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MET amplification attenuates lung tumor response to immunotherapy by inhibiting STING
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RiFNZeMtrEgEEEEL. BRTFRAMSLLMME, KASHREBEREREX ICB AT TERN. KHRE
id 81 % NSCLC B ICB /AT RIGLLER I MET ¥ 18R BE XY ICB M2y, FASARERANF RIFARERKE

2R (MET) ¥ i@ UPFL Z|EMET STING B9FRA, 55107 IFN R, #2087 HibpERE 4. M MET D
B S PD-1 IHIFIER SR, sILRMERE, BEITMERER. AMFTERRKREA MET ENSREZAMERE
Xt ICB RMAI— P RBEER, HEHERERMINGRNA, ZHFFPHRMMRNFRARRS RIS R 2R,

D SRIIIE: # PD-1
81 % 1 PD-1 34 77 Eudle® : SHMET BEAAT,
= (e o SR NSCLC 5877 H
£E, KA & (n=2) SR ﬁaﬁgﬁﬁﬂfﬁiﬁm MET i& i UPF1 B ¥ﬁﬁl~:fm
— g as Al W 7
i MET BE (n=2) afTHl RS {6 STING % 34 5
By PBMC WA R

s TBLELIC
1. 75 81 B 1EZ4 PDLf7 7489 NSCLC BERRI TR MIBE S MET BIHMEIER; & MET HRBEH
PBMC #23HTRARAINF, KI MET 8085 R ARANFEERH AR aAmmiEEE.

MET S5 WT B AEFihL% MET &SNS WT BARRARARES FRBARRRAES

B 11. MET S NKS5IERRRA SR AimE L
2. MBS IE/ N RRAIOE, 1 PD-1 55 MET BX&RT ESMEERKEERSE; MET FiEXlEREn

HISSHEITF STING ; ZBREAREFRSEI0 R/ MR AR B I0IEIERR, MET i@ UPFL FEME STING B9RIX, 55T FIE
Rz, 20T e RZ R t.

03




B AF AR E
——10x Genomics SRR R T Z

11 PD-1 5471 MET BX&7&T BB EKRE STING BB METi+Anti-PD1 HifhyEai R L

& 12. 1 MET 53AR RS

YRR 5375 )

Dissecting transcriptional heterogeneity in primary gastric adenocarcinoma

by single cell RNA sequencing
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Single-Cell RNA-Seq Reveals Dynamic Early Embryonic-like Programs during Chemical Reprogramming
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Cascade diversification directs generation of neuronal diversity in the hypothalamus
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Single-cell sequencing links multiregional immune landscapes and tissue-resident T cells in ccRCC

to tumor topology and therapy efficacy
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47, AR RANEF TCRINF

3. HEIBRZRERER, (OBE Tregs FURRRFY KA IL-33/ST2 #ik R, #MfpEE@IERIA Sparc E9 FIBMEIEX
RREZEAQSEBHEHREMH.

DAUESEERRETH IL-33 BY&iK I1rl1 (IL-33 B924K) BibRa BT Tregs HIKF

48. TLIRIIIE Tregs FIFRRFNY FKAHTF 1L-33/ST2 4

REARRARBMARAME
A cell atlas of human thymic development defines T cell repertoire formation
EAARBRNI 4 1l A 2 R BR AT R (] 1%
HATI: Science FMMRAF: 47.722 %&3REiE: 2020.2




B Z AR S
——10x Genomics SRR R T Z

° HE

AERRRT T BRI AR UNE L B EFMREE. MRERANTUMEHRERL, AHAFIER 15 D
RZ2J5 7-17 FRERRMAL) LIBRAR, 9N LEMERRAR#HITRARERANT, 467 B RKARLRAREL,
EFEW 50 2RI, HBE T AR AMEN ERABNITITE, HERURIEANEHFITT ZEEL
BARRBAENFERT TCR BEAMEENRIFIE. ZAREHTFRIVERRBEXER, NET T ABKME
TR RRM T BEKIE.

BN FRER
YHIRER (7-17 A) « PARERA+R 2 42 4 cluster;
JLEHA. BREHSHA } BHENRF. R [> & A f o 5 4B [> BT ASEHIRRE
HIRaRRLE R P2 i8R T TCREH
LR RITFIE

o TEAR
1L WAERBRHAMMBRARATRAMNT, 46T TBORRENE, £EH 50 ZMAMILE, DT R
REMERMRAIBIAER; £EW 2 PRGN 2 S ERARRIHILE, HBRMWNFSERE T HEALRFH

FEMIE,

M5B TERHERESE IR SRR (AT ALY RELK BRI A L )
49. AR e A0 2 BB R R

2. ETRMMERALER, WET THABND LT, SIEESAT A (conventional T cell) HMIEEL T 4
(unconventional T cell) , &H7T T AIERABHEXEREFRAIEMEE,

L 2bagt 47 bu SBIEERFE D BNERTAER T 4R X REA FEERE

50. T AR A BIERIAR
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3. BT RARERANFMRME TCRINFEE, ZMRAIE TCRAZEIES, V(D)) ERNEAAEERE
BIREFIE, HEZT T ARLEFP#HT 7 HIE XM R ENFEERITEI UMY RER pMHC A5, AJRERRARY
FIRAIXIHUR B R,

MWARRAARA V V) BEREANEEHT PCA D1 TR F VD) ERERME

51. TCR &R 34

EAARA ATAC SRS Rz B 4HRR ATAC S5t REABESIS

o BAREE

AH) DNA HE2EBRFKRNE 2m, FEREANRBRENA D] UFEIARZT. RERNEREHBAZEZ
MK (REZERAR) , IVEBITERATASEEENRAEREN. BENBENREREHTEFNNERNEE
FEL DNAFY, XPXEATUHERAFNEMBETHSES, RESEIIRBTERX, XMERNZ/IVE
SRS, RohF. BRF. BEF. MRFFIRNEE TN R IERRF I UEREANEE, WREHRNATRY,
XEEXI M AR ER (Open Chromatin) FEERA K% X,

ATAC-seq (Assay for Transposase-Accessible Chromatin with high throughput sequencing) FhR—FhF 1]
ARMAREERARENTE, ©F BEERE Tn5 AIE SRR ERNISIERBRA RIS DNA 55, #imaEd
ERENFREFRRERKFEMRIEFHTEA. Tns HEHAHTIEIRER DNA XI5, AERBXLEXIEE
LR adaptor #ITEEENF, HNFHKISERAFREERKE,

52. REHRAIRME 53. ATAC-seq &R




B Z AR S
——10x Genomics SRR R T Z

155 5 BB AR ATAC FRAFIA 10x Genomics B4RE ATAC NFF &, SKILAMKTMIRE BTN
XEe B, FEMENAMRL, FHRTAERCRIFBREKE K DNA, FE7E DNA K EBRERIERINFS]
W, BR, WEFRMENSERKDREANS MIRZAE DNA FBi#1T barcode 17, #7H barcode #722HY DNA
HITEEXERR; &E, llumina MFEFAENXERTNFLN, BRI —XRIERESAE LA DNA ERH R

Xz,

FRT 8— ATAC K Z5h, 10x Genomics Boltif s T MM B AFRA, SR ERMZMNARZKERETE
SHEARE, HERABRTERERIA A LUE R HIRAEREZAE DNA #1 mRNA, MMSEEER— MR A#ETT ATAC

SR RAMNBSIN,

o Taths

54. BRI ATACH B REX S0 KIRIE

55. BARAEIZ ATAC+ F REX SN A RIE

EEE BMRURFLEE—RIEETHETR 500-10000 P ELARAEZ

SKIEFEINIE 55 R B ARAE ATAC MF B3R1S 10x Genomics B CSP IAIEIEH
PAREZHET B —ARP R NERREMEERARER

SRR REME. WEAR UK RAREER

HUREX S R BRMRBRAREBKERND A LR X BER R BIEILE
MR RIRE HEHITHEIER SO, THBIEEDEETUNIEE S
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o SRR

56.5cRNA (/) 5 scATAC () 4EHEE 57. sScCRNA 5 scATAC 4R B4R 14
& 58. BEIFFIIE & 59. scRNA 5 scATAC 60. ABY [E1%h_E EFFE
S5ERRAERHE AR B HI AT Tt SRR AR X T E
B 61. rERERRED T 62. Peak-gene Xz peak-peak B

> rEsE

@ i @ v @ s @
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Single-cell epigenomic analyses implicate candidate causal variants at inherited

risk loci for Alzheimer's and Parkinson's diseases
B4R ATAC MIFIBREMESRITHERBNXEE SNP
HATI: Nature Genetics  ®MAEF: 27.605 &FAEFiE]: 2020.10

° BE

FIRZGBRE (AD) MIAEHA (PD) BMMRERIEESRTIHER, RELERAXKMT (GWAS) B
WETZMEENERANRAR, EBASHNPEASEUTIFRSEK, HibENEEXERERNASRBRERX.
ISR BARRE ATAC P, A617T RIFHMKRE. SORE. BB EMERREHARXIENRERA R IEEE,
ATAC BIER T B2 MRS AT 24 MR, BIEFEENTEE 7TAREEFRE BT, & AD M PD HEX
B9 SNPs 5 ATAC-seq FIRIS#HITER DT, £EHAIRREERFTINFERETFE S SNPs, FREANMESIRIAN AD
#0 PD BYZHEEME SNPs , MEM—FHAZT AD # PD /L1 AF4RES GWAS (I mRVSEERMAMRIER, XEHEME
ABNEMEERAGRTHNARETIES, ERITEBE2m T RS F IR EREERTIER.

LElE X ERE R
10 MEBIRRRIR, SRR B R

] 3, H F sc-ATAC ¥
Bk BRE & S ATAC TR, IR EE S ATAC ER 5 e
Rtk 4 R R 70,631 48R D | meazsans |[>) 0 e e
- ’ R 5 & £ & motif RF& SNPs FEIEE

=D

S

s TELHIR

1 RARIE NI RB A M IEAREE, HIbRT ENZENES.

KRR TEE R A Re M e 3 A X421 peak ZR DM

63. AR RERA RIEER DT
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2. FIFE ATAC ¥UB#HITARR DB, WA ZEHITER peak FIES motif i, HIHEAMEHA—T HEE.

Eiiliiobaydes) marker 2EER ZF peak (k) 5EFHERETF motif () 2

64. #EAMI ATAC AR E %

3. B4RRE ATAC 5 GWAS XA T EE AR MR ERARKIENHERITIEREFEX SNP, HAZHFH
BRI T I TR,

BRI ATAC 5 GWAS BX &1 HEEF I FNZHAEX SNP

65. ATAC 5 GWAS Ex& 1, FAYIEFIZINEE

YRR 5375

Single-cell multiomic analysis identifies regulatory programs in mixed-

phenotype acute leukemia
S ATAC 5 SRR RAAB S8 B A BURFALH
HATI: Nature Biotechnology — ®METF: 36.558  A&ZRBYiE]: 2019.12

o HE

KRARF A RAM S EFRABTR T BMBEBHERFHE. ARARFARRANSMEESBMAE (MPALS)
BEMINEMABHEE M2 (PBMCs # BUMCs) MEEMABNRERE. BERAMNRMAABEE, BdH
MR RAM LA ATAC BUREAS 97, RIMFERETF RUNXL /£ MPAL RERIEEMER, WIS A

FHANRBEEXBIFNIEA AR M T RS A ERIER .
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2 Bt 25 B9 B READ
b B i 28 A 1 40 B

% RANRIE L

s FBLEIR

1. IEEMAR PBMCs #1 BMMCs #1782 A% RANF M LA ATAC U,

RIEE RAREIE,

SCRNA-seq 4Hf 5 8%

MPALSs 35 Ifl % 48 89
BRI RMEN
HIESRBRAREK
EHITERR

scATAC-seq
scRNA-seq B¢ &
DMwE T IEER
mFENHEREF
RUNX1

SCATAC-seq 4BRE 53 B

66. EREMARRAMBITRA. PAHI ATAC EliE

2.0 MPALs MABY SRR RAMRMALRIES EEFFHITER LR,

MPALs S 4R £ HERR 51 B E B £ R

67. MPALs SIEEMFHIEZ DI

£t AEBURIIEEHR

R TR EM
iR o

MRIEEISEMARFRIEERA.

ERERRESERARMEDN

MPALs SIERMAERRA (£) . &NA (B) LHES
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3. 5cRNA-seq I scATAC-seq BX& 734, 1B HMFEXEEREF RUNXL B9IEIEHH.

SCRNA-seq 5 scATAC-seq BX&#1T peak-gene XKEX73MT  FUF peak-gene REXSZAFFUN RUNX1 FEEE TCGA #3IBIRIE RUNXL 547 kX R

68. SCRNA-seq 5 scATAC-seq Bx& 51

IR 5375

A human circulating immune cell landscape in aging and COVID-19

B4 ATAC SEFZFHNFEDIFEEAFTESBURENREFEL
H#AF: Protein& Cell FMEF: 10.164  &3FRAEJE]: 2020.8

o HE

B FEREE, EFEBERREDRMA (COVID-19) MERE, BEERERURFTEIZEEM, =
E3lENEZERFERFMAEFERS COVID-19 KRERMILTXASH R ENGHFFRE. INHAZRNA scRNA-seq Al
SCATAC-seq FRAGFHE. FEERABILI COVID-19 B3 PBMC, EREIALREHEXNINAMEEABN SRS
BARSATEE, HFRAKERTRESIENMETREABNRE, BRKTERBRAIMEKFNEY, 1577
EFBHE COVID-19 XAMEA S UATEEEN REARIRS LG, HIEMR COVID-19 BEEFEHENBEER
ENBIR & BHEMABUHAa T FRIBHER R,

8, FE, § Gie: BERKRE

2 B AT s MR DR SERIAXRR FORATRERIER

SapERA, D | xEnreraR R % P4 £ COVID-19 £7%5
B

& 40 ff8 ATAC,
Bt

s TEBLIR

fEdinkiyia

fEDH

EHNRCEBRET

WEENHZ—

1. M A scRNA-seq. sc-ATAC-seq. scTCR/BCR-seq. CyTOF #9i2F5E. F&. MuEBEN PBMC 2AMEIE,
FHHITTERSFEEZENERLR.
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SCRNA-seq 4RI 53 B¥ 455 CyTOF bR FR S FE ZBMAMREMES SC-ATAC BRREAFER I SCTCR/BCR-seq tbik B AEER

B 69. @ BN FHITERSFEARERILR

2. BHTHERASREZENERILE, KURELNTHEZBERNKAE, MANDSRARIRERXHN

RS BFE FE- € - iR ANARARES BERTAER

B 70. WA SFRMEENMEHNER R

B5 R HHARAME
Integrative Single-Cell RNA-Seq and ATAC-Seq Analysis of Human Developmental Hematopoiesis

B4R ATAC 5H#FANF 2T AL LT L IZFIEMINEERRE
HAF: Cell Stem Cell ~ #MAF: 20.860 &ZFESE: 2020.12

o HE

BanEmTFAME (HSPCs) MESUERBBESZRENSGBFNEFERE. &ARMA scRNA-seq
SCATAC-seq £ AR 3k B FERS AT AEAN 5 BERY 8,000 Z M efE R A HSPCs #HITEHRE D, HERTX L MARRRAI D (T
HEETEMFHI (HSC) / ZreAMM (MPP) THEM=1"SEILENSTEEMAE. RULERAIKREMS K
HREN, XE5EFEEABEEEREAFEENNSEUEM G, RARREME T KBNS HSPCs &
DRERBRRMABRAKEEE, ASEENRFREFNBEEFNER TMRALLABEMREHTEERSE,

SCATAC-seq 5
JE X - i) Zie: AR
BB B B B RERLEX R 5 A SCATAC-seq 1 ScRNA-seq 4 Al
B9 F 4R A 8 AR TUAZKFRRS Lin- RN BFEFABEE
BREE K EETEAE : B — 5, e
G BB G c o CD34'CD38 4 ! PHBERTHTA
o B 3 45 & 1T B B B ’ ERREFT = i
EARMES P B EBMRGHT
S R BRI RA
Ty " el EEsE
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1. 7B R AR AR AN A0 FRBS AT AE A & BE-h M AR EE , H xS M AR FH I THE 247 £ EE MA S AT

SCRNA-seq A B¥E TR ESERS E MRS LTI

71. B R AN FDZ AR FT AT B BE AR EE

2. BAARRE ATAC F iS4 5 6.

SCATAC-seq 4RSI B¥E TEES RS pdintlisbayid buvayin

72. SRR ATAC MRS mARRR 2 (L E %

3. BARRE ATAC ¥R S AR RATIEK G O, #1T ATACARBIENER, KA SRBEARMESE—K,
Fx M B AR ERE RIS RIBNE M AR D T 12 31T 7 LRI,

SCATAC-seq AL EF LL ) B REF motif AR IEH KIIIEAR D SR

73. AR ATAC #iE S AR ANIRK S O
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4] BARRREERIEN

o BREE

PR RANFT UM BARKPRMBERRANEN, AMRAEREEENEFTE, BERASEANKRET

AHA—H, AT REREEN2AESAEEERNEE RNA FIZERRENES. 10x Feature Barcode £ K,
AR AN S MENERRANARREZEAREEN, BN TFEFNERERNENERSR,

10x Feature Barcode B ARMER kA 3 MimfkFEdl. D30A: 3' KXHEIHFFEY (poly(dT) 31¥F5)) , &MAE
EHXERHIRFT Capture Seq 1 (Feature Barcode FF%!) , CRISPR it {ERRIESI Capture Seq 2, SHiA{E
BXROARRE SRR TR, 3BT 10x Genomics FETEAUHEREM (GEMsS) o TR, BRHAMBMRL 3 M511MF5,
MRBARFEI MRNA, 1%5& 3' FRAS|HH] Capture Seq 1 519193 543Kk mRNA F1EBAREFES, 2L cDNA, cDNA
BT ERR, BEHEI SR — M EENERRANREEARAER.

74.10x Feature Barcode H AR 75. 10x Feature Barcode S2483712

o Faths

=RBE B USRI — M REN SMHE B

REET @ RERENER panel #HEARERIMER
BMMRZAF PARKREERR S PR RAS BB EEFERSEN
S E RIS b FIAREE AN US4 T B AR B S B

o EEBH

@ e @ o @ s
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N viE3]

YRR 5375 )

A conserved dendritic-cell regulatory program limits antitumour immunity

B ZAFA RS DC IEEIRFIBERZE AN
HAF: Nature  FMHAEAF: 49.963 A RBE: 2020.4

* BE

& m AT AE TREIERAST, BRXMRBTIAERA—HOBEPERKT . F5E 1 B4R (DC1)
EIRARFIEE P IEF N E BN RN, FE5EEREEFNSGEFREAX, RM, ERANERBENHNME
AT LA T DCL, XRAXLEMMAINEETLEHF TR TERELENT, HRARBINALTNRIE DA FHRE
BITRAM RNANE, EF T —ANKRAR (DO , Mzh “BEE&RBPETHFHMHDC” (MREGDC) ,
ANENHRERZIETER (Cd274. Pdedllg2 1 Cd200) FMAFAEE (Cd40. Cor7 #I112b) o H—FHFTLIM
MREGDC & IL-12 B9 BRI FTIE -y, HE L4 ESAMEE. (BT IL-4 AHEEEHMEHRS mregDCls
B IL-12 RIE, T RMYESIHI T AR R M 5115

WT FIBhyEFS4E /) & 43 B RNA I -
IEE:EH ﬁM HCcD|4|5+ 7 ClTEseq (% [> ﬂggﬁg " [> mregDCs AT BRI EE S
1 . A =
EER) TSI B ERET L4
CD1lc*4HR8

s TR

1. SYIEE R/ NEMALFR DC#H1Toik. LA RNANEH CITE-seq, KI T —KS5IE/NARfHREHER
BYHFZRAY DC 4HRRIVEE, #n 0 mregDCs; EEMEIER BRI T RFRILEFEEL,

DC AR5 8% TWEHHEERTAER FUHARKEEBRAER

76. BAMMERANFNREMESNEE =M DC TLa¥
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2. FBRARGRERHNFALI, DC1HEE) mregDC i2FSBIMRENIERIEGX; MARMTIL4ESHTU
1838 DC1 BTNREFI BRI R IB R TIo

DC1 SRt E PR 1L-4 BT LARRAME R ENR 51 T 40y 1§

77. MregDC HYINRENR (S S BRI

3. EABEARPEHERIT mregDCs, HEMBEHTHRHX,

Eiiliiobay ] BUBER set RIAFER AS/NERH mregDC 3 ERERA L

78. TE ABYRR AT SRR 7 B0 E

RRHRAR
Multi-Omics Resolves a Sharp Disease-State Shift between Mild and Moderate COVID-19

SAFHRFETEEMRE COVID-19 ZiERRRIZ
HATI: Cell  ®MMEAF: 41.583 ARRAEYIE: 2020.12

* HE

KREHXTF COVID-19 BERBINEERBNIRERERE™ERRH L. BT HASHNRERSSSMRAER
NZENBEURRRABERERSE, FENAKERRREIZE COVID-19 BENMEKM PBMCs #IT2EmAIR
fE. AMRFBASZHEFNFEDTT 139 ERERENHERAS 268 BREEMAZE MRS UK BABEH
F (B4, Ea4. RB4ARF) 2ENER, BITTREMNSE COVID-19 ZENRRIZMRE. HRKRE, FE
COVID-19 RIBE AT TR it B WAIIFR.

32



PR ZAF RIS
——10x Genomics SBE4RRAFRRTT

ES

FASAFNRTE

265 fm AMi#¥ (139 m3RE B A KHE EEA REE5 3R AET. RE 5 B9 1 3 135 A
e 7w A N2 L H; DiERBEH e E R A 4 B I B TCR/ PBMC #1777 £EM
K12 — BBt 8l i BREARZAHAT My, SBamS BCR. BZ4AM I fats, RIPERR
FEHER—R) +268 (HRA.EQA. SR A B NKARSESH RETF#HITIRETFR

fEERAMmAF

SAE ) 1

R EREER

AIRER A

s TR

1. BRREZEHRERAKRESABNMFDBH PBMC MK D 51#T
W, KMASEFZEZTIER,

ZHFAN . MRHTERAMAEES

i

o

== ol 3R AR

79. M3RZLEF1N

2. 3 PBMC #TRAMZERA. RBAFENERNF, & CD8' T AREIMATREDE, 18R CD8' T HABE
MEFEE (2FEDG THE. SI2 T A, NN T A1, =IBH TAR. BERTAR) , HESKERTERES
MAFRPFE,; PARPBEENFLI CD8" T AMRHMARETRMN TCR SHEBTEREFX; X CD4' T 4
WTTRENDH, ZKUMFHFHAER CD4' T 4HiETTEES COVID-19 "EREE*X. »

Eeuliiobay:s2 WEHERARENER SRR B HIRIHTT TCR XD

[ 80. PBMC #{TZAFMN, X T MEHITOM
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3.3% B 4BAE. iz, NKZBREEESH—5 94, &8 S100highHLA-Dlow iz TV E$S B MR R R IER
BAMMBSALZRNZN, FES COVID-19 EMAX; NKAHEH DNA EFILIRSIEEIN. NFKB (55 @i05]
555 COVID-19 BEMERX;, RAWESAMLLNESGHTRE, BTHBEERTESIRKEREX, Wi
BRANAERSHTT SEFEENTERES,

S5EFBeERZEEXN mRNA, REEAMERER A RIREOH B R E R kR R E

81. ZMMMEANE SO
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Lung cancer scRNA-seq and lipidomics reveal aberrant lipid
metabolism for early-stage diagnosis

Aorta Regulatory T Cells with a Tissue-Specific Phenotype and
Function Promote Tissue Repair through Tff1 in Abdominal Aortic
Aneurysms

Single-cell transcriptomics reveals pathogenic dysregulation of
previously unrecognised chondral stem/progenitor cells in children
with microtia

Anatomically distinct fibroblast subsets determine skin autoimmune
patterns

MET amplification attenuates lung tumor response to immunotherapy
by inhibiting STING

Single-cell analysis reveals transcriptomic remodellings in distinct cell
types that contribute to human prostate cancer progression

Establishment of intestinal organoid cultures modeling injury-associated
epithelial regeneration

Identification of HSC/MPP expansion units in fetal liver by single-
cell spatiotemporal transcriptomics

Cascade diversification directs generation of neuronal diversity in the
hypothalamus

Azvudine is a thymus-homing anti-SARS-CoV-2 drug effective in
treating COVID-19 patients

The olfactory route is a potential way for SARS-CoV-2 to invade the
central nervous system of rhesus monkeys

IDH Mutation Subgroup Status Associates with Intratumor
Heterogeneity and the Tumor Microenvironment in Intrahepatic
Cholangiocarcinoma

"Hypothalamic Rax+ tanycytes contribute to tissue
repair and tumorigenesis upon oncogene activation
in mice"

A pig BodyMap transcriptome reveals diverse tissue physiologies and
evolutionary dynamics of transcription

Single-cell analysis of diverse immune phenotypes in malignant
pleural effusion

Suppressing the DSCAM/PAK 1 pathway reverses neurogenesis
deficits in Down Syndrome patient iPSC-derived cerebral organoids

"Decoding the multicellular ecosystem of lung
adenocarcinoma manifested as pulmonary
subsolid nodules by single-cell RNA sequencing"

Stochastic gene expression drives mesophyll protoplast regeneration

Neoantigen vaccination induces clinical and immunologic responses
in non-small cell lung cancer patients harboring EGFR mutations

De novo generation of macrophage from placenta-derived hemogenic
endothelium

Single-cell analysis reveals the origins and intrahepatic development
of liver-resident [FN-y-producing yo T cells
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A single-cell resolution developmental atlas of hematopoietic stem

and progenitor cell expansion in zebrafish

3 -3
PNAS 11200 PAERNT, MIBEM o)
Generation of human blastocyst—clzlﬁes structures from pluripotent stem Cell Discovery 10.481 SIS, FARA 2021
Distinct BCR repertoires elicited by SARS-CoV-2 RBD and S . BHRREE, Fiuk
vaccinations in mice Cell Discovery 10.481 & 2021
A unique population of regulatory T cells in heart potentiates cardiac 5 5 AR AR, OE
protection from myocardial infarction Cirsliiton 2B 3, OIE 2020
Transdifferentiation of tumor infiltrating innate lymphoid cells during Cell Research 25610  PARNE, HEPE 2020
progression of colorectal cancer : ILCs
The Msil-mTOR pathway drives the pathogenesis of mammary and 3 SEA
ey Rt Cell Research 25.610 BRI, IKZNER 2020
N . . L . 2 2 -
Single-cell landscape of 1m1(1:18n\5)11%%11c9al responses in patients with Nz [y 25604 ﬁ_ﬂiﬂﬂgﬂfﬁ'}ﬁéfﬁ, i 2020
Single cell transcriptomic architecture and intercellular crosstalk 3 FS
e s e e Journal of Hepatology —~ 25.084  B4AMUNIF, FFAABERE 2020
Dissecting transcriptional heterogeneity in primary gastric g = -
adenocarcinoma by single cell RNA sequencing GUT 23054 PEENF, BE, B 200
Adaptive immune responses to SARS-CoV-2 infection in severe Signal Transduction 18.181 PR REARE, Fahb 2020
versus mild individuals and Targeted Therapy : %
Aortic heterogeneity across segments and under high fat/salt/glucose National Science 5 s
conditions at the single-cell level Review 2 PAENE, EEBK 2020
Asi . . . . 7 Nature 3 SpRy =
single-cell transcriptomic landscape of primate arterial aging Communications 14910 24N, =Rk, =& 2020
"Tissue engineered corneal epithelium derived from clinical-grade
human The Ocular Surface 12.336 BRI, FRR R 2020
embryonic stem cells"
Single-cell RNA sequencing reveals regulation of fetal ovary 0
development in the monkey (Macaca fascicularis) CeliDacoreiy

10.842 BN, B, R 2020
B
Single cell RNA and immune repertoire profiling of COVID-19
patients reveal novel neutralizing antibody

Protein & Cell 10164 FERBEEE FHH 050
Generation of Blastocyst:ii(licshsggﬁnérflsufr‘rg;n Mouse Embryonic and Cell 41.583 S, R 2019
e elecell RNA scquencing e CellResearch 25610 S, SN 2019
Sl A ssencins sl conputne OIS Ot ortomaoogy 113y SRS, S %
pancreatic cancer ncology F=2=rig
N ellproteisss chpsession and caoormetnos Cancer Research 12704 SBAS, WAKE 2019

BN, AARRLS
24.630 EER, 2018
Pulmonary alveolar type I cell population consists of two distinct
subtypes that differ in cell fate

PNAS 11.200 BRI, FARE 2018



