+ o

=2-d o™

ZM510] HZES AMIMY AAl: MiscBind.file.xIsx

AMH(YE): Feature sequence is different from that presented in the entry
and cannot be described by any other difference key (variation, or
modified_base)

MH(ZE): 2 MY &=2(variation, = modified base)2 AHES 4 Q=
oo

o

AM6IH H2EE MM AAl MiscDiff file.xIsx

HH(YZR): Region of biological significance that can't be described by any
other feature

HY(=D): UE &=2=

g
gQ
rr

23 4 g NY ¥

i

2510 HY2ESE AMIQ Al MiscFeat file.xIsx
MH(PZR): Site of any generalized, site-specific or replicative
recombination event

AHZER): ZE UUts} E0|1X = 2X MEF0| LojL=E 2
Mol HZES AMmA A MiscRecomb file.xIsx

MH(FR): Miscellaneous signal
HYFR): 02 Hs g5z 2R =+ ¢l

rr

Mg 39

25l YEEF AMmMA AA: MiscSig.file.xIsx

MH(YE): Any secondary or tertiary nucleotide structure or conformation
that cannot be described by other Structure keys (stem_loop and
D-loop)

HYEFER): T2 Y=(stem_loop X D-loop)2E HAEY =+ ¢
F7|IME H2

rr
rr

2Xt E= 3k}
Mol YEES AMMY AAl: MiscStruc.file.xIsx

HH(PR): Modified nucleotide substituted for by the indicated molecule
HYHEZE): BAE X2 X[2tE HIE F7IMg

Aol HZEF AMMAU A4 ModBase. file.xlsx

MH(YR): Extra nucleotides inserted between rearranged immunoglobulin
segments

HY(EFD): MEE HAS2EY MIHE 0|0 HYE F71 HIINE

A5t Y2Egh AMmMA AAl Nregion. file.xIsx
ME(PR): Polycistronic transcript including a cluster of genes
HY(ZR): UK S2HAHE Zdlols EQAAER MAME

M5l HRESH AMMR] YAl Operon.file.xlsx
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No

53

54

55

b6

57

58

59

60

61

62

ol

=
=

0

Origin of
Trnasfer(oriT)

PolyA Site

Primer Bind

Propeptide

Protein Bind

Replication

Origin

S_Region

Signal peptide

Stem Loop

Transit Peptide

H(W)/
HE(0)

@)

MH(PZR): Origin of transfer; region of a DNA molecule where transfer is

initiated in conjugation
MH(ZD): YHME M| transfer?} ARIE= 7MY

MH(PZ): Site on an RNA transcript to which will be added adenine

Ql

(=]
L2

LA OriT file.xIsx

residues by post-transcriptional polyadenylation
HYFI): M & S2OHIESA| OtHld R717F F7t=l= RNA HARR|Q)

F7IME

Aot HREE AMimel QAL PolyAsite. file.xIsx

MH(FGE): Non-covalent primer binding site for initiation of replication,

transcription, or reverse transcription (PCR primer elements)

St HO
28t 29|

HEER): SH, TA E= GTAL HAIE fI8H 22

Ssio] YEEE Ay
MH(YZR): Propeptide coding sequence
M) TRHEOIE 7Y M2

Pl Q—

QFAlL PrimBind.file.xlsx

2510 HRESH AMMR UYAl: Propep.file.xlsx
HH(FE): Non-covalent protein binding site on nucleic acid

HHERD): S| TN 2B 29

Ag5t0] f=E

HY(=FD): G7IME =X

¥ 4y

it

o] |
=

Ep510] QECy o

MH(YGE): Switch region of immunoglobulin heavy chains
=222T M AKX FH

HYER): HY

X310 Y2E

=

it

]|

QAL ProtBind.file.xlsx

AMH(YE): Starting site for duplication of nucleic acid

et AEXIE

AAl OriR.file.xIsx

QAL Sregion. file.xlsx

MH(YZR): Signal peptide coding sequence
HY(HE): 2HAS HEOIE IH FI ML

25l YEET AMmMA A4 Sigpep.file.xlsx

MH(FYR): hairpin structure complementary sequences in a single strand

of RNA or DNA
HY(FD): RNA E= DNAQ| T JE0f QU= S0fH 7EO| AEX A

Apxoi0] R2Eg A

AHH(YE): Proteins which have an N-terminal presequence which directs

them to an organelle

HHEZE): ME A7He=z

Aol Y=2E

% o

I}

o] |
=

o]|
=

tO|H

QFAlL StemLoop.file.xIsx

ote N-YH MEO|

QUAlL TranPep.file.xIsx

o]
M

rr

X
Crs

g

NE
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No

oo

H(W)/
HE(0)

(=]
L2

63

V_Region

@)

MH(PER): Variable region of immunoglobulin light and heavy chains, and
T-cell receptor alpha, beta, and gamma chains

HY(=2): HY=2=22T 28 2 M 220 T ME +3H L0t #Er 5 20t

AM5IH Y2 AMmMA AA!: Vreggion file.xIsx

64

V_Segment

MH(YR): Variable segment of immunoglobulin light and heavy chains,
and T-cell receptor alpha, beta, and gamma chains

HYFR): HIZ=2=2 Y 2 3 12210 T ME 85 Lof, Her 2 Z0t
A& 7HH MOHE

ZIM6HH HRESH AMmA QAL Vseq. file.xIsx

65

Variation

MH(YE): Related strain contains stable mutations from the same gene
(e.g., RFLPs, polymorphisms, etc.)

HYFHR): 2UE SYS RTA K& SAHHO|(O: RFLP, Oy S8
ZEIRfLICE

| ==
He

Zpgol HZEF ALMAU LAl Var file xlsx

66

3UTR

=
MH(PE): Region at the 3' end of a mature transcript (following
the stop codon)
ME(ZR): 455 TARQ 3" 2T HY(stop codon CHEH)
QlMmel R
== = d —_—

rx
=
L=
m

MG YRESE AMm QAl: 3UTR file.xlsx

67

5UTR

HH(YR): Region at the 5" end of a mature transcript (preceding
the initiation codon)

NHZZ): M5t FMAHQ 5 LHO| = HH(Start codon &

Aot0] Y2ES AMmMA AA: 5UTR. file.xIsx
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=

IIE 5. File E&

H| 1
O] (& 4-3-1)2| S=#2(Submission type)©] 20 T2t £ HOIAZ LIHO File Hs
S=0| zig
Case 1 Case 2
iy 1. Single sequence 2. Whole genome sequence
fyupk;mission 6. Targeted locus study 3. Transcriptome shotgun assembly (TSA)
7. Other (Please specify) sequences

4. High-throughput genome (HTG) sequences

5. Third party annotation (8ig genomel| Y= EL
o File HE [(TIE 5-1. OfY HE TE: Case 1) (IE 5-2. MY HE ME: Case 2)
S5 A4

OIE 5-1. File A2 (Case 1)

(& 4-3-5-1)
I A
No g z:j?”()))/ ==
1 | Reference file O |ME@R): Did you have any reference genome file
HYED): G7IME0| aiiFote FRRTMH RF
k58t 4 : Accession Number 7|2
2 |FASTA or SON M | dH(FS): Upload FASTA or Sagn file
file M) FASTA = Son IHY Y2
(FASTA E= SON
1)
3 | Release date M | MH(PR): Data release date
A ELY) HY=E): HolE 270 M
QAL YYYY-MM-DD
OflA: 2018-12-22
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-
£+ Gi|OJE]

(<)
-

OIE 5-2. File ME (Case 2)

(B 4-3-5-2)
N B2 EQ ==t
1 |Assembly state O |M¥(PR): Which of these 3 options describes this genome
(O1I=2] A submission?
HY(ER): oM A= MES MHE oS 34 & =Y
kst b Og S =Y
No 7iset @
1 |Each chromosome is in a single sequence and there are no extra
sequences
2 |One or more chromosomes are still in multiple pieces and/or some
sequences are not assembled into chromosomes
3 |We are submi]‘ctting just the AGP file(s) for a genome assembly; the
components of the AGP files are already in GenBan
2 |Confirm AGP file O | MB(YR): Do you have an AGP file for unplaced scaffolds (these are
for unplaced scaffolds without chromosome or plasmid information, so they have no
scaffolds genomic context)?
(HIHHX| AFHBE HYEEE): HIRI=X] 42 ANEC(YMA E= S2HADE FJEIt gl=
AGP It 2m) AINZEO|EZ Him HHAET} ¢i2)0 et AGP I &Xf o2
7tstt @ o2 S =Y
No 7lset &
1 |Yes
2 |No
H|Z2(FE): Applicable only when you answered “3” in the “Assembly
state” field
HIZ(=2): “Assembly state” =2 70| 3HQ AL0TE SHE
3 |Confirm AGP file O |MH(EFR): Are there also AGP files that assemble chromosomes,

for unlocalized
scaffolds
(HI/R|st ANEE
AGP It QF

plasmids and/or unlocalized scaffolds?
HYFE): SMA|, EUADE /E= FME W X7 MY =X 22
ANSES ZEGk= AGP MY X RF

63




_ oA
No 5= e ==L
4 |How to assemble O |MB(YR): How are the chromosomes and/or plasmids assembled?
using AGP HYED: GMH Y/TE SAADE XY Y
1=}
S S
No 7tsst U
1 | Directly from contigs in 1 AGP file (with or without scaffold
breaking gaps
2 | Via explicit scaffolds, in 2 AGP files
3 || have only unlocalized scaffolds
HI(ZE): Applicable only when you answered “Yes” in the “Confirm
AGP file for unlocalized scaffold” field
HI2(Z2E): “Confirm AGP file for unlocalized scaffold” &=2] Z/0| Yes?!
o oiF
5 |Confirm O | AH(YSR): Did you annotate the scaffolds or chromosomes that are
annotation in AGP assembled in the AGP files?
(AGP =M Q2 HH(FD): AGP Yo =ZE AMNEE T GMA F4 T
7tset i Og & Y
No 7tset U
1 |Yes
2 | No, | don't have these files OR I've already uploaded annotated
gapped sequences in the first step
6 |AGP file O | AHQPR): Upload AGP file
(AGP T+) HY(FE): AGP I Y=t
7 | Annotation file O | AH(YR): Upload gff file
(4 o) UHEE): off Y Y=C
8 |Sequence file M | MH(ZZ): The format of sequence file to upload
format UYED): YRS SHIKF SHe 7MY TUQ| By
(7MY oY
=) s 2t OIS 5 Y
No 7tset &
1 |FASTA
2 | Son
H|:
- WﬁS 5o o HIIME (single feature)? AR0l= FASTA 2 Sgn MEt
ts.
- WGS with third party annotation S2| TS &7IME (multiple features)
9| 0= Sonft MH Vs
9 | Sequence file M | AH(FR): Upload sequence file of selected format
(7| THeY) HY(ED): G7IME Y P2E
10 |Release date M | MEBE(HE): Data release date
(SHEm) HY(HE): ClOoIE 370 Ext

LA YYYY-MM-DD
OAl: 2018-12-22
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m PCR Z2t0|t HfOJE]

(92 £ 92 PCEHEL ol ) JIES S8 Asle T DNAE S%E
T LS mao|ni(ENE WS SEK M) ClOjE Al
(B 4-4)
- M)/ oo
No = HTEJI(O) =2
1 |Sequence source M |HEED): 358 FVIME EX (3H/EE 8)
(Mg 2%) GllAl: SARS-CoV-2, Universal 16S rRNA bacterial primers 27F,

Synthetic construct, Unidentified species

2 Target class M AHE@ED): = 49 R3(gene name, SNP, SSR S) 5
E 73) OIAl: MYC gene, Noncoding region, SNP, SSR, Mitochondrial |J-_=>.-E_
DNA, 5'-UTR m
3 Target site M | HHER): 2 x|, SNP 2 SSR H= HA| S =
(B2 21X OIA[1: Chrl:22340-22447, I
OllA]2: ATCGGT[T/CJACCTG
OlIAI3: ATGCCT(ATT)sACGT
4 |Amplicon sequence name M (MM SZ 2X|0f et MY XA, HIEE )
(ZZ Ao Tx)
OfIAl: CHS4a_SNP101, At_SSR_702. Ht_Allele_SP_206
5 |Reference sequence M | AHEZD): Target YXIZ TSt contig, gene S Hx| F7IME
(EE7IHZ) fasta TS
6 |Expeck:]ted amplification M | HEEED): 3= AR 7 IME Zo|
engt
(Ol B= 20) O 107 bp
7 |Targeted DNA sequence M |EEEE): PCR =& X9 DNA E7IMg
(E% Felel @71 OJAl: CCCTACT--(52H)--AATCTTAC
8 |Forward primer sequence M |[MHZ2): Forward primere| S7|MS
o|lC 1@ (o2} (o2}
(FR= 220l 27N OJAl: GCTGGTGCTGCAGCTTATTA
9 |Reverse primer sequence M |[AHED: Reverse primer? H7|ML
A Tmg WA eles
N OJAl: AGGGTCAAGTGCACAGTCTA
10 |Description M | H8E=3: ol PCR OFAZ 26k WY 3 &8 5 4%
AH
O OJAITE Hr): SNP, SZtielo] DNA B10| B[R // SSR, 2
CHHO| ZI0] // Amplification or not, 3% {F
GN(ER): SoMA 2 QXXIS| DNA H:'OKSN P) =lg ¢|st PCR
I3-<'_sequencing primer2 22 // HXLIZL 5 -_r‘_—'?'- 9 JHE AlES
et SSR 0= & // tt'x‘lc’**" SNP #2Z 2ot allele specific
primerE 0|23t DNA SZ Q22 30l
11 |Release date M |AHBD: Data release date

(S

HHED: HoE S 2

QAL YYYY-MM-DD
OIAL: 2018-12-22
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Proteomics(EHHH]) EIO|Ef

" Proteomics(THaix]) C|OJE

1 (RM9XD KOBIC &M & 5 M2J| Z
o M2Usty &3], 7|ZISHK AT ZYs|(SASgLesH xojdl), METHEn
HEETUSAIS RS Rloiuh)
= /|8te=z

[ (M%) HEX|(proteomics) A& H|0|E
OO (Bd0| &ast Xk=) EBI PRIDE(https://www.ebi.ac.uk/pride/)2| Al

A
[0 (&8 #4) Proteomics HI0|H MES| S82 Lig M L4AZ #4E
oo TR} S2
ol w2t 52

O BioProject HH: (2. BioProject H&)2|
SN LTI proteomics HIO[HE

O BioSample HE: (3. BioSample F&)2]
ot A

O Proteomics H|O|E{: Z BioSample0f| CH
(5.1. Proteomics HIO|E)Q LAY M2t S5
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I

Proteomics(Ettix|) H|0|E

I}E 1. Descriptors (AHX})

(B 5-1-1)
No|  m= | REW =2y
1 | Keywords M |AH®@ER): Terms that define your study, eg. technique, disease
(71945) HYED): 7S PO 4 e WHOICIE, Y SO Ot 8oj)

GiAl: Cancer, Metastasis, SNAI1 Gene

2 |Period of Creaton| M | HH(YE): Creation period of proteomics data

CER ) MY(FE): THHA| o[ At 7|7t
OiAl: 2020.1-2020.7
3 |Submission Type M |AHPER): The level of completeness of the data based on the level of

processing(refer to EBI PRIDE)

HOH MT i 3
(HOIE 2rd) HBY(22): | H0JE processingdl T2 YE(EBI PRIDE 7% A1)

i e et
No| 7Iset &t 2

1 |Complete | Any data types that cannot be converted into PRIDE XML

or mzldentM

2 | Partial Raw data, PRIDE XML, or mzldentML

IIE 2. Sample details (ME MAMEE)

Y
S
@
(o)
(B 6-1-2) 3.
o

_ o
No &2 e =, &
o
1 | Subcellular M HHYD): Subcellular organelle from which samples were isolated 1=
isolation HAHED): G A) 22 22E ME0| sid=l= MEar %
MIELAT [ 2 . . |
HEL) ) OIA: Whole cell, Mitochondria, Nucleus, Membrane & =
m

IE 3. Experimental details (A8 MAMEE)

(E 5-1-3)
s T/
Nol =% HE(0) ==2
1 | Experiment M | AHED: Type of proteomics strategy
ype HHED): et TR 93
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=M/

s o
AlIS OF
&8 7 bt 2t g &
N =

Top—-down proteomics

Shotgun proteomics

Gel-based proteomics

Cross-linking (CX-MS)

Affinity purification (AP-MS)

Selected reaction monitoring (SRM)

Multiple reaction monitoring (MRM)

Parallel reaction monitoring (PRM)

Sequential window acquisition of all theoretical fragment ion spectra
(SWATH) MS

10 |Mass spectrometry where E represents collision energy (MSE)’
11 |High definition MSE (HDMSE)

12 | Peptide acquisition independent from ion count (PAcIFIC)’

13 | All-ion fragmentation (AIF)’

14 |RNA mass spectrometry

15 |MS imaging

16 |Others

* Data-independent acquisition (DIA) method

O 0N Ww N —

2 | Experimental
factor/Technical
replicate

=
QOI/HH=AIS)

=0

AHED): Fill in your experimental factor or clarify whether the data consists of
multiple technical replicates (recommended)

HHED): 4 2921 2 technical replicate HS (olid A)
OjiA: Drug A at 10 mM, technical replicate 2

H|Z= 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 27) that are distinct from the other
technical replicates.

IIE 4. Sample preparation (MZ ZH|)

T 5-1-4)
= oAM
N m= EEW ==
1 | Sample M | AHED): A short description on the sample preparation steps, separation,
processing enrichment strategies and mass spectrometry protocols included
protocol HYED: ME FH |, B2l 55 Tef ¥ 2R 24 D220 Ofst 76 &
AZ %42 ] i . . .
(nia%zi | OIX|: Analytical Sample Protocol — Alkylation: Chloroacetamide, Fractionation: hSAX,

Fractions: 24, Proteolysis: Trypsin, Starting Amount: 300 ug; Chromatography Protocol
- Column Length: 40 cm, Column Type: C18, Gradient Length: 110 min, Injected: 5
ul, Inside Diameter: 75 um, Particle Size: 5 um; Mass Spectrometry Protocol —
Dissociation: HCD, Instrument: Thermo LTQ Orbitrap Velos, MS1 Resolution: 30000,
Precursors: Top 10.

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

Proteomics(Ettix|) H|0|E

o} M
= o ==

2 | Extraction O |HAHYD): Description of protein extraction protocol
protocol HHED): T 55 D2E20| ot Y
(& D=z

ol

No

0

OfIAl: After tissues were carefully washed in PBS buffer on ice to remove blood, all
pairs of tumor and adjacent 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, subsequently
transferred to a Covaris tissue bag (TT1, Covaris), and pulverized by using different
impact levels depending on the total weight of the tissue (60 mg: impact level 2;
50250 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. 17 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 0) 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 supernatant was transferred to a new tube. Protein
concentration was then measured using the BCA protein assay (BCA Protein Assay
Kit, Pierce).

H|1=: Please enter detailed information that has not been described in the
“Sample processing protocol” field.
3 | Digestion O |AHYD): Description of protein digestion protocol

protocol HHED): T 2He D2E30) 5 MY

(Chts 255t

pag=l===) OIAl: Ca. 3.5 mg proteins of each tissue was divided into seven 500 ug 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—HCI pH 7.6 and 0.1 M DTT) at 37°C for
45 min with shaking at 300 rpm 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=HCl, 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; W) 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|1: Please enter detailed information that has not been described in the
“Sample processing protocol” field.
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4 | Enzyme M | AHHD): Enzyme used during the experiment for protein digestion and protein
(BA inhibitors used during sample preparation

HHED: M= ZH| & HHME 55

Tt 3t g &

0| CHHXRI]
9!

=
o

st

No enzyme

alphal.P

Arg—C

Arg-N

Chymotrypsin

glutamyl endopeptidase

Lys—C

Lys—N

OO NO OB lWwIN|—

Trypsin

(@]

Others

AR = A= B
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IE 5. Sample enrichment, separation, fractionation (MZ 43}, &2 2 22))

No

Ol

=

0

Enrichment
ChiE] =5
PACTiE )]

Sample fraction

(5 22)

Protein
fractionation

(ctasl 23)

Peptide
fractionation

(BEfO|C 22)

Separation
protocol

(B2 Z2ES)

M)/
4E4(0)

M

H 5-1-5)
==

AHAED): Enrichment method to identify a comprehensive number of specific
peptides/proteins including post-translational modifications during sample
preparation.

HHED: M2 ZH| WM EF ERY(HIE H & 1Y )2 ==

- —
BEOIS/CHP0| $5 S2P7| 2ol Xiget 25 2

OiIN|: Phosphopeptide enrichment, Immunoprecipitation (IP)
HILZ: EnrichmentS $361K| &2 A0k= Not applicable 021 712

AHAD): Number of fractions analyzed (a positive integer)
HEED): 248 229 T

OiAE 12
IOH: o T
MH(YR): Process for protein fractionation

HYED): oY 25 U
Ihs 2k O 5

No 7lset & OlIA|
1 |No -
2 |Yes (Please specify) |SDS-PAGE

MH(YR): Process for peptide fractionation
AHER): HEOIE 28 1Y

st 2k O & o

No 7tset & OlIA|
1 |No -
2 |Yes (Please specify) |SCX

MHAHD): Description about separation protocol
AHED): 22| ZIZEZ0)| Chst MY

OJ\|: The pooled iITRAQ-labeled 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 Xbridge 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
ulL/min: at 0 % solvent B for 10 min, from 0 % to 5 % solvent B over 10 min,
from 5 % to 35 % solvent B over 60 min, from 35 % to 70 % solvent B over 15
min, 70 % solvent B for 10 min, from 70 % to 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|1: Please enter detailed information that has not been described in other
fields.

71



=

IIE 6. Raw data acquisition and LC-MS analysis (RIA|H0E &= XU LC-MS £4)

No
1

3

Ol

=

0

LC operation
method

(LC 28 4y
MS operation
method

(MS 28 48

o

Ho

Acquisition
protocol

(&5 nzEs)

T/
H=H0)

0

@)

B 5-1-6)
3%

MH(BR): Description of LC operation parameters(LC column, Gradient
condition, Solvent, flow rate, etc.)

HHFI): LC 28 M0l &3t BB(LC Z2, Gradient £, 80, |4, etc.)

MH(BD): Description of MS operation parameters
HYFD): MS 28 DEH|Eo| 2st 4

OlIAl: 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
300-1500 m/z 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 2.0 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 MS1 precursors were first interrogated by
ITMS2 using CID. Precursors were isolated using a 1.2 m/z isolation window.
They were accumulated to an AGC target of 5000 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.

AHAED): Description of acquisition protocol
AHED): =5 DI2EZ0]| st A

OlIAl: The 24 fraction global peptide samples, the 12 fractions phosphopeptide
samples and the 12 fractions N—glycopeptide samples from each tissue pair
(tumor or adjacent 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 um 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 2.4 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
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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|ZT: Please enter detailed information that has not been described in other
fields.

LC system
(LC AIAEY

AHED): Name of LC system
HHED): LC ANEH

il Nanoacquity uplc

ol

Instrument
(&)

AHAED): Name of instrument
AYH=ED: HHE

7ks8t 2t <Instrument listy2| 77| & E4Y

[]

Instrument list: ‘Instrument’

s=0 242

O

TR

ts

o

79|

4o 22

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

D |(J OO P WIN|—

AB

SCIEX QSTAR

AB

SCIEX TOF/TOF 5800

AB

SCIEX TripleTOF 5600

AB

SCIEX TripleTOF 5600+

AB

SCIEX TripleTOF 6600

AB

SCIEX Voyager-DE PRO

AB

SCIEX Voyager-DE STR

Agilent 6220 Time-of-Flight LC/MS

Agilent 6330 lon Trap LC/MS

Agilent 6340 lon Trap LC/MS

Agilent 6410 Triple Quadrupole LC/MS

Agilent 6520 Quadrupole Time-of-Flight LC/MS

Agilent 6538 Q-TOF LC/MS

Agilent 6540 Q-TOF LC/MS

Agilent 6550 iFunnel Q-TOF LC/MS

Bruker amaZon Speed ETD

Bruker Apex ultra

Bruker Daltonics AutoFlex

Bruker Autoflex MALDI

Bruker Daltonics maXis 4G

Bruker Daltonics UltraFlex

Bruker HCTultra

Bruker Impact Il

e
3
—
@
o
2
(9
(/2]
—~
ra
1=
2
N’
=
=
il
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Bruker Impact HD

22

Bruker micrOTOF Il

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

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

I}E 7. Data analysis (H|O|E £A)

B 5-1-7)
= M
o omm R =g
1 |Data M | AHED: A couple of sentences on the bioinformatics pipeline used, main
processing search parameters, quantitative analysis, software tools and versions included, as
protocol it is presented in the data analysis section of the manuscript.
(H0]E{ 2] AYED: AR H JSTESH MO[I2IQ00] CHet 7HeH A, =0 ZM DY Ha e
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2 | Quantification
method

(g=t g

=M/
H4EH(0)
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(=]u]
=E

H

A, ATEQ &7t B B e AR #09| H0JE 24 Mt RARE MRI2 Vs

OJIA[: 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 [TMS
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.

AHAED): Method of quantification
HYED: HE|S/THE NSt i

Jlstt a4k 02 S =Y
No 7
180
AQUA
ICAT
ICPL
SILAC
T™MT
iTRAQ
TIC
emPAl
Peptide counting
Spectrum counting
Protein Abundance Index (PAI)
Spectrum count/molecular weight
Spectral Abundance Factor (SAF)
Normalized Spectral Abundance Factor (NSAF)

gjo

or
il
=y

alrlmls|Za|lo|lo| v lo|ols|w(n|=

75



oy o
80 =ad

ook
Ja

16 |Absolute Protein Expression (APEX)
17 |Dimethyl Labeling (DML)
18 |Other quantification methods

Plex M | MZ(SD): Number of samples per run (a positive integer)
(Ean) HHED): 4 G ME
IO 9|

H[AT:

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

- Not applicable for other quantification methods

Modification M |AHQED): Protein modification used in your experiment
GE) HHED: A0 A= HEiE Y
71s8t 2F TE & MEiCk ME T1S)

7
No PTMs
13C(6) Silac label
Acetylation
ADP-ribosylation
Amidation
Biotylation
Carbamidomethy!
Carbamylation
Carboxylation
Carboxymethy!
Cation:Na
Deamidation
Deamination
Dehydratation
Dioxidation

Farnesylation

Flavin adenine
dinucleotide

Formylation
Geranyl-geranyl
Guanidination
Homoserine
Homoserine lactone
ICAT-C
ICAT-C:13C(9)
ICAT-D
ICAT-D:2H(8)
iTRAQ4plex
iTRAQBplex
Label:180(2)
Lipoy!

ot 2t

or

R N U N AU N (U W [NPUE W (RS W NP U RS W B O S _\Z
© o v |olalsrwlNn=|lo|© 0N o~ W N )

N
(@]

N
—_

N
N

N
w

N
~

N
o1

N
»

N
~

N
06}

N
©

w
o




I

Proteomics(Ettix|) H|0|E

No

ook
Ja

M)/
HE0)

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 | Other modifications

Search
parameters

(2 43552

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

HHZD): 1Y B gy V1 Y B 3 SNE 2R S8E HEES| 012N Y
0] o2 He| S HE|S/HHE AE F HO[HH0|A M0 A= 24 Dl e
==

/T

Ol 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 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.

H|T: Please enter detailed information that has not been described in the “Data
processing protocol” field.
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IIE 8. Files (B M)

No
1

2

3

s W/
1 MEHO)
Raw M
(RAH[0IE)
Peak list M
GER=C)
Search list M

(2 =)

o]

S R E =

ot
0jo

(E 5-1-8)
==

HHID): The MS instrument output files (e.g., RAW files from Thermo MS). As
an 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.

HHED: MS 71719 == I (O : Thermo MSS| RAW M), E= HE HO[H A
(mzML, mzXML szata PRIDE XML, and mzldentML)C=Z H2t =l Il 0|
MS1 & AHEH HeIt Hot = 4R o

Il B GIA|
raw
.mzML
.mzXML
.mzData
Others

MHAD): Peak list files (e.g., mgf files) that were used for the original search
and were referenced in the mzldentML file.

AHZD): 2 ZA0| AREIICH mzldentML TN ZXE= I9 22 01 (0
mgf TH).

Il IIof Of|A|
.mgf
Others

MHPD): The original output from your search engine or your analysis pipeline
used for further post—processing, such as mzldentML files, Mascot .dat files,
Trans Proteomics Pipeline (TPP) pep.xml and/or prot.xml files among many
others.

AHED): szdentI\/IL M Mascot .dat I, Trans Proteomics Pipeline (TPP)
pep.xml H/E= protxml AW 20| F7t & XM2E Pfoh ALZSH= 2 ARl = 24
IO [=2019] °JE =9 I

Ij T OfA|
.mzid
.dat
.pep.xml
.prot.xml|
Others
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4 | Quantification @) AHHD): In many cases current mass spectrometry proteomics studies do
(2] involve a quantitative analysis on the peptides/proteins present in the samples.
e The result files reporting information on peptide/protein quantitative values/ratios
can be provided
HEHED: B2 20| sitio| 2 2A HEtERst ot B0 EXfich=s i
HE|=/HEE0) Dot MEA 2MS Il HE|S/HEs FE 2i/HIS0) st S2sh 2
o M 7ts
I} ZoH GiA|
xt
.mzTab
Others
5 | Sequence M HHHD): Protein sequence database used for the database search. Customized
database databases constructed from mRNA-seq data could be used.
(Tt HHED: CIO[HHO|A M0 ME= THEE M HO[HH|01A. mRNA-seq CIOIEZ
HENG THE SESE CO[EHIOIAFASTA &4 AIB 7ts.
GHIO[EfH[0]2)
I8 Name of protein sequence database or .fasta file upload
H|1: Enter protein sequence database version (e.g., uniprot human v25.11.2015)
instead if the database is publically available.
6 | Spectrum 0 HHBD): Spectrum library used if the spectral library search was done for
library peptide identification
(AHEH HHEED: HEO|E AHs Qo AHER 2j0[H2{2] ZM0| 23 & 4 MEX:=
210[=242)) AHEZ] 2{0|H242]
! TToH GiA|
.mgf
.msp 0
Others §_
; , - ; ... @
7 | Gel image O MH(APD): Gel image files if proteins on the gel were identified after gel o
(2 opjx) electrophoresis. §
- HYED: 4 WSS = A 4| R0 201 F Ze| A 00X m, &
2N
EL
| mmo 1=
I/l T2 O] =
* tif =
*.png o
* ipeg i)
Others m
8 | Other O MHHSD): Everything else that did not fit into the above categories. For instance,
(0] 2] 79 protein inference files generated by post—processing of the search engine results
— or R scripts used for data analysis.
HHYED: o 7120l SHF=X| b= T 2E A OIS S0, TR MX| ARl
29l 2 x| = T SHS flet I 240 ARBE= R ATEHEES Sof W &
= U dAE 3 F2 A0S Tofet MY
9 |Release M | AHID: Data release date
date HHED: HoE S Zat
(S7hem)

QAL YYYY-MM-DD
iRl 2018-12-22
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[ (MY) CHAAI(metabolomics) A& H|O|E
O (R0 &8t XI=) EBI Metabolights(https://www.ebi.ac.uk/metabolights/)2| 4|
SRSy
1 (&5 +4) Metabolomics HI0|H HEZQ| S22 Ug M 242 F4E
O BioProject HE: (2. BioProject FE)2Q| A0 M2t 5=
O BioSample HE: (3. BioSample ME)2| AAl0j| W2t 52
O Metabolomics HIO|E: Z} BioSample0f CHEH AS0IA &
(6.1. Metabolomics G[O|E{)2| LA0f 2t S5

&l metabolomics H|0|E{E

I}E 1. Descriptors (AHX})

2 6-1-1)
_ mIA
No w2 R oH
1 | Keywords M HH(FD): Terms that define your study, eg. technique, disease.
(71¥E) HHEZD): AHE oY = U= 80V, Y S0 Uigh 80Y)
GiAl: Cancer, Metastasis, SNAIT Gene, Targeted metabolomics, Untargeted
metabolomics, Lipidomics
2 |Factors M |HB(B): Description of study factors
(201) HH=D): S+ Q010 CHsH M
GflA: Diet, Time post exposure
3 | Period of M | MHG@D): Creation period of metabolomics data
Creation HHZE): WA CIOIE 44t 7|zt
Y=
MAL 7|71 OJlAl: 2021.9-2022.3
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IOIE 2. Extraction

(B 6-1-2)
= =M
No w2 W ==
1 | Extraction M MH(HZR): Description of protocol for extraction

protocol
(F& Z2EF)

HA=ER): 22 o Z=EE 2Y

OAl: To extract heart metabolites, 20 mg heart were transferred to each
1.5 ml microcentrifuge tube. 500 pl 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 2.8 mm zirconium oxide
beads was performed at 5000 rpm twice using a Precellys 24 tissue
grinder (Bertin Technologies, France). 250 pl 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/v/v), and transferred into
autosampler vials after centrifugation for 10 min at 13,000 g and 4 °C.

2 | Derivatization 0 MH(YR): Description of the derivatization method
(SR} HYER): foAst gl st 4
OiAl: The dried metabolic extract was then oximated with 50 uL 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 0 HH(FD): Internal standards used to confirm analytical reproducibility
standard HYEE): BN KNS ISP s F1E WRERSHC| 57 U Sk
(LHeEZE=E

GIAl: 500 ng/mL betaine-Dyy (500 ng/ml), cysteine=D, (200 ng/ml),
methionine-Ds (500 ng/ml), S-adenosylmethionine (SAM-D3) (100 ng/ml)

<
=
Q

o
=2
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3.
(9]
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OIE 3. Platform

" 6-1-3)
_ I
N oz W =
1 Technique type M HHED): Type of technique

Ol 93 HYED): T1sol 9
Tis$t Bh TS 3 MEHCISME 71S)
No 7tset @
1 | Mass spectrometry
2 | Nuclear magnetic resonance
3 | Other
L
B M) ZENEC 0P| 520 JHES P48 4+ 0l
- Other®! 73? & ! 7IXH(01|A| Infrared)
2 |Assay type M |AHED): Type of assay
(O1M0] S3) HEED: oMol R
7ts8t 2k Technique type =9 70| M2t TS & MEHCIEEME] 7I5%)
Technigue 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|4;
- o JH9] I2MEE= O SR dets= F8E = U
- Other?l 3% 72 2 7IMCIA: IR)
3 |Assay definition M MHSSD): Definition of assay

(O] 2

HIED: o] o
7158t gk Assay type &=9| 701 M2t

|_O = EHO|

Assay type No Assay definition

1 |LC
LCMS 2 | Diode array detection (LC-DAD)
1 |GC
GCMS 2 | Tandem (GC-GC)
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 1 | MS Imaging
NMR 1 |NMR
Other 1
H|1:

— Other®! &< OM0] 2| 7IXHOIAL IR)
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OtE 4. Chromatography

(B 6-1-4)
_ A

N  m=m W =

1 |Chromatography | M | H™(BR): Description of protocol for chromatography
protocol HY(FD): I20ETALS Y3t TRES MY
(I =012 , , ,

O2ESR) OAl: LC separations were carried out on an Acquity UPLC BEH C18
column (100 x 2.1 mm, particle size 1.7 ym, 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, v/v) (A) and acetonitrile:isopropanol
mixture (10:90, v/v) (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 0 MHGZR): Specific model name of the analytical instruments
instrument @) 24 YH|o| TN 2UY
model
(3 =0tE 724 OAl: Agilent 1290 Infinity LC (Agilent Technologies, USA)

HH| 2H)

3 | Autosampler O HH(FR): Specific model name of the autosampler
model HHEL): etz THA Py
(REMED 23)

OiAl: Waters WISP 710 autosampler (Waters, USA)

4 | Column O | MHE(PR): Column specification =
specification MR 22 AjoH o
(ZE AR =

GJAl: Acquity UPLC BEH C18 column (100 x 2.1 mm, particle size 1.7 um, 8-
Waters, USA) o

5 | Chromatography O | HYH(FR): The type of chromatography §
type Y@L 20T QY @
(I=0rET2| L= fim]
L) kst & Os & HY >

No 715t w R
o

1 |HILIC o

2 | Reverse Phase =

3 |Normal Phase m

4 | Direct Infusion

5 | Other

HIT: Assay type &=0| LCMSY H0M2t sHHE

6 |Guard column O |MH(ER): Guard column specification

‘= Z38) HFEE) 7t 2™ MY
GAl: C18 guard column (7.5 x 2.1 mm) (Alltech Associates Inc, USA)

7 | Column O | MHGR): Column temperature
temperature HMHRIE): 2y 2
@ 25)

- OJAl: 35
=R °C
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e &= HE(O) =ad
8 |Flow rate O |MH(BR): Mobile phase flow rate
Q) HIER): 0I5l R
OJAl: 0.35
=21 ml/min
9 |Mobile phase O |MHE(@ER): Mobile phase composition
(0158) Hy(ED): iy XY
01})\;12 10 mM ammonium acetate in an acetonitrile/water mixture (40/60,
v/V.
OAl2: 10 mM ammonium acetate in an acetonitrile/isopropanol mixture
(10/90, v/v)
10 | Elution type O |H(@3): Mobile phase elution type
(82 78) M=) 05y 22| 2
Jtset ah O2 5 HHY
No 7lset &
1 | lIsocratic
2 | Gradient
11 | Gradient elution O | MYH(FR): Gradient elution. Steady changes of the mobile phase
1871 g2) composition during the chromatographic run.
MHEI): 7|27| 2| X7, JZ0(ETHI| Al = 0|54 XAM9| B3} 7t
GilAI1: Isocratic: 50% B (0-15 min)
OfiA12: 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 |HE@ER): Injection volume
(&) HHUED): AR e
OflAl: 5
TR ul
IfE 5. Mass spectrometry
(E 6-1-5)
_ oA
No 3= R =,
1 |Mass M | AE(PR): Description of protocol for mass spectrometry
spectrometry HY(FE): Y BMS et I2EZ HY
protocol
(e 2N D28 OJlAl: 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).
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M)/

18 &= HE(0) =ad
2 |Scan polarity O |M3(HR): Scan polarity mode
(A 29) HAYFHID): A7 34 2E
tset i s 5 HY
No 7tset w
1 | Positive
2 | Negative
3 | Alternating
3 |Scan M/Z range O |MHG@D): Scan range (m/z)

(AT M/Z ) HYZR): AN HY (m/2)
GilAl: 50-1500
oA m/z
4 | Mass 0 MH(GR): Specific model name of the analytical instruments
fnpoeé:gometer HE(FR): 24 T 7HE 24
(RZEA7|7] D) GAl: TOF 5600 MS/MS System (AB Sciex, Canada)
5 |lon Source O | MH(@2): Name of ion source
(01=23) HAY=FI): o0l=ee ¥
GiAl: ESI, APCI, MALDI &
6 |Mass analyzer O |MHAR): Type of mass analyzer
(22 247)) HYED): 2 2497 /Y
kst o os & HY
No 7tset @
1 | Time-of—flight (TOF) §
2 | Quadrupole ~
3 | lontrap 8'
4 | Orbitrap o
5 |Triple guadrupole §
6 |Q-TOF S
~~
7 | Other fm)
2>
H|3: B
- Other@! 32 HFEMI| R 7IX(GIAl: Magnetic sector) :
7 |Capillary voltage O |MH(FR): lonization capillary voltage =
(R RO MH(ZR): 0|23 2AZ MY m
OlAl: 3.5
o kV
8 |Capillary source O |MB(HR): Capillary source temperature
temperature HY(ED): ZHE 24 2T
(AR AA 2L)
Of Al: 350
o9 °C
9 MS/MS data O |MEHAPR): MS/MS data acquisition method
acquisition HYRFD): MS/MS HOIE =2 W

(MS/MS CO|E &

)

OlAl: Data dependent/independent acquisition etc.
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OE 6. NMR sample

(H 6-1-6)
_ oA
No| &= el =H
1 |NMR sample M MH(@R): Description of protocol for NMR sample preparation
protocol HYEE): NVR M2 ZH|Z 95t Z2EZ 8y

(NMR M2 o2
EZ)

OlA]: For serum samples, 90 ul of serum was mixed with 510 ul of
saline solution (0.9% w/v sodium chloride in deuterium oxide)

2 'NMR tube type 0 MH(PZ2): NMR tube type
(NMR &2 23) 2=D): NMR 72 /¥
OlAl: 5-mm NMR tube
3 |Solvent for O AH(AHR): Solvent for NMR sample
NMR HHES): NVR MZ 2 21
(NMR &1H)
GIAl: 0.154 M saline D,0O
4 | Sample pH 0 MH(HZ): Sample pH
(ME ) MHEE): M2 ANE
OAl: pH 7
5 | Temperature O MH(@R): Temperature during NMR spectrum acquisition
(2K) AHEE): NMR AHEH S5 = 20

OllAl: 298
Hel: K

OE 7. NMR spectroscopy

(B 6-1-7)
s Za(M
No B R0 =2
7 |NMR M MH(PE): Description of protocol for NMR spectrometry
spectroscopy MH(ZE): NMR 222 9ot Z2E2 MY
protocol

(NMR 23 o2
EZ)

GAl: 1D-NMR: One-dimensional 1TH NMR spectra of serum were
acquired at 298 K on a Bruker Avance Il HD 800 MHz NMR
spectrometer (Bruker BioSpin, Germany) with a Bruker 5 mm CPTCI
Z/-GRD probe. MAS-NMR: All 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

(NMR ZH| 2H)

HH(HZR): Specific model name of the analytical instruments
HY(FD): 24 FH|9 THN 24y

GAl: Bruker Avance Il HD 800 MHz NMR spectrometer (Bruker BioSpin,
Germany)
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M)/

18 g5 HEH(0) =ad
3 |NMR probe O AMH(HE): Name of NMR probe equipped NMR instrument
M o). X
G{Al: Bruker 5 mm CPTCI Z-GRD probe
4 |Number of 0 MH(HZ): Number of scan transients during NMR spectrum acquisition
transients HHEZE): NMR ABEZ 3= = A7M transientQ 7|
(Transient®] 712 OAL: 128
5 |Pulse sequence 0 HH(HE): Name of the pulse sequence
name HYEED): A AEAS A
TA A|HAD .
) OlAl: The water-suppressed CPMG spin—echo pulse sequence
(RD-90 ° -[1-180 " -1]n-ACQ)
6 | Magnetic field 0 MH(AR): Magnetic field strength of NMR instrument
strength HYED): NMR HH|9| X7 L=
R 2=) 01l 800
o MHz
7 |Number of data 0 MH(PZ): Number of data points during NMR spectrum acquisition
points HYEE): NMR AHEH &5 F H0|H EQIEQ| i
) g9l k
8 |Spectral width 0 HH(PD): Acquisition spectral width
GilAl: 16,025.641
=Y Hz
9 | Relaxation 0 MH(Y2): Relaxation delay time =
delay HYFR): 02t X[ Ajgt @
—+
(O] RX|H) OIAL: 4 o
ool s g
10 | Acquisition time| O | H&(FR): Acquisition time 3
(EE AIZH HHEFI): &S5 At ’8\
OIAl: 2.045 =
Hel: s o
—
=
=
m
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ItE 8. NMR assay
= M
Lo &5 o0
1 INMR assay M
protocol
(NMR 00| Z=2E
3
2 |Data processing 0
and software
(HO[E X2 X A
EQo))
3 | Peak alignment @)
LERS)
4 | Peak 0
deconvolution

(I3 deconvolution
i)

H 6-1-8)
=g

AHED): Description of protocol for NMR assay
HHED: NVR OM0IE it D2ES MY

OfIAl: 1D-NMR: The water—suppressed CPMG spin—echo pulse sequence
(RD-90 ° ~[rt-180 " -1]n-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 ° -[1-180 * -1]n-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.

AH(PR): Description of the data processing method and software
HH=D: COH 2| g 3 ATEQ0] Cist &Y

Ol 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).

MHPD): Peak alignment method
HYED: I5 5 9

OJIA: ASCII format files to perform the alignment using the
correlation—optimized warping (COW) method found in MATLAB (R2008a; The
Mathworks, Natick, MA).

MH(YR): Peak deconvolution method
AH(ZR): I3 deconvolution &

OflA]: Peak deconvolution was performed by AMDIS (automated mass spectral
deconvolution and identification system, NIST).
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IIE 9. Data transformation

No
1

(B 6-1-9)
= I A M
2= o =

Data M | AHPR): Description of protocol for data transformation

fransformat MHEE): G0 HES HFt I2ES 43

on protocol

(HI0|Ef w3t OJAl: LC-MS/MS: The spectral data were analyzed by MarkerView (AB Sciex,

O2EX) Canada), 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 TH NMR spectra were phase- and
baseline-corrected using TopSpin 3.1 software (Bruker BioSpin, Germany) and
Chenomx NMR Suite Version 7.1 (Chenomx, Canada).

Normalization | O |HB(BE): Normalization method

(43 HHED): s wy

OJAl: Spectra were normalized to the median fold-change normalization.

IOIE 10. Metabolite identification

No
1

(% 6-1-10)
= IIJ A M
2= %o ==t
Metabolite M | HB@2): Description of protocol for metabolite identification
e ation HYED): BASTY SN2 Yot ZRES MY
(CHAEZ! =X OiAl: Lipids were tentatively identified by comparing the experimental data
O2E3) against various 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.
Metabolite O HH(HB): Description of how to quantify metabolites in mass spectrum
quantification MHED): Y AHERIN ASTS HUYSH Yol Ciet 8Y

(CHAEE ) L o . o
OflA: 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
Calibration M HH(PR): Description of standard used calibration curve preparation
standard HHED): ZPH 2H0 RS BESY MY

(g #E=D)
GJIAl: Internal standard or external standard
Calittr)]ractjion O | M3(@2): Number of standard points used for calibration curve preparation
i HHED): AN 20| ARE ZeH(calibration point)®l JH4:
Oood
OiA: One—point calibration, six—point calibration etc.
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IE 11. Files (Z1} me)

O OSdk 22 Ml 71 282 EFotH E=E == ofof &f

' 6-1-11)

o s |aw =

oot

1 | Acquired raw data files M | HHFR): The MS instrument output files (e.g., RAW files from
(BA| G0|Ef m) 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.
**E“(ET) MS 71719] &3 I (0f: Thermo MSQ| RAW @), E&=

Z Hjo]g SAl (sz\/IL szI\/lL mzData §)0=2 =gt = Ifr
Hf%oﬂ MS1 —’.‘——’-._‘— AHER MEHIF 5t 2 42 512, MSconvert 0|&

& OIOE YAz et

OllAl: MLM-cys_1.raw or MLM-cys_1.mzML &

2 |Data processed peak table M ofd EFRL: txt, csv, xlsx, xls, etc.
(2} peakdf TS intensity
data) Of|AL:

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

) peak intensity
No| mi=m |™fenion| gg el
INEARPNE=YAPNE=CAPN =Y/ SPNI=IS PN =)
alanine 2.40 100 105 120 |78 |65 |59
palmitic acid |3.15 101 198 [123 |57 |46 |75
riboflavin 532 200 [210 180 [150 135 |167
citric acid  |6.78 123 |1.31 |1.15 |0.34 |0.23 |0.45
LPC 160 |7.80 56.2 |453 148.2 (123 |11.1 109

~NOOHPRWN[—

3 | Concentration data M o EF: txt, csv, xlsx, xls, etc.
(=S EPSE 4y
Ol Al:

S=(ng/ml)

No CHARE R OHA el

ANZE1 | AE2 | AE3 | A4 | AZED | A=6
alanine 100 105 (120 |78 65 59
palmitic acid | 10.1 9.8 12.3 |5.7 4.6 75
riboflavin 200 210 180 |10 135 [167
citric acid 123 (131 |1.15 |034 |0.23 |0.45
LPC 16:0 56.2 453 (482 (123 |11.1 [10.9

~NoOoRrwWwN|—

oQl: uM, ng/ml, nmole/mg, nmole/10° cells, etc.
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= Ta(v)y/ ont
No g= AEH(0) ==d
4 | Normalized concentration @) ofY BRI txt, csv, xlsx, xls, etc.

data
(st B W

Gi|AJ:
&= (ng/ml)
No HAEE N S SE s
ANZE1 | AE2 | AIR3 | A4 | A|E5 | AZ6

1 |alanine 90 95 120 |68 55 69
2 |palmitic acid [10.1 9.8 12.3 |5.7 4.6 7.5
3 | riboflavin 100 [105 |90 75 785 (835
4 | citric acid 123 1131 (115 (034 |0.23 |0.45
5 [LPC 16:0 56.2 453 |482 123 [11.1 |10.9
6

7

ol uM, ng/ml, nmole/mg, nmole/10° cells, etc.

Release date
(3712

MH(YD): Data release date
HYHZD): HoIH 371 SNt

AL YYYY-MM-DD
GilAl: 2018-12-22

<
(0}
—+
Q
on
=2
(=]
3,
(9]
\n
—~
[
==
-
-
>0
=
e
=)
m
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[ (MY) 2 SEQAS [fA B0 HEE 315129 &AM (bicassay) ZNE S28 0j
MNEE. SE0I 228t Ug2 (1) aEfE/FE22 gd 3= ) tid EHE 82
MES| LEPHOI FE, T2 () dE JEY

o NCBI PubChem(https://pubchem.ncbi.nlm.nih.gov/assay/) BioAssay

ItE 1. ID information

T 7-1-1)
= IoIA M
No e= TJTE#((O))/ =2y
1 11D M | MHEPZR): Enter CAS registry number, if there is any. Otherwise, a
(ID) substance ID will be given automatically
MHZE): CAS registry numbere] “QR0| M2t MEf & Q= AL number

aE

7158t ZHYR): Select one from the following

No Possible value Description

1 |CAS registry number is available |Enter the CAS registry number
CAS registry number is not A substance ID will be given
available automatically

7ttt UEED): U2 F =Y

No Jtset Ft7lE

1 |CAS registry number /UZ CAS registry number 2=

2 |95 ANSOZE substance ID £

HIZ(FE): 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.
HIZ(=E): CAS registry number UZ & Al BIEA] CAS registry
numberE F7I= ol{0f 511, GIE2 M8 Al AsL=2 D7} ROEE=
gz gy I Q8

2 | Synonyms O |MH(PR): Enter synonyms of the compound.
Sl HYED): sEI2 U2 0|28 2XEZ |
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-
siegl= HI0lH

= oM
No e yabvid =g
3 I%Escription M | MB(YE): Describe compound or extract.
(23) HYED): B2 B2 XS0 OF MBS JIEE
4 l\/lljolecular weight M | MHEPZR): Molecular weight of the compound
(ZX2) HY(=ED): 33120 2XY
5 |Molecular formula M MH(HR): Molecular formula of the compound
(24 YYED): skEH20 2R
6 |Canonical SMILES M | AHHR): The SMILES format is a linear text format which can
(Canonical SMILES) describe the connectivity and chirality of a molecule. Canonical SMILES
gives a single ‘canonical form for any particular molecule.
MHZD): B2 FXZ SMILES A2 HHSH 7
7 |IUPAC name 0 HMH(PE): Name of the compound according to IUPAC nomenclature
(IUPAC ) HH(ZR): =29 IUPAC HHHO| T2 0|5
HI2(P=E): Must fill out this field if you entered CAS registry number at
the “ID” field.
HIZ(Z3): ID &52| CAS registry numberZt U 42, BIEA| 24
8 |InChl O |MH(PD): The IUPAC International Chemical Identifier (IhChl) of the
(InChl) compound
AHH(Z2): 322 AXZ InChl (International Chemical Identifier)22
LHEHH 2
HI2(F=E): Must fill out this field if you entered CAS registry number at
the “ID” field.
HITZ(ZE): ID &=9| CAS registry numberZt Ues AL, BIEA| &y
9 |InChl ke O |MHER): The InChlKey of the compound
(InChl 7| HH((ZED): 31829 X2 InChl Key(International Chemical Identifier

Hash)2 LtEHH 2

HIZ(BE): Must fill out this field if you entered CAS registry number at
the “ID” field.

HIZ(ZS): ID &29| CAS registry numberZ} Q= L, HIEA| ZH
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ItE 2. Activity information

H|11

0 OIE 19| FHEO|
[ Grouplz F9I

No
1

olt

=

0.

Activity outcome

(4 ¢%)

Activity value
(Assay Zut £=X|)

Term
=)

Unit

(&2

Result description
(E2t SMEE)
Assay description
(A M)
URL

(MY DRE=0|
Cifst 2% URL)

CHoto,

ME 2&= 18 oY XY Tks

o
SSSHE-11)2 1 5 170 B2 O YISA| ZE00F 3

o=

M)/
HEH(O)

M

' 7-1-2)
=gy

MH(PE): 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 b(probe). The 'probe’ designation
indicates that the activity of the test result has been tested and
confirmed through multiple rounds of experimental inquiry.

HAEID): 2 020 et 22 H0HE SSoks 7IEAE F2 o= W8

k58t AED): OE & =Y
No S
Sz (inactive)
AS(active)
2% =7HKinconclusive)
0] Hol=X| ¥E(unspecified)
5 Ho| Hed #3532z 4y ZE(probe)
MH(PR): A quantitative value or concentration about activity. This field

allows all ranges of number as different assays have different ranges of
values.

HEED): 240 st HEFN X S2 sk, AssayiCh £X[Q 27t
CiE20z My A HRYE 5188

MH(PS): Type of the value. There can be many different types, such
as ICB0, ECHO, half-life, toxicity, viability, and permeability.

HHED): Value #0| 20jsk= 7HE. 1C50, EC50, half-life, toxicity,
viability, permeability S CIFet & US.

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

MHZD): Value &S0 CHt unit HE

MH(HR): An optional description to explain what is being measured for
a given result column.

HY(=D): 20| CHst 27HNQl HYS JISoks
MH(HR): Description of the assay
HYFID): ~afct M0l tfet HYS V|Scke &=

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

HE(EED): $8st He TZEZ0| st LiEO0| Ef CIOEH0|A 52 ==0
71=50 ACHH S URLS 7|

ZF
HA

fo
rot

o | |

I.

MAwN|—

utor | o
> 0% |ox |0 [0z

Jr

=

=

oo
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siegl= HI0lH

- A M
No a5 i ==
8 TQL%e-thrOtin G | MTE(YR): Description of the target protein assayed
(ﬁ%ufﬁ)o H %gg%?a%*ﬂ% S5 OfY CHEtE Z-0HM0| Huldo| ofd 29 OE
== %—|E =i
9 Tgfgqt 3el| o MH(PR): The target cell in which the activity was measured
= =K Ye) — o ==
ey e HYED): BH2 S Oy NZ
10 | Target phenotype AH@R): Fill out this field if the result of activity measurement was a
(EFY E) phenotype such as symptoms.
HEGEED): 24 FH0| symptomzt Z2 phenotype?! Z2 017]0f ZH4.
11 | Target species MH(HR): Information on the species of the proteins and cells that
(EHl MEZ) were used in the assay. Use NCBI Taxonomy ID.
HU(STD): AssayOll ALESH A M 52 ¥=F FE. NCBI Taxonomy
IDE Aot &.
12 |User defined fields| O | HAH(FR): User defined field for defining activity data
AEAL A1 ge) HYER): 2t SFS UR CYS J|F0 BN HES AIBAD NQE
7|Xlot7| o HRTH HE
oAl 2EEF
13 | Release date M | MHED): Data release date

(S7HEm)

HYFEI): HolE 371 W

LA YYYY-MM-DD
OflAl: 2018-12-22

_Ig!
|19'I_l
Mo
m
o
m
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sietE X HoJEy

O (ZMERL) Sr=afetATE Ot zet

" 7-2-1)
- LW/ on
No iy AIEH(O) [et=t=l}
1 | Structure M HYEER) SRES 76 e EA ¥ EXES ASHAE HElol 2t
Fx) LS FXE LER. InChIZ 71X
OilAl: dasatinib2 &< Ot &0 7|Xy
InChl=1S5/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 0 | HY(=ER): sRfEs 7ot Ues BAt ¥ MRS §SEAE HA6H 24t
(72 ) L XS LtEfd, CDXLt SDF Iofe O*EE
3 | Molecular formula M HYER): siES 46k e f¥R 2 EXtel
SI5HAl
(B4 OlAl: Ci9H21CINSO
4 | Molecular weight M HYEER): deE 2XE 01R= FAt 2Eel &
S
EXE) OlAl: 356.85
5 | Appearance M HEER) SREQ M Y HE o st HA|
(22 OAl: AT M 1|
6 | Melting O |HX: SHO0| IOl 42 == 25, Al 4= #= 25 7IM
point/Boiling point
(sE 26/3E 25) =k T
7 | Crystal structure 0 |M™E=2): ZX 37X PDB TE= 7|
74X _7.(_
(EO ?’ ) 0:"A| 1V4S
HIZ: SlefEol(Huan A1) AFYTAE 20lst 02 M=
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-
siegl= HI0lH

A
No u2 g =8
8 '"H NMR spectra M | AHEE2): 'H NMR £A [0, ABEZ! 0|0|X] I 2T 2 0]0) CHSt

24 S|
_TI_EFI)\IEIIEE:I)
oo—"1—0O

=

otiA] HIOJE] 2y

GiAl:
image.pdf
‘:1:1: ::: l;!_-;".lll-lh [-l:l;i ‘-:’i:iw '||||l||,'|ll
~
&Rl i
o = ki L
i o i_{ .....
| s

3 Bl0jE:

"H NMR (300 MHz, Methanol-c;) 6 8.00 (d, J = 2.2 Hz, 1H), 7.50 (dd,
J =89, 22 Hz, 1H), 7.42 - 7.20 (m, 6H), 479 (d, J = 11.2 Hz, 2H),
399 (dd, /= 7.9, 63 Hz, 1H), 3.60 (g, /= 5.3, 45 Hz, 2H), 1.76 -
1.42 (m, 2H), 0.93 (t, J = 7.4 Hz, 3H).

9 | ®C NMR spectra O |AHED): “C NMR 24 0|5, AME 0|0|X] I P2 2 0]0f ChEt
(B4 P o Al= A
OHATHEZ]
image.pdf
EmEEE -
L L ‘[” |H L .
s BIoJE:
5C NMR (101 MHz, Chloroform-a) & 168.37, 159.79, 159.75, 149.99,
141.29, 137.67, 136.73, 133.93, 133.84, 132.46, 132.44, 132.10, 132.02,
129.70, 129.67, 129.13, 129.11, 128.54, 12850, 128.34, 125.22, 12519,
124.91, 124.87, 123.91, 123.88, 120.10, 119.98, 116.19, 115.94, 115.64,
115.43, 113.03, 14.77, 14.12
10 | Mass spectra 0 | M3ED): Z2=H HolE &y

(U AHED)

Of|Al: CigH14CIFN4O: 356.0840
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DA
No g= g =
11 | Solubility O |H¥E3): sdic Iy 800 == stz &
(8%4=) =3 mo/ml
OflAl: 3
12 | Publication 0 |4¥E=ER): 2t #2si o= ==29| DOI(Digital Object Identifier)S
(=) 4. = 29 Vs,
[Al: 10.1038/s41598-020-57919-6, 10.1038/s41598-017-16535-7
HIQ: =z0] S 02 7|X
13 | Patent 0 |H¥ER): 2 2ol £ T= 557 509 =¥ F= 558 ¢
(3) =7t &S
OIAl: 1915550 (CHBIZI=)
B S5t 28 = S5& ZR0T ME
e 2. SE 7A MY A
E 7-2-2)
IO|A
No g= e =2y
1 | Exp_date M | AYED): diE 90| =50 227t 7HE It
AlSLY
d2=m OflAl: 2020-01-21
2 |NMR M | HEEE): NMR 240 AFSE FH|E 2 ST
SHX}7| 29 - }
AL EUHED): SRR
GiiA: Bruker/AM-300/300 MHz
3 |Mass M | HEES): Mass 240 ALBE ZHIF 2 0|23t WY S
Rl2bRA K _ _
(= 2t BUED): A2Y/717|2/0l2 sk
OflAl: Thermo Fisher/Q Exactive Focus Hybrid Quadrupole—Orbitrap/ESI
4 | Method for O | HYEFD): Solubility(Edlix) S 2ok &8st WY 7|=
lubilit
SOEJ " HIZ: Solubility B2 XA A| BIEA| &t
(B3l A3 o olubility 85 S A HEA &3
&) st 2k O 5
No 7tsst 4t Ft 7=
1 | kinetic solubility 20, 2=
2 |thermodynamic solubility | S0, 2%
O|AL:
' kinetic solubility £, 20C
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JIIA(M)/

1= [=Y=]3
NO %I'—| MEH(O) EEE
5 |Synthetic procedure| O | HAHEEE): &4 Scheme, RN, &0, BIS2E, £8 5)0| E&E * cdx
SEAqH o g==
(Rel)
Cllo|E 0:IWZ
H
: F‘i 5\ -
“otBS Sotes OTBS
9 18 19
H H
Bocp(jixo/\fo d BocN” 0.0 e BocN
Al A 5 P(O)(OEt)
SoTss :
20 21 O

g h

A
23

osqosg

24

®

/N
F

Reagents and conditions: (a) allylmagnesium bromide, THF, -78 °C-
rt, 2 h, 81%; (b) i) BH3xSMe,, THF, ii) 3 N NaOH, Hy0,, 0 °C- rt,
45%; (c) PCC, CHyCl, rt, 6 h, 74%; (d) TBAF, THF, 0 °C -rt, 1 h,

78%; (e) IBX, DMSO, rt, 1 h;

35% (2 step vyields); (g) TFA, CH,Cl,,
HCOOH, THF, 50 °C- rt, 1 h, 84%.

(f) n-Buli, THF, ——=78 °C- rt, 1 h,

°C-rt, 1 h, 78%; (h) Ac:0,

6 | Reference 0 HH(ZR): Al 2= &= 2349 DOI(Digital Object |dentifier)S
(D23 =87
Ol 10.1038/s41598-020-57919-6, 10.1038/s41598-017-16535-7
7 |Release date M | HHED: Data release data

(S7HEm)

HHED: HOoH S =

AL YYYY-MM-DD
GJA: 2018-12-22

99



O (AF) 3= 280610 HAlst &g F7t Holy
ME 1. 2igfE e HE
" 7-3-1)
= =SS ()
e = ME4(O) =ad
1 |Assay name M | HBEE): AEAR HES e & U= ABAR F
(rEAlE %)
GiIAl: PAR1 (Protease Activated Receptor 1) Z&tgut

2 | Targeting disease M | AHEESD): SHZ o= NS 2aE 2 KEGG id 7|

(xS =

OlAl: Hypertrophic cardiomyopathy (H00292)

3 | Screening system
(Aadeld AIAH)

4HED): o Wi 28 232/ AAH

Ql
=

0jo

of
1

7tsgt 2k o

No 7 0 7|&

il
N

or

1 |in vivo 2l strain, &%

9 ME A7| o

2 | ex vivo = N=E o

&, CHEMBL id)

CHEMBL id)
o =0
o, OO

3 | in vitro

OflAL:

in vivo

balb ¢ mouse, male

ex Vvivo

SD rat, heart

in vitro

SK-OV-3 (CHEMBL802201)

4 | Screening type
(Aa32ld EtR)

23EL): uE

=

Zt

st 74
714

H(Target based) 23214

7[EKFunction based) A32|<
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ot

-
= HI0lH

M)/

No o= X1e4(0) ==8
5 |Target class 0O |HYE3): B 7Isg URE L S259 20A= 7K

=]
(85 22

5

iy

Jhsst 2k o
No OIEZ Eyin
1 kinase

2 protease

3 dehydrogenase

4 esterase

5 phosphatase

6 7|EF 4=

7 GPCR

8 88 | nuclear receptor

9 7|EF 4=

10 voltage—gated

1

12

13

14

15

16

17

gjo

E;h

—_

extracellular ligand-gated
intracellular ligand-gated
7IEt 22
channels
electrochemical potential—driven
primary active transporter
7|EF 4=
18 | PPI (protein—protein interaction)
19 | 7[EF 4

transporter

H1: AF2|d EFRI0| target based@! AL BtEA| 7|y

6 |Classification of O |MYERD): N2EUE H0|= ERl 78S 7N
Target mechanism
(@EX 7| 22 OAl: 24 |TA X, HIO[ZA entry AH
HIZ: A2 EfRI0| target based?! AL HIEA| 7|Xf
7 |ID of target O | HYE3: B ChEMBL id 7|
EXY)

OfAl: HDAC6 (CHEMBL1865)

H1: AF2|d EFRI0| target based@! AL BIEA| 7|y
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- M)/ o
) a3 H1E4(0) =
8 |Single dose M | AHEED): 0Y sT2 A5 AR s SHUS % inhibition (FE %
experiment increase) 2= 7|M(H: %)st M mA AZCE
(HY sk A3)
HOIE| OflAl:
code structure mal weight % activation(10 pM)
KC-D0237 1 | 396.44364
g_{_\%} 48.9
KC-D0238 [, b 412 89824
gt\% 53.6
KC-D0239 s S 396 44364
g_(_‘r;“%;5 719
e T Y 378.28266
o A 50.2
KC-D0264 “C%“ 7 343.83763
J\Q 107.1
KC-D0265 °§_, & 412 72769
e h
9 | Multiple dose 0 |HEES): a8 M3s o 42, 20l ICs E= ECso= 71M(HE
experiment UM, nM S)E oMl Tl 9zc
(-4 48)
HOIE| OflAl:
% Activation* EC50
Compound
@ 10 M | @ 3.2 pM]| @ 1 pM |@ 0.32 pM|@ 0.1 pM| @ 32 1M | (uM)
KC-D0322 | 1404 1235 105.9 953 517 75 0.16
Kc-po323 | 1463 1206 | 1184 963 586 53 016
KEposad | e 80 83 81 64 74 10
KC-D0325 | 320 93 04 7.1 53 6.5 >10
Kc-Dosa7 | 324 113 53 93 72 107 510
Kc-Dos2s | des 105 112 48 75 123 510
KE-bo329 | 373 182 117 25 3§ .97 510
KC-DO350 1357 1285 1235 1104 61.3 254 01
KC-D0351 136.6 1293 121.0 1153 Q20 391 0.057
KC-D0352 1039 66.9 248 24 4 241 36 31
KC-D0353 1357 1323 1291 1077 79.0 237 0.086
B SEE ASARS HAGH 0T HiE
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-
siegl= HI0lH

oo
o
HT

" 7-3-2)

ZHM)/
H8(0)

o
=2

Exp_date
(HEEm)

@)

fetz g0 A=E0 F20t #3E I

fol

H23(=12):
GAl: 2021-08-27

Screenlng system
(or_g_ E|‘—| A|J\E-|I)

HYEFE): 2323001 AIBE HesSE, &, MZE, S, DS o
Otehet 20| 7ls

TIoHEE):
&= & Y strain
MIEE: HIE 0|2 & CHEMBL id

HeE: 0|15 2 CHEI\/IBL id
IJI*”‘:' £ Y
OflAl:

S=. mouse, balb ¢, female
HIE SK-0V-3, CHEMBL614925
UIME: Pseudomonas aeruginosa

Measurement method
(Us SYEH| L 9

718)

HYEFID): AvAHY Uy 2 ZH0of et ZiEet Vs

01IM
=3 HH|(EM, plate reader, SPR &): microplate reader

- "1* Hi#: Juminescence. fluorescence, absorbance, 37|,
Western PCR &

Experimental method
(ofz &d 49

*';%'(3 2): 50 ABE Mz 55 L Ush), 2k, AL & AT
Il=

GIIAL: HHQISE MIE 50 ul384-well Z20|E0| 50~60%2| Uz ==t
21219 HiXIE 20 ofF &2 AFSIAZICE. HHXKIZE I’L7<1|0h_ slet=06
stock)2 10 uM, 30 uM (final DMSO 0.6%)2 X2|8t & 24A|7t 48A|7t
St 37T, 5% CO2 HHZZ[0M HHRISICE CHASEZ doxorubicing AlEdt
D1 CHEFC DMSOsEE 0.6%2 SiES X2|st welldt SotA &t
WST-1 (a soluble tetrazolium salt) A|%F (Cyto X, LPS solutlon) 5 ul
(HHR] 212 1/10) Melotl 1 ~ 4AlZH O HiYSt & 450 nmel 42
Envision0lA] =D

Statistics i
(CIOIE] BA XMez| g

HYEER): = AY =4 2 2 A" G OHA &, SAKE g 2 SAN
20|

OAl: 25 (30 uM, 10 uM), single-point &2lS 5 Z2| MZ30] CHSH
33| Bt=E HA[GIY HHuE g1, S40| Y= SN Sk Glsy (50% 4
xr;quh:E) 7fS AXBICY

Reference
(FIE9)

=
AHZE): A fE 27 2519 DOI (Digital Object Identifire)2
2, =4 g It

H=

OflAl: 10.1038/s41598-020-57919-6, 10.1038/s41598-017-16535-7

Release date
(S712m)

MH(YR): Data release date
HHZID): HoIH 371 Smt

LA YYYY-MM-DD
OilAl: 2018-12-22
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=

glel= profiling GilO|E

[ (BFEAD) St=atetiT3 O (e =iedeh
[ (M) Discovery ©A 3etE29| 2&/DMPK/SH9| profiling HE
oiE 1. stel= profiling &
B 7-4-1)
oA
N oys W =8y
1| Efficacy data O | HYED): orfet 22 aE0l Ray B7t HOEIE HatE oM MY H2e
in vitro ogl'—| 1101E{/ 715 HIOIEf (ICso, ECso)
ex vivo |ME Z7| Hl0JH (ECso)
in vivo |2& OI0|E (dose, activity, pharmacodynamic)
HO[E| Gi|AL:
Evaluation KC-AQ777
In vitro Binding, 1Cso(uM) 0.021
In vitro Platelet aggregation(PRP), 0.44
|Cso(uM) ]
In vitro Time dependency (PRP
Platelet aggregation) Week
Efficacy | Ex vivo Monkey ex 10
vivo[(EDso(mg/Kg) 12hr, haTRAP]
In vivo A/V shunt 3~10
Model[EDso(mg/Kg), ~Trmax |
In Vitro Neuroprotection(uM), In
vivo (mg/Kg) 0.010, 0.050
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M)/
HE(0)

M

==
HE(FE): Of2et 22 sRIE9 S/2%/0AK/HIAE Ml Ho[E7L Zeke M oy
SELS
2t THAKPhase | CHAD QP84 (liver microsomal stability),
S(mouse, human &), Rsp (2): 7t microsomet slelES &
HIISHO SfeiECl 50%7F HALEO] EoliEl= Alet
nvito | 2 O R% (30) B SESS HIYl0l 302 S0
EXote =2 %
oY o Ee %
CYP; 7t THAREAS| 2AX|IE1 ICso
E(Species): A8 5=
SO v (FUFA, ip (ZFFAD, po
S0 mg/Kg
o Tio (min): BT
in vivo PK " -
Clearance (CL): L/Kg-h, ®ILi AAMEK 20} HiH|2])
AUC (ug-h/mL): MY ==2F
Vg volume of distribution AL EXHX
Oral bioavailability (F) (%): 4+ 42
HIZ: Al A0l CHOHMTE KMIE
HO[E OflAl:
Evaluation compound
PK (Rat, Oral, 5mpk): Cmax (ug/ml), AUC (ughr/ml), Tmax (hr) 0.87, 2.76, 1.0
Brain Conc. (ug/ g tissue @ 4hr), BIP 0.20, 0.34
Metabolic stability: Half-life (human, rat, monkey microsome), min 999/ 305/ 23
DMK T ¢y innibition % at 20 UM ( 3A4, 2D8) 46/ -8
Protein binding (Human, Rat, Dog and Monkey, %) =90
Plasma stability (~4hours) stable

in vitro CHAF QA

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)

Parameters iv. p.o.
AUC, g (ng-l/nf) 1.55%0.50 0.56 +0.24
Cmax (ug/mf) 0.28 +0.06
Tmax (h) 0.67+0.14
ty;2 (h) 1.04+0.30 2.25+1.89
Cl (L/kg-h) 205+0.58 .
MRT (h) 0.81+0.37 224+090
Vss (L/kg) 1.57+£031 -
Amount in Urines, 0.330.16 0.09  0.08
(% of dose)

Amount in Gl,y, (% of dose) 0.14+022 2724428
F (%) 352+5.58

_Ig!
|19'l_l
Mo
m
o
m
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mA
No ?3"% ij—";—”f(MO))/ E%DEP
3 | Toxicity data M | H3ED): offet 22 sEIR0| S M3 Zit BEE UM Iy 2c
(58 HOIE) MESA: CCa (MEF, ZF, HIYARD
in vitro | MESYMERG): 1Cso F¥Y(binding, patch clamp etc)
Q=Y
ad=4: LD50
in vivo |7 day DRF (dose range finding)
Core battery: 8871, SFMEA, daetA =4
IT: A3 A0 et K
GIOIE OfAL:
in vitro =59
Evaluation compound
In vitro  Cellular toxicity (hepatocyte, CCzp, uM) > 50
In vitro  Cellular toxicity (6 other cellines, CCsp, uM) > 30
Safety Invitro  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, 1Czy, ul) 34
in vivo =48
24854, mousepo LDy > 2 g/kg
Invivo 5S4 |ges4HIZ2A): 483K 228 2L8(No QT prolongation)
MIISA S48l
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siegl= HI0lH

IIE 2. S}&E profiling 48 ME
(B 7-4-2)
= =M on
1 | Exp_date 0 |HY(ED): 28 HA EN, E= HojH 24
(Aggn)
AL YYYY-MM-DD
OflAl: 2018-12-22
2 | Bio-material M | HEER): A0 ABE Mg AT, MEF, A S), HUE
(M=) 2l NZZE= CHEMBL id, 88Xt Uniprot id 2 71X
OAl: SK-OV-3 (CHEMBL614925)
3 | Experimental animal M HEED): Jalo M8E S22 S H strain, Y 7IH
EHY 58)
OllA]: mouse, balb ¢, male
4 | Materials 0 | HY(=ED): 232400 AE=E M=
(A M=)
ZUEE): M=F/3A/ZIHET No
OlAl:  FBS/Thermo/16000-004
5 | Experimental method 0 |[H3ED: fa4/omy/usy It 9 7
(Mg g8)
OAl: 20 mM Tris-HCI pH8.0, 10 mM DTT, 0.01% Triton X-100 22
O|R0El  buffer &AW 5 uM  6,8-difluoro-4-methylumbelliferyl
phosphate (DIFMUP) € A0{A reaction mixture2 AI2ZCH, & H2HE
o= 200 ul Ol 536 nM PRL-3 2t 5 uM DIFMUP & A20A EtS
St fluorometerE 0|23t fluorescence 715 SHoI¥UL, control2=
% 535 nM PRL-32t 5 uM DIFMUP 2t2 MZ reaction mixturedf] 217
ZH6ILE  Fluorometer?| exitation wavelengthe 355 nm 12|17
emission wavelengthe= 460 nmZ XH6t0 SMotCt Joi
6 | Statistics 0 |4YED): SAM Uy 7 oot
(CIo]e A XM2| 9y 4o
OflAl: Prism (GraphPad)22 SAXZ|. SHX R4 P ( 0.05 0|0, =
error bare S.D.2 HA| %
7 |Reference O |Moy=2): usiien #2191 239 DOIDigital Object Identifien)S =
(F= U, =4 4 ks,
OflA]: 10.1038/s41598-020-57919-6, 10.1038/s41598-017-16535-7
8 | Release date M | MHED): Data release date

S7HEm)

HY(ED): HoE S ER

AL YYYY-MM-DD
OlAl: 2018-12-22
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CEED = MRI/fMRI HloJEY

ro

[ (RMEX}) HrEtishn LQE4(mt

Il

Syl
0 (4%) = S2UA2 15t 01 96t 291 MRI 2 MRI FY HOEE S8 A

AMEEH, Brain Imaging Data Structure(BIDS)S 7|E1CZ TS0

rlo

O 20l gt Atz

O BIDS: https://bids—specification.readthedocs.io/en/stable/04-modality—specific—files/0
1-magnetic—-resonance-imaging—data.html

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

o fMRI: https://thewinnower.com/papers/977—-a—checklist—for-fmri—acquisition—methods

—-reporting—in—the-literature
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https://bids-specification.readthedocs.io/en/stable/04-modality-specific-files/01-magnetic-resonance-imaging-data.html
https://www.dicomstandard.org/
https://thewinnower.com/papers/977-a-checklist-for-fmri-acquisition-methods-reporting-in-the-literature

I

O|O|X| Gi|OJE
IHE 1. Sample details for macro imaging (0122 O|0|AE ME MNA™E)
(B 8-1-1-1)
No s= S Eey
1 Organism M HAYH(FHD): A0 M8E 459 sy
(&=3) OA: Homo sapiens
2 |Brain region M HF=D): 7152 = Y
(GO ) o
GAl: whole brain, visual cortex
3 |PatientlD 0 HMB(HR): ID of the patient
(&Xt D) HY(ZF): &Kl ID
4 | PatientSex 0 MH(YR): Sex of the patient
(B M) HYZR): X HEHM or F)
Jtset @ o2 & =Y
No 7tsst 4
1T M
2 |F
5 |PatientAge 0 MEH(YR): Age of the patient
(&R LJO)) HE((=HD): 22 Lo
= year
OlAl: 26
6 |PatientSize 0 MH(PD): Size of the patient
(BHK} AJO|X) HIEEFD): &9 7|
=Y cm
OflAl: 172.3
7 | PatientWeight 0 MH(YR): Weight of the patient %
(BIRt 22H) HE(EFD): 2 32 =1
o9l kg o
OAl: 60.2 S
8 |Disease Type 0 MH(HR): Disease name n

(23)

HY(=2): 2E9 0I5
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=

ItE 2. Y MRI/fMRI A&X™H

No

10

N

oot
T

Exp_title
(HEni=)
Exp_date
(g
Exp_place
(AED)

Data type

(=Fe HIoIEEr)

Manufacturer

(HEEAD

ManufacturersModelName
(AR |2 EE)

DeviceSerialNumber
(AERN 2|

StationName
(R EOILS)

g S

SoftwareVersions

(MBATEQOIF)

Dataset type
(HIOIEAI] 42)

BIDSVersion
(BIDS HiZF)

T/
HE40)

M

M

(B 8-1-1-2)

-

oo
=49

HYED): dd0] & Eeu= B2 M

AHHFD): AH0| 3= It
QAL YYYY-MIM-DD
GIAl: 2020-02-23
AHEFD): 20| 3= FA

OfIAl: Brain Mapping Center at UCLA
AHED): 7IS$t GOl B

GIA: MRI, fMRI, PET, EEG, iEEG, MEG

AHHD): Manufacturer

DICOM Tag 0008, 0070 Manufacturer

MHZF): MRI/IMRI 7|7] FIZAL

OllAl: SIEMENS

AH@S): Manufacturers Model Name

DICOM Tag 0008, 1090 Manufacturers Model Name
MHED): MRI/IMRI 77| 22iH

OfAl: Prisma

AHED): The serial number of the equipment
DICOM Tag 0018, 1000 DeviceSerialNumber

A pseudonym can also be used to prevent the equipment from

being identifiable, so long as each pseudonym is unique within
the dataset

AHEZD): MRI/IVRI 7[7| A2
OlIA|: 35016

MH(AD): |nstitution defined name of the machine that

produced the composite instances.
DICOM Tag 0008, 1010 Station Name

AHED): MRI/MRI 77| MxfAsOHE
GIAl: AWPE3011
HH(PD): Manufacturer's designation of software version of the

equipment

DICOM Tag 0018, 1020 Software Versions

HHED): ATEQH HA

GAl: syngo MR E11

AHPD): The interpretation of the dataset. MUST be one of
‘raw" or "derivative".

HHEED: CIOIEA EtY. rawHl|0[E{QIX|, derivative CIO|E{QIX|
EHA|
oM.

1 |raw
2 | derivative

MHAR): The version of the BIDS standard that was used
AHED): ARE BIDS HEC| HA
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ol

No

=
=

0

12 | MagneticFieldStrength
(RE2%)

13 | ReceiveCoilName
(FLFH)

14 | ReceiveCoilActiveElements

15 | GradientSetType

16 | MRTransmitCoilSequence

17 | MatrixCoilMode

18 | CoilCombinationMethod

T/
E0)

M

-
O[O|X] GlOJ&

o
=22

AHED): Nominal field strength of MR magnet in Tesla
DICOM Tag 0018,0087 Magnetic Field Strength
AHEED): MRIAMRI 71719 XpEZUE

OfAL: 3

AHED): Information describing the receiver coil.

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

AHEEZD): MRI/AMRI 71719] 2AlE FH

OlAL: Siemens 64c head coil

HHAD): Information describing the active/selected elements of
the receiver coil.

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., HEA;HEP 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 coil
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

HHED): MRI/AVRI 71712] 2AE 2 24 ARIAS ZQ
DICOME| Private_0051_100faf=g EH LHE0| LI2IUS.

GlIAl: HC1-7;NC1

AHED): 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

HHEZD): IHCOAHE ERY

OlIAl: PrismaFit

MH(AD): Relevant field if a non—standard transmit coil is used.
DICOM Tag 0018, 9049 MR Transmit Coil Sequence

MHED): MRl EUADE TY AEA

OJN: “GRAPPA®

MH@D): (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

MHHEZD): MRI ERA FYU ne

OAl: “GRAPPA®

HHAD: Aimost all TMRI 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

HYED): T ZHH0K 2
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19 | PulseSequenceType

20 | ScanningSequence

21 | SequenceVariant

22 | ScanOptions

23 | SequenceName

24 | PulseSequenceDetails

25 | NonlinearGradientCorrection

26 | NumberShots

27 | ParallelReductionFactorinPlane

T/
E0)

M

M

o
=22

AHGD): A general description of the pulse sequence used for
the scan

HEED: 200 AISE BA AFEAQ| AN HH

0N MPRAGE, Gradient Echo EPI, Spin Echo EPI, Multiband
gradient echo EPI

AH@D): Description of the type of data acquired.
DICOM Tag 0018, 0020 Scanning Sequence.
HHEZD): M AlFEA

OlAl: SE, IR, GR, EP, RM

AHHD): Variant of the Scanning Sequence.
DICOM Tag 0018, 0021 Sequence Variant.
HHED): M AlEAS B

GiAl: OSP

AH(HD): Parameters of Scanning Sequence.
DICOM Tag 0018, 0022 Scan Options.
HEHSED): A7 AEA Ti2i0|E

CiIAl: HELICAL MODE

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

HHEZD: M ABEA DR20H

GiAl: *spcir_242

AH@D): 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 #.##," or "Sequence written by X
using a version compiled on MM/DD/YYYY").

HHED: A ABEA Y-

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

AH(PD): Boolean stating if the image saved has been
corrected for gradient nonlinearities by the scanner sequence.
HHED: ME O[0fXPE AFHH AEA0 25 gradient
nonlinearityOf| CHoH EETU=X2] KL

1 |[True
2 |False

AHYD): 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.

HYED): £201AL 2ES 2Riol= ol TQS RF

MHAD): 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.
A(E2): T 0jofy HEf 4

QA 2
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ParallelAcquisitionTechnique

PartialFourier

PartialFourierDirection

PhaseEncodingDirection

EffectiveEchoSpacing

T/
E0)

M
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o
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AH(YD): The type of parallel imaging used (e.g. GRAPPA,
SENSE)

DICOM Tag 0018, 9078 Parallel Acquisition Technique.
HHED): IEH 001 B

OfIAL: PILS

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

AHZD): Partial F2/0f| HE B2

GIAl: YES or NO

AH@SD): The direction where only partial Fourier information
was collected.

DICOM Tag 0018, 9036 Partial Fourier Direction.

SHED): Partial F2l0) et

GiIAl: PHASE, FREQUENCY, SLICE_SELECT, COMBINATION

AHHD): Possible values: i, j, 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).

HHED): T 1T W

i-
6 |k-

HHAD): 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.

HYED): H4EHR Ho|x Q1FE MEY 7 ().

H: seconds
OjAl: 0.00049
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33 | TotalReadoutTime

34 | EchoTime

35 |InversionTime

36 |SliceTiming

T/
E0)

M

o
=22

HHHD): 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.

HHFD): AEXQI HO|= 1T FMA| 7| AR (F).
EffectiveEchoSpacing &6l7| ReconMatrixPE - 12 Arke 4 US.
2L seconds

GiAl: 0.0396

HH@D): 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).

AHED): ofTER
=L milliseconds
OlIAL: 4.2

HAH@D): The inversion time (TI) 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).

HHED): QN B
=2 milliseconds

OllAl: 15

MHA@D): 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.

HHED): S240|1A EO|Y
=2 seconds
OfAl: [0.0,0.2,0.4,0.6,0.0,0.2,0.4,0.6,0.0,0.2,0.4,0.6,0.0,0.2,0.4,0.6]
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37 | SliceEncodingDirection M | HHE@D): Possible values: i, 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.

HYED): 201 21FY U

T8t 2 OIS 5 2

No 7tset #
1 i
2 ]
3 |k
4 |i-
5 |j-
6 |k-
38 | DwellTime M | AHG@D): 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 bandwidth, 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). (=)
AED): A0l =Y EfR (B) =]
T2l seconds >~
OJAl: 0.8 i}
39 | FlipAngle M | HH@D): Flip angle for the acquisition, specified in degrees. =
DICOM Tag 0018, 1314 Flip Angle. il
HHED): 22 4
oA 78
40 | MultibandAccelerationFactor M | MHYD): The multiband factor, for multiband acquisitions.
AHEE): ZEME HE
OfAL: 4
41 | AnatomicallLandmarkCoordinates M MHED): 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.
AHEH): oSt HeO3 FOH0IE

OfAl: {"AC": [127,119,149], "PC": [128,93,141], "IH":
[131,114,206]}, &2 {"NAS": [127,213,139], "LPA": [52,113,906],
"RPA": [202,113,91]}
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42 | RepetitionTime

43 | VolumeTiming

44 | TaskName

45| Raw data
(ZAIGI01E)

46 | mdb value
(ZAIHI0]E 2] MD5
checksum)

47 | Release date
A ELY)

T/
E0)

M

o
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AHFD): 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.

AHED): 2= ARKTR)
=9l seconds

OfAL 2

MH@D): 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.

SRS 2pzi0) 28 UE S0 AR
=2 seconds

QA 2

AHGD): 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.

HHEZD): GNP at5k= DhA|Q] OIF. 2f 1Ko 0IF2 M2
SEi0F of. MIAF0| et Ul 22 0| TaskName 2=2| Z0IA
2= H| alphanumeric 2XIE Mot ZOE. OIE S5 “faces
n-back"0|2t= TaskNamef| oliEfot= 1| label2 “facesnback .
resting state K= rest=2 AlXfoh= 2iiS AZol0] OIF K= A=
et

AHAD): Raw data (DICOM or BIDS format)

SHES): DICOM £2 BIDS H2O=2 Z2|= YE(0JE L

QRAL Qf= ! (DICOM or BIDS format)
Ok ABC.zip

AHAESD): MD5 checksum of raw data
AHED: 2UEOIES MD5 checksum
QAL text (MD5 checksum value)

O] bch27343c7ffc103111f3a694b004e2f
MHAD): Data release date

AHED: HoH 371 2%

QR YYYY-MM-DD

OGN 2018-12-22

116



-
O[O]X| H|O[E

&| PET HIO|E]

O] (BRSO 8 27|t o, SIS 0|55}
O (8%) PETOR &5t =4 H0JE

[ Zpgoil &gt Xz

OPET: https://bids—specification.readthedocs.io/en/bep—009/04-modality—specific—f
iles/09-positron—emission—-tomography.html

IIE 1. Sample details for macro imaging (122 0|0A ME MMHE)

(B 8-1-2-1)
- II| A M
No | wm  EEO =8
1| Organism M | HYEE): M0 AZE M29 &Y
MEE
(&=3) GIAl: Homo sapiens
2 | Brain region M | HEED): 7ISE | Y
(= 39 . o
Gl whole brain, visual cortex
3 |PatientlD 0 AHEZR): ID of the patient
(&} D) HYES): X D
4 | PatientSex 0 MH(HI): Sex of the patient
(X 44 HEER): X HEM or F)
=)
kst o2 & HY =
No Tt o =
o,
1T M §
2 |F m
5 | PatientAge 0 MH(BR): Age of the patient
(X} L40)) HYED): SRl L0
T year
OJAl: 26
6 |PatientSize 0 MH(HR): Size of the patient
(3K} APOIX) HYFD): X9l 7|
o cm
OilAl: 172.3
7 | PatientWeight 0 MH(PR): Weight of the patient
& 227) HYFHD): X 52
Hel: kg
OfAl: 60.2
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IHE 2. & PET A%
No g5

=

M)/
HEH(O)

General information(Et HH)

1

10

"

12

13

Exp_title
(HEH=)
Exp_date

()

Exp_place

(MEED)
Data type
(HIOJE EfRY)

Manufacturer
(RIZ=AL)

ManufacturersModelName

(MBiERIRYR)

Unit

TracerName

TracerRadionuclide

InstitutionName

InstitutionalDepartmentName

BodyPart

PharmaceuticalNam

M

M

(B 8-1-2-2)
=2
HYEID): 2940 & =il B2 HiS

HY(FE): 40| +H
%A YYYY-MM-DD
GiAl: 2020-02-23

HYFI): 0| +A=

=20

7}3#

s

m
1)

M(@D): 7|25t HoE Ef

OilAl: MRI, fMRI, PET, EEG, iEEG, MEG

MH(YD): Scanner manufacturer
HHGED): 2914 HMZAL

OllAl: Siemens

MH(YE): PET scanner model name
HHZID): A 22

OAl: mMR Biograph

MH(PD): Unit of the image file; please see BIDS main spec
section 6. S| unit for radioactivity (Becquerel) should be used.
Corresponds to DICOM Tag 0054, 1001 Units.

OfIAl: Bg/mL
MH(FR): Name of the tracer compound used
MYUED): A2E tracer 3IE2Y

0JAl: CIMBI-36
HY(S2):
HIES):
OJAl: C11, O15, F18, N13

MH(PE): The name of the institution in charge of the equipment
that produced the composite instances. Corresponds to DICOM
Tag 0008, 0080 InstitutionName.

HHZR): Composite instanceE 2 717|5 &2lol= 7|29 0|2,
DICOM Tag 0008, 0080 InstitutionName0f| sHEEt

MH(PR): The department in the institution in charge of the

equipment that produced the composite instances. Corresponds to
DICOM Tag 0008, 1040 Institutional Department Name

HHZE): Composite instanceE CtE 717|E #E25k= 719 2A
0|Z. DICOM Tag 0008, 1040 InstitutionName0i| aHZ&!
AMH(FE): Name of the organ / body region scanned.
HHFZE): Ast 712/AAH 2219 0|15

Radioisotope labelling tracer
UAFES B 2fH tracer

OlAl: brain, neck, torso, cardiac, gut, hip, leg, knee, foot, hand,
arm, lung

AMH(HE): Name of pharmaceutical coadministered with tracer.
MHZZ): Traceret 7H FO0E 2H=9| 012
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14 | PharmaceuticalDoseAmou
nt

15 | PharmaceuticalDoseUnit

16 | PharmaceuticalDoseTime

Radiochemistry(&AL &t5f)
17 | InjectedRadioactivity

18 | InjectedRadioactivityUnit

19 | InjectedMass

20 |InjectedMassUnit

21 | SpecificRadioactivity

22 | SpecificRadioactivityUnit

Time(A[Zh
23 | TimeZero

M)/
H=H(0)

M

-
O[O|X] GlOJ&

o
=2

AH(FE): Dose amount of pharmaceutical coadministered with
tracer.

MYD): Tracert S FOHE AZEO| 2
AH(BR): Unit format relating to pharmaceutical dose.
HYEID): 4= 89 oY

OlAl: mg, mg/kg, mg, mg/kg

MHGR): 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.

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

HYED): AN FUE YAs 5
MHFD): Unit format of the specified injected radioactivity.

4(=S): 2 YA B
OIAI: MBq

MH(ER): 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.
HEEE): HAUHAXIA FUE radiolabeled StetE2] MA| &2 0=
MolarRadioactivity CHH| InjectedRadioactivityl| Hlg= F& 4+ US.
FDG acquisition®] A 0= sHH0| Q= 12 X[HsHof &,

OAl: 10

MHFR): Unit format of the mass of compound injected (for
example, "ug’ or "umol ). Note this is not required for an EDG
acquisition, since it is not available, and can be set to "-1".

HHFE): AR F=E radiolabeled 3ffE2| TN A9
o9, FDG acquisition® Z<S Ol= SHHO0| Ot=|H, -12 XJAsH0f &

GiAl: ug, umol

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

MHER): T 51829 specific radioactivity. FDG acquisition]
4% 0= olid0| t=H, -1= XPHoHOF of.

HH(ID): 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".

HYEID): FYH 3329 specific radioactivity a2l HP|. FDG
acquisition®] &< Ol= oiF0| Qt=H, -1= X[FsH0f &

e

GilAl: Ba/g

HHYE): 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

25 |InjectionStart

26 |FrameTimesStart

27 | FrameDuration

28 |InjectionEnd

29 |ScanDate

Reconstruction(Xf+4)
30 | AcquisitionMode

31 |ImageDecayCorrected

32 | ImageDecayCorrectionTime

33 | ReconMethodName

34 | AttenuationCorrection

35 |Raw data
(C=INE (0] =))

36 | mdb value
(RIAIEIO|ES] MD5
checksum)

37 |Release date
CLIELY;

M)/
H=H(0)

M

M

o
=2

MH(FR): Time of start of scan wrt TimeZero in the default unit
seconds.

MH(FR): 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.

HH(PED): Start times for all frames relative to TimeZero in
default unit seconds.

HHED): Time duration of each frame in default unit seconds.
This cgrresponds to DICOM Tag (0018,1242) converted to
seconds.

HEED): 24 ZHYY X& AKE)

MHGR): Time of end of injection wrt TimeZero in the default
unit seconds.

MH(YE): Date of scan in the default unit “yyyy:mm:dd”.
HE=ZE): AU I

MH(YR): Type of acquisition of the PET data.
HS(=S): PET HOIE] EIS Ef)
OflAl: list mode

MH(YR): Boolean flag specifying whether the image data have
been decay-corrected.

HY(ZFI): 00X CIoEPt 81 W OF

No tset @
1 [True
2 | False

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

MH(FF): Reconstruction method or algorithm
HYED): Yo MY Y E= gu2is

OilAl: 3d-op-osem

%"%‘C(j%'—E—)Z Short description of the attenuation correction method
used.

AHZE): A= 44 ENHo| e MY
MH(FE): Raw data (DICOM or BIDS format)
MH(ZE): DICOM S BIDS ZUOZ H2|= LUAH0|EH IHY
QAL 2= T (DICOM or BIDS format)

OilAl: ABC.zip

’5'2%%—5—;: MD5 checksum of raw data
AHH=E): FAICI0|E{S] MD5 checksum

QA text (MD5 checksum value)

Ol Al: beh27343¢7fc10311113a694b004e2f
MH(FR): Data release date

AHEIE): 0l S0 2

QAL YYYY-MM-DD
OIlAl: 2018-12-22
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SH¢) & EEG H|o|E

[ (RRAD) Matisin QEM(ntst xiefh

0

O (M%) 2 SEYA2 HItst EEG B4 HI0IHE S5 Al MEE

= O™

OEEG: https://bids—specification.readthedocs.io/en/stable/04-modality—specific—file
s/03-electroencephalography.html

ItE 1. Sample details for macro imaging (0IZ2 O|0IAE ME MAHHE)

(B 8-1-3-1)
I A
N | omg | REY =g
1 |Organism M HY(ZD): 0| M8 452 sy
(M=Z) OlAl: Homo sapiens
2 | Brain region M MNHER): 7|12= o o
(= =4 OflAl: whole brain, visual cortex
3 |PatientlD 0 MH(AR): ID of the patient
(2%t ID) HHEFD): X 1D
4 | PatientSex O | MH(PD): Sex of the patient
(BtRt g9) HYEFD): 2R HEM or F)
KB B O 3 2y =
No 7ts%t & >
1T M o
2 |F =)
n
5 | PatientAge 0 MH(PD): Age of the patient
(Btxt Lto)) Eﬁ(ﬂ%)i CINCINE
oJ-
CHQl: year
OlAl: 26
6 | PatientSize 0 MH(YR): Size of the patient
(BHR} AJO|X) HHEZD): 2R 7|
=R om
OlAl: 172.3
7 | PatientWeight 0 MH(PD): Weight of the patient
(BIRt 22H) HEED): A2 7
9l kg
OlAl: 60.2
8 |Disease Type 0 AHH(PR): Disease name
(R31H) HYED): YO 0|5
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=

IE 2. 4| EEG AN

No
1

10

"

12

0o

Exp_title
(AEH=)
Exp_date
(HEm)
Exp_place
(MziE)

Data type

(=S4 HIOJEERY)

TaskName
(os/[E:))

InstitutionName

InstitutionAddress

Manufacturer
(HIZ=AL)

ManufacturersModelName
(03 [EN==T)

SoftwareVersions
(ATEYN HZH)

TaskDescription
(LA SAEE)
Instructions
WND

=

M)/
HE(0)
M

M

H 8-1-3-2)
==

HYED): YHEZ0| B S ¥R M
HHED) As0| SHE LT}
UM YYYY-MM-DD
OilAl: 2020-02-23
SY(ED): N30 2YH T4
@D 7123 CofE E

GlAl: MRI, fMRI, PET, EEG, iEEG, MEG

MH(PD): Name of the task (for resting state use the rest
prefix). 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.

HYFD): AR fbck= 2HQ] 0|, Z tH|Q] 0152 M2
Sfctor of MUTO| ZetEl 2K 22 0] TaskName =2 20N
BE H| alphanumeric X2 Mot YA, OIE ST “faces
n—back”0l2k= TaskName0f 3iE5l= 2tA| label2 “facesnback™d.
resting state A= rest= AlXfol= 2fES Aol 0|EXE A2
g

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

MH(ZZ): Composite instanceE THE 7|72 &2lok= 7|&9| 0|2
HH(PR): The address of the institution in charge of the
equipment that produced the composite instances.

MH(ZF): Composite instanceE UE 7|72 H2lots 7|-O| Fa
MH(HR): Manufacturer of the EEG system

H3ED): EEC AILE HEAL

GjlAl: Biosemi, Brain Products, Neuroscan

HH(PR): Manufacturer's designation of the EEG system model
HEED): EEG A2 E 22F

GiAl: BrainAmp DC

MH(PD): Manufacturer's designation of the acquisition
software.

M=) Acquisition AZEYHO| HHA
ME(PR): Description of the task.
HYHED): ALUHMRI S3t6H0F Sl

MH(PE): Text of the instructions given to participants before
the 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).

HEED): AN Mol AAHYRI0A F04E XNR. Ol EE/21K|
WA SQSF & OfL2t FA HEf THCI0ME S0 =2
T Z2 HEle 73

A9 2F
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No
13

14

15

16

17

18

19

20

21

22

23

ol

=
=

0

DeviceSerialNumber
Al2|gEd)

EEGReference
(EEGHm=AA)

SamplingFrequency

PowerLineFrequency

SoftwareFilters

CapManufacturer
(@ HZAD

CapManufacturersModelName
@ 22y)

EEGChannelCount
(EEG xH=7h2y)

ECGChannelCount
(ECG ®27H=)
EMGChannelCount
(EMG =HE74=)
EOGChannelCount
(EOG ='gh=)

L=(M)/
HE4(0)

M

-
O[O|X] GlOJ&

o
=2

MHH(PD): 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 unique within the dataset.

HYEID): 717IM2 2 EH

MH(PE): 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.

OA]: left mastoid, Cz, CMS

MH(ZD): EEG 2mRA EfR
MH(ER): Sampling frequency (in Hz) of all the data in the
recording, regardless of their type

OilAl: 2400

HY(FE): MEY I (Hz)

MH(PD): Frequency (in Hz) of the power grid at the
geographical location of the EEG instrument

OflAl: 50

HHTD): Al X0 ME Tpea2|E ik (Hz)

MHH(PD): 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.

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

HMHER): AE ATEQ Ty HE

AHH(HZ): Name of the cap manufacturer

HHAER): EEG 7 HEAL

OllAl: EasyCap

MH(FR): Manufacturer's designation of the EEG cap model
HB(SD): EEG 7 22

OlAl: actiCAP 64 Ch Standard-2
MH(FD): Number of EEG channels included in the recording

MHZR): 2ZY0 ZsH=E EEG A9l 7H4
OJAl: 128

MH(GS): Number of ECG channels.
HH(=ZR): EEG M2 4=

MHPE): Number of EMG channels.
HY(=ZE): EMG A i

MH(YS): Number of EOG channels.

HYED): EOG AIAE HIZAt
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No

=
=

0

24 | MiscChannelCount
(Z1EF ZHTH)

25 | TriggerChannelCount
(E&IA =)
26 | RecordingDuration

27 | RecordingType

28 | EpochLength

29 |EEGGround

30 |HeadCircumference

31 | EEGPlacementScheme

32 | HardwareFilters

33 | SubjectArtefactDescription

34 | EOGPlacement

L=(M)/
HE4(0)

M

o
=2

AH(HD): Number of miscellaneous analog channels for
auxiliary signals.

HEED): B AIES 2t 45 ordz &9 Jh

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

MH(PR): Length of the recording in seconds
HAYED): 279 Z0|(x)

GilAl: 3600

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

HYEFID): 2120| FEEQIX|, SUEXQIX|, epocedPIX| ME

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

HYEE): Epoched HO|EQ! 2 2k epoch?| K& AlZHE)
MH(HR): Description of the location of the ground electrode
HYED): A 3 |9l 4Y

GIAl: placed on right mastoid (M2)

MH(@E): Circumference of the participants head, expressed in
cm

HY(ZE): SAUHAX o2 S2ilem)
OlAl: 58

MH(HR): 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']).

OlAl: 10-20, [Cz, Pz]

HY(ZE): EEG M= AX| EIY

AHHSZ): 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.

GIAl: {"Highpass RC filter": {"Half amplitude cutoff (Hz)": 0.0159,
"Roll-off": "6 dB/Octave"l}
HY(ZR): AZS SIEY0 EH M2

MH(PE): 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.

OflAl: Vagus Nerve Stimulator, non-removable implant

HBED): L] OfEIME HE0| Cfet (RS BAE

MH(PD): Description of the location of the placement of EOG
electrodes.

OilAl: VEOG, hEOG

HY(ZE): EOG =9 YR
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O[O]X| H|O[E

No

M)/
HE4(0)

o
=

35

ElectrodeType

M

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

HY(=D): EEG 2= HY

36

CommunicationLink

MH(FR): Description of the communication via either wired or
wireless links.

HYEI): /Y &2 24 235 S St &Y

37

Raw data
(C=INE(]=))

MH(PD): Raw data (DICOM or BIDS format)
AH(ZE): DICOM &L BIDS ZSHOZ X2|= A|HI0|E Y

QAL et= Y (DICOM or BIDS format)
GilAl: ABC.zip

38

mdb value
(RIAICHIOIE{S] MD5
checksum)

MH(YZ): MD5 checksum of raw data
HHZE). 2ACI0IES MD5 checksum

Al text (MD5 checksum value)
OflAl: bch27343c71fc10311113a694b004e2f

39

Release date
(3712

MH(FD): Data release date
MH(ZF): CI0JE 371 Imt

LA YYYY-MM-DD
OflAl: 2018-12-22

=)
=2
2al
=
=
m
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=

CHED = iEEG ool

O] (RFER) STTheln SE2Hast 2iei

O (M) 2 S2AA2 LSt EEG G4 HIOEHE S2 Al ARE
O &gl alst A=z

OIiEEG: https://bids—specification.readthedocs.io/en/stable/04-modality—specific—files/04—
intracranial—electroencephalography.html

I}E 1. Sample details for macro imaging ({32 O|0|AE ME MANH)

(B 8-1-4-1)
= M)/
N = AEH(O) ==d
1 | Organism M MHEE): MG AIRE ME9| 5t
IZES
(4=23) OllA|: Homo sapiens
2 | Brain region M HHED: 7|12 H g9
(& g9 . o
OflAl: whole brain, visual cortex
3 |PatientID 0 AHED): ID of the patient
(&tx} 1D) AUHED): 2Kl ID
4 | PatientSex 0 AHED): Sex of the patient
(BRE HE) HHEZD: 2R HEM or F)
kst e O 5 HY
No tset &
1T |M
2 |F
5 |PatientAge O MAHES): Age of the patient
(SR} L1O]) HHED: 2Kt Lto]
o2l year
oAl 26
6 | PatientSize O | MHAED: Size of the patient
(Bt} AFO|X) HHED: A9 7|
=R cm
Ol 172.3
7 |PatientWeight 0 AHED): Weight of the patient
(R Z2A) 3%1(35-)5 CINCIE=t|
|_'?": kg
oAl 60.2
8 |Disease Type O MH(ED): Disease name
(AetE AYEE): Yo 0|5
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-
O[O]X| H|O[E

IME 2. & iEEG A8

o
=
A
=
=
m

2 8-1-4-2)
A
No = s =2y
1 |Exp_title M | HEES): HEd40] & Eilis B2 As
(HEN=)
2 | Exp_date M | HEES): H0] fEE I
(ABIT) QAL YYYY-MM-DD
=== GilAl: 2020-02-23
3 | Exp_place M | HEES): HE0] ~3E Ha
(HEED)
4 | Data type M | HYES): 7ISst HolE B
OJAL ]|
(=84 HIOIHERY) OAl: MRI, fMRI, PET, EEG, iEEG, MEG
5 |TaskName M | AHG@E): Name of the task (for resting state use the rest prefix).
(@) 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.
HYETE): AN S3ck= A9 0|5, 2F IAQ| 0|52 M=
SEfoF o MU0 ZetEl oA 2f82 0] TaskName 2=9| ¢f0iIM 2=
H| alphanumeric ZAIE H|7ot0] ZOE. O|E EM “faces
n-back’0|2t= TaskNamelf| ciEoh= A label= “facesnback™®l.
resting state K= rest2 AlZoh= 2f4E AESHH 0|EXE A2
=g
6 | InstitutionName M MH(FE): The name of the institution in charge of the equipment
that produced the composite instances.
MHZE): Composite instanceE THE 77|15 E2lots 7129 012
7 | InstitutionAddress M MH(PR): The address of the institution in charge of the
equipment that produced the composite instances.
HY(2E): Composite instanceE BHE 71715 Eelohs 7|9 T4
8 | Manufacturer M | AHG@D): Manufacturer of the EEG system
(HIZ=AD HHEFE): EEG AIARY| H|ZAL
G{Al: Biosemi, Brain Products, Neuroscan
9 | ManufacturersModelName M HH(FD): Manufacturer's designation of the EEG system model
(HE2e) MYRZI): EEG AARIQ DY HS
GilAl: BrainAmp DC
10 | SoftwareVersions M | AH@E): Manufacturer's designation of the acquisition software.
(AZEQO| B AHZE): Acquisition AZEQ[0{Q] HH
11 | TaskDescription M | AH@E): Description of the task.
(I ANAE) HY(FR): AR S6H0F Sk A9 MY
12 | Instructions M HMH(HR): Text of the instructions given to participants before the
xN) 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).

HYED): AW 0| ALHMKI0A =0T XAZ. Ol WS/QUX|
LA SQSF & OfL2t F4] e} HCIRIIME S0 =2 1
U HHQ 18)
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No
13

14

15

16

17

18

19

20

ol

=
=

0

DeviceSerialNumber
A2/ EH)

iEEGReference
(EEG 3mziA)

SamplingFrequency

PowerLineFrequency

SoftwareFilters

DCOffsetCorrection

HardwareFilters

ElectrodeManufacturer

=M/
HE(0)

M

o
=2

MHH(HD): 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 unigque within the dataset.

MH(HR): 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.

MY(ZD): EEG J|E mA M2

OlAl: "left mastoid", "bipolar’, "TO1" for electrode with name TO1,
"intracranial electrode on top of a grid, not included with data",
"upside down electrode”

ME(HR): Sampling frequency (in Hz) of all the data in the
recording, regardless of their type

HHES): EEG M2 F4 (Ho)

OllAl: 2400

HB(HR): Frequency (in Hz) of the power grid at the geographical
location of the EEG instrument

HYEI): ANFeH IR0 e TH2|E FIk (Hz)

OllAl: 50

HH(AR): 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.

HHZR): AZE ATDEQH ZY HE
GIAl: {"Anti-aliasing filter": {"half-amplitude cutoff (Hz)": 500,

"Roll-off": "6 dB/Octave'}l}

MHH(PD): 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".

HYEFE): DC UMS o] gt Lo it F2

MHGR): 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.

HYEE): ARE S0 2E YE

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

ME(FR): 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.

NEHZR): =2 HEA HE

OflAl: AD-TECH, DIXI
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0[0|X] H|O|E
_ LA
No 3= g ==H
21 | ElectrodeManufacturers M AH(AR): If different electrode types are used, please use the

ModelName

corresponding table in the _electrodes.tsv file.

HYETE): M2 HMEAL 22 HE
22 |ECOGChannelCount M | AH@E): Number of iEEG surface channels included in the
(ECOG H27H4) recording
M) ECOG x2H
OlAl: 120
23 | SEEGChannelCount M | AEPEE): Number of iEEG depth channels included in the
(SEEG &H27H4) recording
MYZE): SEEG x4
OflA: 8
24 | EEGChannelCount M MH(PR): Number of EEG channels included in the recording
(EEG ®'2742) HYEFD): 2TJ0| L& EEG A2 Th
OflAl: 128
25 | ECGChannelCount M | AEGE): Number of ECG channels.
(ECG #2H=:) HYEFI): ECG &2 7=
26 | EMGChannelCount M | AHED): Number of EMG channels.
(EMG 27l HEEE): EMG M2 s
27 | EOGChannelCount M HH(AE): Number of EOG channels.
(EOG {7l HYEE): EOG A2 T4
28 | MiscChannelCount M HH(FR): Number of miscellaneous analog channels for auxiliary
(71E+ RHIH4) i:%["("’"i, _ D Olmt S Asm— St i
HAHEE): EX AlOge flst Z4E Ofd2T [EQ T
29 | TriggerChannelCount M | AHGR): Number of channels for digital (TTL bit level) trigger.
(E2|A ®M27h=) =)
30 | RecordingDuration M AH(HR): Length of the recording in seconds %
AYEP): 2179 Z0|(x) o
=
OilAl: 3600 o
31 | RecordingType M AMH(FR): Defines whether the recording is continuous, L
discontinuous or epoched.
HYZR): 2|TY0| HSEMQIX|, SHBHQIX|, epocedQIX| ME
32 | EpochLength M | AH(QYR): Duration of individual epochs in seconds (e.g., 1) in case
of epoched data.
HF(ZD): Epoched CI0[EQ B 2} epoch?| X|& AlZHE)
33 [iEEGGround M MH(BR): Description of the location of the ground electrode
HFED): A M2 AR[Q MY
OIlAl: placed on right mastoid (M2)
34 |iEEGPlacementScheme M HMH(HR): Freeform description of the placement of the iEEG

electrodes. Left/right/bilateral/depth/surface
MYZI): EEC M= 2RI EIY HE
OiAl: "left frontal grid and bilateral hippocampal depth”, "surface

strip and STN depth’, “clinical indication bitemporal, bilateral
temporal strips and left grid"
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No
35

36

37

38

39

40

41

ol

=
=

0

iEEGElectrodeGroups

SubjectArtefactDescription

ElectricalStimulation

ElectricalStimulationPara
meters

Raw data
(RIAICIO|E)

md>5 value
(BACIO]H2] MD5
checksum)

Release date
CLELY)

L=M)/
HE4(0)

M

o
=2

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

MY(ZR): EEG 29 12 &

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

MH(HR): 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.

OllAl: "door open”, "nurse walked into room at 2 min", "seizure at
10 min“

HB(FD): L] OfEJHE HP0| Chet (REA| HAE

MH(HR): 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).

HEER): 7Y S HIIA=2 H=X 62

or =
No 75t &
1 |True
2 |False

MBE(HR): Free form description of stimulation parameters, such as
frequency, shape etc. Specific onsets can be specified in the
events.tsv file. Specific shapes can be described here in freeform
text.

HYHFD): 720 oist Aeys 2

HH(PE): Raw data (DICOM or BIDS format)

AHZE): DICOM =& BIDS ZoHoz HM2|= A|H0|E I
QfAl: Q= M (DICOM or BIDS format)

OflA[: ABC.zip

AH(PD): MD5 checksum of raw data

AH(ZE): 2ACI0|E{Q] MD5 checksum

QUAl: text (MD5 checksum value)
OllAl: bch27343c71fc103111f3a694b004e2f

MH(AR): Data release date
HHZE): HiolH 371 S
OFA

o

FALL YYYY-MM-DD
OlAl: 2018-12-22
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O[O]X| H|O[E

CHED = MEG Holg

[0 (REXN) MATHisin SEkntst xowh, UNIST ZAT(=zist Zieiet

[ (89 = SEYA2 Hilst MEG g HOBIE S

i
>
>
0f0
o

O Zgoll alst Xtz

OMEG: https://bids—specification.readthedocs.io/en/stable/04—-modality—specific—files/02
—magnetoencephalography.html

ItE 1. Sample details for macro imaging (0132 O|0AE ME MANHE)

(B 8-1-5-1)
- M
No 2% o0 ==t
1| Organism M HAY(FHD): A0 MBE =9 sy
(423) OIAl: Homo sapiens
2 | Brain region M HY=3): 7I15E = Y
(= 3%) GAl: whole brain, visual cortex
3 | PatientID 0 |MHED): ID of the patient
(7)) HY(ZF): &Kl ID
4 | PatientSex 0 ME(YR): Sex of the patient =
(BtRt ) HYED): &R H4EM or F) =
K53t 2k e & ey §
No 7ts8t & =
1T M =
2 |F —
5 |PatientAge 0 MH(YR): Age of the patient
(o)) HY(ZD): K2l Lo
H: year
OlAl: 26
6 | PatientSize 0 MHH(PD): Size of the patient
(BHK} AJO|X) HHEED): 29 7|
=Y cm
OlAl: 172.3
7 | PatientWeight 0 MH(AR): Weight of the patient
@R 227) :E*El(%%): CNEIR= ey
= kg
OflAl: 60.2
8 |Disease Type 0 MH(AD): Disease name
(Rl3t) HYEI): Yol 0|2
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IE 2. | MEG MY

No =

1 | Exp_title
(AEXI=)

2 |Exp_date
(Al

3 |Exp_place
(AeEL)

4 |Data type
(=¥ Hole BF

5 | TaskName
(2HHH)

6 |InstitutionName

7 | InstitutionAddress

8 | Manufacturer
(HIZ=A})

9 | ManufacturersModelName
(M= E)

10 | SoftwareVersions
(AZE0] HT)

11 | TaskDescription
(A AMEH)
Instructions

12 O
(KIA2)

H

M)/
H=4(0)
M

H 8-1-5-2)

HYEI): 2940 2 Eles 22 NS

OIAL: sk 7|QIpED SISl GOt AZYEAR| JIH GRS ISt MEG
A3

H(Z2): N30 2 I}

LA YYYY-MM-DD

OilAl: 2020-02-23

OAl: Sr=CHSIuHA MAQAM} HSFY MM

=

HY(=I): 7158 HoE EY

GIAl: MRI, fMRI, PET, EEG, iEEG, MEG

HH(PD): Name of the task (for resting state use the rest
prefix). 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.

HYFID): AR 245k H|Q] 015, {X| MEf(resting state)
WA= rest= AXfoh= 2f2S AREol0] O|EXl= A2 o 2 A
0|52 M= Ftof of. MPUTHO| Hote b 282 0] TaskName
=9 0N Ymio| ofd 2= OHE ZAE Mot 0.

OfAl:  “faces n-back’O2t= TaskNameO ofidot= A label2
“facesnback”Q.

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

HH=ZR): SILYE(Composite instance)S et HH|
7 3

MH(PR): The address of the institution in charge of the
equipment that produced the composite instances.
MY(Z2): S3IYANE(Composite instance)2 MASH= 7|72
ks T[S T4

HMH(HD): Manufacturer of the MEG system

HHZE): MEG AAHIO| H|ZAL

MH(PR): Manufacturer's designation of the MEG system model
HYEED): MEG A|AEICl 2EH

AH(PE): Manufacturer's designation of the acquisition software.
HAYEED): MEG HI0[HE 2Sdk= AZEQ0{2] HX

ME(FR): Description of the task.

HYED): AR 246H0F Sk D0 Chak &4A| A

MH(HR): Text of the instructions given to participants before the
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).

HUEED): A M| AACHYXI0NA 0121 2prf| 2 XIAZ. Ol=
AS/QUX| DMEEDE OL|2E JX| MEj MCANME ZELEH0 ==
Lo e HEe F2S 2l ER)

i
e

2/5

Fl'l:
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No
13

14

15

16

17

18

19

st= M)/
e HE4(0)
DeviceSerialNumber M
(Al2ig EH)
SamplingFrequency M
(M2 Fo
PowerLineFrequency M
(2] 2f0l 21
DewarPosition M
(R0 871 £IX)
SoftwarekFilters M
(AZEQI0 TH)
DigitizedLandmarks M
(X2 #H=ns)
DigitizedHeadPoints M

(CIXE 2] B ZE)

-
O[O|X] GlOJ&

o
=2

HH(PD): 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 unique within the dataset.

HHZR): MEG E&EAEE (composite instances)2 AA6t= &H|2
A2lg Ha, MH| g2 & YAPL 320t 49 B3 0|8ok= A
7tsoflt 2t HlOo[E0tt} 112 AHS XIFHsH0F of

MH(HR): Sampling frequency (in Hz) of all the data in the
recording, regardless of their type

HY(=32): CI0H R 40| 7I5E ZE H0|H2
ZFI=(HY Hz)

A2
O=o

OflAl: 2400

MH(P@E): Frequency (in Hz) of the power grid at the geographical
location of the MEG instrument

HYED): MEG ZH7t fIx[st X[ge] M 2iol I M= (Tl Hz)

OflAl: 60

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

HHZD): MEG AHS Sl= S0 MME 2 [0 8719 |X|: 2],
8 82 $#2C=HH9| 2 FH

OAl: CTF AJAE!L upright=15°, supine= 90°

MH(PR): 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.

HAYED): ASE AN AZELOfN TEO] JSON QUNE Ha. gf
4 “n/a’2 BJ|. JSON QEHIE Lff 2} 29| 7|:Zi0= TE 3}
OEHO[HE:O2O[EZ A2 =,

rir

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

MH(HR): Boolean (“true” or "false") value indicating whether
anatomical landmark points (i.e. fiducials) are contained within this
recording.

HYED): J|2E HE L ey HC0iT FOIE (X s
JIEES) ZE o0l Het 2221y FE. (B E= )

Thsst 3 OIS B Y
No| 7ts8t &t
True
2 |False

HH(FE): Boolean (true or false) value indicating whether head
points outlining the scalp/face surface are contained within this
recording.

HEEEE): 7|12 L Y F0/9=2 BM 59 02| e ZE 620
et =201 HE. (& E= )

o

st 3t TS F G
b4

0jo

-

o

No| 7ts
1 |True
2 |False

HA
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No 3= ozl ==
20 | MEGChannelCount M | AHEE): Number of MEG channels
(MEG RH=7H2) HYFE): MEG A2 7
O Al: 275
21 | MEGREFChannelCount M MH(HR): Number of MEG reference channels. For systems
HHBA FHEIHA without such channels (e.g. Neuromag Vectorview),
(MEG 2~ H27H) MEGREFChannelCount=0
HY=E): MEG 2mEA Q| 7H4 J2ist 0| Gl AIAEC
A(0ll:. Neuromag Vectorview)= 0922 H7|.
OllAl: 23
22 | EEGChannelCount M | MAH@E): Number of EEG channels recorded simultaneously
(FEG 27H4) HHZE): SAl0l 7I=E EEG M2 T4
OlAl: 21
23 |ECOGChannelCount M | AHEER): Number of ECoG channels
(ECOG Z7H4) HHED): ECoG A9 Ha
Ol Al: 64
24 | SEEGChannelCount M | HHER): Number of SEEG channels
(SEEG RHE7H=) MH(ZD): SEEG Ao 73
OllAl: 32
25 |EOGChannelCount M | AHEYED): Number of EOG channels.
(EOG =K< HYHEED): EOG M2 7
OlAl: 4
26 | ECGChannelCount M | AEED): Number of ECG channels.
(ECG x{742) MH(ZR): ECG &L i
OflAl: 8
27 |EMGChannelCount M | AHED): Number of EMG channels.
(EMG zH=7H2) HY(FE): EMG 29 7
OilAl: 8
28 | MiscChannelCount M g‘%‘(%—i—): Number of miscellaneous analog channels for auxiliary
(IEt R7H4) signals.
HY(=ZR): BEX NS S 9Igt 45 ofd=a aHEQ i
OflAL: 2
29 | TriggerChannelCount M | AH@D): Number of channels for digital (TTL bit level) trigger.
(E2)A D42 HY(ZD): CXE (TTL HIE &8) E2[A MSE g i+
OflAL: 2
30 | RecordingDuration M | MHER): Length of the recording in seconds
V1= A AYED): GOIE 7|2 AlZt Z0|(R)
GilAl: 3600
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O[O]X| H|O[E

No

ol

=
=

0

M)/

H=4(0)

o
=2

31

RecordingType
012 28

M

MHH(FD): Defines whether the recording is continuous,
discontinuous or epoched.
HYHFI): 7ISE HO|E7F ALKEQIX|, SHEXQIX], OfLH F7Ie=

— _ i B ) S —/ 1=
S0l SEf0Ix] Ra M

= EHO
= B
z

7

or

st zt: Ot

—

No| 7Fs
1 | continuous

2 | discontinuous
3 | epched

0jo

o

HA

32

EpochlLength
(Hole 7+ ZOJ)

MH(PR): Duration of individual epochs in seconds in case of
epoched data.

HYEI): 7 € Z2lE HO0EQ 3 2 U AlZE 20[(X)

Ol AL: 1

33

ContinuousHeadLocalizati

on o
(@& 02| 21Xl £8)

HH(FD): Boolean (true or false) value indicating whether
continuous head localisation was performed.

HYFE): HLH0l M| AX| = KR0f gt S e (7
E= AR

34

HeadCoilFrequency

@Gl= Y k)

MH(FD): 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
HHED): MEG 8 W 02| x| FHE ol sI= A F& FUOIA
AEE IO 22 (H2] Hz) (- (HLC in CTF systems, ‘HPI" in
Elekta, ‘COH’ in BTi/4D)

OflAl: [293, 307, 314, 321]

A=)
=
22
=
=
i

35

MaxMovement
(Z o2 32

MH(PE): Maximum head movement (in mm) detected during the
recording, as measured by the head localisation coils

HAEE): H0lE 7IZ Al ol 9| &4 ZY0M ZE5 2| S2Y
E|Oigt (2 mm)

GlAl: 4.8

36

SubjectArtefactDescriptio

n
oie &)

HH(PD): Freeform description of the observed subject artefact
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.

HEED): A & IENERH HEE 243 s 94 ¥ IR0
tholl Arpa7l 7=, oiddls 3 Qes B2 2 OE 82 T30
HETX| 42 AR “n/a’2 HI|.

[

OlAl: "Vagus Nerve Stimulator’, "non-removable implant”
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No
37

38

39

40

41

42

43

44

45

ol

=
=

0

AssociatedEmptyRoom
(B empty room HE)

HardwareFilters
(oF=4QlI0] HE)

EEGPlacementScheme
(EEG X2 22 &

CapManufacturer
(EEG W HMIZAD

CapManufacturersModelN

ame
(EEG 71 22Y)

EEGReference
(EEG 2lmzA)

Raw data
C=NE[U]=))

mdb value
(RIAIL0IES] MD5
checksum)

Release date
(S71Em)

M)/
H=H(0)
M

o
=2

AH(HD): 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—emptyroom/ses-/meg/sub-emptyroom_ses—_task-noise_run—_
meg.ds).

HAYED): LA MEG H[0[EHet HEE 2Hd &5 =5 HjojE7t g7l
empty-room IS AXIE LEH= BIDS 24 W d= ZE. 3=
BI| Al “/"& AFBSI0{0F &

Of|A:
sub-emptyroom/ses—/meg/sub-emptyroom_ses—_task-noise_run—_
meg.ds

MH(PR): 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.

HUGED): MEE AIZH SIE0Y TEQ JSON QEME X, Gi=
42 ‘n/a’2 H7|. JSON QEHIE L 2} &=9| 7|40z THHY
IR0 B OO Bt A2 .

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

MHAFR): 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")).

SR FEG T B& BA, BE 23 AAY S JIYopiL BE
NI 228 7|9
"1 o 4= [=]

GIAl: "10-20", ['CZ", "Pz']
MH(PI): Manufacturer of the EEG cap
MHFD): EEG 7 MZA}

GAl: EasyCap
MH(FR): Manufacturer's designation of the EEG cap model
HYED): EEG Y 22y

Ol Al: M10
HH(YR): Description of the type of EEG reference used
MURD): ATt EEG 2HBA Et 7|X

OilAl: left mastoid, average, or longitudinal bipolar

MH(FD): Raw data (DICOM or BIDS format)
MH(ZZ): DICOM &2 BIDS ZUO=Z HM2|= RUAG0[E MY

ofAl: ot= Tl (DICOM or BIDS format)
oAl ABC.zip

HMHPE): MD5 checksum of raw data
HH(ZD): LAIHO0IEIS] MD5 checksum

QUAl text (MD5 checksum value)
Ol Al: bch27343c¢71fc10311113a694b004e2f
MH(YS): Data release date

HYEI): HolE o1 2

LA YYYY-MM-DD
OlAl: 2018-12-22
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-
O[O]X| H|O[E

[] (RRRY) S 1Tel 207 (st 2l

[0 (MYH) ZsHi0|Z02 == cellofA tissueZtK| £F0| raw 0|0JX| H|0|E. 0|0J&
HIAIO| CIUSHA] EAMESEL S2 A| Yo, MEMEES Il L HEFEE &8

O Zgoll dalst Atz

O Nature TECHNOLOGY FEATURE: https://\swwwv.nature.com/articles/d41586-020-00594-4

oIDR: http://idr.openmicroscopy.org/tissue/

oBiolmage Archive: https://www.ebi.ac.uk/bioimage-archive/

OOME 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

OAIll 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. htmi#bio-formats—metadata—processing

A=)
A=)
A
=
=
m
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=

OIE 1. Sample details for light microscopy

(B 8-1-6-1)
= M
No = TJE(O))/ =]y
1 | Organism M HYHED: 20 A8E 4=9 oY
(@=3) GIAl: Homo sapiens
2 |Brain region M AHED): 7|22 o 9Y
(= 4 o
OIAl: whole brain, visual cortex
3 | Category M | EHHED: AEQ BF
T
GiIAL:
Molecule: HH#AHEZ
Cell: HEZZZ
Tissue: & W 54 {IX| = MEERY ZHE
4 | Sample prep M HYED): M= ZH| W Vs
method
(MZ ZH| g G- Tissue was fixed with 2% glutaraldehyde and 2% formaldahyde
in cacodylate buffer.

o 8-1-6-2)
= MM
No o= A0, ==
1 | Exp_title M HHED): 440 & Eili= B A=
CSEN=)
OilAl: D|EZE2(0f ehdd ot
2 | Exp_date M HHED: HolH & gt
CEEW)
QRAL YYYY-MM-DD
GIAl: 2021-08-30
3 Eg?gfgqgionName M HeER): Mol 23 712 012
— O,
OlAL: St/
4 '(g?jt_i};gtjgnAddress M MEED): 40| 23 71 54
Ty
5 | Imaging Contrast M HHED): 0[0IXIZ L0 ASE HslE
©OInFs) )
GiIAL:
GlIA]
Bright-field
Polarized Light
Dark—field
Fluorescence
Other
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I

O|O|X| HlO|E
I
No 3= it oy
6 |lmaging mode M HAHED): O[0KIE S=0| ARE 25 i
(o||:|?x| HeH)
GiAL:
il
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
7 Microscope — M | HEED: 0DRS L=t MESE B HMEA
Manufacturer
(3018 EF - M==AY GiIAL: Nikon
8 | Microscope — Model M MH(ZD): 0|0K2 P=0| AF2E SH0/H9| KZAt P
(0 =2 - 2g)
Ol ATR
9 & Jggtspgge - Type 0] HYED): O[0XE S=0| ABE 0149 4 35
GIAl: 201X
10 | LightSoure - o) HY=D): 00K =0 ARE FH01ZE9] F XNITA
Manufacturer
(& HZEAD GiAl: coherent
11 ﬁhtSoure - Model 0 HHED: 0[0XIE L= AFEE 049l &7 MZEAL 22
2 AL 2
OfIAl: Chameleon Ultra
12 | LightSoure - O HHED: 0[0KIE L= AFSE 01Zo| & obE
Wavelength
@1 TR OfIA%: 980 nm
13 o) HYZD: 0[0IXIE =0 MEE H0IZQ| 2 M

ghtSoure — Power
(22 T2)

oA 1 Watt
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ol

No

=
=

0

M)/
H40)

o
=%

14 | Dectector — Type
OO0FgN BF)

@)

HYED: ONKIS LG ALSE 00Nl BF

OfIAL:

OflA]

CCD

Intensified CCD
Analog video
PMT
Photodiode
Spectroscopy
EMCCD

APD

CMOS

EBCCD

15 | Dectector —
Manufacturer
(O|0FEIA HIZ=AD

HEED): OIS =0l AZE O[0FHIMC| AL

OIA]: Andor

16 | Dectector — Model
(O|0FEIA HIZ=AF 2

HYED): 0I0KIS =0l AEE O[DFEIMS] HiEAL 22

O4IAL: iXon Ultra 897

17 | Objective -
Magnification
(CH=E= Hi2)

HYEFD): 0I0KIE =0l MEE HSHU= Hig

GiIAl: B60x

18 | Objective -
Numerical algerture
(H=A= Hi)

HEED): O0XIS =0 A2E HEHX BHENA)

OIAl: 1.49

19 | Objective — Correction
(HSHx 2 Bie)

HEED: OI0XE =0l AE = Y U

OfIAL:

OfIAl

uv

PlanApo
PlanFluor
SuperFluor
VioletCorrected
Achro

Fluor

Fi

Fluar

Apo
PlanNeofluar

20 | Objective — Immersion
(HSH= 0| Z2)

=
TT

Op

HYEFD): 0I0KIE 2=t A8 tSd= 0]ZH

OfIAL:

OflAl

QOil

Water

Water Dipping
Air

Multi

Glycerol
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I

0|0X| Bl0JE
- e () oo
21 | Objective — O |HYES: Ol0XE =0l ASE HEHUX HEAL
Manufacturer _
(CHEAE HIEAD OfIAl: Nikon
22 ?ﬁjegﬁi;\ée ;EMFdEeu') O |H3E3: O0XE Y=0l ABE EU= MiZEAL 2
H=2XR X E
= OflAl: CFI Apochromat TIRF 60XC Qil
23 OuptiC_anJsec‘l[:ilon @ M | AHED: Z-section 02
(RORIH 05) I
No | 7t5%t &
1 | Yes
2 | No
24 | Optical section (2) M | EHED: MEEA
thickness
(RORIE S7H) OilAl: 50
HeE um
HIZ: 2k 239] 20| YesQ! ZR0TH g
25 11rr;$1a%se (ll') M MHHED): Timelapse O£
IR ) T3t 2k TS 5 a
No | 7tsst &t
1 | Yes
2 | No
26 | Timelapse (T) - fps M HHZD): Timelapse ZHUEE
(ARIRHE Zee &5) oAl
:b
T fps
H|T: &85 259 Z10] YesQ! A2t i
27 Scﬁpéc;zaal coding (C) M | EEED): &z o o
(ZEIEY o) S8t 7k e = el E
No | JHs3t at =
1 | Yes %
2 | No —
28 | Sepctral coding (C) - M | EHED: 2 >
number of colors _
(HEIZY 23] ) OfIAl: 2 (525, 595)
= nm
HI: &5 279 240] Yes®l Z012t oiE
29 | Num_dataset M HEES): HOE A9 i T= Z0)

(CI0IE 7H=)

oA 24 27 (B 1: 2074, 24 2: 307H)
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OiE 3. 0|0|jX| Zoi M-

(B 8-1-6-3)
= ILIA(M)/
No %I'% ij_gu(O) E%DEI-
1 | Data_type M HHSED): 0|0|X| M2| {F
(HolH 3%
tsst o O & =Y
No tset 2t
1 | Raw
2 | Process
2 | Data_type — description M HHFE): O|0]X| 2| d
(doly 3%
OflAl: &2| 2 =i
HI: &= 19| Zf0| Process?! AT i
3 | Image format M HYED): 0|0jX| =2
(OJOfX] Z2£34)
Of|Al:
TIFF, PNG, HDFb, DICOM, NITY, ND2, IMS &
4 | Image width X M HHED): 0|0|X|9] 7t= 37
(O|OfX| %)
oY Zd
5 | Image height Y M HHSER): 0|01X|9 M= 37
(0]0]X| =0I)
o T
6 | Pixel size M HE(EE): LMol Mx| 37|
(& 37
=2 um
7 | Pixel type M HE(ZR): TAM7I9 EY
(T EfR)
OflAl:
OfIA|
int8
int16
int32
uint8
uint16
unit32
float
double
complex
double—complex
bit
8 | Number of images M HHZZ): HojelAl I 0[0fX| A4
(OJO]X] 2) OflAl: OOIX| 1: 207H, OJOJX| 2: 307K
9 | Color channels M HYZR): 0|0|X| ZHQ HH L4
(2 Mg )
OlAl: RGB
10| Color channel number M HHEID): O|0jX| Z2f M i
Z M 79
OflAl: 3
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I

O|0|X| HIO|E]
ILIA
No = Tﬁ?ﬂo){ E=d
11| Spatial dimensions M MHZE): 0|0|X|Q] 27t
(S7+ xH)
7tstt & b2 & =Y
No | 7ts@t &t
1 12D
2 | 3D
12| Spatial dimensions - Serial M MH(ZR): 0|0|X|e] ZBZtXH - Serial section(section
section thickness)
(27t XK - Serial section)
= um
H|1: 3= 119 0] 3DQ! Z<R0ITt i
13| Spatial dimensions - Tilt series M MHZR): 0/0|X|2] ZZIXFY - Tilt series(tilt angle)
(27t XK - Tilt series)
=: degree
Hl: &= 119 20| 3DQ! BT SHY
14| Time dimensions M HHZE): Timelapse 05
(AIZH xH)
tstt & b2 & =Y
No | 7ts@t 2t
1 | Yes
2 | No
15| Time dimensions - fps M MHZR): Timelapse T &
(AIZh RF - Y &%)
OflAl: 5
- fps
H|D: 3= 149| 2{0] Yes?! Z<0iTH i
16| Raw data M HH(HD): Raw data (Image format)
CENE]=)) HYEE): &= 39 0|0jX| ZHOZ He2|= HAH0|E I
_ (=)
QAL = MY (Image format) =
OlAl: ABC.zip =
17| mdb value M MH(HR): MD5 checksum of raw data =
(RIA|EI0|E{9] MD5 checksum) AHZR): 2AIGI0IES] MD5 checksum %
QAL text (MD5 checksum value) i1
GlAl: beb27343c7ffc103111f3a694b004e2f
18| Release date M MY(YE): Data release date
(S HE(EI2): olE 374 Ent

LA YYYY-MM-DD
OlA[: 2018-12-22
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k| HXt2d01F Co[E]

[ (RAAY) 25 A7 27| —H (- nrst zhefs),

ror

X

rio
HO

=i
O (M) TAS0|ZAOZ2 ESEE= moleculeMA cellZHX| =&2| raw O0|0]X| GO|E
] 20l st A=z

ONature TECHNOLOGY FEATURE: https://www.nature.com/articles/d41586-020-00594-4

oBiolmage Archive: https://www.ebi.ac.uk/bioimage-archive/

OEMPIAR schema: https://www.dropbox.com/s/w7544khbvbeerdl/empiar.html?di=0

oThe Open Microscopy Environment: https://www.openmicroscopy.org

oCell Centered Database: https://calisphere.org/collections/26960/

IHE 1. Sample details for electron microscopy

(B 8-1-7-1)
No ¥ 80 =
1 | Organism M | AYED): JE0 A8E 429 o
(8=23) OlAl: Homo sapiens
2 | Brain region M HNYRID): 7|2 L Y
(4 3% OflAl: whole brain, visual cortex layer V
XAM BisE H| (sag|tta| coronal, horizontal plane)
3 | Category M HEES): A=Y B
= OiAl: Molecule: EfEiZlIZ=
Cell: MESZ

Tissue: 28 W 38 X E= NEEY HE

Sample prep method(A|2 ZH| i

4 | Fix solution M | HEESD): AR EHIE 2o ALBE T™EM0 Cistd 7|
(TRE0H) (Paraformaldehyde®t glutaraldehyde®| s &

5 | Buffer solution M ”':”(3--) A& ZHIE 2l AFSE HIHEH0| Thet 71& (Solution
(HIHEH) 7S

6 |En bloc staining method M | HBEER): AR FHIE 2Ioi AFEE En bloc ZMEHO| ot 7|
(En bloc @At (OTO k=2t EEAlt §)

7 |Resin embedding method | M | 2B(=E): A2 THIS iof MEE resin embedding YHH| CHoH0]
(Resin embedding & 71= (Resin 3% ).

8 |Post-staining method M *;'34(%—.—) Alﬂ ZHIZ QI AFREl post-staining BEH0I THGL0] 7|=
(Post-staining &% &7 & 3
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-
O[O]X| H|O[E

(B 8-1-7-2)
= o+M
No 5] pe =eu
1 | Exp_title M HYED): MgZ0| & Z2ilis %2 M=
(HEns)
2 | Exp_date M HYED): HOolE 4y
(HEm)
AL YYYY-MM-DD
GilAl: 2021-08-30
3 | InstitutionName M | HEESD): A0 Y& 71 0|8
Olzg) _
OflAl: St O
4 | InstitutionAddress M | HEED): M0 3 718 F4
(lEza)
5 |Frame Type — Microgrape M | HYEE): gyl 2 Zaolo] S48 MY - Microgrape
(T EFR! - Microgrape) . . e .
OlAl: SingleFrame, MultiFrame, TiltSeries, FocalPairs,
StichedFame
6 |Frame Type - Particle M | AEEED): F89 2t Do ENZ MY - Particle
I EfQ) - Particl . .
(= E article) OiIAl: SingleFrame, MultiFrame
7 |lmaging method M | HEEI): 0[0|XE =0l AE8E &ty Yt
(0|01 &)
OflAL:
oAl
INSILICO
SXT
FIB-SEM
[HM =]
SBF-SEM o
CLXM A
CLEM =
MicroED =
serial section—-SEM Sl
serial section—-TEM
TEM
SEM
High voltage EM
Cryo—ET
Cryo—-TEM
8 | Microscope - Manufacturer M | AHERD): 00XE Y=d AFRS $0]A9| MIZAL
(R0IZ &7 - HMEAD
OilAl: ZEISS
9 | Microscope — Model M | AFES): 0[0XIS H=0l AZE &0|Ee 24
(c0Ed 357 - 29) .
OflAl: GeminiSEM 360
10 | BeamSource — Power M

(BAHY 22 - ItE)

’é%‘?ﬂ?—ﬁ)i O|0IXIE Y=h| ABE A £ -
It2|(Electronenergy(KeV)).
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M)/

No = MEH(0) ==
11 |BeamSource - Scan speed per pixel M | MAHEE): 0|0|X|2 =0 AFRE Ao A - TiM

(RARY 27 - T G A% 45

o A £E(SEM).

12 |BeamSource - Exposure time M | HBEFE): 00X H=0l ABE MApe| =71 -
(RRE X2 - LBARY wEAHTEM)
13 | ScanType O | HY¥EER): 0|0|XE =0 AFBE T A7 EIR
T AT Ef]
(Xt ) OAl: Beam scan
14 | Detector - Type M | HHED): O[0IXIE L=l ASE HAe 55
==
(Detector & Ol
GilA|
CCD
CMOS
Direct electron detector
15 | Detector — Manufacturer M | AHER): 0|0XIE =0 A= MO KIZEA
(Detector ®ZEAD
16 | Instrument - Model M | AHER): 0|0XS =0 ALRE HAQ| 2
(Detector M|ZEAL )
17 | Serial section (2) M | AHER): Z-section 0F
7158t @b Os & EY
No sot
1 Yes
2 No
18 |Serial section (Z) - thickness M MHZR): Z-section FH
GilAl: 10
= nm
HIZ: SF= 179] 30| 121 A0t i
19 | Tilt series M | HEED): Tilt 6L
(Tilt 01) TSt 2t OIS 5 ool
No st 2t
1 Yes
2 No
20 |Tilt angle M HBES): Tilt 4=
TP
(Tilt Z) OJAL: 1
=H2|: degree
H|1: &5 199] Z{0] 121 HROTH sHE
21 |Num_dataset M | HEED): ojE Mo T E= EO)

(CIOIE] 7=

oAl 204 271 (B4 1: ot 2074, 24 2:

* B} ZH|QF ASE= HO0[EHY F< (CLEM
H0|H S=EIE 29

A 307H)
SE A==
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-1
O[O]X| H|O[E

OiE 3. 0|0|jX| Zoi M-

(B 8-1-7-3)

No

oa
i

M/
H=H0)

e

Data_type

M

M) 0[0[x] X K2

Thsst 2 Cig &
No | 7ts8t &
1 Raw
2 Processed

-

Description of image processing

HYEFD): 00K *2| 4

H|IZ: &= 19| Zi0| Processed?! Z<0iTH i

Image format

HYEFD): 0IO0jK| =

OfIAL:

oAl

TIFF
DM4
PNG
MRC
IMAGIC
HDF5
EER

Image width (X)

HYED: 0P[Rl 7I= 27|

O|- A
Tl T

Image height (Y)

HYEFD): 0InIRIel Mz 371

] A
B9l Tus

Serial section (2)

AHEZD): Z-section 5

7lset gk Ck
No | 7t5
1 Yes

2 | No

5 g

Zt
HA

ror| ojo

=)
=2
2al
=
=
m

Serial section (2) — thickness

MHZR): Z-section T
GiAL: 10

=2 nm

HIT: o= 179 2/0] 121 ZR02t oS

Pixel size

2YES): T Ax| |

=2 nm
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. = o -
9 | Pixel type M HYED): ZdAP|el B
OlIAL:
GlIA|
int8
int16
int32
uint8
uint16
unit32
float32
bit
10 | Number of images M MH@S): Number of images
AHED): 0[0IX| 7H
11 | Color channels M AHER): 0[0|X] Z2Q| B HiA
(Z2 M g
OiA|: RGB
12 | Color channel number M HHED): 00X| Ze2| ML T
(Z2 HE h=)
OGN 3
13 | Raw data M AHAHF): Raw data (Image format)
(AIHI0|H) AHED): &= 39| 00KX| IZBHOZ H2|=l ZA[H0JE
m
QFAl o= M2l (Image format)
O\l ABC.zip
14 | mdb value M MHIE): MD5 checksum of raw data
(AIHI0|E{2] MD5 checksum) AHED): 2NHOIE2 MD5 checksum
QAL text (MD5 checksum value)
O bch27343c7ffc103111f3a694b004e2f
15 | Release date M MHAD): Data release date
(S AHED): o 1 2t
QR YYYY-MM-DD
O 2018-12—22
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-
O[O]X| H|O[E

S2 WHAS Blo|E

O] (KRR MSCHBHD Ol Al xigh, SITHEIOITe] RIS wlniat Zf,
UNIST ZaE (st =feish, UNIST 4

[ () Asissol Lojy ZEeH FU|-Si5i MRS COJE, MEO S, hEmol
ZMEILE e SiE X0 EXN6l= A NSkt

4L oo

O &0 K=

o Neurotycho (http://neurotycho.org/)
-g= RIKEN Dr. Naotaka Fujii/t 7ol == 50| ECoG ZiE H

TSt HE 2% F AW ECoG ZT 42

o Collaborative Research in Computational Neuroscience (https://crens.org/)
-042] 2 20N H0RI extracellular recording, ECog, EEG Zd} &
)

-9 BT levelOli= BRE & 29, JE SB(ER, 25, 24

-ol9l 28 Ty 4y ¥R 28

T A otoll= CIS LG M A0l Cist ME(ME, X3, HOIEl E%), Conditions(HOIE]
A0l gt x7), HolE| Ctezs

on

0

[

A=)
=
22
=
=
i

IHE 1. Sample details

(H 8-1-8-1)
No | m= | HEW =2
1 | Organism M | HYED: J0l AZE M9 5ty
(ME9) OlAl: Homo sapiens
2 | Brain region 0] HYE=D): 7ISE B S9
(& &4 Gl whole brain, visual cortex
3 |Sample type M | HEED): 220 M8E M=ol £4
Wz E%) OAL: Cell, Tissue, in vivo
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http://neurotycho.org/
https://crcns.org/

IO
No &= e ==
4 | Dimension 0 71s8t eF Og & B
(&Y 89 No Jhset &
1 | ™71MS
2 | 35 (Dopamine, BDNF, calcium, etc)
3 | gMoolX|
4 | 2Z0|0]X|
5 | 7|et
5 |Range O lset 3k T2 & =
(EX =9 No 7158t #4
1| LFP
2 | Single unit multi-channel
3 |7IEt
IE 2. S8 dAtls Ay
(& 8-1-8-2)
= LM/ o
No ?DI-% kl EH (O) EED f
1 | Exp_title M| AEES): Asz0| & Cajlt
(HEHI=)
2 | Exp_date M | AEEE): &0 E I
(F8m) A YYYY-MM-DD
GilAl: 2018-12-22
3 |Exp_place M HYHES): 0| tE EHa
(HayL)
4 | Exp_apparatus — Manufacturer M | HYER): H&717| ®MEAL
(H&717] - HZAD
5 |Exp_apparatus — Model M | HEED): ' 22
(&7 - 29)
6 | Exp_apparatus — Description M | HEER): 2717 2Y
(H&)7] - 49)
7 | Pretreatment or Taskname O |HE9E3): 38 ® Az 4
(T2 ¥ =S
GflA]: Visual grating task
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I

O|0JX| H|O|E]
- I A M
No 3= g =
8 |Pretreatment or Taskname - 0 AHER): SHM X2 MY U 455 sis A MY

Description
(A2 o $EAE M)

GilAl: 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 TKHz. 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 | HEED): 71§ T3 - HEA
2 ™Mz -
V1= 8= - M2 GilAl: 10x10 extra cellular electrode arrays
10 | Recording probe - Model M | HEES: 7IE &5 - 2E
=2 M3 - =
Vs 8= - 29) GilA]: 10x10 extra cellular electrode arrays
11 | Amplifier - Manufacturer M | HHED): 57| - HEA
=IT -
(o—|7| I'”}—AD 0:"“ Neuralynx
12 | Amplifier = Model M | HEEE: 57| - 22
I — 4|
@571 - =23) 0JA]: Digital Lynx 165X
13 | Acquisition software M | HEESD): AES &N D20
AII IT 2H
(GO -8 S=J8) OIAl: custom Matlab code
14 |Data type M HYHEE): 7St HolE EfY
7 |AH ol
15 | Data file type M | HHES): 7|53 oY DY 4 o
X 7|AH ol ol =]
(H7142] ojojy MY Et) GIAl: Matlab i
16 |Raw data M | AHGED): Raw data (Matlab format) E
(ZAIHIOIE) HE(ZR): Matlab 28102 H2|E AIHO|E DY °
QAL Q= T (Matlab format) L
OAl: ABC.zip
17 |md5 value M | AHGER): MD5 checksum of raw data
(EAIEIO0[E2] MD5 checksum) HYEE): 2AIH0IE2] MD5 checksum
QAL text (MD5 checksum value)
OlAl: bch27343c71fc10311113a694b004e2f
18 |Release date M | M(ZE): Data release date

(S7HEm)

HY=D): HoE 3 It
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1

82 IEERHE- ]

o)g7|7| &7 712 Y

[0 (RMRD) dAZS =S (o=7)7| 2jeh, HEXMTZT |27 |7 |ARIE AH2I(ez7(7| Rieiet)

O (%) 2 S22 9j27)7| % 0]
ARSI, MM/l A
MYEIRIS o

=

M

0|Z¢h AlRG+101 tiet 7I=Xel YEE 58 O

=
=
g Agl HoEZE O 717] 3 g5 TARI0| Tt

=<

i

I
_E
=

=
o
BZ J|E HEE 42

oo

O Zgoll alst A=z

4

ClinicalTrials.gov
(NIHe] duAIA
DB)2| S2 E0]Ef
o)

1 A=
UM 55 Y AEE HE Q7:
https://clinicaltrials.qgov/ct2/manage-recs/fdaaa#\WhenDolNeedToRegister

AUMAIR 2t MES 2
https://clinicaltrials.gov/ct2/manage—recs/how-report

AUtAId At O] 24 H9f:
https://prsinfo.clinicaltrials.gov/results_definitions.html#Result_ParticipantFlow

(UIAI1) 22301 CHSH 2HIY S QISKIs LAAIR(AIM)
https://clinicaltrials.gov/ct2/show/results/NCT02801877?rslt=With&co
nd=artificial+intelligence&draw=2&rank=1

(GIA2) S84 HE THS 2ot B2 X-rayet H =30} 2R HX

H| WA |
https://clinicaltrials.gov/ct2/show/results/NCT01909180?rslt=\With&co
nd=x-ray&draw=2&rank=2

(HIAI3) ENABLEMRI(Magnetic Resonance Imaging) (ENABLE-MRI)
https://clinicaltrials.gov/ct2/show/results/NCT02652481 ?rslt=With&co
nd=MRI&draw=2&rank=9

HIRIeAIE B
HolE S5 &=

U AlfX HIYYAIR H=(GLP)

=S Y AR(ISO10993)
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https://clinicaltrials.gov/ct2/manage-recs/fdaaa#WhenDoINeedToRegister
https://clinicaltrials.gov/ct2/manage-recs/how-report
https://prsinfo.clinicaltrials.gov/results_definitions.html#Result_ParticipantFlow
https://clinicaltrials.gov/ct2/show/results/NCT02801877?rslt=With&cond=artificial+intelligence&draw=2&rank=1
https://clinicaltrials.gov/ct2/show/results/NCT01909180?rslt=With&cond=x-ray&draw=2&rank=2
https://clinicaltrials.gov/ct2/show/results/NCT02652481?rslt=With&cond=MRI&draw=2&rank=9

-
O[O]X| H|O[E

H 8-2-1)

No

8=

M)/
HEH(O)

Study name
(HLH=)

M

HYEID): &7 M=
OflA: MERIHO| X[== RT-PCRYAIS| EXIRITY|7] IHY

-

Summary
(@720

M

HE=ED): F70 et 29f

— —
SiNol =R |7|o] JES A3 o SeSEIMY TR-PCREAS =
2 % 2

Medical devices
Ad/A7E 2=z717))

G
|0
e
~
AN
I}
=i
il

OfIAl: MERAEIHT|7]/KOPCT-K200 (Z=EEHR)

Type of medical
devices

o=/l 2%

HYFR): d=7)7| =&
Os & ME(EY)
LEsd
LA FHTIEHT|7]
MHAZ7|7]
W =
TSN
0 2 257171
HSA(active) =& 2 Xz7|7|
HIFSA(hon—active) = L X277
qHEE
WE7ISsUHE7I(RISE7])
o9=F &
A=EE
XU 71717 |A
PR E]
7184& X=7|7|
ME7|7|
16 | MQURITHE Al

* SREAMYUTSHEY d=I)| REE ER0 OE

&Y

_T_
or
RN PN NN NSNS NI\ JUUEN AZ

&R mN DS 0w o s w N = & o

Classification of
medical devices
@=717| 25 ¢

L=}
od

[
HYED): Ao 2P| B2 U B2 530 Lgt 9l Z90 9

Ol Al

= =] == == =] =
s | HEF 8 | S5 |57 8| A% N !

71771 AT A
o | Medical |A0100 | mgrpet AO10100T | E8FEATE

Instrument| O =t A01010.02 | HEA=ootARIZLY 1
S . oo o S

_. foin
it

OlAN: (B2 49 24U 42 ESA0(0 ‘&HA|
A90010.01 158 REAHN HOIEY0| [1S3] &
£01020.01 AMEEMATEYN [258]

oflAl2: (HY 2 A
A01010.01 HE+sAXIZH [152]

OflAI3: (EI\IELA?PI 20| g2 4R E=oz EFs 4 gl= 7|7

Manufacturer
(RIEA)

HYEID): A/F7E A=7)7| HMEA

OIAl: & F2OLEEHI=ZA
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No

10

"

12

13

14

ol

=
=

0

UDI type

(A=7]7] 2RAEIE
EfR)

UDI code
@=717]

o
QM)

Dept in healthcare
organization used in

(C127 [N ARE=
2)

Target body site or
specimen
(CHYO| E= MM
52 7-|;‘q|)

=L O

Data
(=X toJE)

Data type

(HlolE BF)

Data exchange with
computer systems
(HloJE| 15 04%)
Publications

2 (E=E )

M)/
H=(0)
0

OoM)

o
E=2Y

AHFZE): QZ7|7| HERAEAC =2 UDI(Unique Device Identifier)= 9
=707] HE 2 SA[XL Q=7|710 HAlok= KSAEIEZA HE/2L/7
/MBS Y87)7| ME TF7(0f ofst FHE £FH L 2ok AAEHQ
UDI= UDI-DI(Device Identifier)2t UDI-PI(Production Identifier)?| X&<C
£ FgEEH, L2 32 ittyS3oh RESFLIS A LIHEST
9 AQ). UTI type2 UDI ZEAMA HEE 2Hd

OlAl: GS1-128, EAN-13, GS1 Datamatrix, HIBCC, ICCBBA &
YD) o277 BENSTC U(D|/P). EYS S0/ JRIV|=E 2
NUDI A8 aiexg J1210] o27p] S20 me) 40lels, 29| HE o2
71719] 22 °UDIS M Hgst HEZ0| 9I0f Optional E= HiLj o2 Hg

= Mandatory2 7|

OJlAl: (01)8801234560016(17)221231(10)TEST 12345
HYED): 02 ST 22 US YAES Y3 It5)
014
7| Uzt
17| Ly
7| U
FZiAfoLst
Hzosst

{0

4| F> [ on
I-L7 | fob ok jop

|
PN
+3
2SAE
7|Et

fl
i

-4

SISAO[0f “&HA|
7] HR2SAIE

OflAl

SHOHREY
7 O)
o,

HYED): 92112 Sof +HokIA ot HOIE]
OJAl: ECG, 9BBY, B 5
HYED): 2T GO 57 ©

OflAl: DICOM, HL7, XA (company proprietary)

HYED): HAYEAARHIS) S +F lojEe ¢

OAl: O, X

HHED): oD AE/HTE Sl

oAl (=2) 223, HIEE A=7|7| YN0l et A, miste|83sts
K|, 8H(2021), p25-40

OlAI2: (RIEY)) medical equipment, 2021.7.11., www.medicaleg.com
OlAI3: (EhelE) S43, “I8XAFsY, SUSEHAN2012)

S{Ct
=0

=
HE

O {o|n

0j
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I

O|0|X] H|O|&
I|A
No 3= pAG =ou
15 | Advance research 0 AHZD): $8st (F= 23 O-Q) AE/AF 22 M3l A7

(AR &A1)

OflAJ1: (7‘*t'?(|J ®) "2=77| HiEds AR G+ 2019, =0
_I_

Ol AJ2: (’“‘jll =7 T AH) Q=77 HiEE &8

45 &+ 2020,

=)
=2
2al
=
=
m

16 | Trial type M *é%*(%—i—)- *I‘-‘.':.*/ﬁ-_rl SF
(WB/es 55 Thset gk U B M)
No AN B
T | LEARAIT)
2 | ARAIE(SIT)
3 | AHAI”E(PMS)
4 | HAHANR(E= g8
HIZ: O] =9l 20| AMAIF0IH O] H0|E9 &= 17-398 =oiH, H|Y
SAIROIH at= 40-468 Y=
17 | Clinical study M [ HHEE): YYAIE A0 st Q9f TEd 22 AMelg Ay
design oA
= A
(LHAIRE EA)
TE HE
MEE diy BRI FE S
asdd HESH Al S
I 2™ WAL /HHEA S
OflAl: MEYYH(RER F5)
18 |Study stage 0 |H3(E=ER): LAY 2
(HEAE ) Tt 2t T2 5 MeEe)
No Jtset &t 29
1 | PoC study HEAS T
2 | Feasibility study | EAHHR
3 | Pivotal study 9:.%%—?(617 F2X)
4| PMS N
19 | Participants M | HEEED): LA O Ze/A8 2 A|OKH &) S
OIAMA|BY CHAL _ -
(LA D OJAl: U=510(01A |02/ 60~75M] /SOITESS/ 1002
20 | Initial participants M | HYESD): YA 7RI 5~ (8 04/ oF S 7IEAR 712)
fx =25 I8
71E IR =
]
oy (= 18A|
< 18~65A|
)= 65A
EI‘
gE o]
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- IT| A M
No 3= pAG =g
21 | Completed M | HYEEER): QAAE VISR 4 (2-0/" S 7I2AE 712
participants
(Bl 223t LEK) oAl _
7IE oEAt 5
z &
o124 (= 18H]
=< 18~65A|
»= 65X
EI‘
oy ol
22 |Inclusion criteria M [ HYEE): QYA DR MY 71E
(MH71%) C A KIBHA! Ee K{OIM HIAMITSH0| RAGHY i sx0= BIx
O, 24 B EE ok SAMERO ZNEN = MESEOR o
or <2
23 | Exclusion criteria M AHEE): LMY DA ML 7|
(M7 1=) OflAl: DJ4EXIRt QAZE S20] 20 L= Xote 4Ol
24 | Start date M | HYED): LMAE A A WA I TS AR
OIALA|B! AJEFQI
25 |End date M | HEER): QG HA 2T SROEKE DR AE E8)
OlAHA|3! Z=20l
(UYAIE B2YRD OJAL: 2021.7.1
26 | Sponsor O |MHED): SIT/PMS S APt US Al YA
(A= oA (A 29) 525
OflA[2: (V1Y HR) FAISIAL QZAL
27 | Clinical trial M | HEEE): YA A7
institution ) _
(AA7 12 OflAl: Sh=20shy He
28 |IRB M | HEER): S/ USAY Al UMAI™ AZIME S018F2 IRB
(Institutional Review ) ) ) )
Board) OflAl: Sttt OSIATRE|AQPRS
(LAAEATAR | P
5
29 |CRO O |HY(=ER): CRO @A AA| AR, ESH CRO ¢
(Contract Research
Organization) OiAl: XXX-CRO
(LAMAIE 2E7]
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I

O|0|X] H|O|&
- I|A M
No 5= pAG =ou
30 |Adversed event M AHZE): YMAE AA| B(EE M| ) UMlst 222 9 0|y
(OFALARRY) AL
= MEUE
- AIJOILL MEHO| YES = BAES Zafst 4R
U E= V|7l AHXO] QS AL
O[MAR |- §/=0| E7fs0lAL AAst 2+ E= 7|5 Note =2ok=
EX= 4L
- MMH Ty EE= O|ME Zdfols B
- 7|Et
Zx 9AH | Fx LH ARG
ZRAFE | AREHRIXIOl ZRX|ALS
Z1 XX & Ay
OfiAl
7= NEWHE
OHAR |- 717] ABA| OFF X2 SECZ MESHH miE EZS0] &
== AMSE A O|2
oTr o= T MO
Zx= YA |- 202155
ZXINEE |- MESHN D2 EZE 2 AISH 24 2l OHHA &Y
21t - SMEMOl Atz A0 (1OA1I 0|2hH AFEE2 XUSI=E EX|
31 | Control devices o |49 (3—5—) GS1-128/Datamatrix, HIBCC, ICCBBA S (1AH/2xt HIZE
UDI type 2 RFID 2§
OAltH
(e dfHEEs OA: ICCBBA
32 | Control devices O(V) |dHE=ED): o=7|7| BFAEAC =H(DI/Pl). QS S22 ART|7|18H 2
UDI code 5 Ul ite siogg Sl sizypl Soo el w0Ei, o Xk ol
71719] 4% UDIE M X&st HMEZ0 Optional E= = oF Mg &
OANIEH T o
(M= DRHEIC) = I\/Iangatoryﬁ 71
OlAl: (01) 880 1234 56001 6 (17) 221231 (10) COMPARE12345
33 | Control devices 0 | HYED): YNAEM HM-QGMS SQIGITIAF ot 977|179 EFAC
(EHEE 9_';7'7') E legEn_l 9—|E7|7|9| I‘”%%‘/E%%
OlAl: ONETIME(ELHE AHEMT]) /PUA-X1000 o
34 | Classification of 0 HYFRD): AU 9z7)7| 5 ¥ 2528 S50] L2t e 420 o =
control devices oA A
N Iz o] =1 . m
(e &5 2 59 HEE | U=s ¥ |55 (598 @ 4w ECES I ©
717 71A A01010.0 |  weisaxaq E
A Medical |A0100 | ZIZLHor 1 aerAEE 1
|nstrLément 0 TEEH AO1(2)100 %*OAOO%*MEEEH 1
OAN: (E2Y 4 S 42 SSA0[0| &HA|
A90010.01 158 QEAAN HOIEQO| [152] & E01020.01 A
MEEMATEYN [252]
GIAI2: (Y 2t 49
AO1010 01 HAZAXZH [158]
OflAI3: (QI\IJ%KPI EZ0 9l 49 EZC0=Z E]8 £ gl 717
35 | Control device 0 HH: X HE HZAEE QA

manufacturer
(== M=)

GilAl: Philips healthcare
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I|A
No g pAG =g
36 |CRF (Case Report 0 Y YA AFBE Bd7IEM IY HEE
Form)
EAH71EM)
37 | Questionnaire O |49 AMAHN AEE HE2X| oY P2
HEX|)
38 | Software 0 HY: UMM AMBEE 957172 OISk AZEQO(HEY/MEA/LY)
(AZEQ0H) OllAl: KRISIAZEQI0}/Q27(7|FAISIN/RIE OFER T S CIXEHZCR Het
ol THFSEE = & ULE EAFE —I—AHE'F”(H
39 | Statistical test M H: QANE ZUE 2M5H EXHEMH
EAA OfAl: QS| EAHE Al
40 |Non—Clinical trial O |23 HIYYAR LA HSAAN X1F 712
institution OIAL
(HIZMAIR AA7I=) : .
getls = No HIQIAAIE AA7|2(20.08.28 7|Z)
1 |(De=3eisRA T Sk
2 [SEMRY IESAIRIRKTL)
3 AL HQUAHTA
4 | ESRTO|SAMARISIHT MO =T |7 PHUX|HMIE
5 |(A)St=7idE=iAARTY HIO|2E
6 (WEE SBQIE*._@BOXHEf
7 |(R)S=7 A7 |-RIA [ &2
8 |()e=srelgsiiRtitH
9 |EHELINUL
10 | MSCHSEWIR [P RICPIHISIONIR X[iRHE [7 FEY WIE
41 |Performance O |HY: 4587t dAV IS
evaluation institution Szl ‘o
(g%]gjl_ 7E.I|A|_7|J—y|:|_) o:llAl On_l-:'_ﬁll_ 7|EA|° EI(KTL)
42 | Object animal M M H|QUAMAIS A
(HIJLAIA e OIAl: YR E7| YR S
43 | Classification by M | M HYYARN MEEE=E Y=7)7] BF
contact type with
subject Of|A:
(CHATke] HEYA No T=
o2 #5) 1 | BHESE =7|7|
2 | MUl HZ o=717]
3 | 0|A 9=7|7
4 | HIEE 9=7|7|
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I

O|0JX| H|O|E]
_ II'.IA(M)/
_I'E =T [=)=]3
No &5 HE(0) ==d
44 | Contact area M *a*%'i E'IZD"S)\I%*OH AMEEE QZ7(7]9 22 A& R0 Ot ARREH=(ES
ESE=)) =
Of|A:
== =24
_ ojg
EHE= xof
oz 77| =
I L= QA HH
. N oy
AL A =X 9l AFOFE
9—|E7|7| —l-_—h_ = O =
2 51S{0H
[ — e |
Al o XA,
HIZS Q=77 7|Ef
OflAl: O[AQIZ 77| -
45 | Contact period M | dE HIZYARO AR 2=71719 22 =E EX0] M2t MEEH=E
_ =77
(®E712h =71
kst A Og & MEEY
No T &
1| MBtE((24A47t 0]5})
2 HEH24A2F =1F ~ 30Y 0|
3 | ¥7H((30Y =1
4 | HI®E=E(V|ED
46 | Non-clinical study M MO H|QUAIAE MA0| TSt Q9F
design oAl
(HIQAAI™ HA) :
7= e
R MA =4 AIY |- RUSEAIY
- A ™
— A NS HAI™
S ety Al - HM|LIAIR (=)
- ML 2| =S o
- HIQJAH ~
ME Sd A - 2EEANE =
- A H==0| 9t Al™ —
- 21 E=0fl ofst Al =
PN ~ L3IEA] L 0|4 A o
- 25 W O]A Al
- 2% U 0|A Al
EN EolA29| &0l = =
SPEL ERAIES S0 L oy ujgy
AT DOEZAE AR |- A=Y AE (D)L 9ES IS
- IEZEAE AE (KA otoieks)
il SEAE - gaMMSEAY
- HIELSTMEMLAIH
- UAEANE
—EéHH%ﬂl’ %E%;OH - EMEEIAIE
ot SHSH A Teenrs
7Bt - HASHAIA )
- J|Ef FHNCZE Q-5 A
47 |Release date M MH(HR): Data release date
CAELY) &

OflAl: 2018-12-22

=
Y(=2): HolH 37 Iat
A
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mCsE Y Enelal it

O (d43) 2 S=342 MR

MRI Ci|O]E]

O g0 ot Xtz

] (B2 F4) MRI 4j0|H9
O BioProject HH: (2. BioProject ME)2| LAl0f| M2t S2

HE: (8.2.1. A=77| A7 7|2 FE)o LA [t S5

O MRI HIO|Ef: {8.2.2. MRI GIO|E)Q] Al T2t S=

No

O ADNI* CO|E Al

deg7]7] =g

=S HOHE S5 W A

=2 o=

* Alzheimer's Disease Neuroimaging Initiative; http://adni.loni.usc.edu/

o 9=77| &7t 7=

oo

MRI/PET 35 H=

1
2
3

O 00| N O®»| o >

10

ColorType
AcquisitionDate/Time
Modality

Manufacturer
InstitutionName
StudyDescription
SeriesDescription
ManufacturerModelName
Patient|D

PatientSex

XM/
H=H(0)

M
M
M

O EAEAEAEGES

<

O_II_

= Ml 242 FdE

H 8-2-2)
== e

ON: grayscale
AHHD): date and time of image acquisition
7tset ak

OflAl

MR
PT

OfA]: SIEMENS

OfIAl: OHSU AIRC

iAl: ADNI3 Basic Prisma”ADNI3 Basic
Gl Accelerated Sagittal MPRAGE
CIIAl: Prisma_fit

AHED): ID of the patient

AH=D: 22 D

AH(ED): Sex of the patient
HHED: 2ol 44
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-
O[O]X| H|O[E

No

W/
H=H(0)

o
E2Y

11

PatientAge

AHED): Age of the patient
HHED: A2 LIo|

HY: year

OfIAl: 26

12

PatientSize

AHHD): Size of the patient
HHED: 22 7|

B em

OfIAl: 172.3

13

Patient\Weight

MHAD): \Weight of the patient
HEHED: e 55

= kg

Ol 60.2

14

BodyPartExamined

H1: DICOM tags - (0018,0015)
OI\]: BRAIN

15

SliceThickness

MHAD): Thickness of each slice
HH=D): £20|A0] S

H[: DICOM tags - (0018,0050)
B mm

Ol 1.2

16

DeviceSerialNumber

OJN|: 4X3InxozVes|

17

SoftwareVersion

OfIAl: 9.5.1\PMSPT1.44

MRI £0| F=

18

ScanningSequence

H: DICOM tags - (0018,0020)
OGNl GR\IR

19

SequenceVariant

H[1: DICOM tags - (0018,0021)
OfIAl: SK\SP\MP

20

ScanOptions

HI1: DICOM tags - (0018,0022)
Ol IR

21

MRIAcquisitionType

H|IT: DICOM tags - (0018,0023)
O\l 3D

22

SeguenceName

H[:Z: DICOM tags - (0018,0024)
OIN: *tfI3d1_16ns

23

RepetitionTime

H|Z: DICOM tags - (0018,0080)
OiAl: 2300
Hl: msec

24

EchoTime

H[Z: DICOM tags - (0018,0081)
OJIAl: 2.9500
=l msec

25

InversionTime

H1Z: DICOM tags - (0018,0082)
GiAl: 900
R msec
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M/

No = SEKO) 2%
26 | ImagingFrequency M H[1Z: DICOM tags - (0018,0084)
OfIAl: 123.2581
=2 Mhz
27 | EchoNumber M HLZ: DICOM tags - (0018,0086)
oA 1
28 | MagneticFieldStrength M H|: DICOM tags — (0018,0087)
oML 3
H: Tesla
29 | NumberOfPhaseEncodingStep M H[Z: DICOM tags — (0018,0089)
S Ol 239
30 | ProtocolName M H[Z: DICOM tags - (0018,1030)
OlINl: Accelerated Sagittal MPRAGE
31 |Raw data M AHED): Raw data (DICOM format)
(YAIHI0|E) AHZES): DICOM HoHOZ H2|=l LAHOE T
QR Q= M (DICOM format)
O\l ABC.zip
32 'md5 value M AHED): MD5 checksum of raw data
(HAIHIOIE S| MD5 HHED: ZAHI0EC| MD5 checksum
checksum)
QAL text (MD5 checksum value)
0N bch27343c7ffc103111f3a694b004e2f
33 |Release date M AHHD): Data release date

(SIHE)

HHED): HoE S It

AL YYYY-MM-DD
OiAl: 2018-12-22
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-
O[O]X| H|O[E

O (R-EAL) 22{tisid 4&d@z717] =g

O (43) 2 S2YMS PET QRSN HOJEE 523 1f 49

o5 U 25
O &0 Zas Xz

O ADNI* H|O|H A

* Alzheimer's Disease Neuroimaging Initiative; http://adni.loni.usc.edu/

O (85 74) PET HOIHY S52 U2 M 42 F8E

O BioProject ME: (2. BioProject HE)Q| LAl0| et S2

o 9z7|7| A7 712 FHE: 8.2.1. Q=7|7| A7 V|2 HE)O| A0 [t S5

O PET GIO|§: (8.2.3. PET H|O|E)Q LA0f M2t S5

" 8-2-3)
No 3= e cou
MRI/PET &5 &
1 | ColorType M OlIAl: grayscale
2 | AcquisitionDate/Time M AHHD): date and time of image acquisition
3 | Modality M 7ts¢et ak
oAl
MR
PT =
=
4 | Manufacturer M GIAl: SIEMENS >
5 | InstitutionName M OfIA: OHSU AIRC fin]
6 | StudyDescription M OfiAl: ADNI3 Basic Prisma™ADNI3 Basic %
7 | SeriesDescription M OfIAl: Accelerated Sagittal MPRAGE =
8 | ManufacturerModelName M OIIN|: Prisma_fit
9 |PatientlD O |AHAED): ID of the patient
AH=D: 22 D
10 | PatientSex M AHHD): Sex of the patient
HHED): 22 HE
7ttt A s 5 =Y
No 7tset @
1T |M
2 |F
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No

o2
i

Eaa ()
s (0)

o
=%

11

PatientAge

AHHD): Age of the patient
AHED): el Lo

H: year

oAl 26

12

PatientSize

AHHD): Size of the patient
HHED): 2KQ] 7|

= em

OfIAl: 172.3

13

PatientWeight

MHHED): Weight of the patient
HHED): e F2

=2l kg

OJ\l: 60.2

14

BodyPartExamined

H[T: DICOM tags — (0018,0015)
GiAl: BRAIN

15

SliceThickness

AHGD): Thickness of each slice
HHED: £210jA9 =

H[1: DICOM tags - (0018,0050)
=5 mm

oAl 1.2

16

DeviceSerialNumber

OIN|: 4X3InxozVes|

17

SoftwareVersion

O\l 9.5.1\PMSPT1.44

PET 50| &=

18

ReconstructionDiameter

MHAD): Diameter of the region within which the data was
used in creating the reconstruction of the image

H12: DICOM tags - (0018,1100)
OfIAL: 180

19

FieldOfViewShape

MHAD): Shape of the field of view of the PET camera
HIZ: DICOM tags - (0018,1147)

20

FieldOfViewDimensions

AHED): Dimension of the field of view of the PET camera
H1: DICOM tags — (0018,1149)
OiIA:

OflAl
CYLINDRICAL RING
HEXAGONAL
MULTIPLE PLANAR
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I

O|O|X| Gi|OJE
I,
No u2 o =2
21 | CollimatorType 0 AHAHD): Type of the collimator
HHED): A7 [(collimator)2] EfY
H[1Z: DICOM tags - (0018,1181)
OfIAL:
il Al
PARA
PINH
FANB
CONE
SLNT
ASTG
DIVG
NONE
UNKN
22 | ActuralFrameDuration M MHAD): Elapsed time of the data acquisition
HHED: ol =0 22 ARt
H|: DICOM tags - (0018,1242)
OfIAl: 180000
23 | PatientPosition M AHHD): Patient position descriptor relative to the equipment
AHED): 7PVIE 7ECE S Q| IXPM0|| st HY
H|Z: DICOM tags - (0018,5100)
i
OflA|
HFS
FFP
FFS
24 |Raw data M *E*g%‘% Raw data (DICOM format)
C=N[E[9] =) AHEE): DICOM ZoHo= FelE FAH[0[E I
QAL o= TRl (DICOM format)
OJ\: ABC.zip
25 |md5 value M AHAED): MD5 checksum of raw data
(%AIEIOIE;J MD5 HHES): 2UEI0[EQ] MD5 checksum
checksum
QAL text (MD5 checksum value)
OfAl: bch27343c7ffc10311113a694b004e2f
26 |Release date M MHASD): Data release date

(S7HEm)

HHFD: HOE SH =

AL YYYY-MM-DD
GiAl 2018-12-22
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CT Cilo]E]

yebaly)

O (RSXP KAIST 0IE5E(9=27)7| =

O (83 = S22 CT A=Y HOHE S5 I X

= S
O 20 &alet Xz

O ADNI* HO[E Al

* Alzheimer's Disease Neuroimaging Initiative; http://adni.loni.usc.edu/

O (&8 #4) CT Hi0|HY 852 U3 Ml 24z 74E

O BioProject ME: (2. BioProject HE)Q| LAl0| it S2

o Q77| A7 7|2 FE: (8.2.1. Y=7|7| G 7|2 FHE)Q YA T2t S5

O CT CIo[E: (8.2.4. CT HIO|E)2 LAl0of M2t S=

(B 8-2-4)
No us i =8
1 | KWP 0 AHED): X-ray M-0H &2 Fe| &[ugt
H1: DICOM tags — (0018,0060)
0N 120KVP
2 | DataCollectionDiameter 0 AHZD): OHSE =5t X2
CEEES= H[2: DICOM tags - (0018,1030)
GIAl: 500mm
3 | ReconstructionDiameter 0 HHED: 20| A= BEo| X5
(=2 X2 HLZ: DICOM tags - (0018,1100)
OfIAl: 303mm
4 | Distance Source to 0 AHED): AAQL CEHIE 71| 72|
Detector HIT: DICOM tags — (0018,1110)
(AAQ} CEIEZIO| 42) OfIAl: 1040mm
5 | Distance Source to Patient 0 HHEED): 24} SR7IO| 2]
(AAR} 3R IO| 72 H|1: DICOM tags - (0018,1111)
OfAl: 570mm
6 | Exposure Time 0 AHED): X-ray == ARt
(== A]ZH H[1: DICOM tags - (0018,1150)
OfA]: 326ms
7 | X-Ray Tube Current 0 HHEZD): X-ray 52 Mg
X-ray §2 F2) H|T: DICOM tags - (0018,1157)
OIN]: 282mA
g | Revolution Time o} HHED: MEZQ| & S ARt
G ARD H|2Z: DICOM tags - (0018,1030)
OfA]: 0.3300s
9 | Table Speed 0 AHED: 1= 05t HoEe| 2
EpE & HIT: DICOM tags - (0018,9305)

Ol 123mm
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I

O|O|X| HlO|E
No si= it =2
10 | Table Feed per Rotation 0 AH(ZR): AA0| 5t HIF X & HOEEQ| Ol 72
(BN & EofE 05) H[: DICOM tags - (0018,9310)
ClAL: 64,96mm
11 | Rescale Intercept M HHEE): MYE g S2r1e] 2oie| A
(A &) H[1: DICOM tags - (0028,1052)
G- -1024
12 | Rescale Slope M AUHED: MYE 0t SHte] ToiMe] 7127
(B 7127) H[1:: DICOM tags - (0028,1053)
GiAL: 1
13 | Rescale Type M | HED: 22 gl ol
(BAAHY ER) H[1:: DICOM tags - (0028,1054)
il OD (optical density), HU (Hounsfield Units)
14 | Slice Thickness M AHED): S201A SH
(&2I0|A =) H[1: DICOM tags - (0018,0050)
oM 1mm
15 | Image Position M MHZD): 2% 2| voxel?l x, v, z X
(O[OIX| £%) H[: DICOM tags - (0020,0032)
OiIAl: (-156.6510, 9.0380, 497.4700)
16 | Pixel Spacing M HHFD): ko Tirio] =2 72
(T 719 H: DICOM tags - (0028,0030)
O] (05918, 0.5918) mm
17 | Rows M AHED): O0[K|e| &o] 4
(&) HZ: DICOM tags - (0028,0010)
OJA]: 512
18 | Columns M HH=D: 0lojxe] Fo| &~
() H|T: DICOM tags - (0028,0011)
OA]: 512
19 | Acquisition Type M HHED): =5 Y=ol ot AH
EE =2) H[: DICOM tags - (0018,0023)
OlIAJ:
Ol A|
SEQUENCED
SPIRAL
20 |Raw data M AMHAD): Raw data (DICOM format)
(FA|GI0]E]) HHED): DICOM 8oz Fel= 2N|H0[E m
QAL k= Ml (DICOM format)
GiA: ABC.zip
21 |md5 value M MHED): MD5 checksum of raw data
(FAIGIOIEIS] MDS AR 2AHOIESR] MDB checksum
checksum) QAL text (MD5 checksum valug)
OJIAE bch27343c7ffc10311113a6940004e2f
22 |Release date M MHHD): Data release date

(S7HEm)

HHED: HoH S 2t
AL YYYY-MM-DD
OiiAL: 2018-12-22
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==} HoIE

[ (BHgRL) KAIST GIZE(Q=717] Zefuh

] (Jélo == EEOFAIS

O &g &agt Xtz

L OO0

220 O=FY HOEHE S5 T 4

O ADNI* GO 4
* Alzheimer's Disease Neuroimaging Initiative; http://adni.loni.usc.edu/

O (58 79) =3t
O
O
O
No =
1 | Manufacturer
(RE=AD
2 | Machine model
P 23
3 | Probe model
(=2 o)
4 | Scan wave mode
(A 25)
5 | Element number

10

11

HIOIH S

S22 O3 Al 242 74E

BioProject ME: (2. BioProject AE)2| A0 Izt S2
ol=7|7| A7 7|2 ME: (8.2.1. Y=7|7| A7 7|2 HH)o| Al 2t =
ZF30+ Hjo|E: ¢8.2.5. =3I HIO|E)| YA Mt S5

&/71 T

Tx element number
(B 7H=

Rx element number
(7] I
Element pitch
&/ B4 718
Element height
(&/217] =0))
Element width
&/t H0))
Element kerf
(/2407 212)

T 8-2-5)
ITIA
b0 =8¢

M| My=s): 2Sm17)7| HEA}
GiAL: Alpinion

M| MyEs): 2e0pp| oY
OfAl: E-Cube12R

M| 98E8): EdARM 2
O] L3-12H

Mo MeER): AT A
O] Focus

M| M@ MiAfo] JH4
OIAL 192

M| HES): SA7) JH
OiA]: 128

Mo 2@ 401 T
OiIA: 64

M| MES): A ZAA0] 72|
Ol 0.2mm

O | d¥=2): 4N 50|
O]: 0.3mm

M| M@ MM o)
oAl 0.14mm

O | HyED): 4N Ao] 72|
OfA]: 0.06mm
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I

O[O|X| H[O]E
No &= %ﬁ?g)/ ==d
12 | Transmit event number M AHZF): S 3
&Y 2= oAl 96
13 | Speed of sound M D) AJREO| &0
(AfRE ALIE) GiAL 1540m/s
14 | Center frequency M MRD): £A I
(& T OAL: 8.5MHz
15 | Sampling frequency M AHZS): M= =
(458 ) OfAl: 40MHz
16 | Axial depth M MEZD): A0 Z00|
(& 9 Ho)) Gl 45mm
17 | Lateral length M MRD): AZH =0 200
(Z2 Z0)) OIIAl: 38.4mm
18 | Focal depth O | 54xE&E2): A 22 9|
(ZHA Z0)) GiAl: 15.0mm
19 | Power M| nEe): a0 o)
() Of\l: 60V
20 | Dynamic range O | u=2: ol 8% e
S5 He)) GiAl: 60dB
21 | Other technique 0 MHZD): [|2 7|1
(2 712) OfIAl: Spatial Compounding
22 |Raw data M | EHED: Raw data (DICOM format)
(HAIHIOIH) HHED: DICOM IBio= 2= 2INHO0|H
QAL Q= Ml (DICOM format)
GiAl: ABC.zip
23 |md5 value M MEHED): MD5 checksum of raw data
(HAIGIOIEH S| MD5 HHED): AEOEC] MD5 checksum
checksum)
QAL text (MD5 checksum value)
OiIAl: bch27343c7fc103111f3a694b004e2f
24 |Release date M | AHED): Data release date

(S

HHED: HoE 37

AL YYYY-MM-DD
OfAl 2018-12-22
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X-ray O|O|E]

O (RNYXP KAIST GIEE (92717 =Y

O (2%

O &gl &gt Xz

= SEEAR X-ray

)

Oz HOHE S5 I A

O DICOM* standard Cl|O[E{ A
* DICOM standard; https://www.dicomstandard.org/

O (88 +4) X-ray HI0|H2

o=

S M 242 74T

O BioProject ME: (2. BioProject HE)Q| Al Mzt S2
HH: (8.2.1. 9=7|7| &+ 7|12
O X-ray H|0|E: (8.2.6. X-ray HIO|E{)2| LAl 2t

o 9=7|7| &1t 7=

Mol A0y [} 52

=
[l

(& 8-2-6)
- &M/ oo
No g% ﬂE—IKO) EEE'-
1 | KVP 0 | H¥E3): X-ray HMU20/H S ©Ll &7}
OlAl: 120KVP
2 | Distance Source to 0 AMH(ZE): AAQ} CIEIF 7t 72|
Detector OIAL: 1040mm
(AAQt CIEIEZI 72))
3 | Distance Source to 0 MHZD): AAQ} X7 742
Patient .
GilAl: 570mm
(AR} BHXFZHR| H2)
(LE =2 OIA: WEDGE
5 | Exposure Time 0 HYEZD): X-ray L= Algt
(== AIZH OJAl: 326ms
6 | X-Ray Tube Current 0 MHZE): X-ray 52 HF
(X-ray §E2 HNF) OlAl: 282mA
7 | Grid 0 HYHEE): 2= N8 62
@=2E ¥ ¢5) OilAl: Grid/Non-Grid
8 | Image Position M AHZR): 2% 2 pixel?] x, y IHE
(OJO]X| HX]) OiIAl: (-156.6510, 9.0380)
9 | Pixel Spacing M HHEE): Q™S Tazto] 2218 7|
(T 7H4) OllAl: (0.5918, 0.5918) mm
10 | Rows M HHEE): 0[0|X|Q] &ol &
(&) OfAl: 512
11 | Columns M AHEE): 00|X|Q] E9|
=) OlA: 512
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I

O|O|X| HlO|E
I|A
o e EW =8
12 | Bits Allocated M HYESD): 2 T ME gHE HE
Attribute OIAl: 16
(EY HE=)
13 | Bits Stored M HYEE): 2t T ME0| ofsi MYE HE £
Xt HIEA
14 | High Bit M HYEE): W MZ HOo|EQ z49 HE
(ZIM9] HIE) OJAL: 15
15 | Rescale Intercept M | HEES): MYE i S0 HAML HH
(AU =) OAl: —1024
16 | Rescale Slope M HYEED): MEE A St A0S 7187
(BIAAY 7187]) OlAL: 1
17 | Rescale Type M | HEEE): &9 w9 o
(IAAY Er) OlAl: OD (optical density), HU (Hounsfield Units)
18 | Exposure M MHGR): The exposure expressed in mAs, for example calculated
(&) from Exposure Time and X-Ray Tube Current
HHZE): A XM B2 NMI2 AME LE2(mAs)
GilAl: 30
19 | ExposurelnuAs 0 HMY(PE): The exposure expressed in pAs
(t==(uAs)) MHRZD): uAsE BHE 57
OilAl: 2350
20 | FieldOfViewShape(FOV 0 MH(PR): Shape of the Field of View
=20 HY(ZR): FOVY 2
OflAl: RECTANGLE
21 | FieldOfViewDimension 0 MH(HE): Data release data
s(FOV 37) HH(=ZF): CIOIE 374 It
GilAl: [403, 403]
22 | ImageAndFluoroscopy M AMH(FE): X-Ray dose, measured in dGy*cm*cm
AreaDoseProduct(Z4t AHZE): dGy*cm*emZ HJIE XM
FEAHXSILARZEO)E) OflAl: 3.327864
23 | RelativeXRayExposure( 0 AMH(FR): Indication of the applied dose, in manufacturer specific =)
MHEX M E) units. a
HYHEE): YT HAZE Aot BAIE XM Ral
OIAl: 126 =
24 | CollimatorShape(Z2/H| M AHH(FR): Shape of the collimator =)
0[HZY) HYEE): SHoHZY n
OlAl: POLYGONAL
25 | Viewposition(A|0F {X]) O AMH(FE): Radiographic view of the image relative to the imaging
subject's orientation.
HYHEE): YAISNO| LIEHS 2tXtel ek
OIAl: PA
26 | Sensitivity(21ZE) 0 MH(YE): Detector sensitivity in manufacturer specific units.
HH(=E): CIEE A=
OlAl: 0.10086478
27 | DetectorType(C|EIE] M MHGR): The type of detector used to acquire this image.
e HHFHE): LHEEH 55
OflA]: SCINTILLATOR
28 | DetectorConfuguration( 0 MH(PF): The physical configuration of the detector.

CIElEf B2

HYEI): UEE =2 e
OilAl: AREA
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No
29

30

31

32

33

34

35

36

ol

=
=

0

DetectorBinning(C/EIE
HIS)

DetectorPhysicalSize(C|
B9 221X F7))

DetectorElementSpaci
ng(CIEIE{ZAz])

FilterMaterial (ZESZ!)

PixellntensityRelations
hip(TE-Z= )

Raw data
(RAIHI0IH)

mdb value
(2IAIE0lE9] MD5
checksum)

Release date
CAEL)

M)/
HE4(0)

O

o
=2

HH(FR): Number of active detectors used to generate a single
pixel. Specified as number of row detectors per pixel then
column.

HYEFZE): of HES LIELY| st 29 TEH &

OflAl: [1, 1]

MH(FR): Physical dimensions of each detector element that
comprises the detector matrix, in mm.

HYEI): of CEH S218 37| (mm)

OlAl: [0.2, 0.2]

MH(ZR): Physical distance between the center of each detector
element, specified by a numeric pair — row spacing
value(delimiter) column spacing value in mm

HHFR): CEEC S42te 2218 72| (mm)

OilAl- [0.2, 0.2]

MH(HR): The X-Ray absorbing material used in the filter
HYEE): TH XM g2=2F

OlAl: COPPER

AH(HI): The relationship between the Pixel sample values and
the X-Ray beam intensity.

HYED): Tt XHM7|Zte) A

OilAl: LOG

MH(YR): Raw data (DICOM format)

HH(=E): DICOM ZoHo=z F2lE Aoy Y

QkAl: Q= M (DICOM format)

OilAl: ABC.zip

MH(SZ): MD5 checksum of raw data
MHZR): FAIHO[EIS] MD5 checksum

QAL text (MD5 checksum value)
GilAl: bch27343c7fc103111f3a694b004e2f

MHYD): Data release date
HHZID): HoIH 371 St

LA YYYY-MM-DD
OilAl: 2018-12-22
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7|E} Ei|OJH

O (g0 &ust Xi=) MFHopsh 20F =2 ofst M 20F ZE HO|HE S8He=
* o)

HZ(generalist) repositorys 2| YAlZ 7
* NIH & O 20N =M6R= repositoryE(https://www.nlm.nih.gov/NIHbmic/generalist_repositories.html)

O BioStudies: https://www.ebi.ac.uk/biostudies/

O Dryad: https://datadryad.org/

O Figshare: https://figshare.com/

O Zenodo: https://zenodo.org/

O Mendeley Data: https://data.mendeley.com/

o OSF: https://osf.io/

O (88 7)) 7IEt H0IH MES| 882 U3 M Q42 F4E
O BioProject HE: (2. BioProject HE)2Q| LAl 2} 5=
O BioSample HE: (3. BioSample HME)2| AAl0| 2t SEGEHE Al
O 7|Et HO|&: 7|E} TIO|E4Z €9.1. 7|E} BIO[E)2| A0 M2 f%
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No

ol

=

0

Keywords
=

Additional
notes

i)

Descriptio
n of files

Files

Links to
external
databases

Descriptio
n of links

Release

date
(SMEm)

=M/
H=4(0)

M

O

M

@)

M

(B 9-1)
==

HHHD): Terms that define your study and data
HEHED: &7 ¥ HOEHE Hot + U= 8

HI: //2 FEXZ ol0] B2l 719IE 23 7is

OiAl: DNA methylation//MBD sequencing//Chronic lymphocytic leukemia

AHFD): Any additional description of your study and data, which are not covered by
the information that you entered in your BioProject/BioSample submission., but helpful
to understand and re-use your data. This may include the experimental/analysis
methods and samples that were used to produce your data, the steps to reproduce
your study, etc.

MHZS): o 9 GO[E{0]| 25t 37t A, BioProject/BioSample S= Al ZHJet FE Q0|
EICI0] O] CIO|HS RIMERI 20| Hi= FEE 7IQJ(CI0E HitS Lioh AZoh Al/2M
i 9 ME M o AE Risiet & Q= EHitF S)

HHAS): Description of files that you are upload.

HEED): Y2E ok= U0 Chst HF

HAL 2T Sl D= MU0 Dol 247y A8 Zrd Q. Excel H HIAE MBI HOIS S
BIAE/X| HO[E TIUC! AR, HIOHE AREE ARMSO| O 4~ AUESE 2t ZHC| EIES
27| 2 BHok 2t ZHC| 2| & 2=l AT Chiet 7is #E

GIAIN: Result of network analysis of identified genes in Cytoscape session format(cys).
OA[2: The list of differential methylated genes. Column 1(ID): Entrez Gene ID. Column
2(symbol): Official 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 ‘“——-.

MHED): Upload your data files.

HHED): I e

HT: 4240| CIE CRho| IS 2= A, SUie] zip U2 ISSIK| 21 Jig I 22t
H=E HA

H[112: o1719] 2 C|O[EH|0|A0H 0j0| H=2E of M0t X2t O S=0i| £ H=2E T
HHAS): URL of your data that you uploaded to external databases, if applicable.
HEED): = CO[EH[0|A0| K== St COIES| & FAGHE A)

HIT: 8 A2 5/0f Lkl 23 QR 7ks

OAl: https://mwww.resb.org/structure/6ZUE

MHAD): Description of your data that you uploaded to external databases, if
applicable.

HEHED: 2 COEH0IAN HZ=E St CIOE0 CHet HHGEHT A)

H: //E 72AE 510 Tl A 24 Tis

OGNl Crystal structure of human DDB1 bound to human DCAF1 (amino acid residues
1046-1396), which was uploaded to the Protein Data Bank (PDB) under pdb_id 5ZUE.
MHAD): Data release date

HHED): HOoH 371 Iat

AL YYYY-MV-DD
- OJ\|: 2018-12-22
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o|=7|7| &+ H|O|E]

—

o

—
e

|>

~~
e
oN
N’

H|EIT717] H+ ClolE

O (RHER) A2 S™ES(eR77| 2eh, 7HEtE HE7I(eR717] Hekh

] (JHEFI) H ==

SZ2UAIL HQIRITT|Z|(IVD: In Vitro Diagnostics)S ZEgleh QMAAR ol27|7|

HOEE S5 o A

] 240 &dst A=
= 1 A=
LOINC LOINC (Logical Observation Identifiers Names and Codes): https://loinc.org/
CLSI (Clinical & Laboratory Standards Institute): https://clsi.org/
HIAME  |POCT1A (Point-of-Care Test Connectivity)

GojE 2
II=

IHE (Integrating the Healthcare enterprise): https://ihe.net/

LAW (Laboratory Analytical Workflow)

O (8 7)) MATHZ|7| S5 H0|Ee S582 UE M QA2 F4F

O BioPro

ject AH: (2. BioProject HE)2| LAl0| M2t S2

o 9F7|7| GF 7|2 HH: (8.2.1. Q=7|7| Gt 7|2 Yo UAl0| [I2t S=
O HQEIH717] ¢ GIO|E: (10.1.1. AMQRRIH7|7| S IO|E)HL| LAl M2t S5
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https://loinc.org/
https://clsi.org/
https://ihe.net/

IHE 1. M2EIH7]7] device type
2 10-1-1-1)
- =M
No = 0 =52
1 | Purpose of medical devices M | EH 7Pe 8
Piel 8= TRsE 3t O B HE(EY)
No ==
(=3
2 | X=E
3 | e
4| 018
5 | 7IEHERY %)
2 | Classification of medical M | AF A ORI P| E2=0| IE 257
devices
(Pl 22 U 53 as
zs  UER3 EEF |Z2RY| AR AERH S8
A 717 AB8060 (2= [AB8060.01 |2 ZEM= |1
7IAZ 157 1A] AR}
OIAIT: (55 4R) 52U 42 SJAM0|0| ‘&'HA|
R T s
. oL T ——T =)
OflAI2: (T Y E2) o
A01010.01 HEssAZIRN [15E]
Ol AI3: (ﬁI/EA7|7| 50 gig 29 E5C=2 258 £ 2= 717
3 | Physical agent used in M | A TN M/24/2600/4E SS Rl ABE= source FE

device

(CHHIOIAOIM HkeS 2o
MEEf= 22 X )

N

rset

e

e

ek

el

LED

Micro current

Z30f

Laser

=2

2ROp

HS AT

poESIT

AR 22

—_— | — | —
S2|3|o|o| ool s |w v F

oid B=
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No

ol

=
=

0!

MY/
H=H0)

Wearable type
C==E)

M

gF: THPIel g

1

2

3 | OiEjfi=
4 | g
5 | ¥HE
6
7
8
9

ADHHC

IH|
7 ENERE 212)

g 8=

Measured parameters

(FYnei]E)

1

2

3

4 | pamse
S
6

7

8

SOt
=d

=
=TT

B
LIS
10 | ol

11| SR
12 | JENER @)

©

Clinical trials
(UMAE & B

23

PoC study

HEYEA7

Feasibility study

SO

YEOR(GPIST)

PMS

R

1
2
3 | Pivotal study
4
5

Bl SAIY

g8t

Target disease
(BRI 2H 5)

3 N

HW: SHEAHE ARKER(KCD-8) 2RE0 TS

Product name/model
number

MEY/22Y)

8 P9 MEE/2EE 7Y

D MIEE: MFDS-1, 223 MD-01
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WY/

9 | Product size M | AF REP| 2XC| JiE, M2, =0 12| Ao e Ze
(EARE) OIAL:
= LHS (OlIA))
28 Xl (WFD*H), (mm) 316 * 325 * 188 (mm)
=X 3 (kg) okg
10 | Component size O | 4F 74830 X 2 3
(FE2 X Of:
HEE 3 = LHE (GiIA])
=5 _
N ey | PAE R/ TR | 1207 80% 20 () / 02K
11 | Electrical rating O | &3 oig ZH7 77 TR RV P ZR M7 B Akt
7N 52 OfIAL:
B LHS (GiIA])
AT (V) DC 00V
AHPEE (W) oow
12 | Purpose of use M | A 719 ABSAES AR T2t 7K (Text)
ME== O IR0 25 M B2 ZAISIE 7HI2A ot 290l A1
2 Yoz
13 | Working conditions M | E3 OFE0| BYE + U= sk
2= LHE (GiIA])
2= () 10~30C
7124 (hPa) 700~1060 hPa
14 | Storage conditions M 4% OFE0| BRE £ Q= Bt I 28X
(B ¥ 282 OfIAL:
Eei LHS (OiIA))
2c () 10~30°C
ST (%) 0~95%
7124 (hbe) 700~1060 hPa
15 | Expiration date M | AE HRRIHT7| AR ks TRKRS7 1D
ME7RD Thse 2k OS B M)
No e
1 | 67
2 |14
3 [3&
4 |54
5 | AR oS
16 | Manufacturer informations M | AE HEAEE 7K (AR 22 AR FE T
(M=) OJAL:
ME= | Mas £
= |(PREAZRT)7|  |MSA 28T =4S 123HX
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HA(Z1)
= oM

No = (0 =52
17 | Power O | HF T o=7/P Y 42 2M0l ek HRe et HiE2IY 42

(RIS ST SEAE

CIA1: Wall power (12V DC)
ON[2: 2IE 220 HiE2] / STARE 1 2 TARE / SEARE : QF BARE

18 | Data storage capacity O A% 700 ME7IS0| s B MEEY

XA AR
19 | Data output port O |3 7Pl E=7180] = 8% EFVIE KIgbl= ZE

E=TE

455 Ol DRIE| ZE, USB 802, 2(Bluetooth)
20 | Display type O | 4% CASH0Pt XEE=E 3% CASH0| EfY

AZ |

(HAZ201 Br2) Ol 22 VGA ZRIE F2IAY CIAZR0|, 5-wire EiRIATEI

21 | Display screen size O | &3 CAS0oPt K== 49 TASEH0[9] Aol=
p= Ol%

(Elﬁaﬂﬂol Aj_ﬂ_lﬂﬂ (|_|X|)) 0:"“ OOO._|7-(|, WKED*H mm

22 | Display resolution O | &% OAEoP} XEE= 29 TAS0|2] ST
a0 | SHAE

(EAZ20] SHaE) OflAl: 640 x 480 Td

23 | Display sweep speed O | 43 CASHOP XEEE 3% CASH0[Q] AST
A0 ASIA

24 | Alarm dB O | &g Y20| X2z 22 Yo 38 82

(LS F (dB)

OiAl: 40~70 dB
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ME 2. AMATH7|7] ¢+

(E 10-1-1-2)
= =
No ?J’% ﬂiﬁ?ﬂ)o)/ E%DEF
1 | Analyte/Compone M A% HTHY|7|0M Kot 712H2 24 d&22 0|1
nt
(BM ME09| 0|2) OlAl: SARS coronavirus+SARS coronavirus 2 Ag
2 | Kind of property of 0 AY: MSol= 2A4due| S8 B
observation or
measurement Ol Al:
(HEst= 249 OilAl
%4) Zi2F SM(Mass concentration)
=2 Z8(Substance concentration)
{2 52 2|X|(Presence or threshold)
3 | Time aspect O Y RO AE S22 AR Z7HA
(BAF ARD OIA:
OflA|
EXAE(point in time)
A& 3|(Episode)
52(5 min)
Hl—,- 24 OIE_1 7|.:
4 | System/Sample 0 A ZAPPIO] ABE = HAC| B
(&M 32 OlIA:
i A

ZWS(Arterial blood)
H&(Whole blood)
HICHE(Cood blood)
0 2|7t (Hair)
AH(Urine)
&HX(Serum)
535 (Respiration)
EfoH(Saliva)

HID: 24 9 s

5 | Scale type 0 A AL ™0 gt Hel =2 AL
ESPE

OflAl

2K (Quantitative)
dre SH, M+(Ordinal)
M= (Narrative)

BT S+ 92 ts

6 I\/Iethod type 0 9 ZAF Y 2M g

Ol Al

|A.rapid
RNA probe
Probe.amp.tar
Test strip
HIT: 24 Q3 JKs
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_ I
No|  m% o £2Y
7 | Reagent type 0 Y AQe| ZF
(ARfef E7) OAl: AER
HA: =+ 942 7ts
8 | Amplification 0 4% 2= Vs
&5 718 OAI: SEEUN. HAEE
H3: = 92 7ts
9 | Preprocessing 0 49 it == S Zd TXE| TIs
FAE| 71 B _
Ol Al
8ll(Lysis)
ZZ(Elution)
H: 5 ¢ 7ts
10 | Analysis tech 0 Y 2H0| MEEE Vs
=M Tl
( = |§) 01| M:
Ol Al
H™7| ztsiElectro—chemical)
Ho F20E J2iT(Immuno-chromatography)
HA: =+ 42 Jts
11 | Utilized sensor 0 AYH: MR 7o ZekE MM SR
AR2E M
G| Al
oA
=AM
SR
HA: = 42 7ts
Format for 0 AY: TR HAHS PloiM ABEE 25
representing
observation value ¢:[PN|
(RHEfE B To) GllA]
QOrst HI0|E{(Encapsulated Data)
JHM| AEXKEntity Identifier)
Z(Numeric)
12 Z7 IOIE{(Reference Pointer)
TS 2(Structured Numeric)
X HI0[E{(String Data)
BIAE HO|E(FIA)(Text Data(Display))
12H(Graph)
SN Raw data)
0|0|X[(Image)
H3: =+ ¢4 7ts
Release date M A% GO SH Zt
13 CLELY)

AL YYYY-MM-DD
OiAl: 2018-12-22
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=

(W) 22717| dHXis He
[ (RMEXD) MESCHeiW S99 (0207 2igdeh, POSTECH ERIOKQIZ717] it

0 (M%) 2 S=YA2 o2717|9] MAME 74 U X0 ot Py 3852
T4

O 20 &aleh Xz
O 0= FDA medical device databases: https://www.fda.gov/medical-devices/device—advi
ce-comprehensive-regulatory-assistance/medical-device—databases
0 ZRLESIMHIIZO| ZHEZEY B2 b 710|=2I0kARE o2 PIA, 20189)
O (S8 74d) =717 dxiilz HE2Q 52 Uz M Q42 F4E
O BioProject &: (2. BioProject HE)2| LAl0| [t S2
o Q77| iR 7|2 HE: (82.1. QBJ|| G 7= Mo YAl W2}t S=
o 2=7|7| WAtz F=: <10.1.2. A=717| MAllE FE)O| QA0 T2t S5

(H 10-1-2)
IL|A
No 8= it 24
sk 714 Q4 (Chemical Composition)
1 | Main Ingredients M | MEHED): Main Ingredients?] company information, catalog
numberS 7|
2 | Purity of Trace Elements M | HHED: MAKE & purityE UELE 222 ppmlpart per
million) HHZ 7|xY
3 | Catalysis M | EEEE: UMz ghol Agst S0 35 2 YEE 7|
4 | Low MW components M | HHED): Water, solvent HEE 7|
5 | Test method for chemical M | HHED): MYME IR0 3B 1 QA =5 s 712
composition OlAL:
Of|A|
NMR
GC
HPLC
2X X (Molecular Structure)
6 | Polymer bending M | EHEEE: 8Mk=2 ductility E82 :’8@ o
7 |Branched, Linear, or M **'34(;1* ): £XF 727} linear, branched, S= crosslinked =
Crosslinked ZI0IX|0f| CHet Lt
8 |Copolymer branch length 0 |[MYHED): 2= ENS 71X MAIXHZ| AL branch
7|O|(3_7|)0-” [Hol- I‘iHE 7|OI
9 |Copolymer conversion 0 *"%'(—-_11—-—) FTIRSZ 0|25t =S5t degree of conversion HEE
10 [Mn, MW, Polydispersity M ':'4(;11—-—) 2L sizes L7] I8t Mn, Mw, Polydispersity
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YAZ1)
IL|A
No 2= it =8
11 | Test method for molecular M |[AH@D): MHIZEO| EXAER BA diHg 712
structure
GiIA:
G| Al
NMR
GOC
Solubility
Swelling
Viscosity
NMR
SE| (=2A 2Z)(Morphology (Supermolecular Structure))
12 |% Crystallinity M *"r?(—.-?—.—l) X-ray diffractionS2| & B#E Soff St 22 %
13 | Types and amount of phases M | HHED): MHZO| AMphase) EfY L ML) Cist HEE 7|
14 | Test method for morphology M %%;Gl%: M= EARLE 24 ds 7Y
Ol Al
NMR
GOC
Solubility
Swelling
Viscosity
NMR
E5I1ZX(Composite Structure)
15 | Types of structure M  |[HEEE: S2+E MR E5E 7Y
Ol Al
Laminate structure
Reinforcement structure
Coating
16 Larrp]inattle structure: Thickness M/O | MHHED): laminateTRO| MAK=O| 2t XHZo| FHE 7|
each polymer
17 La(rjninatek_structure: Orientation | M/O %E(ﬂ?—-—) laminateT2=9| MAMIHZL| 2t M=o ME #=A{ 2 Hisk
and stacking sequence =
18 Iﬁ?minate structure: Number of | M/O [MEHES): laminate 7222 MAMXHZO| 2t M=ol S42 7|
ies
19 ReinforoeTent structure: M/O |AHEED): reinforcement MAKHZO| 25t K| 7|2
position— Location
20 Reinf_oroen(w)e_nt structure: M/O |AHBEEZD): reinforcement MHIHZO| AQIE HiSH HHE 7(Q]
position— Orientation
21 Reinforcer{}elnt structure: M/O | HHZED): reinforcement MHIZ| Q)= 20 HHE 7|
position— Volume
22 (I:éeinforcementlstwcture: M/O |MHHED): reinforcement MAIHZS| HHHYEE 7|Q)
ross—sectional shape
23 B_einforc_:ement structure: M/O [AMHEED): reinforcement MHKIZ| XIS 7|Q
imensions
24 | Coating: Tgtalh_ntlimber of M/O |AHED): coating® £k 2 S/ HEHE 7|
coating and thickness
Physical Properties (2% SA)
25 | Water absorption M | AHED):. 25 HEE 7Y
26 | Density M | AHEED): MHMEW DEARe U
27 CIjorosk;ty dlz)strlbutlon (size and M | AHESD): MAMEL TR UKy M2 V2 £
istribution
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=

=M/

No = &e0) =52
28 |Roughness M | MHES): MHKE BHO roughness depth(Rz) & roughness
value(Ra)E 7|
29 | Swelling property M | AHEEED): YHMME0 etk Wt Xk
30 | Stiffness M | AHHEED): MMM DR UL M2 2y
Thermal Properties (8% £4)
31 | Crystallization temperature (Tc) M | HHEE): Yz 285 2 S8 2 AE gHgS &Y
32 ((_Sl_la)ss transition temperature M [ AHED: MMz QM0 2 S8z U AE s Ak
g
33 | Melting temperature (Tm) M | HEESD: MMzl 88 2t S8u LAY gids 2y
34 |Test method for thermal M |OlIAl: ASTM
property
Cyclic Fatigue (&%t L|Z)
35 | Fracture M %?(E—E—): ASTM? |01 Tet Set Mrikl= AHO| fracture S8S
(=]
36 | Deformation M %g(—.-j?l—%l): ASTMZ|Z=0]| (2t =X5F MAIRHE AEQ| deformation &
o= [=]
37 |Wear and loosening M |[HHESD: ASTMZIR0| O2 22 AZ20E S8 01831 =45t
MFH= Al wear and loosening E42 7[¢]
Local Stress Risers, Residual Stress (ZAZXQl £4)
38 | Stress analysis M | A3 tensile test, dynamic mechanical analysis & OI&at
O] =dst MHMXHZO| stress—strain analysis Z1S 7|
39 |Mechanical testing M |AHES): tensile, compressive test SO| Y2 0|25l ZXist
M= S4us 7Y
Viscoelasticity (REHA)
40 | Creep M | HEHED): SUSH stressoloMe] MMkl AHs BM ZaE 71
41 | Stress relaxation M | AHHEED): St straindloiMe] M= Hs 24 ZuE 71
Stability (2FY-A)
42 | Sterilization method M | AHEED: B W
OlN]: e-beam, gamma ray, chemical treatment &
43 | MW change after sterilization M  |[HEES: B¢ 0 2 0129 EXiE 55 2t 71
44 | Test method for effect of O |HEED: g SUE A3 2 2 Zujol| ol 7|
sterilization
OliAl: Use sterilized samples for all evaluation or demonstrate
no significant effect on all properties
45 | Shelf life O |[HYED): YHAKC &7t Ba/& EX1 st HEE 7Y
Biocompatibility (A&Z{gHA)
46 | Cytotoxicity M | HEESD: MEsg AREIZE 7Y
47 | Endotoxin level M | AHED): A=SM M =Y Z0E 7Y
48 | Breakdown by-products M/O |AHEE): A5 MHYRIZO| A BEAMZ HHE 7|
49 | Metabolic pathways M/O | HEED): M6 MAiizol 22 MU S/HiE 428 71
7|E} HE
50 | £2I04% O | AHEEZD): M= 7|2t FDA 2! kFDA 577t Al S22 7|1
51 | YA LA O |HEES: iz S0AR 71
52 | Other O |HEED: 7[E BEE e 71y
53 [Release date M AHAD): Data release date
(S7HEm) AHD): HoE S IRt

QAL YYYY-MM-DD
OIAL: 2018-12-22
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LONF) dris SYEx| HE

O (RIAZRD MSTHE 2oz (0@r)7| xiefuh

[ (%) = S5 Uil 22 drkis o=7)7| HPEE S5 o A

o CIEl Z2 E=2 279 HHXZUAIAX|(Patient monitor)

- A26090.01 SEXFZAIEX| (Patient monitor)

10
oz
r
Y]
/I'H
®)
(&)

o bzt Z=2 &5 =F
- A26010.01 A
~ A26010.02 CF [sAIZ|
— A26010.03 FHEANAE
— A26010.04 HARZIBHALREA
= A90100.01 FAAAIATA

O g0l H1gh A=

O EAZADH 7ie=M Ags flet 7I0I=R121 (2015.2, AZCRISRYEVIER)

O

@)

SIRIZARIRIO| 7524 2SS 206t 710|=2101 (2018.8, AEQQEEOMHY 12)
O AFAO] 7IE2A RS 25t 710|E2101 (2018.8, AKEQIQHEIO Iy 12)

o= TI
0 (58 74) MAMs S5 Fuo 522 U Ml 42 74F

O -

ron

O BioProject ME: (2. BioProject HE)Q| LAl0| et S2
o 9=7|7] ¢ 712 HE: (8.2.1. Q=7|7| ¢F J|2 HE)o AAlY| [ S5

O MRS EFEX| P 10.1.3. YA ZFFER| F2)o| A0 U2t S5
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" 10-1-3)
s MW/
No ‘é!% AMEXO) E%Eél-
AAISI(Oxygen saturation, SpOy)
1 SpO, Measuring range M ga;ljc'f’; ;g Pt &5 & e SpO2| Zk I A[CHZS
(Sp0, S22 (%) ciol: 9%
) SpO, resolution M 32;'% ?p029| St
(Sp0O, Site= (%)) A
SpO; accuracy M | A3 Sp02 8 7iEahlt Al 2t A0] UX|e| ZH=
3 s oA +3
(Sp0, BE) o2l %
4 SpO, Pleth waveform sampling rate M 5555 =g S5
(AZ2] 20 (sps)) 01N: 125
S=S T P TR sps
Wavelength range M | AF 7P SEoke TEE?
5 oo O 5001000
(AR (nm) o nm
O | &A% EHE ol/| flet time window
6 | SpO; Numerics-Averaging (%) OAL 5
==
7 | SPO alarm range O | Mt Sp0, 4:kI0] Yt M 2[h 214 H9)
(SpO, U2 OiAl: 50~90(Z2y), 70~9X(Z|LH)
g | SPQ: update rate O | H: M22 Sp0, HOEE MZsl= Yu2ks 742
(SpO, WSS OAL: OH= 12
AHet4~(Pulse Rate)
Measuring range M| 23 PP S8 4 U= M0l 2 AR
9 (EX19| (bpm) 0’IIAI-_ 40-199
oot (opm =]y bpm
0 Resolution M EI%;: AHE O] S
; o
(St (bpm) =l bpm
11 Accuracy M| M ok A2 J15ZiL AR Zih A0| YXjo| 2HEE
(2t (%, bpm)) Ol £2% =1 bpm & 2 %
Alarm range O HE: Ml 2X|9| Ut B F- 2 R
12| oo GIA: 20~200(1), 80~300(Z[CH)
(Er:l\:lT‘ E|-_?__I bpm
AMHEE(ECG)
13 Measurement Lead M MY =X 2=
Eg 29 oK 12-lead
Sampling Rate M| 28 HEEE
" =g o 2,00
== =Rl samples/second/channel
5 | Dynamic range M| ot Aol Cioja) 2foix|
Co|Ltal HeIX GiAl: AC Dierential £ 5bmV, DC oset ¥300 mV
(CHOI2] 221X
5 Resolution M %ﬁ S M9 s
1 - . 488
(Gltd) ohel uv/LSB
Frequency response M | AF i SE
7] xpia oo OJAl: =3 (0.01~150 Hz)
ks S8 IRl dB
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AA(71Z)
~ M/
e S5 20) =ad
'8 Low cut-off frequency M a%ﬁ éﬁﬂg =
(MARICt 2RI ciol Hy
Mof: T10Ix
19 | High cut-off frequency M OE1|)ck>| 5_‘6_‘7(}8 s
(DRI ) ciof Hz
H| ZHEASRK(NIBP)
20 BP measuring range M 3[% Zl(l)j PE?F%EP T A= RS A 2 A
)1 BP accuracy M ga;l%; %;%*QI =8 71T AR At A0 X9l ZEE
_ B v
(g2 T mHg
2 Time for rapid exhaust M| 2E =8| AQARY [
(S4817| 297D ﬂﬂ) (2(1)%mzr1|EHg(|)16|¢‘| 40mmHgOll 2581701/ | R0l Eest
93 Stability of cuff pressure M Mo I LY QEEA| O
G LY QEIEA| OFA) OfAl: =R +3mHg OJLY.
Acceptable arm circumference M 23 =9 Jtsot d=e
28| o me O\l 170 mm~360mm
(—| 07}3 EEE'") EL?"I mm
- Minimum scale M geﬁ ; Plel 2 =2 H9l
(EAEaH?D) Ef-?—lll mHg
o | Measuring type M | et Somol SHorxx u
(xRt Ol QEUZMES] A
97 Pressurization time M Moy: 7|-K‘D=_IFA|I7_|-
CI2ARD OiAl: 10= O|LH
23 Measuring time M Aop SARE
CEN) GiAl: 30= OJLY
»g | Ballooning type O | m omitio) 271 Zok= &7 19
ESJFEN) O KiS7IUBZ0N 2fgh 712f
Ventilation type O A %ZJ = AUS PR HPIYA
30 (B ) gmiglﬁlﬂﬂﬂﬁlua”ﬂo PARDOI 2foi AMAG| 22 2 TREEO|
A of5H ZHY
31 | Release date M AHAD): Data release date
CAELY) HEED: HoH 370 St
QB YYYY-MM-DD
0Nl 2018-12-22
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=

221 7 HO|E

1021 p=-Fags e o s}

[0 (BFgAD) dELHE FIM(=2 Redu)

[ 20l et A=z
oNCD-RisC (NCD Risk Factor Collaboration)
OWHO-STEPS (STEPwise approach to surveillance)
OKoGES (Korean Genome and Epidemiology Study)

ONational Health Insurance Service-Health Screening Cohort

E 1. Ha G4 ofn| Z=HE FH

= 10-2-1-1)
= M oo
No o= i ===
1 | Study start(ETAIE HE) M AL YYYY-MM-DD
O 2018-12-22
2 | Study end(¢7ER 9T) M AL YYYY-MM-DD
O: 2018-12-22
3 | Release date M MHAD): Data release date
CAELY HHYED: HOH 371 it
QKA YYYY-MM-DD
O: 2018-12-22
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ME 2. SR &2

H 10-2-1-2)
- MY/
M2 o= i (0) ==d
1 (F%gsPog]se rate M AHZR): ZHEERAL EOIKF 2 / J|HERAF ROIXF 4~ x 100
Cr=
=,
GilAl: 60%
HH: %
2 | Sex M | AHE=EE): o7 iyl g4 =
g9) )
tset @ O & Sy
No| 7tser &
1 [EAt
2 | O4Xt
3 |25
3 | Minimum age range M ME”(E—.—) AL CHARO| F|A 1 XA
(SEO EALh OflAl: 204
e MI
4 | Maximum age range M J“"%‘(:-‘11—.—) T CHAMO| Z|Of Y =A
(HFcH Z|cHE) GAl: 6
He: *1I
5 | Sampling method M | HY9ES): o7 iy B2 £F 4y
(FEYd
kst gt oS 5
No tset &t =7t &
1 |simple random
2 |one stage stratified random
3 |multistage stratified random
4 |multistage cluster sample
5 |multistage stratified cluster sample
6 |other FEUY ME
6 | Study gopulatlon M | HEED: o oy BTl e
(SR )
st 3k OIS &
No 7tsst A 29
1 |national M2 HEN &g
2 |subnational 3-57 0|2 XH9S Zgfet E2
. AX|0] ®EH0|AY
3 community ?::Itl_l 2(1_” |HEI—E|||-|O%|;E 70;‘_('3_
7 | Population location M AHEE): AR CfA9| 7-|2,E XA EN
(SXI%) L.
st 3k OIS &
No tset &
1 | EAX[RE 2ot
2 | SEXHE 2ot
3 |EA H 57 25 Eg
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=

mME 3. £8 8=

(E 10-2-1-3)
= M)/
No %;% ﬂIE—|H(O) E%IJEP
1 [Cuff size M [MEED): 2y 28 Al A2 AR Y
(AT AfO|X)
kst 2 o2 S EHY
No tset w
1 | HOX 25 oF AO|RQ| HE AE
2 | HOX BEY 0| HE AT A
2 |BP measurements M |[HEED): Y =Y 3=
(Y 59 35) GilAl: 33
T chel: 3|
3 |BP device M | HEED): 2UA
(YA ¥ oAl @B2 HEM-7121
HA: SIAE 3 ZEE 7Y
4 |Lipid method M |HYEESD: 85 XE 59 4y
@3 X2 23 2y
7tset 4 O 5 S
No 7tset
1 | 88(serum)
2 | 8% (plasma)
3 |ZH0|&5H(portable device)
4 |ChAAOHS OHE
5 |53 XHoiL O
5 |TC QethOdE ot M | H¥EID): & 2AAHE YUY
= A =X H
No 7tset &
1 [enzymatic
2 |extraction
3 | other
6 |HDL method B M |[4HES): HDL SYAHZ =X 2
(HDL SzAHE 54 W) _
Ittt gt Cie & e
No| 7tsgt 2t Ol Al
1 separation | Heparin—-Manganese, Dextran
technique sulphate_Magnesium, Polyethylene glycol, etc
2 ﬂufrzgmgzt'o enzymatic, etc
7 |LDL fasting _ M HHZE): LDL SAHZE &5 A 2208
(DL EeiielE =3 A st g G = a
jaru ] =] =5 e =
o=vlT, O i— HA- a0 S =
No| _ 7is%t &
BEE
2 |HS=
8 |LDL method = 2 bial M | MEEZD): LDL SYAHE =X U4
IHAHZER =& HiA
(LDL SAHIE 55 @A) ot 2 e = t
No tset &
1188 &3
2 | A4t (Friedewald equation S)
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=
I
A o £ =
9 |Lipid standardization M | AHYEID): 25 AE BES 07
(25 EH BES 08)
kst @ O & MY
No 7tset &
1 |BE&3}
2 [HIEZ=3t
M |HEESD): 25 AE BEsH YUY
GilAl: CDC/Cholesterol Reference Method Laboratory

10 | Lipid standardization method

(85 X2 BEst

Network, WHO Lipid Reference Centre in Prague

M | EEED): M ZA YUY

11 L-Leligrht mrethr%(_':l)
AXF XA} H
© =F st 3t TS &
No|  7rsdt

]
2

2 [ wpisE
M |NEED): AE A LY

12 }/\qleight rTFetFp&d
HE AL E

S eE IS gt e 5

No| 7k

13 | Glucose method
CER=RRY
tset Zk Ths & =

1 |plasma
2 |{0|153
= O A8

14 | Glucose convert

16 |[HbA1c device
(Feigia =4 717)

17 |fasting (8= )

(& 70|5F Al ez
Hgh O 7ksEt gk OF & =Y
No 7ttt %
1| 556 MY " J|F0= A FYo= HEt
2 |Het olo] MY ¥Y +FC2 B
15 | Glucose device M | HEER: 29 28 71|
&g =8 717) HI: oAy, ZHE 7]Q)
M | HEED): FafEMas =5 7))
| g 7|9
PS|
=

No|  7rsst 3t
BEE
2 812s
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=

10.2.2 p-Faigc/ V1= pesl-]

O (RfHEAD ZELEHY M =
0 &40f| &arst Xtz
O NCD_RisC, WHO STEPS, &8 4% ISE X=E Hlu Mot M S5 o=
PNIS|
10O
OIE 1. 8t HH
(B 10-2-2-1)
No g= yeNAd =2y
111D M ’5%4(35-)1 OO AlE #S
(0[] GiIXI: ABCO001
2 |Age M %%(%EO_))HI AT EOXte| 2t L4O] (M)
@) ol A
3 | Sex M HHEE): o+ ool MHE
@8 Thset gt Ug 5wy
No tsst o
1 [EXt
2 | 4%t
32+ gs
4 |Birth date 0 Q%(ﬂ-ﬁ-): 7 AOAte SMHAEA
eladatatel Sl YYYMVDD
5 |Birth year 0O |[dHER): o7 Xt SM4E:
(EMois) 0K 2001
2o H|Z: YYYY
6 |Residential environment 0 HAHZR): A7 XS AFXY EM
AFX) Thset gk Cg B e
No st 4t
1 | EA
2 |s&
3 | E=s58KY
7 |Extent of education 0 AHER): A7 XS ug =
@885) Thse 3k Og & o
No tsst &
1 |=Z 0|5}
2 |BZ Olot
3 |2ZE 0|5t
MEERTS
HIYO: IFUAZBHAERAL ED
8 |Individual income 0 HHEGFE): 60_:;? HOXe & AS
(2oHeD) AZ); 3pooer=
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(V)4 =
No = AEHO) ==d

oo

9 |Family income 0 |NHES): o7l ZNKIQ O It & A=
(*2AOH)) O A 5000'3._fﬂ°;

oo A
10 | Number of family 0 *'“:"'(3—-—) T #

members OIX]: 491 7Pé?| AQ ) 4
15 749)

11 | Occupation O |HYE3): o+ HoXe HYER

(o3}
(=12) IhsE gt TS 5
7

m
°

H

olr |4
o
e

T,
F27| 2 o3 EAR
AT EAR

MHA AR
T ZARE

h:E.I O-IO-I :JEEj %A

<

At

TE R
EECCEIN
=l

12 | Marital status o) *‘“:”(E-v-) ﬁ—_rl fé,PO:I
(3§ 2= AHY)

IE 2, WA

H 10-2-2-2)

ol

No = o =

H=H0)

0
2

ik
0z
m
do
kl
2
o
10
>
o
o
=
I

1 | Hypertension diagnosis 0
(nEg G o)

2 | Age at hypertension 0 | AMEER): TS M5 L2 LI0] (M)
diagnosis 01|é|5 50|
(2B FER Ljo) = A
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_ LI o
3 | Hypertension drug treatment O | MHYED): T Xz AZS 28 0
(e 22 o) s 3t LS 5 g
No tset @
1 |0
2 |OfL L
4 | Diabetes diagnosis O |4HYEIR): SY QA 2H o
(Gtd T8 0 RSt gk Cg B
No 7tsst
10
2 |OfLQ
5 | Age at diabetes diagnosis 0 %I-II%:;(EBEO_J)HI oS NS T2 LI0] (M)
(B 22 L10]) Ef-?-{; Al
6 | Diabetes treatment (drug) 0 |HYER): S8 X 4E 28 67
(=Y XE(UEE8) 08 ISt ZE O = Hol
No 7tsst
1 |0
2 (o2
7 | Diabetes treatment (insulin) O |H3E3): 2&d 50 o2
(BxY xZ2(Q1&2) 68) JHsst 7k OIS = ey
No 7tsst
1o
2 [0
8 I;_yperlip_idemia (dyslipidemia) O |H9E3): 1XNHSOISXEES) At 2T o
iagnosis _ o
(IXESOAREES) Tt JASe 8t US S A2
[=) No st U
1 |0
2 |01
9 (Adgellatdhyp.egli%i.demia. 0 %'lzé'(il—i-): IXESOIEXEES)E MS Tl B2 Lo]
yslipidemia) diagnosis
- gl GIAL: 50
VAASO|YXEHS :
Hawe oy o = A
10 gypertlipidtemiat (dyslipidemia) O |HYER): IXNFZOYXEED) R7 4= 58 ¢
rug treatmen
i b JHsst 7h O = ey
3 13 OF. - HA [=] ==
OI¥XEES d=Rm 0F) N?) Jt=at 7t
1 |0
2 |0
11 | Stroke O |HY9@E3): HE5(H3M, HES 2 A TH 07
SEER Ths3 3k S 5 Y
No tset @
T |0
2 |0
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A
o e [
3 | Family history of O | HEEI): 1Y 7158 }F
hypertension T o
1o = st O =
71340} gl-x oo O = HA- O S =
(J—EI:I ! |"rr-r) No 7}%?_} 7wt
1 (o
2 |otHR
4 | Family history of diabetes 0 | MHYHER): Y 715" Q2
E=g # 7% T8 2k Tg & e
No 7tsst
1 [0
2 |OfLR
5 | Family history of other O | MHER): 7|t Y 8) 7158 /=2
diseases including cancer st 2p Cle vl
=N = ISt b 02 =
7EO|:|PE°|:|" 9—|_|'X (@) m] S L. HA o0 S 1=
(1EK ) Xt /F No St=at 7
L
2 |OfLR
IE 4. MEs#
(B 10-2-2-4)
= ==Y
No = )E:':s(o))/ =S
1 | Smoking status O |4d¥E=3): 81 8¢ o8
(B4 &2 0 THs 2t O 5 g
No 7tsst
T30 ¢
2 |HA ¢
3 |HEA
2 | Smoking duration O Q%(E—E—)L% Z g9 71
(221 712 ALl 204
3 | Daily level of smoking O | H¥(F3): ol I+ ¢
m =Sojaf OIlAl: 20 7HH|
(Ol_ El_o) EI_.|-_?_ 7H|:||
4 | Smoking pack years O | H8ED: 3 8% (Y8a s9E) x & 8Y7IZH)
(= 5992 OflAl: 30 &4
S 5o HQl: - (pack-year)
5 | Alcohol drinking O AHEFER): ¢33z 43 vix
frequency T ol
JH=5} ZF O} = E
%x H|_|E O - HA- O S =
&% d=) No|  JHst 2t
ERE
2 | g 2-33
3 |F 13
4 |F 2-33
5 | Z 45| 0|4
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WA (212)
- =M
No Q% ﬁ(o))/ E%DEP
6 | Alcohol drinking amount O |AH¥ER): 18 85 Al O Ha & 2 (T
oxat OflAl: 7t
7 | High-intensity physical O | H3EF3): 1Zdk MHEs o8 i
activity HIZ: =2|7], 02, W2 £Eo A, ALSHE &F,
(DL ARIES) ARSE =d U= S
7tsst o Og & =Y
No 7tsst
1| US
2 |88
8 | Frequency of O |HYED): 17 2 uZ: MAs 3t #ofl 24 102 Of
high-intensity physical Allet Y=o
activity OflAl: 3
ZtC AJHEHE H| BHH: €
(I ANES Hix)
9 | Duration of O | 4YHEE): 18 14x MMES Al Z2ls Hd AlZE (N7
high-intensity physical OlAl: 2A12t
activity T Al
(ZE tHgs AlZh
10 | Medium—intensity O |4d¥E3): 34: dHEs o7
physical activity H: 822 27], =4 HU2A, 28 {29 A, JH2 =2
(BZ= AHES) 4=l 84S
7St b 08 & =Y
No 7tsst 4
1| US
2 |88
11 | Frequency of O | d38E3): 17 3U L= UNES o Hofl 22 102 0]
medium-intensity AlRlsh U=
physical activity OflAl: 3
. cho): ol
UL AMAESs vix) =
12 | Duration of O | AHYHEE): 18 &4k MMEs Al Z2ls Hd AlZE (N7
high-intensity physical OflAl: 2412t
activity o A2t
(BT MNES AlIZH
13 | Walking O | AMYE1): Ze UNMEgs oy
@1 tAEs) s ot Oig & =
No 7tsst
1 |US
2 |98
14 | Frequency of walking O | HYE=E3D): 13 S g ¢ojl 24 102 0|4 22 =+
- ol
(7] MHES Yg) ol o
— =
15 | Duration of walking O |AH3=I): o Hol 2= Azt

(7] tXES AlZh

GiAl: 2AIZH
o AJ7F
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I[|'E 5. oIAI-Jci;IE

(& 10-2-2-5)
- oM
No = o, cgu
1 | Height O |4dYE=Ed): 4%
=28 cm
2 | Date of height measurement 0O |4YE=E3R): A z5Y
QLALL YYYYMMDD
3 | Weight O |43E3): M3
- Al: 70 kg
(43) iy
° orl: kg
4 | Date of weight measurement 0O |HY4E=3): Az 58Y
FHE =59 OJlAl: 20210601
QAL YYYYMMDD
5 | Body mass index 0 | M™HE2): MEZXE HB(kg) / (ME(mM) x AE(m))
HRl: kg/m2
6 | Waist circumference 0 | M¥ES): s2l=d
— Al: 80cm
CEE) o
= =D cm
7 | Date of waist circumference 0 H4Y(=3): sl 58
measurement GilAl: 20210601
(slzis2| S5 SH: YYYYMMDD
8 | Hip circumference O AH(ZR): 0| =2
= Al: 90cm
CENED) -
<= =2 cm
9 | Date of hip circumference O AH(=ZE): 90| = 5-yY
measurement GilAl: 20210601
(50| S2 £H) SH: YYYYMMDD
10 | Systolic blood pressure O |4YE=3): 57| ¢
=5 = Al: 120 mmHg
(+57] e i
T= = Ero): mmHg
11 | Date of systolic blood O |43E3): 57| ¥ 53Y
pressure measurement GllAl: 20210601
(+27] B ZH2) &H: YYYYMMDD
12 | Diastolic blood pressure O HY=D): 0|7 Y
H2: mmHg
13 | Date of diastolic blood O |4H¥E3): o7 & 58Y
pressure measurement GilAl: 20210601
(0I217] Bt =2 SH: YYYYMMDD
14 | Fasting blood sugar 0O |4Y9E=3): 3= 84
(223 GilAl: 100 mg/dL
= mg/dL
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M)/

No HES HEO) 2%
15 | Date of fasting blood sugar 0 AH(ER): 3=28Y =¥Y
measurement OflA]: 20210601
LAl YYYYMMDD
(S=¢Y 53Y9)
16 | Fasting 0 HH(FR): 8AIZt 0| B=2E RAFEX oE
e o
(&5 %) kst 3t Oe & =Y
No tset o
110
2 |0t
17 | Glycosylated hemoglobin O MH(ZR): G (Glycosylated hemoglobin (HbA1c))
(HbA1c) OJIAl: 6.5 %
(Z8244(HbA1 o)) R % _ ]
18 | Date of glycosylated 0 |H3ED): getadMA(HbAI) 5HY
hemoglobin (HbA1c) GllAl: 20210601
measurement Al YYYYMMDD
(3} A (HbATC) EXY)
19 | Total cholesterol 0 HHZE): & S AHEZE(Total cholesterol)
= = GllAl: 200 mg/dL
Z SYAHE
&2 ) = mg/dL
20 | Date of total cholesterol 0 MH(ZR): & ZHAHZE(Total cholesterol) EHY
measurement GllAl: 20210601
(& 228 £HY) SH: YYYYMMDD
21 | Triglyceride 0 HH(ZR): SYXE(Triglyceride, TG)
GIAl: 150 mg/dL
(6)\1X|Hf)
= mg/dL
22 | Date of triglyceride 0 MH(AR): SHXEH(TGE) &SHY
measurement GllAl: 20210601
= QAL YYYYMMDD
SIAY 5FY) B
23 | HDL cholesterol O AH(FZR): 01U Xl ZYAHZS(High Density
(HDL ZHAHE) Lipoprotein cholesterol, HDL cholesterol)
GlAl: 50 mg/dL
=2 mg/dL
24 | Date of HDL cholesterol 0 | MYE2): HDL SYAHE ™Y
measurement GllAl: 20210601
= QAT YYYYMMDD
(HDL SHAHE SHY) e
25 | LDL cholesterol - O | 2¥8E=3): M= Xt S AHZS(Low Density
(LDL Z2HAHE) Lipoprotein cholesterol, LDL cholesterol)
GiAl: 150 mg/dL
Hel: mg/dL
26 | Date of LDL cholesterol 0 | MHEIR): LDL SYAHZE ZHY

measurement

(LDL S AHE FHY)

OlAl: 20210601
AL YYYYMMDD

201




M)/

No = HEO) ==Y
27 | Serum AST O |4Y(=32): ¥ OtALHO|E Of0|:-MO|S A (Aspartate
(2HX|2ENAST) Aminotransferase, AST)
GiAl: 20 U/L
=Yl U/L
28 | Date of serum AST O |H3(=3): &8 AST 28Y
measurement GllAl: 20210601
(BHX|ENAST £H) T2l YYYYMMDD
29 | Serum ALT O | AH¥E3): ¥ Y2t oto|=M0|&A(Alanine
(EHXTENALT) Aminotransferase, ALT)
GilAl: 20 U/L
= U/L
30 | Date of serum ALT O |AdEEE): g8 ALT 58Y
measurement OlAl: 20210601
(BHNLEDALT S5 G4 YYYYMMDD
31 | Gamma glutamyl transferase, 0 MH(ZR): LOISREIUT0|EA(Gamma glutamyl
GGT transferase, GGT)
= Al: 40 U/L
(LOI2REIURO0|EA) ol
- ool U/L
32 | Date of GGT measurement 0 | M¥(ER): & GGT &8¢
(GGT =X OJAl: 20210601
QAL YYYYMMDD
33 | Serum creatinine O AHZR): ™ FY0tE|H(Serum creatinine)
(EEEE E[E) OlAl: 1.0 mg/dL
H=Q]: mg/dL
34 | Date of serum creatinine 0 AY(=2): Y FotEH 55
measurement GllAl: 20210601
EEE ) SH: YYYYMMDD
35 | Urine protein O | MYIZR): A ZI0|ZAL A QCtet
(QTtl)
Jtset 4 g & #Y
No tsst o
BEES)
2 | AAH()
3| LHEH)
4| ¥8(+2)
5 | ¥H(+3)
6 | oFA(+4)
36 | Date of urine protein O |AH¥ER): auH 55
measurement GllAl: 20210601
QAL YYYYMMDD
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10.3 g sele 1=

1031 R NE

-

O (RREAD) QHEgE7IeITA ZU e 2y

Spubl)

[0 (X =M A COEHE ARR| OFM ZNE 2ot SN ADN MMEzf= HOEZ
non—-GLPOI] in vitro

a

X in vivo, GLPOIN dittE =4 HP[Ez +=

ME 1. 8= =2 J2

H 10-3-1-1)
Io]

No|  ms | BEW =gy
1 | Test item M HHED): ASE 2 XS =Y, Mt L JEF S50 CHst At=

(E2yE) GIAL: ARSE: AHESEY, W2 HESEY
2 | Dose 0 HIZ: o o™ MG MRS

formulation GIAl: A, IR, x| S

(e 2 gah
3 | Homogeneity 0 HIZL G SIOH A= AHGE

(&x) OlAl: 0.5% methylcellulose
4 | Storage 0 AHER): 45, 45, A2 Y A, U5 S

condition

(HEZx7)
5 | Control item O

((ES=2S)
e 2 =4 4% He

H 10-3-1-2)
Io]

o[ s 5w =
1 | Objective M O 2 A2 ARIERE S20 437t B2 B0 & doitl= 54 2

(=5) SMSHRL sI5d RS AR | o HAGINS.

OIAI2: In vitrodOIA] HIZO| S40| Sl= M=o sEE 2RIGH| ol AAGIRS.

2 | Test guidelines M OIAN: MFQIFZOR A H| 201 1@ SUESS 5d7IE BIERH =4

(AR

AR

OfIA2: 1ISO 10993-5 Biological evaluation of medical devices, Part 5: Tests
for invitro cytotoxicity

ON3: Alokx| TIA| R[2020-123, Ql27(7|0] ME5kY OrMy| aUst 2E7 15172
% ME=MA

OfAl: Aot TIA| A| 2020-203, 2l=2717| 71E74
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ol

No

=
=

0!

MY/
HHO)

o
=22

3 | Method of
analysis
(B

HY=D): AEE 22 o 235E Yol w2t HASIREX] 7[Ry

OfIA[1: WST-1 assay: in vitroNOIN ML MZEE E0|

- AA&5|M(serial dilution)8t AIZE Mg MEE LY 7I7H HiYSH F AEL LY
7201 DIEZEER0Pt 7K1 QU= EegARt BSsk= AI_fRI EZ-CYTOXE
O|Zol0] M Hal HEE =4, MIE HESS 201G

- AIN=Q]): % of control

- AA&5|M(serial dilution)gt AlZE Mg MEE LY 7I7h HiYst & AR LY
71421 DIEZE20Pt 7KL Qle EaARt HiSok= AR MTTE 08510 M
Hol NS &5, ME MESS 20F

- ZI(H2)): % of control

GiAI3: CCK-8 assay: in vitroMOIM M MZES
- Gi&sM(serial dilution)et AlZE X2[eh MEES 2F 7|2F Bifet +

LHOA A=l dehydrogenase 240l BtSdk= AlRIRI WST-82 0I&510] A3}
JEE &5, ML MESS =olgt

- ZIH2]): % of control

OfIAJ4: Neutral red assay: in vitroMOlIA M0 SXAIZ] neutral dyell 222
ZX610] 7FEXOZ2 M MESS 50|

- AA&5|M(serial dilution)8t AlZE Mg MEE 2N 7|7t Hikst F AlGHE
UX| 42 MO 2|AaE0 S0 SHEE S8E 7 neutral red dyel| Y2
ZHol0] MIIE MESS =0lgt

- ZAIKE2): % of control

o Jio
[

4 | Test system
(AlA)

HHED): oH 5= L= o MEE ABHEX| 71|

O HZSMAER QIMRAHATMESC! MRC-5 = WI-3822 485t
NS0 A2X2| & M A2 HEE TGS,

OMI2: 2 A2 NSRS 24 2HE(Sprague-Dawley) F= OIRA(CR)MIA
e 8 & § ot 54 OEE ZARINS.

—

5 | Justification of
test system
(A=A MEHOIR)

O 1: 2= 3= 01219 THE i &&#0| 2K 0t &= Ak
oAl 2: SHEE Ciot R0 ellzd =ds FV/iok=t| 2l AR UCH
et Al 7 |I=A=I L EMY

6 | Exposure
(==83)

HHZD): S, FAL MM MEL M2 S5

OAIT: CHESZE AMSE2 SHR0| S BV 437 of GAIZE SOt HIF(TE= A

EUL-EGI F 53], A 2 IS £ 2058 LBARICL

- Mist generatorg 0|23 ZMAZI ARMSES SIM57IE S50l =285t =
S5 SE0| S HIELE SUSEHH| =ESAZC

OfIA12: MIEZHHHHXIN| AIRSR} HESEIS H25|M(serial dilution: 1TnM,

10nM, 20nM, 50nM, 100nM, 200nM, 500nM, 1000nM)gt A|ZS 48A|Zt

&M

7 | Results
(Z71 &

OfiA[1: 100nMOIIMSIE] CHAICHH| HES ZAS HY
02 xxs=0IM =Y = OldAATIERS) LEHH
OfAB: H=R2| 1IC50= 500nMY

O4: MES I, RRISE ATHARE S

!

SXI=(0]0IX]) RS

8 | Reference
(R 23)

il

HHEE): Yy HEE He =29
O Sof (RIS F= SEHS) F= == (MA0IF, ET, 25 HOK),
HUM (EOMAE, RRUK|, SRR, oA

9 | Release date
(B71'2m)

MHHD): Data release date
HHZS): COE 21 IRt

QAL YYYY-MM-DD
OiA: 2018-12-22
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vl sitor=ol QA &5 HIOIE
O (READ) @XM MSESRIF &l
O] (M) QEIXIO] Tt OFSH U O[] M2 S BIS0| HASHO| HO|E

oiE 1. X M2

(E 10-3-2-1)

- MY/ =

No ?;% *._15—|H(O) EEDEr
T | Patient ID (2tx} ID) M | HEES): 2K D
2 | Year of birth (B4H%) M | HHED): 2Xte EMEE
3 |Gender (M) M AHHEZD): Xt My
4 |Race (91& M | HEER): #8Xe oE
5 | Ethnicity (BI= M | HEER): 8K ox
e 2. Rt Y MY He

H 10-3-2-1)
No s1= e =29
1 | Diagnosis (Rt H) M | MHEES): AHE Ao BF
2 |Tissue (XX)) M | AHEESD): 2Xto] o xZo] Hit g
3 |Blood (&) M | AHHERD): Xtel o] Bt (e
4 | (Mutation (0]) M AHED): QU BA5 E5t 2HH0| R
5 | Over-expression (2H) M | MHEE2): RNA 2MS £5t ajers %Ur I*E
6 |Target (HX M | AEES): Z2YE g xz9 HH
7 |Drug (=) M | AHERD): Met= Xeb k=0 M
8 |Drug response (2 H2)| M | MHEZD): A2 S0 Cfet A= HI2
9 |PFS M AHZE): 2R MET |7t
10 |0S 0 AHZR): A =712
M |cT 0 |NEED): K9 CT &Y AR M-
12 | MRI 0 |NEE2): X9 MRl Y AR HE
13 |Release date M | AHYD: Data release date

(B7hEmp) AHZD): HoH 271 <INt
QAL YYYY-MM-DD
O 2018-12-22
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03] 7151712 repositioning ST HH

O (ZHEA) MEdREe RIS 2ot

O (2% 7IZ20 JHg=x
HIO[H

o (UMY 7I2XT) 7IE =lgtE

o (RIS 7} YKID) B HSF HPAIR

T HO|E=z 29

ol/tEl M0l CioliA 72tz

H FHECE PHE0] diikl=

QIO AIE

[s)

(E 10-3-3)
No 3= i cou
1 |Patient ID (2tX} ID) M | HEED: A9 D
2 | Year of birth (BMHT) M | EEED: 2RO SMET (0 HRl 42 T
3 | Gender (44) M | AEHED: 2ol dE (02 Hol 42 M/F JI&
4 |Race (21%) M %?";();‘l%: BIXto| QIF (048] HQI AR Caucasian/African/Asians
=
5 | Ethnicity (21& M | AHED: 29 oIE (02 Hol 32 212 718)
6 | Diagnosis (ZIZH%) M | HEED: M2 A=Es ST Zarye
7 | Exclusion criteria O |HHED: Y40 0| Z[X| 0I0F St= AetdE] HE
(SRR CH )
8 |Drug (22) M | HEED: SN 28E A=Y
9 |Dose (F0{) M | AHESD: A70A F0E 2
10 |Route (R01E=Z) M | HHED: A0 F0E ZR(EF/EF/0E S)
11 | Interval (£042+A M | HHED: 70N EoE 7t
12 | Duration (047121 M | AHED: A0 F0E 72t
13 | Efficacy (RE4) M | MEHED: SP0IA BEE O Bt
14 | Toxicity (54 M | HEED: SF0IN gHE AR 2R 2 =Y
15 | Clinical trial stage M | A (preclinical)
(QUAIH ) ATRKFE=QA (11T)
AAQIAL (SIT): Phase 1/2/3
16 | Publication (L3=5) O |4¥EED: d7Z2 4HE =2
17 | Reference (R1=2) O |HEED: 70l &a7t =L 7[80] & ¢=2
18 | Official registration O MEHZD): A7t S22 Z9l site (clinicaltrial.gov S)
(FHAMTTL SZAOIE)
19 |Release date M | MHHED): Data release date
(S HHED: HoEH 370 St
QAL YYYY-MM-DD
O 2018-12-22
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(008 IND(Investigational New Drug) Gi[O|E

[ (B9ADH Connect Clinical Sciences X|S3d(Alet &toish)
[0 (M%) IND/CTA/LUMAIRSC!
" 10-3-4)
1 | Indication M | HEED: YA O et 52 2KE 70/ 29, TNBC. 7[EX|=0
S XME0| Q= 3R =
10 O
2 | Phase M |30|- - =2 Z EH
(aTA) No | 7ts%F #
104
2 | 1A
3 | 1o
4 | 1/24
5 | 24
6 | 2/34
7 | 3N
8 | 4N
9 | 7IEKZRS 7IRH
3 | IND type M MHZD): QUMABIO| 22X
(LS AL 55) Jhsat 2t Cfe = sl
No kst U
1 ﬁ o
2 | Aloig
3 |§_X‘I A|—
4 | 7IEKERY 7IRH
4 | Study title M | AHED): A (protocol)0l| LI ZAKQI KM= 7 [Xf
(A=)
5 | Study design 0 Jisst 2k e = et
(SRR No S8t @
1| HUE I YA
2 | FERHIY OSE7 1> HInAR
3 | M HwAH
4 | WX
5 | 7IEHERY 71X
6 | Target sample size M | AHED: I2EZ0| Q= AR 2 RS 212t SHOMKES 7|X] ()

(SEAI)
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M)/

No %I'% *.JE—I'KO) E%DEP
7 | Regulatory approval M MHZ): 2L 2 &) INDO| CHal Cfe = EfY
20
(THA7 1 &2104%) Jpsst gk Cle = B
No tset @
1 | NERHE S
2 | &%
3 | E eE
8 | Regulatory agency M HYED): 0IM, ®iz B2 521 2 =719t AP 7M. 5= 71X 7S
Ol=7} & A7 |
B2t 2 wh ) OJA: 0= FDA, 92 EMA S
9 | Authorization date M | AEED: IND & &2 =0t 7|3
£0]Q]
(IND S8R HIT: 247K ZES(25AL YYYY.MM.DD)
10 | Participating countries 0 HYED): YA EoSk= L2t 01 7M. S=71K 7ts
(LAAEEO 27D
11| Number of sites 0 HEED: LA HAE(EE) AP 5 5 T
(B HA7 1 2)
12| Clinical Trial M HHED): UMAR0| SE= LAt HXAEZQ| 0|50 SEHS V=
registration =/ 7ts
QIAAIE! HKIAER| L
(_Etﬂl 5) XSS = OilAl: Clinicaltrials.gov, NCT 12345
13 | Outsourcing O HYED: = ¥ o IND TiEtg fIst 89712 (CRO 8) ABHE.
01| £ OILQ = AEH
2047|7 Al
14 | Release date M JHI:'i'(°:'—v._—) Data release date

(S7HEm)

HHED: HoE S 2

AL YYYY-MM-DD
Ol 2018-12-22
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10.3.5 g1 (Uk2i 4 e [Y]=]
[J (Z4A}) Connect Clinical Sciences X|[S3(AoF Zpojui)

O (H3) B0|QUP Y= S5

* HIO|QOPAZE 02 d=sH of T= 20| et 5 7iseh AESE ZolH, ez MEEE=
0|20 = EAHI0|20HH, AIZZHI0|2L0FH, 0[DIXHI0|L0 SC= EFE.

" 10-3-5)
Im|

No 82 bt =22

1 | Biomarker M ’é‘%‘(ﬂ-‘?—) AT S ABEALL 7ot = HI0|L0FHS| 0IF
(HtO|20t7H)

2 | Development stage M IS8t 2k OE & =Y
(7EHH) No | FtSEt &

1 | HIZAR

2 | M

3 | 2 ANy

4 | U KR

5 | e HMBe

6 | 7IEZRY 71X

3 | Potential use M HHED): H0|R0H B ZF7|MEST M 7ts)
8%) OAL E 5%, MOAZIE, ST0IE, SA0S =

4 | Target indication M AHEE): 2Y 22 QUA Ho| V& &4 I8 S AE 7M.
(=E H2x) E=71M 7ts)

OfA: T, CHEIRY, MSI-H &

5 | Methodology M HHEE): MVIMESI M Jts). 0|01y, Malsty Jia, 2alA
RTTIEIPY 7l& (§8AlSt, proteomics, metabolomics 2! lipoomics) 2 ol
(A 718) Jg7| 759 M= HelE £ 5 Hio|20p TheEr 2

Jleg NN E T|A.

6 | Analytical method 0 é%'(%—sr): et IRIM 7|y
(M)

7 | Analytical validity 0 HAHEZD): FA9 Felr 3l Mol et 452 |F
SN ) O E= OfLE MEH
=5 Eo ool Zf 43 71, 43 Zd 71N

8 | Clinical 0 AHZE). O E= OfLQ'E ME
validity(Quantification) oel 4 Yo A4S YE 2t VI, .
(AR 74Z) UMAIEH, AMAIH registry #HS, US FDA qualification M=
X HE 22 Sxf Yt (YYYY.MM.DD), qualification -HH17|2HE

OA:  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 AHAHAD): Data release date
(S7hEm) AHED): o 371 ERt

QAL YYYY-MM-DD
oAl 2018-12-22
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I
No | 7HeIza s pehAd =S
1 | 7I2HE | Species name () M GAl: Bos taurus
2 Breed (pedigree) name (EZ(H5)H) M AHRD): =2 %8 S=E 239
oAl otR/EHA /2
3 | 0@EE | ID (AlEHs) M A% oINS A
AHHS (Free text A0 Z22))
| OlAl: 000123456789
4 Birth date (B4 A1) M | HHEE): SM0/8 Ay
5 Sex (M) M 71s%t 4 o & =Y
No tset &4
1 |54
2 | &Aa
3 |l
6 Farming location (AF2X|) M OA|: FEfdE 1=
7 Slaughter date (=5 HEY) M M CENHYQ T O|EE
8 Slaughter location (=5 &4) M M CEXA O OES
9 | 7HI(ES) | ID of sire (22| JHH((AEHS)) M A 2AAEHS
| 3= OIAl: 000150167768
10 ID of dam (29| 7iX|(AEHS)) M A DAAEHHS
OlAl: 000150167768
11 | EXMEE | Carcass weight (kg) (EXIE2Hkg)) 0 GiIAl: 406
12 Backfat thickness (mm) (SXIZSH(mm)) 0 GIA: 0.176
13 Loin muscle area (cm?) (SAZHZ(cm?)) 0 OJIAL: 100
14 Marbling score (ZLHX[2E) 0 758t ZE 1-99] £kt & EfY
15 Other carcass information(1 2| EAIELE) 0 HIZT: free text2 XAREA Mz
16 | Q2HE | Coat color (2AH) 0 76t 7k o2 = ey
No tset &
1| ZA(ZA)
2 | =M
3 |BEIRL
4 |1 2(free text)
17 | M= | Weight by age (kg) (SEHAZE MZS(kg)) 0 YR Mg, ME &Y
18 Length by age (cm) (M&EAE ME(cm)) 0 MO(ZD): T AE A xw
19 Other growth information (21 2| MSXH) 0 HIZ: free textZ XQEA Mz
20 | Release date M ’é%%‘-?:—g Data release date
CAELY) AH=D: O S ERt
QAL YYYY-MM-DD
0N 2018-12-22
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HHIJJ

THE(xA) S

[0 (RMEXD) SE0st 0|58kER/7tE =i

(H 11-1-2)
oA
No | 7HEIm2) 3= e cgu
1 |7]25e Species name (£Y) M |OIAl: Bos taurus
2 Breed name (2Z3) M *104(:—11_._) o] 52 =25
ik sty RO
3 |08 |REGNO (53H5) M MY s=EEIER S8HS
ID (AlEH3) M A S=EEINERS| A
AlEHS(Free text A0 29
GllA|: 500609525
4 Birth date (E4 &) M |OIAl: 2001-07-19
5 Farming location (AFSX|) M | SE&HS FA B2 QX
6 |7P(ES) |ID of sire (RO JHH(AEHS)) M T 2AAEMS
18R Gkl 220317367125
7 Mol T =(sire) O | MY HHF=
8 ID of dam (29| 7HX|(AlHHS)) M %i%i ggg%%d%?
9 Dam Regno(Z SEH3) 0 |dY: o =245
10 | MARHEL | Parity (AR 0 a*m(;iI) EM;¢
nAER
11 Milk yield (ko) (R2Hkg)) 0 |G4Al: 12225.0
12 Milk fat amount (kg) (8XIZHkg)) O |[OJAl: 508.0
13 Milk fat percentage (%) (RXIE(%)) O |OA: 4.16
14 Milk protein amount (kg) (Z#2¥(kg)) O |[OAl: 435.0
15 Milk protein percentage (%) (HHHHE(%)) O |GA]: 3.56
16 Mean somatic cell counts of each milking O |49 #R9 HF MMy
(o M=)
17 Calibrated Mean somatic cell counts of each O |Md%: BMS HIEo=Z §F YR9
milking HIM|EE
(EEHMIELS)
18 Times of services per conception O [dY: 7iHIe & 83
(BRI HE)
19 Other production-related phenotype 0 H[: free text2 AFREA ME&
(O 2 MAkedz)
20 |Release date M |HHED: Data release date

S7HEm)

HH=D: HOE S =

AL YYYY-MM-DD
oA 2018-12-22
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1118 )

Syye

] (RIMAD) EYstn O|&3KERYIIE Rtejuh

E 11-1-3)
I A
No | 7tEIm2) 8= G Egu
1 | 72 M2 | Species name (%) M OiAl: Sus scrofa domesticus
2 Breed (pedigree) name (EZ(HIE)H) M %ﬁ(ﬁ—i—gﬂ ;‘E—a% I%%Y%Eﬁ%g_%ﬁ ¢
SNigSiAl, B HaH S
3 | 0= ID (AEHS) {éﬂ-%a?ﬁ%};éﬁ%@il AHHS (Free text
A0 Ee
4 Birth date (B4 &%) M HYEE): S40/8 dH2Y
5 Sex (Hg) M Jiset @k o2 3 Y
No| 7tsst &
1 | ==5X|
2 | YK
3 | A
6 Farming location (AFSX]) M A SHAEHS(Free text SA))
7 Slaughter date (E= S22 M MY C=H2U(Free text SAI0| &l
8 Slaughter location (£5 &4) M M EEE
9 ;@I(E%) ID of sire (59 ZHM(AHHST)) 0 %I%;E (%f%z%%%omm
3 - \ef
0 1D of dam (ZE ARIEEEL) © %Il%i (E;i%IZ%SJO?OOSO%
11 | A™¥™E Measurement periods (A&7[7h) 0 A AXAIN 7|7
12 Measurement number (ZXXx) 0 Y AR
13 énitial weight, Fin?I weight 0 GilAl: 68kg, 90kg
HAMES, EFHS
14 Other measurement information O HJI: free text2 AREHA A=
(2 2| ds/HA FE) OJAl: 2&t MIZ : 78kg
15 | EX|(MAD | Backfat thickness (mm) O | GIAl: 10.97
=Ll (SRILFH(mm))
16 Loin muscle area (cm?) 0 GilAl: 28.77
(SHHHX(cm?))
17 I(_ean rFe)a)t percentage (%) 0 GilAl: 60.2
H=2E%
18 Other carcass (production) information 0 HIZ: free textZ XAREA Mz
(O 2 =AM HE)
19 | ds/HA | Weight by age (k%) 0 HY=R): M, ME 2y
=Ll (SHHAE AME(kg)
20 Length by age (cm) O | H¥ES): Mg A& 2y
(SHHAE ME(em))
21 E)ays to reach )90kg 0 OlIAl: 151
90kg =Y LH
22 Litter size (AXf=) 0 3?*'%;(51‘-%21 f%*EHXIQI 4% &Y, shsls
Al: ndEX
(Other grovyth/repro?uction information 0 HIZ: free text2 AREA M=
T 9 M=/HA e
23 | Release date M MH(HR): Data release date

(S7HEm)

H
=20
HE(=EE): HolE 34 gnt
(o]
o

AL YYYY-MM-DD

OllA[: 2018-12-22
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HHIJJ

1114 BT

(Il-klxl-) % I'[H

(E 11-1-4)
No 7t ey 2= e =gy
1 | 7|28 (Syggqc)ies name M OAl: Gallus gallus domesticus
Breed (pedigree) name M HH(ZR): 29 52 =25 ZxH
E3I3)38) O|AL: BHARXHEHES:
BEEEE Birth date M| SHED): SM0 MY
] (BAM Y
4 Farming location M HAl: SEET SFA
] A=RA(EEY)
5 Purpose of farming M I8t gk OFe & EHQl
(A==%) No| 7t=3t 2t
I
2 |8
3 |34
6 | 7HIES) B2 Breed (pedigree) of sire M | HHER): 58 52 S55H 25Y
] EAZZS) O|A[: BHARXHEHE
7 Breed (pedigree) of dam M **%'(%—-—) = 82 SE5 229
(ZASZAHS) tIH"“J(H ZES
8 | AHEE Population size (female, male) M 0=I|A|. ot : 002, 2= 004
EH A2, )
9 | YENE Feather color 0 GilAl: M= A4
| ®EH I (AWM
10 Shank color O GiA]: EHAY
] (ZZo|A)
" (Ctgr_rJEH)shape o) OflAf: EH
12 Other appearance information 0 GiA]: EHAH
@ 9 2AysH)
13 | AEgE Number of egg production 0 GiIAL: 220
| R TIE (A=)
14 Average egg weight 0 GilAl: 48.6 (g)
1 (]14—?‘_6)
15 Other egg production 0 OlAL: AR ShA
information
(2 9 AENH)
16 | SEEAE 4382 | Weight by age 0 | H¥ED: 3, M5 =Y
| (EHH R TR (SHHAE MB)
17 Shank length by age 0 MH(2R): =2 MZ0|200] =M
(oﬁﬁﬁlm HZ0|Z0])
18 Other growth information 0 HIZ: free text2 XIREA A&
@ 9 4=s3H)
19 | Other analysis information 0 HIT: free text2 AREA Az
(B BMEE)
20 | Release date M MH(AR): Data release date
(SWEm) HHFE): HolE 370 Ext

AL YYYY-MM-DD
GIAl: 2018-12-22
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() %= S88E
WA ==(guu) syEe

0 (RERD A2y ZEEEAy7E 2, Haisi ZER(ERy7E 2, 2t
AUMERY7 1= zeh
=2 11-2-1)
ad}
No|  7HEme) g= pahAd =
1712 g8 Crop name M | HEED): S7IEEAESSE S AEY B
(Z=29) OIAl: B, 3, 22, 1%, HiF
2 Species name M | AYED): PEFASSE SX & B
(4 OAl: Capsicum annuum
3 Population name M | dEEED): mHEd, MUEH S 2Rst
(EHHE) ArEel HHEE Y B
4 | 2o HH Paternal information M | ABEED): PI, T, 259 S| BN
27 HE(PI, IT, 5% 5)) OfiAl: P1159236
5 Maternal information M | AEES): PI, IT, 22 59 2AFEL
(2AH HEP 1T, 25Y 5)) OflAl: PI159236
6 | 224 EN Paternal characteristics M AHEED): ¥ X3 S DA CIE EN
(G =) GiAl: CMV Matdol ot 1%
7 Maternal characteristics M MHEED): ¥ Ko 5 B2 CIE EXN
(24 E4) OllAl: I XMatdo| dot 1%
8 | 22t I= Generation M | AEES): Wbl 5 ¥ I MCHRIX] B
(MICH =) OAl: F2, F3, BC2F2, BC3F5
9 Segregation population size M AHE): M= FHo| JHH| 4
(2] 7HH ) GIlAl: ZF MICHE Mol ARE 1A
10 | 2218 RAL | Cultivation location M | AHED): MUKl AlXY QX
2 (RHEHA] S E) OIAl: Z7|= EAl EMT MeE=E 13
11 Period of phenotype M HYER): 22T HHHY TA UK(7|7h
examination
(FE ZALAZI(E, 3)
12 Individual phenotype M H|1Z: Excel &4l9| H data
assessment data
(HHE ZAREE data)
13 | Release date M AHYR): Data release date
CLEL) HHED: HoH 371 Eat
QAL YYYY-MM-DD
OfIAL: 2018-12-22
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SO

(WYY EE(SAH0|) SYER

O FR) M2ty Z8EE0rE xom), Sty ZME(ERrE xewh, ZAH ZYRE =
Zieddh
H 11-2-2)
_ o+M
No | 7t = pehAd =2y
1|72 82 | Crop name M | dYER): S/HEENEES S A=Y
(Z=9) B
OAl: B, 3, E2|, 1, ix
2 Species name M | HEED: F/HEEAESSE SA &Y
(BF) H|
OIAl: Capsicum annuum
3 Mutant 1D M | AYEE): SAHHO JHH| AlEHs
(S| AgH) GIAl: CS29067
4 | AR Source resource information M HYHED): Pl IT, 289 59 2ANE
X (MR HE(PI, IT, E5Y 5)) OlAl: PI1159236
5 | ES1#0[ | Mutagen information M | HEE2): SAH0| KL AISE
e (EMS, YA & SHH0|Ee 7 5) o[
OlAl: SI52E EMS &
22N SHHOIY L0 S
6 | EHH0| | Genetic characteristics of mutated 0 | MYERD): Usslol= QTR 715 ¢
S| gene) genebank |HXHD
(SCH0| FTXS {4 £4) GilAl: eukaryotic translation initiation
factor (elF4e) AY723733
7 Mutated gene locus 0O | H3E=E3): |4A X219 0|5
(SHHO| STt Xf2)) OIALl: pvr7
8 Mutated gene name 0 HHZD): SCHOPL Lot TR
(SAHO| |} 015) =
OIAL: pvr?”, pur?, pur’® &
Mutated nucleotide sequence 0 AHZR): SOH0|7t Lot QFK
(SHHO| F7IM) A7 M
OAl: RTRte] SAHHO| FI7IME BA| 3
EMRI, Z24)
10 | Release date M | MHHD: Data release date
(CAIELY) HHED: O 371 Iht
QEAL YYYY-MM-DD
OIAl: 2018-12-22
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(WVEY XE(EE) S48

(1 (ZPRD M2Ciely Z2HEEA7E mei, Hetlishn ZEERy7E xieih, ZATR JURER71E
Sl
HE 11-2-3)
_ pod
No| 7teima) e O, 2=
11712 8% | Crop or forest crop name M | HEED): ZNEFASEE SX XMEF 7|
(HEY(E= AHEHEEY)) OflAl: B, B, 22|, 11F, HiF
2 Species name M | AHER): S7HEHEASES SN & B
53) OIAl: Capsicum annuum
3 Cultivar name M | HEER): 22 52 S5 239
=239) OflAl: Z2PY, EMEat
4 | Cultivar type M 7St 3 O & =Y
(B89 &% No 7tsst o
1 | 1™E
2 |F1
3 | EHES
4 |GMO
5 |GE 3
6 | 7|Et
5 | 84K | Paternal information M | AEES): P, IT, B5Y 59 2ANE
e (BA H=(PI, IT, B35 5) OfAl: PI159236
6 Maternal information M | dEED): P, IT, E2YH 59 2AFHL
(2A H=(PI, IT, B2 5) OfIAl: PI159236
7 | Breeding method M 7ksst 26 O & =Y
(S3YY) No 7tset o
1 | ASE3Y
2 | HHsEY
3 |SSD
4 [7]Ef
8 | Phenotypic characteristics M | AEER): 855 78T 5+ U= H=E UPOV T
(FREY) IANLR(TEHEY ¥ ENIY)
OflAl: SHiiECl A, F=7to] ZO|, O|Ree] &8
9 | Seed production method 0 Jhs6t Z2h OIS = ey
(SRR BE) No 7tsset o
N s
2 |MS
3 |SSI
4 | Q1S ulHf
5 | 7|EKplease specify)
10 | Other phenotypic characteristics 0 |H3E=3): 232 488 £+ = 7IE UPOV A=Y
(ErEE EY) SENY EA XS, ek 2+ 2 =X
£4
TUEA BN 50N J|BEX 22 EY
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=
pud]
No | 7fel2] 8= e =g
12 | Rootstock type M/O | 7k 2k O = ey
(Argst ti=) No tset a4
1 8=
2 &=
3 | 7|EKplease specify)
HIZ: AEEEQ| Z002t siE(Mandatory). CHE
=01 ER0l= 7YX 3.
11 | Seedling multiplication method M/O | dHER): =2 ZA g J|=

ENEE)

H|1:

MHHZEO| LU slig(Mandatory). HHE

X201 ZR0= 7IU5HR] S,

13

Release date
(B7HEm)

MHAED): Data release date
AHZS): COE 27 IRt

AL YYYY-MM-DD
GiAl 2018-12-22
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(WVR EE(KHH) E9-E

O (RFEA) MStfeln ZERE71E e, H=0iehl

B &R 71 =g, BATH JUR(ERY 7S

S )
(HE 11-2-4)
_ I A M
No| 7telze) = phYis 25,
T 1712 82 | Crop name M | 4YES): FHEAESE SH
(==Y A=Y B
GIAl: B, &, 22|, 1F, tiF
2 Species name M | ABEE): S/HEENSES SM oY
(Z9) H7|
| OlAl: Capsicum annuum
3 Resource 1D M AHZR): =S =7t 7|
(RIEHS) oS
OlAl: AVRDC accession No C00796
4 | X9 Collection location (country) M MHZD): AAS L5 27}
A HE | (37 OJAl: CHEHIZ
5 Collection location (latitude and M AHZR): 8st HRIE Hes| B
longitude) OllAl: GPS A&
XYz L Z25))

6 | AtESl E4 | Appearance characteristics M HMYZR): X EXE J|&
SURTA | (FHH 5Y) CAl: o 2QF 4, ZO| T, Az
HMIE FY, #1, 80%F

7 Ji%% fg Stress resistance M ’é":c'i'(%-v-) LHRHA] E’é'% I$
FALIEE) | (gt xiats) OIAl: HEE Ma, Jt2 Xah

8 Productivity M HY(ZD): UAEZO 0|85 Mtz

SN GIlAl: B AAtEF ton/ha
9 Characteristics of quality M HY=ED): S g=29 &H S
(Zx EX) GilAl: ZHALOIA & ug/100gDW
10 | Release date M H(YE): Data release date

(S7HEm)

HE(FI): diolE 371 Emt

LA YYYY-MM-DD
GAl: 2018-12-22
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11:2.5 = (c1V[0)

Syye

O (RFERD) AMSCisty ZHEEK7IE e, 2 87 |(EX/715 =g
(E 11-2-5)
_ o
No | 7felzal s= bt =8
1| 712 8= | Crop name M | 4EED): 2/EFAESE SH A=Y B
(==9) OAl: B, B, 2e|, 1 HiE
2 Species name M | ABED): FIEEAESS S &Y 7Y
_ 58 OIK|: Capsicum annuum
3 Mutant ID M | AHED): GMOEZS ISy 95t OBIE BiE
(SCIH0| Ajeieis) OJX]: MON-00101-8
4 | UK Resource information M | AEED): P, IT, 255 59| QEAIY M=
= (BRI HE(PL 1T, B5Y 9) OJIX: PI159236
5 | TYREA | Organism for gene source M | AHED): JECQ QT ZOIMHK | SiE
ELl (SRRt SO HEEIE Y ASY) O Eschenchia coli (&) S
6 Introduced trait M HHED): == RN EY
(=Y OfIN|: oSAfeR, Al Xk
7 Introduced gene M | AHED): £ QXK 18 HE
(=RIRTAD OfiXl: GenBank AY723733
8 | 22| Vector M MHZD): R0 0[2%f= plasmid vectorH
Ha (] H) GIXl: pCAMBIA1300
9 Promoter M | HHEED: tURKL U I=0H
(Z22E) OlIAl: 35S promoter
10 Terminator M HAHED): ATl =) HO|HOH
(E{DJH[0]E]) OlA]: 35S promoter
11 Selectable marker M | AEED): e Mo ARZE O
(M09 £8) OIAl: kanamycinS MK
12 | =9 Modified characteristics after gene M | HFED): =2 S GMOUN Leizl= £4
M=SX | introduction Ol olisAfeld, Mz Xekd
£4 (R =9 & BiE 59)
13 Generation M AHEE): RUA = & MH0| 2 Mich
(MICHE) OX: T1, T2, T3 S
14 Copy number of introduced gene M | AHED: =UE TR =&t
(ERISTR| copy %) OIAl: 1 copy, 2 copy S
15 Chromosomal location of introduced M | HHED: T2 UKL SMF|L K|
ene OiAl: chromosome 5, 120 Mbp
?E?:I%XTQI AR A IR
16 | REIAL Gene alteration method 0 755t 7k O = Efol
S g | (RTK B ) No Jhsst gt
e EEEEE=
2 | RS
3 |PEG
4 | QX WH
5 |7IEt
17 | ™It 20 | Environmental hazard assessment o) ’ég(ﬁ-&)i GMOtERate Tt LAl 2 521
result
(B =t 2 -
18 Food safety assessment result O | AE=D: GMOAZRITY T/t LAl 2 &2l
(AEery H7t Zah 02
19 | Release date M ’é‘%‘g%'—i—g: Data release date
(S7H=m HAHES): oy 371 gnt
AL YYYY-MM-DD
OfAl: 2018-12-22
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=

EMX
—|OO

(W VA5) X=(Genome Editing)

(] (FEAY) ME0Hstn ZHAER7IE 2eh, A20S BaT|(BX/71E 2eduh

HE 11-2-6)
pud]
No| 7jejmal 3= o, =CH
11712 82 | Crop name M AHED): =7 Hi‘%_yﬁ!%_gg SM H=g 27|
(Z=9) OlAl: B, &, 22|, IF HiF
2 Species name M HHED): 3_117 HEASEE SM &Y B2
_ &%) OIAl: Capsicum annuum
3 Mutant 1D M UMWY 252 US7| {ot OMIE HS
(SCHO| AEHS) CllAl: MON-Q©101-8
4 | 2 Resource information M | AHED: PLIT, 25Y 52 Sk F2
e (X "HE(PIL 1T, EE2H 5)) OflA|: PI159236
5 | =28 Target gene M AHED): SH MUK IR S
R} (5H |TA OflA|: GenBank AY723733
6 | = Target gene characteristics M AHZD): SHQMALO| 7|50 ot MY
(58 |4X E4) OflA[: ZHALOIM B REIAL
7 Position of variation M HHETD): £ RTIXfS] HALL
(FTIX} LY 10| $I%)) OlIAl: elF4e 120 -130 bp
8 | GE Delivery method for GE module O 756t W O & =Y
module®| | (Genome editing 2=2| =¥ =TT
=9 Wy | W) No i fE
1 |O2EHI22H
2 | NS
3 |Virus vector
4 | AH =2 (RNP)
5 |7IEt
9 | HYRTXt | Characteristics of modification M | AHED): =2 S GE Al20N UiiEls EY
o E4 (RUA &8 = HEE EY) OlAl: Z7HE— B2t MI=N AMekd
10 Generation 0 HEED: RV WY F MU0 B M|
(MICHZ) OAl: E1, E2, E3
11 Type of modification 0 tset 4 g & HY
(B REXQ IF) No | 7ts8t 2t
11Xz
2 | & (bp)
3 | Z4 (bp)
12 | Release date M AHHD): Data release date
(S7HEm) HHED): o 31 ZRt
QAL YYYY-MM-DD
oAl 2018-12-22
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HHIJJ

A Al EA
LE(0MIAIE) ENEE
(R OPMAMS(XIE) EMEE
O (B4AN) SEHstL NSSHEAY7IE A
(E 11-3-1)
fud |
No| iz g= o, =gy
11712 82 |Korean name M |HHED): EEAS220| SKiE 02
(S N=)) H7|
] OA[: ALHR, FALR
2 Species name M | AEER): IVESASS20| SHHE s
EXe 27|
| GAl: Pinus densiflora
3 Resource 1D M |[EHER): E552 L 2R X9
(RrEHs) TIRAHHS
OlAl: 221395
4 |Xp219] £FIX| |Collection location (country) M |[MEERD): XS £xI6H 27t
N (=7h OAl: CHshaI=
5 Collection location (latitude and M |AHEER): Ect ARIE HaE6| B
longitude) OAl: GPS ZH
K@z 2 45)
6 |Xtelel E4 |Appearance characteristics M |HHEE2): AN EXS J|=
(SR (HEN E4) OfAl: QO 2 £~ ZO| DY Azt DL
ME A=4 21, EUXA
7 Ej% ZA IStress resistance M |AEED): Ui EXIS 71s
7I) (Rah Xf3HA) OJAl: WSS X3, 712 Kk
8 Productivity M |[HYESD): SAHH) ¥ HI0|QOHAZ)
(=2) MAEE B
| OlAl: 1E/ha, 1Tm®
9 Quality characteristics M |[MHZD): ZIHO| XHEIOILt AHZO| EX
(=3 =4 Ol Tittel, $5, &, Haa
10 |Release date M |AHED): Data release date
A E) AHES): GO S St
AL YYYY-MM-DD
Ol 2018-12—22
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=

(Nl OPMAMZ(RHMED) EMME
O (gAY SEHsty dSeEA/7tE He
11-3-2)
= MW/
No| 7 I'E"J_lal %;% A._'lE—|H(O) E%UEr
11712 Korean name M | AEED: S/EHEAESE0 SME 0l BV
| Be (OpMAI=T) OfIAl: AR, ST
2 Species name M | AHED: VI EHEASSS0 SHE siE B
] 9 OlNl: Pinus densiflora
3 Population name M | AHED: ubiEH MU S 2R XHC
(EHHE) NEERCREY
OlA: ‘872 0HXIHAEH
4 | 257 Paternal information M | HHED: WHIEH T= XEEEe 24 =
|3 A HEPL 1T 5)) OlA|: B=245
5 Maternal information M AHED): WHIEH E= X8R 2 F2
(2A H=E(PI, IT £)) oAl 2
6 | 22 Paternal characteristics M AHER): & XSk AEHA S R 2 EY
| B4 (& E4) OflAl: LHSHEO| 45t 2|7|CiALLE
7 Maternal characteristics M AHES): Y NS, AEA S B O2 EY
& E9) OlAl: &ZI0| Wi=1 XHEO| E2 HICHALIE
8 | 22| | Generation M | AHZD): I B MK B
| B (MIcH =) OlAl- 2M|CH ZHE-2
9 Segregation population size M MDY XM ECo| JHA| (HtE TS
=22 A ) OIAl: 5074 X 1074&| X 62K X 6X|Y
10 | 22|t | Cultivation location for isolated M | AHED: AEE A X
9 ZAt | population OIAl: Z7|= 3Al EMT 28= 39
| g3 (KRR HE)
11 Period of phenotype M | AHED): REEHO| TSy ZAF U7 (|7
examination for isolated H|Z: 3D 2t0|Ct &Y Im HY|
population
] (&E I AZ)(E, &)
12 Individual phenotype data for M AHED): JHHE B EY Iot B
isolated population OfIR|: 211 23m, E0EIA 40cm, XA 9m°
(OiME EAEE data)
13 | 4K LY Habitat location M MRS, TR MAIX] HY|
| B& (A AMA B OIAl: XAt L 0EH(GPS At H7))
14 Habitat size HHED): IAdST MA i B
(EHe MA A=) OlAl: 36571A|/ha
15 | ®X| 2 | Generation for off-site M MR HOSH XFR0| MICHRIM HE7|
HE preservation GIAl: 2AICH, 3A|CH
] (MIcH =)
16 Segregation population size for M | AHED: STXEQ MOHE JhAs B
off-site preservation OflAl: TAITH X 45070A] X 3X|
] (22 748 =)
17 Cultivation location for off-site M HHED): oK 2 Alxifst HA Y=
preservation OIAl: 27| 3N HMT 282 39
] (RHHHX] M E)
18 Period of phenotype O | AHED): ATl HSE XA GTK(7(7h
examination for off-site H[11: 3D 2{0|Ct &F SN HY|
preservation
] (&E ZA AZI(E, 3)
19 Individual phenotype data for 0 AHED): JHHE HEY E4 Tt 2|
off-site preservation OIAl: 21 23m, 1XIA 40cm, k& 9m?
(OHHE ZAFHE data)
20 | Release date M MHAD): Data release date
(SHE™m) AHED): COIH /1 St
QAL YYYY-MM-DD
OJAL 2018-12-22
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rIHIJJ

() suz 28 A7 Ho|E

() s=zm=s 3=

(RHEA) SEEAMAAEE 0|R3|(SAZRIZH| Zidh

Q

=9 A=0 2EE + Us SEE/MEFS| S8 24

(HH ) SZSMAGEEE KVCCEEAopmRies)o| USIOZ SEZTIME 23S
(o]

O O O
%
o=

rIOH'l

Mo
0R
Ol
0

[ (RRoll &5 Xim) ShEMREF2eMSsl AT, SHMEZRAEIE, S LR
O E7MZE SEEE(LS GIA)

H 11-4-1)
_ LM o

No o= T‘_?E—'.*((O))/ E==d
1 | Management No. M |GlIAl: MS1800003

(CIo|e 27| 1RHS)
2 | Possession No. M OlAl: MS1800003

(BQ7| 19Hs)
3 |Name (MZFH M OJAl: FeAD7

<

4 | Distributabilit JIsst 2k Cfe = =l
(BY7ts O No =3t 7

T | HZR(S =5)
2 | SEHH =)

OIAl: 5 I1Y0|, JE: A, 85 F2|0x0]0]

GlIAl: Mesenchymal stem cell

OiAl: Collagenase type 1

OIAl: Monolayer

GAl: DMEM low glucose

GAl: DMEM low glucose

OflAl: 0.25% trypsin@=2 AsI5t $2t5111 Ati(Fe AD7-2P)
GliAl: J Vet Sci, 2017 18(3), 299-306

- UAIEE: FEGISLAMQRL ALT |2, 0|

—

Species (£ S

5

6 | Cellular morphology (M%E &%
7 |Production (MAH Al X2|9fE)
8

9

Growth pattern (A%} THEY)
Freezing media (2Z H{X|)
10 | Original media (& HiX])

11 |[KVCC media (28 At HHX|)
12 |Subculture (HlCH 244

13 | References

( H8) - =2 G
- 7|EKES] ©)

O EAEd EdE4GEGEGEG KD

fol

, HAIE

14 |Note M - EOIE HH HEiE g5 @821 0|Al: CD29, CD44
9| AFRh) - 79| 510k OfAl: ZEHE, OFEL|

15 | Release date M ’é%%‘—?—: Data release date
(B7MEmp) HH=ED): HOE S =it

QAL YYYY-MM-DD
GIAL 2018-12-22
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=

11.4.2 gl s

[ (RIEAD) ZEHsHsY BARA(SASXIZH XYu

] Il-kl()-" xl-jl_%l_ X'-E

O PPDB: Pesticide Properties Database (http://sitem.herts.ac.uk/aeru/ppdb/) A
= o SEE Q|

o=

* AT PPDB MOIEOHM ol MO|X| &13: http: //SItem herts ac.uk/aeru/ppdb/en/Reports/264.htm

IIE 1. GENERAL INFORMATION (Xt NH)

" 11-4-2-1)
No spmm SEXH 0|A|(endosulfan?| Of)
1 Description An isomer mixture of alpha— and beta—endosulfan which is an insecticide
(M) and acaricide used to control sucking, chewing and boring insects

Example pests
2 |controlled

(A== sHE2 o)

Whiteflies; Aphids; Leafhoppers; Colorado beetle; Cabbage worms; Ticks;
Mites; Tstetse flies.

Example applications
(8 ofl)

Vegetable crops; Cotton; Potatoes; Tomatoes; Apples

4 Release date
(S

MH(YR): Data release date
AHZE): oY 2 St

A YYYY-MM-DD
OAl: 2018-12-22

IIE 2. Chemical structure (&fst LX)

2 11-4-2-2)
No =0 ES=HH 0|A|(endosulfane] 0f])
1 |lsomerism A molecule with 4 chiral centres, endosulfan is is a mixture of the alpha-
(0147 and beta-forms.
9 (Cihéml)oal formula CoHeCleOsS

Canonical SMILES
(B SMILES H7|#)

C1C2C(COS(=0)01M)C3(C(=C(c2(c3(cnchenencncl

[someric SMILES
(O]A&4=l SMILES E7|&)

C1[C@@H]2[C@H](COS(=0)0N[C@@]3(C(=C([C@]2(C3(CI)CCICI)CI)CI
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HHIJJ

o
No SH=2H S=HH 0|A|(endosulfan?] 0f))
International Chemical
5 |ldentifier key (InChiKey) |RDYMFSUJUZBWLH-UHFFFAOYSA-N

(2R 88t ID 7))

International Chemical
Identifier (InChl)

(=X 2f8t D)

InChl=1S/C9H6CI603S/c10-5-6(11)8(13)4-2-18-19(16)17-1-3(4)7(5,12)9(8,
14)15/h3-4H,1-2H2

2D structure
diagram/image
available?

(X} 72 Tojoi 5

00X RF Of=)

Yes

IIE 3. General status (Yt AER)

H 11-4-2-3)

No

ol

=29

0!

S2XH 0jA|(endosulfane] o))

Pesticide type
(=9f EIR)

Insecticide, Acaricide

Substance group
(22 18

Organochlorine

Mode of action

Non-systemic with contact and stomach action, acts as a non—competitive

10 &2 7|1H) GABA antagonist
11 |CAS RN 115-29-7
12 |EC number 204-079-4
13 |CIPAC number 89
14 US EPA chemical 079401
code
15 Molecular mass 406.93
(21} e
16 [IUPAC name 1,4,5,6,7,7-hexachloro-8,9,10-trinorborn-5-en-2,3-ylenebismethylene sulfite
6,7,8,9,10,10-hexachloro—1,5,5a,6,9,9a-hexahydro—-6,9-methano-2,4,3-benzodi
17 | CAS name oxathiepin 3—oxide
Other status POP - regulated by Stockholm Convention; OSPAR pfa/soc; WFD priority
18 | information substance; Severe Marine Pollutant; Global ban (2011); Chemical subject to PIC
(7 |Ef AEH HH) regulation
Relevant EU Directive 2008/105/EC EQS surface waters: annual average 0.005 ug
19 Environmental Water | |™'; max measured 0.01 g I
Quality Standards UK Statutory standard for the protection of aquatic life in inland waters,
(B2= 4 2% 5ZF)  |coastal and territorial waters: 0.003 pg I™" as annual average
20 Herbicide Resistance |Not applicable
Classification (HRAC)
21 Herbicide Resistance |Not applicable
Classification (WSSA)
Insecticide 2A
22 |Resistance
Classification (IRAC)
23 Fungicide Resistance |Not applicable

Classification (FRAC)
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ol

No

=29

0!

SEXH 0ilA|(endosulfane] 0f))

24 |resistance
15 Mg of)

Examples of recorded | Many recorded cases, Aphis gossypii, Bemisia tabaci, Dasineura tetensi,
Leptinotarsa decemlineata, Myzus persicae, many others

Physical state

25 | (e A

Colourless to brown coloured crystals

IHE 4. ENVIRONMENTAL FATE (X AHS)
(& 11-4-2-4)

Property S=XH 0flAl(endosulfang] Ci) Interpretation
Solubility = In water at 20 °C (mg I™") 0.32 Low
(Bofld: M 20% =0M)
Solubility — In organic solvents at 20 °C (mg ") | 200000(Ethyl acetate), ~
(@ahs: 4 205 97| S0ol) oo aanal, 24000(Hexane),
Melting point (°C) 80 _
(==%
Boiling point (°C)
@3 i .
Degradation point (°C) _ _
(2a5)
Flashpoint (°C) B _
(QI5HH)
oOCc’[anol—vvater partition coefficient at pH 7, 20 5.62X10%(LogP=4.75) High

Bulk density (@ ml™)

(@=7] 2e) '8 )
Dissociation constant pKa) at 25 °C B B
(M 255011 sHi2] A=)
Vapour pressure at 20 °C (mPa) .
(S0 20004 =7] i) 0.83 Low volatility
Henry's law constant at 25 °C (Pa m® mol™) 1.48 \l\/{l)(l);dt?lgtely
GUS leaching potential index 5.28 High leachability
SCI-GROW groundwater index (ug I™") for a 1 |5.86X10% _
kg ha™ or 1 | ha™ application rate
IE 5. Degradation (o))
(B 11-4-2-5)

Property SEXH 0lAl(endosulfan®] 0f) Interpretation
General biodegradability _
(YA MESH)
Soil degradation DTs (typical) 50 Moderately
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-
=

=y
Property S=HE GlA|(endosulfan?] 0f) Interpretation
persistent
o Moderately
DTs (lab at 20 °C) 39 persistent
- Moderately
DTs (field) 86 persistent
DTw (lab at 20 °C) - -
(days) (aerobic) "
(22 25 (@) Do (el - -
DTs modelling B B
endpoint
EU dossier lab studies DT« range
28-50 days, field studies DTs range
Note 62-126 days for summer applications,
68-87 days for autumn applications
(UK); FAO state DTs 60-800 days
L Value 3.7 -
Dissipation rate : :
RLs on plant Published literature RlLs range 0.1-5.5
matrix Note da\ésé 19 field crops, various matrices,
n:
o Value 4.3 _
Dissipation rate : :
RLs on and in Published literature RlLs range
plant matrix Note 0.4-14.5 days, 19 field & undercover
grown crops, various matrices, n=41
Aqueous photolysis | Value - -
DTw (days) at pH 7 | Note _
Agqueous hydrolysis |Value 20 Non-persistent
DTw (days) at 20
°C and pH 7 Note -

Water-sediment DTs (days)

Water phase only DTsx (days)

IHE 6. Soil absorption and mobility (EY¥ 4 ¥ 0|S4)

" 11-4-2-6)
Property S2%4 0j|lA|(endosulfan®| 0f]) Interpretation

Kg - Non-mobile
Linear Koo 11500

Notes and _

range

Ky 0.28 Mobile

Kfoc 186
Freundlich |1/ 0.558

Notes and LiteraturedataKs range0.08-0.52mLg™",Kfoc

range rangeb.7-38.5mLg ™", '/, range0.500-0.648,s0ils=4

pH sensitivity
(pH 2I4Y)
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IIE 7. Key metabolites (F2 CjAt 22)

H 11-4-2-7)

Property

S2x4 0jlA|(endosulfan®l Gil)

Interpretation

Metabolite name endosulfan sulfate

Formation medium Soil

Estimated maximum occurrence fraction -

1107/2009 relevancy -

IIE 9. HUMAN HEALTH AND PROTECTION (General) (QI7t 714 & HS (uh)

(H 11-4-2-8)
EEX .
Property (er%gsﬁ%noglk(ﬂl) Interpretation
- Threshold for

Bio—concentration factor BCF (I kg™ 2755 concern

CTs (days) Not available |-
Mammals - Acute oral LDs (mg kg™ 38 High
Mammals — Short term  |(mg_kg™") - -
dietary NOEL (ppm diet) 15 -
Birds - Acute LDs (mg kg™) > 11 Moderate
Birds — Short term dietary (LCs/LDs) - -
Fish — Acute 96 hour LCsx (mg I 0.002 High
Fish = Chronic 21 day NOEC (mg I™") 0.0000005 High
Aquatic invertebrates — Acute 48 hour ECsx (mg ™) 0.44 Moderate
Aquatic invertebrates — Chronic 21 day NOEC (mg I7") - -
Aquatic crustaceans — Acute 96 hour LCsx (mg 1) 0.24 Moderate
Sediment dwelling organisms — Acute 96 hour LCs (mg 1) 0.1 Moderate
|S_1e)diment dwelling organisms - Chronic 28 day NOEC, static, water (mg |_ _
Eegi)ment dwelling organisms - Chronic 28 day NOEC, sediment (mg _ _
g
Aquatic plants — Acute 7 day ECs, biomass (mg I™") - -
Non-target plants - -
Algae - Acute 72 hour ECw, growth (mg I7") 2.15 Moderate
Algae - Chronic 96 hour NOEC, growth (mg I™") - -

Contact acute LD« (worst case from 24, 48

and 72 hour values - ug bee™) ) 781 Moderate

. Oral acute LDs (worst case from 24, 48 and

Honeybees(Apis spp.) 72" hour values - ug bee ) > 156 Moderate

Unknown mode acute LDs (worst case from _ _

24, 48 and 72 hour values - ug bee™)
Bumblebees(Bombus Contact acute LD« (worst case from 24, 48 |- -
spp.) and 72 hour values - ug bee™) -

Oral acute LDs (worst case from 24, 48 and |2 1.72 Moderate

72 hour values - ug bee™)

Masonbees(Osmia spp.) |Contact acute LD« (worst case from 24, 48
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=

=4
EEx .
Property (er%gsﬁ%noéllkl(ﬁll) Interpretation
and 72 hour values - ug bee™)
Oral acute LD« (worst case from 24, 48 and _
72 hour values — ug bee™)
. Acute LDs (worst case from 24, 48 and 72 -
Other pollinators (1) hour values — Lg insect™) 0.21 High
Mode of exposure Contact
Oth i 9 Acute LDs (worst case from 24, 48 and 72 _
ther pollinators (2) hour values — ug insect™)
Mode of exposure -
Earthworms - Acute 14 day LCs (mg kg™) y 14 Moderate
Earthworms - Chronic NOEC, reproduction (mg kg™) - -
Other soil Acute LCs (mg kg™) - _
macro-organisms Chronic  NOEC (mg kg™ - -
Other arthropod (1) [Re g ha™ - _
% Effect Harmless -
Other arthropod (2) [Re g ha _ _
% Effect - -
Soil micro-organisms - -
Mesocosm study data INOEAEC mg I - -
2 11-4-2-9)
s=8E ;
Property (er%osﬁlfanoé’-llklﬂll) Interpretation
Threshold of Toxicological Concern (Cramer Class) High (class Ill) |-
Mammals - Acute oral LDs (mg kg™ 38 High
Mammals - Dermal LDs (mg kg™ body weight) 500 -
Mammals - Inhalation LCsx (mg ™) 0.013 -
Other Mammal toxicity endpoints - -
ADI - Acceptable Daily Intake (mg kg™ bw day™) 0.006 B
(YHFEIEE) '
ARfD - Acute Reference Dose (mg kg™ bw day™) 0.02 _
(858X '
ﬁAQI%L - Acute Acceptable Operator Exposure Level (mg kg™ bw
ay - -
(ESsZRIAICE518Y)
QOI;L) - Acceptable Operator Exposure Level — Systemic (mg kg™ bw
ay - -
(SERIR=55182)
Dermal penetration studies (%) _ B
s &5)
Dangerous Substances Directive 76/464 List |l -

Exposure Routes
(== 42)

European MRLs

(R ZtRoIE7IE

EU MRL pesticide
database

Drinking Water Standards

(S8 HY)
Drinking Water MAC (ug ™) _ _
(B8 A=)
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Y25 P
O (B4R MSUst AISASRI2H 2t
] (RHdof| 208t Xt2) BCPC Biopesticide Manual, 2018
(& 11-4-3)
_ A
No = o ElolEf S5 01|
1 ?gﬁges name M| Beauveria bassiana
1O
2 Material name 0 _
Nomenclature | (E23)
3 CAN RN o |-
i M
4 (Sggné‘g)“e ERL836
5 Isolation location M|
(II‘A)
=5 Isol M
6 e L2 2EELLE)
Producti thod M -
7 g g
Target diseases, pests and M
8 |weeds = HEXEY
(e HalEE=x)
9 (EITSICOEIS on plagt)s 0 NEEST
Applicable plants M
10 [ 5 © =
1 (B)\il?logrigfl;lsggtrol mechanism 0 ﬂ_EmEI =5 FEIZ Y ¥ AFYH UARE Mds STt ol
O%a_|_| = N
Formulation and content 0
12 (i 2 w2 5% GR
13 |fodct name O |mAm
14 (Aé)_%@aé)on method M AR EQFRIZ)
Mixed usage with chemical or 0
15 |biological pesticides HTHR 28 F9
(3tel, MEsoe| =284)
17 g}\%rglgn)wental toxicity 0 B Ol Lo AR =O]
M | AH(BR): Data release date
Release date HYFD): Hloly 374 It
18 11
(EHER QFALL YYYY-MM-DD
OflAl: 2018-12-22
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HHIJJ

M) AZ ME0| oSt HR0(0, 42 - 7lsY 718 17 HojE S350 35 N8
(E 11-5-1)
= M/ oo

M == A8y M HI S AZ0|0{= K0 M2t 20| 2t A2 DB(ARK) AL
= o
OliA| 1: SHIAAA
OiA| 2. 4

A 22 0|H 0 GIIAl 1: SAfs}

MHH F2 M HLL Ef 2 { C’)éfiﬁfl%ﬁl— bl Z2H 02| keyoode?t E 4= U= Al HHSR,
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KEUA| STRE_DT CHAR 14 Y PK
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Mo 2E CTRL_TP DOUBLE -
LHE 251 INNER_TP1 DOUBLE -
LHE2E2 INNER_TP2 DOUBLE -
LHE2E3 INNER_TP3 DOUBLE -
HHEE CTRL_HD DOUBLE -
HESET INNER_HD1 DOUBLE -
LHESE2 INNER_HD2 DOUBLE -
LHESES INNER_HD3 DOUBLE -
X2 GR_TP DOUBLE -
A& GR_HD DOUBLE -
2 Al DOUBLE
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Z ol DS_AVG DOUBLE
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=S DWPN DOUBLE -
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E2E EXTRL_TP DOUBLE -
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Index A2
HS IndexH ZEID Order
GH_ID 1
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(83 &) No tsst &t
1 | Mgt
2 | WE
3 |=EHO|
4 | 7|t
8 |gEye Phenotypic M | HEED: 252 74 4 s S
characteristics EMIAMNQE (= UPOV)OI| [ME ZAEHS
(HEEY)
9 |[Seed production method 0 Jtsst 4f T & EY
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OAl: M= St TEg & 84 E9 71
I.
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nucleotide sequence of OlAl: NC_000855.1 Viral hemorrhagic septicemia
disease agent virus Fil3, complete genome
&%OTEL%‘?S ot = H|T: EIAE ol
= = O

15 |2 o2 [ Availability of vaccine 0 718t &k O2 = =#Y
(BHATHE OIS No 7tset U

(N F RN R EIN)
2 | 94 O o &

16 Vaccination information O |EH=ER: wiE= S0P S0E1 S0i| Cist e

(HHAIEEOAI7]) OilA]: eiMZ=H: R VHS Hjdh ==
- 50 AL X017 (Bt HME 15 cm OfA)
- 0 2 FAE, JHHE 0.1 mid F0
HIZ: EIAE O

17 |24 Treatment_information M [HHED): U= ENAP| E0E S0 gt F&
gy  |[(YU=F, A7), OAl: X2 MRS HiAZ AKZS O[0|Lt =
Foi) des s A X= 7|
] | H|Z: HAE Q2 ]

18 |MSMEE | Experimental method M [AHED): g st A9
() OilAl: VHSV 344 . )

- M 13~17 cmQ| VHSV &H| 491 EX| At

- H& ™ 147COM 387 &X| 3 24A7F HA

- 0.1 mQA FX| 200f2/0 54 HE & 217t
LLUHA S 7=

- FHHAES Akt

HZ: EIAE Ol

19 Experimental explanation M | HE=:): Azddao] tist 49

(Agdy) OiIAl: VHSV SZAe 2t
- 3X10° TCIDso/fish T& A2} 20%, 1X10’
TCIDso/fish & &1t 50%, 3X 10" TCIDso/fish
HE 2o 90%2 FHHAES 7IS0IU3.
H|: EIAE 9/
20 Experimental result M |HHED): H=Z0ol et HjolH
(Agdan HA B0 g2
Of|A]: A A AT xIsx
21 |Release date M | HH(HE) Data release date
(S70=m HYED): HolH 30 It
OFAlL YYYY-MM-DD
OflAl: 2018-12-22

260



<E 12-4)
= LM
felme) 3= e =H
71285 | Classification M tsst 4 O & =Y
1 [ A=EE3IE
2 | SEEYIE
3 | EMME
4 | 7|t
AY: 2EE RS0 A2
GiIA: 1
oY Qs
2 Species name M 28 HHE UER2 Sok= 53
_ &%) OlAl: Acartia hongi
3 Korean name 0 A HEE RSN o= =9
(=%) OAl: SAR2 e
4 | #¥Z FL2 | Source M | 7Kt gk O & ey
(EX) No tsst
1 | KpAAL
2 |HIYE
HY: EE MMH0IMES AHES)S SM2 KA SEI0A
AESH HOIYS2 KoLt HIYE ME2 HiYZe= 717
GilA]: 1
5 Collection location M | HIL 3% S=(EX)Q 20| ARl R0 ohE
(country) S N HEHOIA REet SUH0Y=2| ME=1EE B
(RHEXI(=71)) OiIAl: CHEHZI=
Collection location M | HIL 38 S=(EX)Q 20| KSRl HR02t shEy
(latitude and A XA MEfOIA ZHESH +MHOIMES] MEGHY S HEE2
longitude) H7|
(X ¥ Z5) g&lz S}T‘TO—}25"N' 126°30"15"E
|_T': A Jél}—
Collection date M H|: 3H S=(EX)Q 0] XAl HR02t i
(RHEAIZ]) ;e;ﬁi J\;%Y %*'\E/lﬂls/i]wD SHE?J SAHOMES| AEAZIE B
OAl: 2020-05-01
Collection method M H|1: 3H SI=(EX)Q| 240| XAl HL0)2t siie
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OiJAl: =&ptapsta
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I
No| 7Ielma ¥ e =2y
11 Procurement period M H|D: 38 S=(EX)Q 20| YS! 02t siE
(BLAIZ)) HH: HHYY | O S E SO |ME2 EUAY
OIAl: 2020-07-01
] AAL YYYY-MM-DD
12 Other information O | B 3% S=(EA)2 0| HHYEQ! FR02t oY
on cultured AT HiYE MEH0IME HEQ| AT, Al7| 3 S0IAR B
foundation stock OflAl: Aol QIMRQOIA 2015 18 RE, AHHRr SMX|EE
(V|EF LAt HT 5
o FH)
13 Appearance M H[: HAE Q1
characteristics Ay S HMH0IWEO R S0 et 71 2 el A
(B9 YEiX E7) Al
OlAl:  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 sibling species, Acartia omorii
and Acartia hudsonica. == { QZF  Acartia hongi,
] male (Soh and Suh(2000) )
14 Image of M H|1: O|0|X] ¥=2E
appearance Y SfEFE SAMHOMES| AEHE E-O| CHet 7= 2 YE 0]
characteristics OfX| HIA|
(B9 e £
0[0]X]) Al 2 T FE
15 | HHF M | Water temperature M H|: BIAE QI
(=2 Y B U= SAHOMEO| 2 2
O|Al: 15.0+1.0C
] o T
16 Salinity M H[: HAE Q1
) HH: YT = HAHOMES HE X
OilAl: 32.0£1.0
Hx: E4 "2 HJ| Al psu (practical salinity unitys E7|ot
=0 FE2 XHHE0| G0 psu, %2 &2 HRIE HIIGHK| Sk=
17 Light condition M HIZ: BIAE QI
(2x7) AR BIYELT U= AEHOMES] HEA
OlAl: 300430 wE m™ s HE= 3,000~4,000 lux
TRl uE m? s EE Jux
H: & RAS LEHE HR9 39 HHYRA0 Tt TG
MEE £ U0 HEAMO= 0| AER= 2719 HRIE AR
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Bliesdt
_ i
No | 7feime| 3= o] =
18 Light cycle M H|1: AIZEAIZE FEHO| EIAE U
=) A HIYED Us AHOMEOl AU &FT|(light:dark
cycle)
Ol 14:10(L:D)
_ | =2]: hour
19 Media M HIQ: EIAE o1
(AFSHIX]) A HIYE D U= ASEHIEN FUitl= HiXel 35 E=
HEds #7|
OilAl: F/2
H|Z: GIRXS0| CHISH HiXZH ARRE £ QU] MR LerHQl
HiX| 2o ARE HiXl= MEY, 7HHS 8428 §2 H7I5kE A0l
zest
20 Live feed M H|Z: BHIAE Q1
(Ho|M4=) HHZD): EVIIYME 42, HSok=s HoME 39 2
A HIYE T Q= s2d SEFIES HO|ECE EOEe= M=
Z(E= 2208 HY|
[«) — T/ =
OA|: MEEZTE Thalassiosira weisstiogi, |sochrysis galbana
21 Other culture 0 H|1: HAE Q1
information A HiYO| LF&l= S0[9h HIYEH I HHYMSO| =55t M
(71Ef HIZHE) gy E4 52 B
O SHM=
22 | 4&EE | Maximum growth O | Hil: HIAE Qi
rate per day AY: HiYEE MUHOME HEEE
(Z|f HEE(day ™)) OfAl: 0.8 day™ (== 18.5T, G 32.0)
oQl: day
H|Z: 7tSSICHH |0 H&E0| LU= MEXRHS FI1E 8|
Sk= 0| YEE HHE &&ol=0H =20| 2 & US
23 Other growth O H|I: BIAE ol
information AN HIYE= SAMHOMEO| A e S0|AR BY|
(VIet 4EYE) OIAl: E0EZl= Hol2of [t 2RSS X017t 2
el el
24 | XX} Nucleotide 0 Hia: BIAE Q1
e sequence HY HYE=E SMEH0MES VMY BMNE 7 2 ZAM
information 7|HE 27|
(F7 MY HH) OAl: 222 Acartia tonsa® E7|1ME NCBI 7|X4
HI: 22 G7IME 2M2 012 Z-RIoty CHsHA Rz
AN F7IME0] chet HE KME MAISH = HE7] W0 th
UEO HIIME BN RF 2 HHO| EXME HIISk= AO| EY
3t
[
25 Other genetic 0 H1: HAE Q1
information Al HYLE  SMHOMES VMG BMEE
(et M HH) Microsatellite, QXA 2 7|Et QEXE Q20| Cfst B
CIAl: @2t= Acartia tonsa®l RTA| M2 NCBI 7|X{
26 | Release date M | MH(YD): Data release date

(S

HHEED): IOoIE 371 Ent

A YYYY-MM-DD
OiIAl: 2018-12-22
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=

12.5 It - sl

(B 12-5)
No| 7ieiT2) 8= s =2y
1| 71282 | Origin kst ot T2 & HY
(BHEXT) No tsst @
1 | =4t
2 |=(Es)
) =2 MY 22 =718 oY
2 Maker HAYEED): Y ARY 42 I2YE o9
] (RIZ=3IAIE) OflAl: A=
3 Product name AHEID): HNEY HY
o = OJAl: SHSXI2)
4 Product date HAYHEE): MHE Mx S
] (M= H3g) OflAl: 20204 10€ 17¢
5 Feed size HAYEED): A= 2E 2 20| 2
] (N=E=M)) OIAl: =14 1.0 mm, 20| 1.0 mm
6 Fish type HAYHED): MR HE0E, I3 Ho|
) (CHAOIE) OliAl: EX|(Paralichthys olivaceus)
7 Feed usage HYED): AE3E U 0139 37|
(AR9 2k) OlAl: OiMIE 10g OI(E4E)
8 | 5248 | Crude protein HYED): A= R0 ZHEE0| XtX|S}
a2t (E=ELES) OflAl: 50% OfA
9 Crude fat M | 283 A= HIEH|0A EX|L0| XK[ot= &lEH(%)
] (X)) OflAl: 10% Ol
10 Crude fiber M | 483 A= HIRH|0AM 2RIt XiK[ots &2l (%)
] (=9 OflAl: 3% O3}
11 Crude ash M | 483 A= HIRH|0A Z3120| XtK[ot= &%)
] (=3|2) OIAl: 15% 0|5t
12 Calcium M | H3EE3): A= HIEH|0A Z2&0] RIXSke (%)
] ) OflAl: 1% Ol5t
13 Phosphorus M | 483 A= HIH|OIA Q10| XtX[ot= &%)
] (2D OflAl: 1% 0I5t
14 Water M | 483 A= HIZH|OIA 20| XIXSk= 2fE(%)
(== OflAl: 5% O3}
15 | AtESH Animal protein M | AEES): 2= FY2 g0 =2 == 274 oY
= (B4 HUES) HA|
OAl: OlF, X8, 71 22ME
16 Animal protein fraction M | 2EES): tieHlE BA %
(B4 HUESI HigH|IR) OJAL: 73% OJAL
17 Plant protein M |83 2= HI2 IS0 22 =C= 27 Ol
A2y HHEs) HA|
) OflAl: CHEE, =24
18 Plant protein fraction M | HBEEE): tigtiE BA %
A2y RS HigHR)
OlAl: 5% Olst
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oY
I
No| 7iEImal 3= o =
19 Grain M | MEEE): ¥E HE2 HiEHIE0] &2 02 27 04
(z2 HA|
OIAl: 21Xt 7152
20 Grain fraction M AHED): Higtle BAl %
(=7 HigH®)
OfAl: 20% O[5}
21 Fat and oil M AHES): 2= 2 HIEHIE0| =2 =22 17§ oy
[XIR) Al
OAl: 0R, =R
22 Fat and oil fraction M AHED): tigHIE BEAl %
(RXIF HigHI2)
GliAl: 3% OAt
23 Complementary feed M | H3E=3): 2= A2 HigHIE0] 22 =C= 27 Ol
(HEZAR ) HA|
ClIAl- HIERR, OJUIE, e zhs, eEE ..
24 Complementary feed M | AEES): HigHlE BAl %
fraction
(EZAlZ & HiEHIE) OIAl: 1% OfA
25 | Release date M MH(FD): Data release date
(S7HEm) AMHZD): oy 30 Ex

AL YYYY-MM-DD
OilAl: 2018-12-22
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_
13.1

24
2= 21 [Ho|g
[ (BRIAD) SO ZMI(EzH10(Q Ko
[0 (MY) 28 MIXHSIATAL L AT KIAXARALOA MAE= ME & 2RFHE
H|0|E
[0 (M M) 2 Ao [120] mx 2T A1 [|0]EQ] YAl

o (HP=E

o1

) 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. Biodiversity Data Journal, 8:€51490

o (i HI0|E|Q| Dryad* &3) https://doi.org/10.5061/dryad.d7wm37pxq
* Dryade 2 TISPEsH MsHMEfSE A7 =22| HI0JHE S5

o (379 29

Ly T

= =2 di=

C—

ot Xteld R0ts (light

—

repository

171 siteGild 6 7F 5-10&01 OHE

(rap)O2 BES MRG0 SHAIUSMEE U HH 2 o)
IE 1. AE i 3=
E 13-1-1)
I
N wm o £2Y
1 | Sampling site district M| AEED: EEY E= 25 S SYA #EAE
(B HETAAD)
2 | Sampling method 0 | HEED: OREA0] AEE B
(RIS e, EMASEM T2
3 | Sample type M O\ 85, HOP|, RF, & AN 2342, 7IE
ME =)
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rior

\J
0.|.|.J

IE 2. 2&4|0]H

(B 13-1-2)

ol

No

=

0

MY/
MHO)

oo
=2Y

1 | Upload data file for

site information

el o)

ESNANESEREYIS

HHED: DA Cigh M| H=E Felet M

O (B 13-1-3)0)] 7[AE QIO oMl RIS TI=0| YRC

2 | Upload data file for

sampling result

)

(RIS Zat HofE mA

HHED): A Z0S FRR o

O (H 13-1-4)0] 7= QAIoZ olbl RIS 00 I2E

3 | Upload data file for

taxa information

et HE HolH

HYHED: MEE 4250 2R YES Felkt i

I 20)
4 | Release date AHHHD): Data release date
(B7HEm) AHZED): HOoE 370 St

AL YYYY-MM-DD
GiAl: 2018-12-22

[0 ol mI9| ZF columnlil= Hhs =52 7IY
[0 A TfUol ZF rowlil= ZF ZAKKE HEE V(Y
o)
No| Column H j;s?/lo))/ E3Y
1| Sampling site M | AYED: =F t= =23 S SERHOZ 02 712 L0 ZABI 2 2R 49
name TAROR WSS O[] 2 SOt gpset SIS M2 HY|
(ZEAPENZKIE))
2 | Sampling site M | BHED: AL EA, WGSs4
GPS OfIAl: N. 38.000000, E 125.000000
(ZAFR| GPS)
3 | Sampling site M | SEED: OREAL 24 (GiIE m)
elevation
ENNpES)
4 | Habitat type O | H¥ED: ZAK| MK 9
[ESNANPSEN - S (M 2, TEeE EaT/EK e, Y =/ ZAYUK], 7PH R
7 AN SON OX| =X 7P 2 S TrER FERAPIK)
- 7 (GF SIBSE, MHE, SR, XIoISA, HEA| A/AReK|, S=)
- JE{EIAE Q=)
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AM MU ZM Q3 sampling result
] oM Mol 2t columnOle O S=2ES 7Y
O Al TAO| Zt rowlflE RAKE & IMEZ MAE XE Z20E 7Y
I M
No Column H zi_é(o))/ =2Y
1 |Sampling site name M | EHED: Y = D25 S SRR 0 T2 U0 ZARIH 28 &2
(ZAPENZRIY) AR SAPMOZ WSS D7 [0 2 SOt gos@t sHIITS W2 HY|
2 [Sample id M | AHED: ORISOIA Ol MEHS
(M2 (GINRPN=ITY
3 | Sampling date M | EEED: OREEAIN ORI M2 UKt
(ORRPEAIY)
4 | Weather o) ON: 943, 53, H|, = QPH, HIHEZ
(OFRA=AL Al 71D
5 |organism M | EEH=ED: &RIE ME9l scientific name
(4=38) Ol Alcis angulifera
6 |Abundance 0 |HH=ED: MM LT IHH=
(FHAI1%)
AlM m XM Q&: taxa information
] oM mlol 2t columnOle O S=2ES 7Y
] ol TAO| Zt rowlfl= ZHEE M=2FC 2EEHEE 7Y
I M
No Column H zi_é(o))/ =2Y
1 |organism M | EEED: &RIE M= scientific name
(H=F) O\l Alcis angulifera
2 |Korean name O |HH=3D. 429 =9
(ME9 =9) INER=F--VJON[B -],
3 |taxonomic data M | AHED: &0I= ME0| 225ty My 1Y
(family)
(BESHEL(Y))
4 |taxonomic data M | HHED: e0l= M29| R8N MHE, 59
(order)
(BESHE(FY))
5 |taxonomic data 0 |HH=E3: gol= ME9| 2ERSMH MHE, 4H
(class)
(BESHE(ZY))
6 |taxonomic data 0O |AH=ZED: &=l ME9| 225N My 29
(phylum)
(ESHE(EY))
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