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1 bulk TCR-seq/BCR-seq

O 45ME M &R ZNclonotypesSFEIHEAMEE T 100,000%F, BZRHF7xclonotypesFIHEAMIET10,000%), B HE
FA/DF1,000,0001288, BHEANUFEMET2Gbp (HFHERMclonotypefIEN N : BEBAKHEKAER
FHEAEERIEENF, EEREIRAVIVERER, FRFCORIXIEESHHEAYRTFS)

2 bulk RNA-Seq

O DV200AMEKF50%, a3 lI7BSAEKTF50M reads
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O RREBHERMETL00X, mNEESFMET32MB

2025 EINE e



HER T e IaEPREURERENR

4 scRNA-seq

O NFEiEIR (Bxbarcodes A MEF75%, BRIUMISA{ETF75%, RNA read Q30RMEF75%) ; HHAEIEIR
(BB MERAREECA/DF50001, ESE N MiEAINIRFread pairsE{AF20000, BEANMHEEREAAEKT
1000)

5 scTCR-seq/scBCR-seq

O ESENEBRTIEAIVDI EEread pairsEAMET 5000, RNA read Q30 AMETF75%, BxXbarcodesAMET
75%; ZHAEfETR (3000-80000MHAR/EFH)

6 SCATAC-seq

O NEstR (NlFEread pairsA~/\F25000, Bx&barcodesAMETF75% , barcode Q30KF65%, readl/2 Q30K
F-65%, HFAFEZHIQ30KT90%) ; MiEiEir (B NMEAMEBEALDTF50001, SERENFHEAXT40%)
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= MD5EBITEG:
> fELinux & T, Biz{Tmd5sum apSitE
> fEMacOsRA I, EliEfTmd5ar<itE

> fEWindowsZ %, BJfBEIE=AFTEItE , d0: WinMD5Free (http://www.WinMD5.com)
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Eaagﬁuiii;miﬁmélmm A BB HEE R T AEB0Sample

O MREFFUEGSAERABIoSample, WNEF FUHRGSAHXNBloSampleffR" . EFFIRZNETUEBIoSample(s)
MPECHRIFESARRMBloSample, WilF CEMIEGSANHXNBloSampleff 8"

ﬁ#m-lz_m BIG Sub GSA Submission: subCRA004261
03 04 05 06 07
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© Clinical or host-asg§ociated

Environmental, foqd or other

Microbe

MFEAKELMBERNREENEE, EFEENSEHESEEEE. EEHIUERIGERNMetagenome/Environmental Sample (GSC MIMS
unsupported)SEMetagenome/Environmental Sample (GSC MIMS compliant)

Animal
AFREnmim S ERpERERREE, MAR, DE. R SO SRIESsnSih G Shis hie

v

AT iEmRREE A= {¥ ;% Fl T-Clinical or host-associated pathogen&%! 11 4=
SRR R T A0 5

Virus PR EBRREF " A O, IR OE, AT R
“ R IR A T S

ATHAASEMIT BB, WEEEE%RClinical or host-assoc

Metagenome/Environmiental Sample (GSC MIMS unsup organism (555%1) 0 host (FF1151) {FHEWF 4, A& {EHNCBIF Taxonomy s i TR IS HE  (https://www.ncbi.nim.nih.gov/taxonomy)

B#il AT Fi& T MetagenomalE nvironmental Sample (GSC MIMS comp)

1 2 3 4 5 6 7 8 9

Metagenome/Environmigntal Sample (GSC MIMS compl{._ ‘sample_name _: I" "*public_description [ "“project accession . ‘sample fitle "\ ‘organism \ isolate 1 strain T TWcoliected by I collection date |
ATFEEEEEMHANE, [FRas T EssBERe AL nE.

h t 3 . @ == :

uman-gu XA BioSample nameEEiRexperiment&RIZEAYsample_name{FiF—i1
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GSAHELE R4 b P 81 4 4 i ExperimentfIRun®, &% T4 Experiment{s &

“ER RIS N A HEE 1. AEEE R EREE A R R !
“K GRS NI, WREERE, "% 2. fEfE{E FExcel" B s R 7n DI RE"N 1L,  LABT i
“UE AR A" A Paired$ i 3. AT B E LRI AR A, R

“RR R DR TR
**Platform (55651) JyHelicos HeliScopeff, Planned number of cycles: %1

1 2 3 4 5 6 7
“IDY  “Experiment title  “BioProject accession ||  *BioSample name BioSample accession *Platform ___*Library Construction / Experimental Design "
E1
E2 e~ UL R SRR
T e — — Glan 2 Mt RAE, 57EStrategy B #F
— XER: BioSample namefzZiRsampleZRAgEAT RNA-Seq. Sourceif#ETRANSCRIPTOMIC
sample_namefis— SINGLE CELL, HBRSiCitiiEs—5
GSA# R ks 1 4R ExperimentfRun, AT HRERuUNNE
“EREAT T 0 R FER 1. SR R A A S5 !
IR BRSO, WnREERE, ARl 2. {4540 il Excel” [ Eh 3 FE Th AL I #8514,
ST 5 b B S A FASTQRE Paired BE 11T, FASTQR A Rl b22e. gz R4, TN E KA RS L 3. J i R R ), e

wE (bR R IBAMBE S, HF ¥ H PacBio sequeliZlon Torrent &5 Jll 54 fii il « i80S % R AL BIGSAEIRE, /8115 Reference file nameFIMD5 for reference file (5107111
“EO KA TR

1 2 3 4 5 6 T

D ‘Runtitle | ‘BloProject accession *Experiment ID Y ‘Rundatafiletype | ‘Filename1 “MD5 checksum 1 i
R1
R2

Experiment Run + GSA_TempIate.cn.xst_
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25| FHGSA?

SIERINRRHIETIGSAH B BEik/a, BEEBERRIEXFRMUN TIED:

The raw sequence data reported in this paper have been deposited in the Genome Sequence Archive (Genomics,
Proteomics & Bioinformatics 2021) in National Genomics Data Center (Nucleic Acids Res 2022), China National Center for
Bioinformation / Beijing Institute of Genomics, Chinese Academy of Sciences (GSA: CRAxxxxxx) that are publicly
accessible at https://ngdc.cnch.ac.cn/gsa.

BIEBA TS ABNXE:

© The Genome Sequence Archive Family: Toward Explosive Data Growth and Diverse Data Types. Genomics,
Proteomics & Bioinformatics 2021, 19(4):578-583. https://doi.org/10.1016/j.gpb.2021.08.001 [PMID=34400360] .},
EndnoteX {4 T &

© Database Resources of the National Genomics Data Center, China National Center for Bioinformation in 2024.
Nucleic Acids Res 2024, Jan 5;52(D1):D18-D32. https://doi.org/10.1093/nar/gkad1078 [PMID=38018256] .}, EndnoteXX
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O ;C32RT, SwERESHXERRBINERS, IWRSEEESIMESENE—TNR, SHRKEKER, 188
HEXZBIRORLELRERRS (IDP-Hub) , HIMHEIRERSARIARE

2 lmPREEL3ZAE
O ISFRSIES RIS EIR. MEM. REMSHNERIHBEERNRESS, SIHERIRRE
AINERR, (EARATLAETSE HERIRIRE

3 $EMERIEHZ

O FF "BEdx, BFAiLaE" . BB PREUENE (https://ngdc.cncb.ac.cn/idp/introduction#std)
RITIENFREE, allFE, 1B5cB1TEURRISnENRE, WMEREIENBRIEIESRENSE
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EF

12869.00% (25738)

RO RS
(TB) @

BiRSICHE
©)
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1087.03% (82.61)

HiEE @

EF

HRA008649
HRA009319
HRAO08986
HRA008322
HRA008896
HRA008620
HRA008619
HRA010469
HRAO010657
HRA010787
HRA011429
HRA013386

TEEiEE! | ! | 7
RS B INEARIAT

CRAD22299
CRAD22086
CRAD28526
CRAD29766
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SRR LSRRI F AN NEREHERSRER, BERIU TR RIIARNE:

1 NErRCEEEID

0 ABEARIEFH@INE T AEUEERS ( GSA/ GSA-Human / OMIX #UiERS) , TSWARFIAE
NEWEERBAIEA (FFARIBFundingtZHUESRIIN B 5RE1S)
Data availability

The raw sequencing data generated in this study have been deposited in the Genome
Sequence ArchiveZ® at the National Genomics Data CenterZ, China National Center for
Bioinformation/Beijing Institute of Genomics, Chinese Academy of Sciences (GSA-Human)

under accession code HRAQO8519 (https://ngdc.cncb.ac.cn/gsa-human/). Access to these

2 REXARZRILHA

O XE&FR, ABNERERS, EOMEIEENEFHNIRBXREEE (MDOI, 1x#H)
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v BRRE

MEER v REHERS v EREE v iCEiEXD v CEEAHE v EREE v ICHHIES(B) v HESHE v #U2% v PMID v DOI

MRS RES

XNERS

B3t v ¢
All disease v All data type v
A ¥ =
=
HEER
= . HHiCTAEaE RO HEICEHiRES
GEIbERES bz CATHIESER @ @ @ (TB) ®
wE 4 g% g% =5 g%
92374203 RNA-seq [ 200 | ] 117

115.50% (231)

MBS OHE

92.62% (1.08)

37.22% (2.31)

21.10% (0.30)

9.48% (0.01)

894.67% (2 68)

HIEEE @

ik

HRA014274

HRAQ07622
HRA011632
HRA014274

HRA007622
HRA014274

OMIX012436

HRAQ011842
CRA023189

PubMed S

ko

39231902
40285422
38916730
40170856

39231902
40285422
38916730
40170856

39231902
40285422
38916730
40170856

#&

10.1007/511427-024-2695-x
10.1111/acel 70082
10.14336/AD.2024.0053.
10.3389/immu.2025.1534530

10.1007/511427-024-2695-x
10.1111/acel 70082
10.14336/AD.2024.0053.
10.3389/immu.2025.1534530

10.1007/511427-024-2695-x
10.1111/acel 70082
10.14336/AD.2024.0053.
10.3389/immu.2025.1534530
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92374203 [ Heatthy | [ 4 | 2 |
89.13% (41)

92374203 m n m
58.70% (27)

c3a e EEE g
17733.33% (532)
4950.00% (495)
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Grant ID
® AMP-seq @ Clinical Data ® susA @ Proteomics Data @ scRNA-seq @ ATAC-seq scBCR-seq ©® scTCR-seq
RNA-seq Metabolomics Data @ BCR-seq ® TCR-seq ® Others ® Image Data @ Microarray Data ® PhiIP-seq
SCATAC-seq @ Flow Cytometry scAMP-seq Biomarker @ Spectra Data @ ChiP-seq ©® Targeted-Capture
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15k 6k
13393.33%
5022.50%
& 10k T oak 3T74743%
z )
9 n
Z H 2600.33%
o i
= i
-1 i ok
) 1317.17%
2179.05%
653.33% O78.64% 437.50%
-33% 513.33% 300.00% 234.78% 166.00% T 320.00%
0 B8 anoana 108.33% 100.00% 100.00% 93.96% 72.55% 53.33% 30.00% 0.00% 0.00% 146.67% 119.55% 100.00% 81.25% 55.76% 45.56% 27.22% 15.42% S.01%  0.00%0.00%
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Grant ID
Grant ID
@ Submitted Sample
by ,
R, HIEEREICTHE
HiEEE I ARRYCHE
10k
100M
Loy T35245%
71679690.49% :
75M - 6553.44%
@ &
9\-'- @
z o
2 som 2 sk
3 8 3454.99%
b= b=
& & '
25M 2.5k 1529.58%
672.4
3116051% 589.70% 300.73% 121.04% 109.35% 100.00% 100.00% 64.42% 44.42% 31.56% 21.07% 8.99% 381% 0.00% 0.00% . 147.38% 01.48% 67.52% 47.49% 33.73% 28.06% 23.02% 12.78% 6.89% 3.12% 1.17% 0.00% 0.00%
0 - o

® submitted Data https://ngdc.cncb.ac.cn/idp/ ® submitted Dats
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O BEDEKHARITE] (IDP) BIEUEIRE https://ngdc.cncb.ac.cn/idp/introduction#std

O IDPEUECZSTRIBFIFiEHiEHR https://ngdc.cncb.ac.cn/idp/introduction
O IDPEARSEUE LA tER AT E https://ngdc.cncb.ac.cn/idp/submit
O AXEEFREERERE https://ngdc.cncb.ac.cn/hgrip/help

https://ngdc.cncb.ac.cn/gsa-

human/document/Principle_of Accessing Human_Genetic_Resource Data in_ NGDC_V1.pdf
O ANEEXRFEIREIESEZMTERIRIE (GSA-Human)

https://ngdc.cncb.ac.cn/gsa-human/document/GSA-Human_Submission_Guide_1.1.cn.pdf

O IEAEEXRFIREIESEIMTERIRIE (GSA)
https://ngdc.cncb.ac.cn/gsub/document/GSA-GSA_Submission_Guide 2.2.cn.pdf
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