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PPN AR S, BRETAREFIHE PI BT B (Research
Scientist) , WHFHLE FkELKI4H G0 (YCEGS) . JEAEH 0 (YCC) FIEE4H
duty (YSC) FE, fEHRE KE: Sterling ## B8 #4% & YCEGS #£[7 34T Sherman
M. Weissman Pt -4 T 21 ENODE H 2, it = B4 i 22 R 41 22 41 81587 A AR
380 5 A It R0 e RS T o P A% At AR RS £ 4> (Consultant) #2487 255 17T T4,
HZE 2019 4,

2000-2004 SEAESEH 4> P2 /A7 (Molecular Staging Inc., 2004 £ Qiagen f:
B ) DA ER B AT 7 B ARG S FAF, P E RERIEH A, RAERE
REPLIg &A% & .

1994-1997 SEAE b bt 51 B RL X222 41 i A= 4 22 il B2 22 1 (e A2 20t == 48 AT B 2082
AR EET, WAL AR R SR S B SRR EE LA 2 4.

SRR RIS, W B 60 24, BETREARIEMERE 40 £
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5 ALY, ST RS .
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Be 2B ANGE LB, FEAR HOR SRR (B A AR R SOE B 5T (1989-1993)
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KRB Z (1987 4523 SLMB L B H 8T ), R i S5 A K2 K Ludwig
FEIEREFURT (1994 545 H N PLIBIBE$E B #/UICC Scholarship & B3 40+
JERTEL) , EFHANAA R EEE (1995 4552 CSHL Scholarship 32473 A\ T
EERE YL BRI AR o
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B RAE: 1F A% 0 E 2 8L 98 REPLIg A4 (2003), £I% 773 MDA
JER FR ) B A 4 L DR AR B I 2 46T WPA (2008, 365 U 116 B 400 it 35 DR 4R 1
T E B R, AR s AR S P R, PRI A T s e H g
BRI HART msCNVS (2021, 2025) K AIHEE . EAIRMA MERKRES T,
msCNVS 83 1 & BT is R 1 e B s R (e 1 B = ORI B AR AR VR 5 &

B A0 fumeRa: A 2 fEARESRATHER PMA F1 SMA (2013) 5 A%
Rt VAT A B B 4EL VI P 4R MUS T=seq(2021 ) PMA 41 BA A 7 7 mRNA
IRAAN phi29 DNA RAEEM 2 EERIRIEN (RCA) B9—%H mRNA 3G HHiitT,
TEAF TR AR A A2 7E PCR B3 FNHE &M S 48 &1 (1) 28 — R SRPE scRNA-seq Hiit5
BT — DR R A AR

BAMREBIAH: Al 2 7 DNA FEALEIFH T scCGl-seq (2016) F1 msRRBS,

(2021, 2023) K& G E B SAMHT (2015) , H scCGl-seq BT a8 242
BRI AN G A S AL 1) 4= FE DR 4 DNA FF AL FRAR R MEH4FT, 11T msRRBS
T [FRRH AR v f v R0 % B R A

HANM AR R & AN A HIF 5 NAMUL-seq (2025) , M7Ff
S ACTRAR P AL B4 S SNV FIEEEEAH A% 1 8 AL A 7 R (20260 , KK
Fere 1 AN M R A I RO

B MEAES. E R AR A AL e Bk (2014) , M43 5Fam a2
o A HLANI 2 AP ) SR FE R B 1B MGt 1 sk A B bR B 3L A A

T (2021) .

B AT bR R TR B e T SCT-pqPCR (2013) . A4 YL fh gl
i B E BT USC-STELA (2019)

H BT B EIFEAEZR msCNVS Fl msRRBS 7EJfR R AL, TEERME A0 CTC/AE
BA9/MRD) Al BT MAE N BTG IEER (PGT, NIPT) HJE A 4H 58 58 AN R B 3
R AH AR 2% s I AT . vl B T A A R R RS
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FEEH AN, IR AR RV RIS AR A5 5 SR R IRON
M thFB &SESCIERMRM 2 7AW TE. $Ehe. REBREA. 2
FCHHE AN TR Bt TH, RIS R A3 R SOAIB B N 7 A SR 1) K kG HE )y
A, AR AL R AR

e a2 3%, &5 AR, REVTARZSHEEE (s, BiIRE. .
S E AR RN M (ITH) AR R M. BEh kil . 28T
BN SEHR T RIEAEERS . JORERIAAEIL, KRANBOR BT, IRREER
B VG FRFEAR, NGHEA ZATH RERA R G R B (2. Ve, SEMIRIE. TH
1% 3K S o gD ATERRY; RN AT 7L B LR (MDS/AML F1 ALL) £ 485 Al
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R SRS T R TR, 0 BH T O HTAN AR RE S AR
EHY StateNet, LAZI B BRFE

BRONHR T 2 M A B AR A CRy )2 3 i e AH A M/HSPC. [ 78 B 4 i/ MSC
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FEREH .
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IR

3, ol BHR RES SR

YE A 240 VE R GoogleScholars W% 160 ke, A ENEGE 1000, 44455 H
11000 2%, Google Scholar H 5% 45, i10 8% 75 (April 15,2026). = E
FERERUAT] PNAS x7. STTT x1. Adv Science x4, Nat Comm x4. Nucleic Acids
Res x3. J Adv Res x3. Cancer Research x2. Cell Discov x1. Oncogene x1 &, X
& NJEEEFIA DNA Jo 3R A B4 57T #I/ENCODE i # i & £ B Nature x4 7,

EAE Cell x1 /5. 417 T3 Introduction to Single Cell Omics (B4 U 4H 5%
Bhm, FETA EARI Frontiers fiff 75 2L Single Cell Omics) 2019 ik, 12452
A 40 B IRAEBE AN 6.6 HIXOCE Nk

FE T S I R RE S W] &R 15 3H, $R22 2 TH PCT BIFR B A HRE, WAHUHE
A IEAE 2 B R AR /EHE 10 BRTH. S8 15 082 I H BUR DAL 8 dh Bt A

& 514,

FR$% ScholarGPS H (i HE# (FEYEHESY, ZIFRSAE/EE B 20 Km0 , #E
2025 fEJ, W& A A0 AR AR VE AR BT AR BAN By 43 AT (Single-cell analysis) 481,
REFAERAT 1.12% (107/9537) .

FETAFLAR oy AN M A 2 SO R, #4536 B GEN (Genetic Engineering &
Biotechnology News, 2015) MZHRE . 38 3] 5 RHEE B 1 fe 4k v (R G530 ) £ 5

(PNAS Club, 2013) JEX#M Technology Networks (Genomics Research) (2018)
) S R 7 A R 15

HF 0 A RE A A5 I P R R R 4R 98 R 3 4 (FDCT) . WP RHE K2 2T 3 4 (FRG).
K 5 ARMRE S (NSF) | BHE I E KBIERE S (MOST) B f{gZ
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MAEAE R (NIH) « HRBHEIL S8 (NSF) S BN 4T i 5 G & Fl v 5] 18
1% Bl EEIL G K A ] B AR BRI & H AL S .
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1, 2R

BRSBTSy T AR R R PEBEg Y EE
HES B, PEAYER AR RRBEET gL E, 2EE
Wik I B AE W) B B H e 2 B, g Unk N 7 B8 B (a7 AR A8 i Vi ey TR e B AR e B
THEZE, PRPUEMEEVERREZGRE, WPIRAMR s, LAY
R R R EE RS2 E B T RIEIEREER]D , RYEREDY )4 HE,
FiE20RE8, YIEEIE Advances inNGS BIfRHEMEZ B &R G, BIRME )
AEAE R Bl ER & S48 E R 26-28 Ja &R, EHE FEMPE e 3
(58 32 Ja AT EE EF) .

2, FEREART:

¥ Z4E 1T Nature Protocols, Nature Communications, Nucleic Acids Res, Genome
Biology, Genome Research, Genome Medicine, Aging Cell, Protein and Cell,
Genomics Proteomics and Bioinformatic, EMBO Molecular Medicine, Computational
and Structural Biotechnology, Science Bulletin 45 30 £ ff SCI #f st Hrig T35 B
B A e A ORE 7 L B SE SRR . 2 Precision Clinical Medicine #fERg (=i K2
H i #E/OUP HRR) A Monocytomics (MCM) AT E| 345, Single Cell Biology
AT T4, AR Akt 3 & Frontiers 1) (Single Cell Omics) #ff 77 2 @&
AT L YRRy A YRR 40 JHE (AN S R A S ERE
BT T8 . RS AE A, MEE 101 SO (5
TR AR L (R 2 BED S

3, e

E B B N B 3E R 45 3R - Rk 1 BB RS 200 BRIK T FRFAHAN AN 2 BLAH A%
PREMTE R Z IR 30 UL b i, FEEERAE A gL F A 7 H e i
Ao Y Jie 5] % BEL A it AT 2 P AL 22K € (TICSSO1-4,2022-2026, A/ B8 I R
RN, AERD s AR E ARSI I RAR b B S A S A — 2
+H#1 (FOSCE, 2021-2023) ; #E{T K& EE4HAE 1 2018 4Bk A1HT e amiE B
B EREHHEE 26 JEEE CGEEFEK M AL RSO RS KRR, 2018 4 10
HO 62 B4R G2 KA R A K& A2 EATAR S A Y B B A )22 U == 41
BT T BB B I BRI (2017) ; 2 BUAHARSE & T B FEPIRS RS
LB BRERTEAIE (2016-2024) « RFIR|E R EX [ BES 1 F AR B AR A o I B AR AT
VEERIE (2024/2025) %%,
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BHEIE &2, BB, TEBMEGE LM . AR BUM P4 255 2 M T R 2
S HRFIBRT R e B . R HE B BT AR O S O i R SR R B
X CERATE R, TR o BAE . WNIAE . BEE LI R5E. UL
FHN AR EX R A FRA. WRAFERFRIWI . RS, EiRAZE K
B RGOS, BURBERIRSE, BN BRSBTS S TR WY
B R Y A IR -

5, FAARBASRE

VRIS SHATATU N 7 5| 7 B S i e B B r s At 78 B, R KRR 9T B,
UK S, e REERL R, ST bS5 PR % 5 B EM Mg X NA . ™
ST RHE N VL8R B - im R MR IS e, UGBS EE N B
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M. BEARFHECZEMEZE SELECTED RECENT PUBLICATIONS:
(*Corresponding author; #First author; IF refers to the highest impact factor)
Selected original research articles

1. Tang X, Shi Y, Pan J, Zhao Y, Huang M, Su H, Zhou W, Luo X, Luo X, Zhang J,
Zhao J, Jia J, LiJ, Zhong B, Tang L, Chen Z, Ouyang Y, Dang Z, French WS, Huang
Y*, Pan X*, Liu H*. Unraveling the HGF/MET/UbD axis in Mallory-Denk body
pathogenesis associated with liver fibrosis through single-cell transcriptomics. Signal
Transd and Targeted Therapy (STTT). 2026 April. doi: 10.1038/s41392-026-
02722-4 (IF 81.2)

2. Chen Y#, Li X#, Luo C#, Lin G#, Zhou X, Wen Z, Su H, Lin G, Tam Paul KH*,
Pan X*. MYBL2-driven cancer stem-like cells resist ferroptosis and promote the
progression of hepatocellular carcinoma. J Adv Res 2026 March 19:S2090-
1232(26)00260-2. doi: 10.1016/j.jare.2026.03.039. PMID: 41864611 (IF 17.1)

3. Wen Z#, Zhang Y#, Lin G#, Li X#, Xiao C, Xu S, Wang J, Cao S, Chen Y, Liu H,
Luo X, Chen Y, Tam PKH*, Pan X*. Profiling Cell-state Fingerprints Based on Deep
Learning Model with Meta-programs of Pan-cancer. Genomics Proteomics &
Bioinformatics (GPB) 2025 Dec 2; qzaf123. doi: 10.1093/gpbjnl/qzaf123. PMID:
41329499 DOI: 10.1093/gpbjnl/qzaf123 (IF 11.5)

4. Lin G#, Xu M#, Chen C#, Peng B#, Dong Z#, Zhou X, Gao J, Yu J, Jia B, Luo C,
Hua R, Xiao C, Mai L, Zhang Y, He Y, Song Y, Marjani SL, Luo X, Zhang W, Zhong
M, Quan S, Weissman SM, Hong X, Zhu H*, Tam PKH*, Pan X*. A medium
throughput approach for single cell copy number variation sequencing towards



efficient application in clinics. J Adv Res 2025 Nov 13; S2090-1232(25)00881-
1.DOI: 10.1016/j.jare.2025.11.005. PMID: 41241182 (IF 17.1)

5. Zhang Y#, Lu Y#, Mai L#, Wen Z, Dai M, Xu S, Lin X, Luo Y, Qiu Y, Chen Y,
Dong Z, Chen C, Meng W, Luo X, Lin G*, Tam PKH*, Pan X*. Dynamic
heterogeneity towards drug resistance in AML cells is primarily driven by epigenomic
mechanism unveiled by multi-omics analysis. J Adv Res 2025 February; 80:487-501
doi: 10.1016/j.jare.2025.05.038. PMID: 40409464 (IF 17.1)

6. Su H#, Zhou X#, Lin G#, Luo C#, Meng W, Lv C, Chen Y, Wen Z, Li X, Wu Y,
Xiao C, Yang J, Lu J, Luo X, Hong X, Chen Y, Tam PKH*, Li C*, Sun H*, Pan X*.
Deciphering the Oncogenic Landscape of Hepatocytes through Integrated Single-
Nucleus and Bulk RNA-Seq of Hepatocellular Carcinoma. Adv Sci (Weinh), 2025
Apr;12(14), 2412944, doi:10.1002/advs.202412944 . PMID: 39960344 (IF 17.5)

7. Huang Y#, Wang Q#, Zhou W#, Jiang Y#, He K#, Huang W, Feng Y, Wu H, Liu L,
Pan'Y, Huang Y, Chen Z, Li W, Huang Y, Lin G, Zhang Y, Ren Y, Xu K, Yu Y, Peng Y,
Pan X*, Pan S*, Hu H*, Hu Y*. Prenatal p25-activated Cdk5 induces pituitary
tumorigenesis through MCM2 phosphorylation-mediated cell proliferation. Neoplasia
2024 Nov;57, 101054, doi:10.1016/j.ne0.2024.101054 (IF 7.7)

8. Mai L, Wen Z, Zhang Y, Gao Y, Lin G, Lian Z, Yang X, Zhou J, Lin X, Luo C,
Peng W, Chen C, Peng J, Liu D, Marjani SL, Tao Q, Cui Y, Zhang J, Wu X, Weissman
SM, Pan X*. Shortcut barcoding and early pooling for scalable multiplex single-cell
reduced-representation CpG methylation sequencing at single nucleotide resolution.
Nucleic Acids Res 2023 Nov 27;51(21):e108. doi: 10.1093/nar/gkad892 (IF 19.1)

9. Bai X, Guo ZQ, Zhang YP, Fan ZZ, Liu LJ, Liu L, Long LL, Ma SC, Wang J, Fang
Y, Tang XR, Zeng YJ, Pan X*, Wu DH*, Dong ZY*. CDK4/6 inhibition triggers
ICAMI-driven immune response and sensitizes LKB1 mutant lung cancer to
immunotherapy. Nature Communication 2023 Mar 4;14(1):1247.
doi:10.1038/s41467-023-36892-4 (2023) (IF 17.7)

10. Qu R, He K, Yang Y, Fan T, Sun B, Khan AU, Huang W*, Ouyang J*, Pan X*,
Dai J*. The role of serum amyloid A1 in the adipogenic differentiation of human
adipose-derived stem cells basing on single-cell RNA sequencing analysis. Stem Cell
Res Ther 2022 May 7;13(1):187. doi: 10.1186/s13287-022-02873-5 (IF 8.1)

11. Trubetskoy V, Pardifias AF...... PsychENCODE (Pan X as a member of the
consortium), ...... Ripke S, Walters JTR, O'Donovan MC; Schizophrenia Working
Group of the Psychiatric Genomics Consortium. Mapping genomic loci implicates
genes and synaptic biology in schizophrenia. Nature 2022 Apr;604(7906):502-508.
doi: 10.1038/s41586-022-04434-5. Epub 2022 Apr 8 (IF 83.4)

12. Lu Y, Liu M, Yang J, Weissman SM, Pan X*, Katz SG*, Wang S*. Spatial



transcriptome profiling by MERFISH reveals fetal liver hematopoietic stem cell niche
architecture. Cell Discovery 2021 Jun 29;7(1):47. doi: 10.1038/s41421-021-00266-1
(IF 38.9)

13. Luo C, Peng W, Kang J, Chen C, Peng J, Wang Y, Tang Q, Xie H, Li Y, Pan X*.
Glutamine Regulates Cell Growth and Casein Synthesis through the
CYTHs/ARFGAPI1-Arfl-mTORC1 Pathway in Bovine Mammary Epithelial Cells
(cover story). J Agric Food Chem 2021 Jun 23;69(24):6810-6819. doi:
10.1021/acs.jafc.1¢02223 (IF 6.1, JCR Q1)

14. Wang H, Gong P, Chen T, Gao S, Wu Z, Wang X, Li J, Marjani SL, Costa J,
Weissman SM, Qi F*, Pan X*, Liu L*. Colorectal Cancer Stem Cell States
Uncovered by Simultaneous Single-Cell Analysis of Transcriptome and Telomeres.
Adyv Sci (Weinh) 2021 Feb 8;8(8):2004320. doi: 10.1002/advs.202004320 (IF 17.5)

15. He K#*, Chen X, Qiu Y-B, Liu Z, Wang W-Z, Woodman N, Maldonado JE, Pan
X*. Mitogenome and phylogenetic analyses support rapid diversification among
species groups of small-eared shrews genus Cryptotis (Mammalia: Eulipotyphla:
Soricidae). Zoological Research 2021 Nov 18;42(6):739-745. doi:
10.24272/j.1ssn.2095-8137.2021.199 (IF 4.7, JCR Q1)

16. Zhou Y, Yang D, Yang Q, Lv X, Huang W, Zhou Z, Wang Y, Zhang Z, Yuan T,
Ding X, Tang L, Zhang J, Yin J, Huang Y, Yu W, Wang Y, Zhou C, Su'Y, He A, Sun Y,
Shen Z, Qian B, Meng W, Fei J, Yao Y*, Pan X*, Chen P*, Hu H*. Single-cell RNA
landscape of intratumoral heterogeneity and immunosuppressive microenvironment in

advanced osteosarcoma. Nature Communication 2020 Dec 10;11(1):6322. doi:
10.1038/s41467-020-20059-6 (IF 17.7)

17. ENCODE Project Consortium (Pan X as a member); Moore JE, Purcaro MJ, Pratt
HE, Epstein CB, et al. Expanded encyclopaedias of DNA elements in the human and
mouse genomes. Nature 2020 Jul;583(7818):699-710. doi: 10.1038/s41586-020-
2493-4 (IF 83.4)

18. ENCODE Project Consortium (Pan X as a member); Snyder MP, Gingeras TR,
Moore JE, Weng Z, et al. Perspectives on ENCODE. Nature 2020 Jul;583(7818):693-
698. doi: 10.1038/s41586-020-2449-8. Epub 2020 Jul 29.(IF 83.4)

19. Huang P, Zhao Y, Zhong J, Zhang X, Liu Q, Qiu X, Chen S, Yan H, Hillyer C,
Mohandas N, Pan X*, Xu X*. Putative regulators for the continuum of erythroid
differentiation revealed by single-cell transcriptome of human BM and UCB cells.
Proc Natl Acad Sci U S A 2020 Jun 9;117(23):12868-12876. doi:
10.1073/pnas.1915085117 (IF 12.8)

20. Cen B, Wei Y, Huang W, Teng M, He S, Li J, Wang W, He G, Bai X, Liu X, Yuan
Y, Pan X*, Ji A*. An Efficient Bivalent Cyclic RGD-PIK3CB siRNA Conjugate for



Specific Targeted Therapy against Glioblastoma In Vitro and In Vivo. Mol Ther
Nucleic Acids 2018 Dec 7:13:220-232. doi: 10.1016/j.omtn.2018.09.002 (IF 10.18)

21. Cen B, Liao W, Wang Z, Gao L, Wei Y, Huang W, He S, Wang W, Liu X, Pan X*,
Ji A*. Gelofusine Attenuates Tubulointerstitial Injury Induced by cRGD-Conjugated
siRNA by Regulating the TLR3 Signaling Pathway. Mol Ther Nucleic Acids 2018
Jun 1:11:300-311. doi: 10.1016/.0mtn.2018.03.006 (IF 10.18)

22. Han L, Wu HJ, Zhu H, Kim KY, Marjani SL, Riester M, Euskirchen G, Zi X,
Yang J, Han J, Snyder M, Park IH, Irizarry R, Weissman SM, Michor F*, Fan

R*, Pan X*. Bisulfite-independent analysis of CpG island methylation enables
genome-scale stratification of single cells. Nucleic Acids Res 2017 Jun 2;45(10):e77.
doi: 10.1093/nar/gkx026 (IF 19.1)

23. Yang J, Tanaka Y, Seay M, Li Z, Jin J, Garmire LX, Zhu X, Taylor A, Li W,
Euskirchen G, Halene S, Kluger Y, Snyder MP, Park IH, Pan X*, Weissman SM*.
Single cell transcriptomics reveals unanticipated features of early hematopoietic
precursors. Nucleic Acids Res 2017 Feb 17;45(3):1281-1296. doi:
10.1093/nar/gkw1214 (IF 19.1)

24. Wu H, Zhang XY, Hu Z, Hou Q, Zhang H, L1Y, Li S, Yue J, Jiang Z, Weissman
SM, Pan X*, Ju BG*, Wu S*. Evolution and heterogeneity of non-hereditary

colorectal cancer revealed by single-cell exome sequencing. Oncogene 2017 May
18;36(20):2857-2867. doi: 10.1038/0nc.2016.438. Epub 2016 Dec 12.(IF 9.9)

25. Han L, Zi X, Garmire LX, Wu Y, Weissman SM, Pan X*, Fan R*. Co-detection
and sequencing of genes and transcripts from the same single cells facilitated by a
microfluidics platform. Sci Rep 2014 Sep 26:4:6485. doi: 10.1038/srep06485(IF 5.6)

26. Wang F#, Pan X*, Kalmbach K, Seth-Smith ML, Ye X, Antumes DM, Yin Y, Liu
L*, Keefe DL*, Weissman SM*. Robust measurement of telomere length in single
cells. Proc Natl Acad Sci U S A 2013 May 21;110(21):E1906-12. doi:
10.1073/pnas.1306639110 (IF 12.8). It was Interviewed by PNAS club:
http://firstlook.pnas.org/new-ruler-for-telomere-length/, New ruler for telomere
length, May 10, 2013 by Sarah CP Williams; featured in “This week in PNAS - In this
Issue”: http://www.pnas.org/content/110/21/8315.full, May 21, 2013 by C.R., and
featured as “Telomere length measurement in single cells” by Hannah Stower
published in Nature Reviews Genetics, 2013. 14, 444, doi:10.1038/nrg3529, June 18,
2013.

27. Pan X#*, Durrett RE, Zhu H, Tanaka Y, Li Y, Zi X, Marjani SL, Euskirchen G,
Ma C, Lamotte RH, Park TH, Snyder MP, Mason CE, Weissman SM*. Two methods

for full-length RNA sequencing for low quantities of cells and single cells. Proc Natl
Acad Sci U S A 2013 Jan 8;110(2):594-9. doi: 10.1073/pnas.1217322109 (IF 12.8)



28. Pan X#*, Urban AE, Palejev D, Schulz V, Grubert F, Hu Y, Snyder M, Weissman
SM*. A procedure for highly specific, sensitive, and unbiased whole-genome
amplification. Proc Natl Acad Sci U S A 2008 Oct 7;105(40):15499-504. doi:
10.1073/pnas.0808028105 (IF 12.8)

29. Pan X# & Weissman SM*. An approach for global scanning of single nucleotide
variations. Proc Natl Acad Sci U S A 2002 Jul 9;99(14):9346-51. doi:
10.1073/pnas.132218699. PMID: 12093903 (IF 12.8)

30. Pan X#*, Fu J*. Molecular evolution of MHC DQA genes: II. Phylogenetic
analysis based on nucleotide substitution and SCU bias. Acta Genetica Sinica (now
known as: Journal of Genetics and Genomics, or JGG) 1997;24(5):394-402. PMID:
9494291 (IF 7.1)

31. Pan X#*, Fu J*. Molecular evolution of MHC DQA genes: 1. The maintenance of
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