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RN

P R F Gt R L FH AR, 7E A b LA [ e S AR S R R S
BORgiih LAV FRAL ERRECR . TSI @ E e it gt b GUE R L AL
2012 5 =R SRR IR A 2 E S I, JF IR A B E Gk 2 S s . 2017 4
2022 FREFFGIT R USINEF K “W—ift” @RFF, ER IR RIS b
FAEE= (A,

B FFGe e AR MBS 2 A R T [ RO 7 R B0 S AR ge it . RS R U RAT
Fo TN B ARTE AR AR R 2 T R A, AR SRR AR B BB T
Nature Biotechnology. Nature Cancer. Circulation. Gut. Nature Communications, “£4)4;
TR A (5 EBUB A T Journal of the American Statistical Association. Biometrika
Bioinformatics. Biometrics. Briefings in Bioinformatics. PLoS Computational Biology LA
Fe N TR BERBUBIY T 12218 Journal of Machine Learning Research. IEEE TIT. IEEE TIP.
ICML. NIPS. ACL fFAEH R, 2RI FIRE RS ERIF AR, (EFH
% B 1 J5 45 A4 FOUIU R0 Dy B T 32 B8 vh 2 4R 2 OIRATTE 4, AR BCRIRAF R B TIT H AR F 27
AR TR P AR

FIFF G S EER R B AR I 2T G T N RAE A (g e, T AL Qi Is e 5
BRe A A I T S s L KRBT R GBER T S AR U E e s, B TR S
AN A8 B8 5 VE RN L FH B AR P B 2 B8 0 v o BF TE T R 5T 12 B T AR dr R
IRREES: . 9T AL BAEEGUR, 5RAVERBIREME /RSN, T EES
R BAME R . RIETHE— OB AR MBI BB R
L R R R TR WO AR B 2 U B2 24 A AU ) B RS AR NS
E, SL R A B 2 B AN T8 R AR R
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Ei[UNAYE

TGt FEBA A BTESE 7 6L PL, B LA i iR A SCEREIE . B
FZWORITRI . KETELEYTY . PRI B AR A B 2 Bl W a5 2 AU I AERAESE
v AEMGeE LR AEE B BB T Journal of the American Statistical Association.
Biometrika. Biometrics. Bioinformatics. PLOS Computational Biology A K #2827 > Flf5
HAEBUg T Journal of Machine Learning Research F1 IEEE TIT 25 &k &g X+, It
HREERR S REFELRE, BT RES—WEER R ANRBERD . REET
H—rBEBE AR TTIRBE R S TT R 1T 2 S BRI T, W BUR KR T Gut 551l IK
BB -

EWERFEBAA BTEAE 6 7 PL, WU k2 A Bdm ot A REH 5 DI
M EE BT BIREESE 3] S5 UK. I EERAE Nature % 4171 Nature Biotechnology
Nature Cancer . Nature Communications , I JK & % A g ] T Circulation . Acta
Neuropathologica, A=¥){5 8224081 Bioinformatics. Briefings in Bioinformatics 25 &
RIXH R SR RFAEmR AR BT REES R EZERET O, BAIERT
Ky HHEBEZAREEBEEAMNER . REEPERA RS BIFR —IEER R A
REERE) . RET S — O BE AR E TR B B S5 TR 1 Z KEET 7t BIRAZ Ik
ARATE b 2 5 45 R TN 52 3R (CASP) B A 52 [ A 6 e X BT 56 8 (CAID) . El s
HE DR INTESE(CAFA) S — 44, FRAGRIETT H AR —45 3,

M SRATRRFE F AT 1 R0 PL SRS ER AN, BY LU i
A BZ BRSBTS . SRR B, BB B S5 TR, B PR T 4
F IR, B EHR S S R AR

HENMRESEEOREH §TE3E 2 47 PL BFRSEON RS TR
EEIBIE R, PRI . A RAE T AN SE A R AL BEAL B T1) TEEE TIP. IEEE
TGRS. IEEETMM. PR LK itHALT4: ICML. NeurlPS. CVPR. ICCV. ECCV %k
FMA 50 FLL L, ZRIRICNIE EST # SR SORIEE 518 ST F ST RN FH 7E 3 e i
R CT A A AR Rl SN Endl s MBI TRIITE

BRIES WIESKEBIREIRN B BiAFE 3 A7 PI, W 545N ESRE S 403, B
Y28 DL AT R B 0 A% ST AE SR AE TEEE TKDES PNAS LA A T & GER [ SR1E = kb FH

T4 ACL. EMNLP. AAAI KR Z ML, G RETREHD %%,
|
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E¥5HFREIRA

ABEE: BIBEE, WiLATIW, EEGFITENEYG T, SR R R B 5 B
TE v 2 4 5 R 2H DG R o i) B AN S A, DARCRE T R Gev & O B 6 R it 7,
Bl 2 R B R R B S5 B A i, BEEIZW AN, £ 7E Biometrika,
Bioinformatics, Biometrics, Statistica Sinica 25T 44 E KT 10 RES -
BZEAR: denglu014@mail.nankai.edu.cn
FRZRZRG) 1 Bk B T 7= 10 Aol PE AR R FE L A A BRI 7 75 01 B v 1 K 1) R SR
Foo FAVFE ARG AT OIEIE X H R, ORFERE . EFEE. 2L
R ZE SN A AR AR L AR SRRk DR R . A E AR I IEAN S BT 9 XK
Wor PR R -2 A TR P PR AR, SRR T I o ME A 5 28 L AR A R 2 TR R SR G
Ik

FINEBAE RN T AR, MG TEREERBEN, RATERET 41 N 5K
I DX 2% B B BAT S35 GR AR OCHE L I B IR 2 S (SNPs) 1A L HAR & 4
PER AP GWAS A58, — 200 7 2L H AR AR B 25 BRI G Bifr) 41 A SNPs; 53—
LI Y 7= 4 (¥ = rhCo M TR XU, PR 38 AT 2] 41 /) SNPs.
ARG 2: Hdisk B T N JSHEARAT A i S R AL R A RO 9T . FRATT R R I BE T4
ARETTE, BT )\ M A KEEEIRIT Y (Diurnalinactivity, L5timing, M10timing,

Num.nocturnalsleepepisodes , Sleepduration, Sleepdurationvariability, Sleepefficiency,
Sleepmidpointtiming). 5 HAx &l Bl THEVE . (Waist-hip-ratio) 5 ik )\ Fifi
MRAT IR SRAESE, R A B B 15 2o 0 N SRBEEHRAT Dy A IRER S

A3k 365 I8 U AN BE R AT A SRR ) — Le U IR 2 B PE (SNPO PN T RAR &
SNPs K& H /A JF () European reference genomes projects. f#i ] Linkage Disequilibrium A
Wl GETE R SC EAAL ) SNPs 2 Jm, S5k T 95, 819 /> SNPs.

RRMERR :

1. Lu Deng, Sheng Fu, Jing Qin and Kai Yu. (2024) On combining individual-level data with
summary data in statistical inferences. Statistica Sinica, 34, 1505-1520.

2. Sheng Fu, Lu Deng, Han Zhang, William Wheeler, Jing Qin and Kai Yu. (2023). Integrative
analysis of individual-level data and high-dimensional summary statistics. Bioinformatics,
39(4): btad156.

3. Lu Deng, William Wheeler, Kai Yu. (2023). Mendelian randomization test of causal effect

using high-dimensional summary data. Statistica Sinica, 33, 1365-1387.
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4. Han Zhang, Lu Deng, Mark Schiffman, Jing Qin, Kai Yu. (2020). Generalized integration
model for improved statistical inference by leveraging external summary data. Biometrika,
107, 689-703.

5. Lu Deng, Han Zhang, Lei Song and Kai Yu. (2020) Approximation of bias and mean

squared errors in two-sample Mendelian randomization analyses. Biometrics, 76, 369-379.
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fTE%: BIFER, WiLASm, EENEERMEENGTHERS N AT T
Bfh: BRI R HE S IS ML T HE R, BT R RY I 2 IR BB S ot 5 R0
WOER 71k MR & % T IEEE Transactions on Information Theory . Statistica Sinica
Bioinformatics. PLOS Genetics. PLOS Computational Biology %% [ =404 #AT, %3k
#5336 E [ L AR TR (NIHD SR A B 722

FERSHERSSY T, REEIFE RN T — RIS MR R, sl a8
FIGRFFIEAZ s, RBBIER il mIUin )T 7 5. B, AR T &R
MRS N 22 317, BLRGE R IR ) 22 73 FAR A, R 3 3 B S B 7 08l o
AFAEME P BRI A ET RIS B0, SEAMEA 2T 5 TR I TR

FERRRVIRI S ZIREHR R ST, RAVUTR T Z2ME Lt ER ik, T
i U7 1) R A A AR, RO SEELmiR. R@ sy EdE B & . RRTFERME S 2+
O AR B EEE I 2 RIS BE, Qs R Geh 1S XA 1 I S e g B[R, R
I JE 7 it it #e 2 It 78, BRI FARE . ASRIEE R 18] p AR 7% 5 3t
=, I TITIERZ AR S A R .

BEZEFGR: fusheng@nankai.edu.cn

RERMIR:

1. Fu, S., Wheeler, W., Wang, X., Hua, X., Godbole, D., Duan, J., ... & Yu, K. (2024). A
comprehensive framework for trans-ancestry pathway analysis using GWAS summary data
from diverse populations. PLoS genetics, 20(10), e1011322.

2. Fu, S., Purdue, M. P.,, Zhang, H., Qin, J., Song, L., Berndt, S. 1., & Yu, K. (2023). Improve
the model of disease subtype heterogeneity by leveraging external summary data. PLOS
Computational Biology, 19(7), €1011236.

3. Fu, S., Deng, L., Zhang, H., Wheeler, W., Qin, J., & Yu, K. (2023). Integrative analysis of
individual-level data and high-dimensional summary statistics. Bioinformatics, 39(4),
btad156.

4. Fu,S., He, Q., Zhang, S., & Liu, Y. (2019). Robust outcome weighted learning for optimal
individualized treatment rules. Journal of biopharmaceutical statistics, 29(4), 606-624.

5. Fu, S., Chen, P, & Ye, Z. (2023). Simplex-based proximal multicategory support vector
machine. IEEE Transactions on Information Theory, 69(4), 2427-2451.
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BEARMR: BT KRS G B R BUZ, F T 7 0 A A7 00T« oo A e T HE T
WleasF I BRI S . EG01 T2 T Journal of the American Statistical Association.
HL2% 2% ] TH 2% 17 Journal of Machine Learning Research. 25524 T 2% 1] Journal of
Econometrics. £ 4tit 104 1 F Journal of Business and Econometric Statistics. 444t
TR I T Biometrics R £+ REW L. Hh AR Biometrics b8 SCHF N
Biometrics #AT] 2020-2021 FFE w5l IR . FRFEXR AR EREET EIH . FF
TUH &5, ERFRETI EIH — Tl B8P @R IE F 2. BN
T E BUA G4 U 4 S5 3 Al TS A B R S B T &5 5 X
G s
BtZ7 R : handongxiao@nankai.edu.cn

EEFRRE 1: EFBIENGH . BAIC A ELARC A s E T T
AR AR, R4 AR R ST BRI A A B e 7 15 IR e IR 43 ) R R
1EG T2 E E T Statistical Methods in Medical Research (2021) f4g 1124 T4 Lifetime
Data Analysis (2017) F. X675 yEa T8t HIV BT8O 8HE RUE0H 2202 1 2
DB W REAE, TR RIBERE B BN ARSI . sak, 3841
BT A B A A B R AR R R S T A BENLBUR ) 2 R AR AR, JEA
T SHAL TR BRI T M OGRS R RAE S TN T Biometrics
(2020) . BE2EG5 12 E E T Statistical Methods in Medical Research (2019, 2021) DL
Statistics in Medicine (2021) bo JXEEHF 7T A ei i 52K W75 R 5T LA R 0 52 il
R SR T E B IR IL R AN AR SCRE, O RAE BT 0t 7 U A A 23 S R .

EFEWFMRR 2. REGEMRMRIZE 8. FATEET Huber Loss 2%, 43
A AT YRR R AR AR . A AU PR (compositional covariates)
(R AR ot LU %Y (high—-dimensional linear log—contrast models) [ 32 5K 5
(support recovery) « 1% s[RI GE T HEWT 7772 DL B IO Ge T HEIRT 77 vk . 188 TAE 43 il k3%
EiFEZ T Journal of Econometrics (2022) . £5F40 it T AT Journal of
Business and Econometric Statistics (2023) LA Zti22%14 T4 Scandinavian Journal of
Statistics (2023) _E. Ji4h, JATEERBHEIREZL TS, BT —RHHUK gt 1 =4
FUESHINIZE S G HEWT 7%, 1% 7775605 Huber Loss 4515 BREUE Ayefil . XA
TR K FAE Journal of Machine Learning Research (2024) F. FRAITH X Seh 57 5 2541
THT BRI R R AR, Dy SEBR R R . PR AR AL B R A T A B R 4R

FHEESH, IR TR B S A R A IR S L .
N
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KEMIL:
1. Han,D., Zheng, S., Shen, G., Song, X., Sun, L., and Huang, J. (2025). Deep Mutual Density

Ratio Estimation with Bregman Divergence and Its Applications. Journal of the American
Statistical Association. accepted.

Han, D., Xie, J., Liu, J., Sun, L., Huang, J., Jian, B., and Kong, L. (2024). Inference on
high-dimensional single-index models with streaming data. Journal of Machine Learning
Research, 25, 1-68.

Han,D., Huang, J, Lin, Y., Liu, I.,Qu, L., and Sun, L. (2023). Robust Signal Recovery for
High-dimensional Linear Log-contrast Models with Compositional Covariates. Journal of
Business and Econometric Statistics, 41, 957-967.

Han, D., Huang, J., Lin, Y., and Shen, G. (2022). Robust post-selection inference of high-
dimensional mean regression with heavy-tailed asymmetric or heteroskedastic errors.
Journal of Econometrics, 230, 416-431.

Han, D., Su, X., Sun, L., Zhang, Z., and Liu, L. (2020). Variable selection in joint frailty

models of recurrent and terminal events. Biometrics, 76, 1330-1339.
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B : B, A I, 2R TE5 [ A e 25 BRI Ge it o b A7 e
O NCTE- /5 TN (7)7 NP e
BKAEANR: ywu@nankai.edu.cn

RREG 1. HIREEWERIRENIRE T 5 — ol B2 B S5 [ A 0T 7T 50 T 40
I 2R EAF IR R TN Gt 8 (S AR T E b, S8l B AL TR 45 22 RS,

TAERT 2RI V6T Ja ML TS ORI AN G777 58 CHFRSRE S BTFDIRR . SHIE 7). I
RARSE. FFORedabn. BRIRES SR LR . 0T FUn] SRR 2 4 e 2
AZETHIERIE R, B ALERIT )G 2 5. 3 4F, b FEKFNILTER, HEAIRK
JE T 5 DAL R A T A AL 22 A RHATT RS, IR R R TR R AU T
Guto

R EG) 2. hAEGTIRASG P EL IS SO LEME S, R T

RGN 257730, RGBT Y. SRT, TR Ak, BEE 2R

RBE# 2z, HEHERZYIA BN ARG L . 22 2P R 25 dh 1P AR

P, Zh TR B EPPO TARAS RSO K H NRFRFALE A 2 R 2 25 BAT B 2

NEAREE 24 AR MRHARYE . KT 2 R - RS 1, Hop— A 322

VR A K W o AT A8 s FRPEREAS S B PERE A LE A R4 1/10000 FATIEE T B2

RRVIPN & PP S s REZPE 1 bR w7 Reee o DR WU IR e RV P = Pt

B AR S AL B AR TR R AR G A A SO KB A BT it I S Edie s 2 Jm R

2 P& 25 STRIER P 2 21 7 i TN A i AN T BT F o %0 70 AR K RAE 2021 ICMHT 2=

BOWT .

KRR

1. Zhang, N.*, Jiang, W. *, Zhang, Y. *, Song, T.Q. *, Lv, J. *, Gu, J. *, Wu, Y. *, Qian, J. *,
Tian, D., Guo, Q., Zhang, L. et al. (2020) Individualised tailored assessment of therapeutic
alternatives for HCC patients within the Milan criteria. Gut, 69(10), 1893-1895. (* co-first
author)

2. Zhao, Y. X, Yuan, H., and Wu, Y. (2021). Prediction of adverse drug reaction using
machine learning and deep learning based on an imbalanced electronic medical records
dataset. In 2021 5th International Conference on Medical and Health Informatics, pages
17 - 21.

3. Lv,J, Zhang, N, Du, Y., Wu, Y., Song, T.-Q., Zhang, Y., Qu, Y., Liu, Y., Gu, J., Wang, Z.,
Qiu, Y., Yang, B., Tian, D., Guo, Q., Zhang, L., Sun, J., Xie, Y., Wang, Z., Sun, X., Jiang,
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W., and Lu, W. (2021). Comparison of liver transplantation and liver resection for
hepatocellular carcinoma patients with portal vein tumor thrombus type I and type II.
Yonsei Medical Journal, 62(1):29 - 40.

4. He,J., Hu, S., Xu, X., Guo, P, Niu, Y., Zhang, J., Zhang, R., Chen, S., Ma, S., Liu, F., Li,
Q., Li, C., Zhang, L., Wu, Y., Zhang, M., Zhang, M. (2022). Association of long-term
exposure to PM2. 5 in workplace with fasting plasma glucose among asymptomatic adults:
A multicenter study in North China. Environment International, 166, 107353.

5. Iraniparast, M., Shi, Y., Wu, Y., Zeng, L., Maxwell, C. J., Kryscio, R. J., John, P. D. S.,
SantaCruz, K. S., and Tyas, S. L. (2022). Cognitive reserve and mild cognitive impairment:
Predictors and rates of reversion to intact cognition vs progression to dementia. Neurology,

98(11), el114-e1123..
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SKIDE: R REG SEERRFA A BRI, BBt . T ZERT ST 17

MRS T, AR LR it BRI THSE, ©4E Proceedings
of Machine Learning Research. Journal of Quality Technology. Journal of Multivariate
Analysis SEHI TR R EKF ARSI 10 K. CEFEFARRFAREE 1 0L BHxE
RSEI ST 1 . DUET R B 2B S 2B S, PEBUZZ0HT T2
BB, KRBTGS 25 5.

BEZFR: zhanggz@nankai.edu.cn

REMERR:

1.

Liu, S., Cao, Y., Zhang, Q., Feng, L., An, B., Mitigating Underfitting in Learning to Defer
with Consistent Losses, Proceedings of the 27th International Conference on Artificial
Intelligence and Statistics (AISTATS) 2024, Valencia, Spain. PMLR: Volume 238.

Liu, S., Zhang, Q., Cao, Y., Feng, L., An, B. Consistent Complementary-Label Learning
via Order-Preserving Losses. Proceedings of Machine Learning Research 2023, 2006,
8734-8748.

Zheng C. W., Qi Z. F., Zhang Q. Z., Liu M. Q. A Method for Augmenting Supersaturated
Designs with Newly Added Factors. Mathematics 2023, (2227-7390) 11(1):60.

Huang, H. Z., Lin, D. K. J,, Liu, M. Q. and Zhang, Q. Z. Variable selection for kriging in
computer experiments. Journal of Quality Technology 2020, 52(1), 40-53.

Zhang, Q. Z., Dai, H. S., Liu, M. Q. and Wang, Y. A method for augmenting supersaturated
designs. Journal of Statistical Planning and Inference 2019,199, 207-218.
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PRE: RRESEIBTIC O, 22 RZGIERAR WL, 4. 2018-2022 FEMNE
RFGRE IRF 22 THEAE PO N1 SR T, 2023 4FEESRFGTT R AR . EEBPFRE AR
Mg BRI/ 4 7%, 7E Biostatistics, PLOS Computational Biology %52 &3tk % &
10 %, 45 E K B RR AR G5 F G — I, XAV GETH U i & A8 i ge it ik
1T T RERIENT T, MRk 7 EdE A S e v, MORVESE, AIRMALGGE T A e 2 Ik
WIS A . AE AL ORIRE 7 g el L, X etk B BE TR R ORI 73 A v
W TARDRUDN R AR S, BARXEER, WKL T LA RS o JATEE i P Iii Tl
YRR, Mo 1 I — EE I AT, 3K — AT FU AU E e i 7). X T L
TEZBNL Nz R, HH—I TAE# Genetic Epidemiology MATISti1h “#: 5] %
MISCE ", FEREYNALIN e 2t A 1)l b, SRR RS 1 22 T B I 5 92 e
N R E Iy K (0 0 TR T SRR (R TR
BEZ AR : bochen@nankai. edu. cn
S55MEFEEMRES: S5 7 INZEIRIGHANRE 2 T HAE o O B VF 22 1 R 7] U 7
NIERBE TSR T Geit Tk ERISCR . ARERITER BT

BRFERB 1. A A RS Tk SRS 2 nd 4 IR B U6 T I 0 S (A 6 2 )
ST RO FEAEGEII BT (i & M) ICD BJERE b, FRATERSEH 17—
FREAA ICT AR RUAE A S RGTHE (MET4), SERTREA & /AMBYERE & i E 4
By v, W BT IEAIME G ICT P VEAH B AR B i E A AL R X3, UERA T
LR E O REAE ICTIRTT i BGTT T B P R SRR SN . ORI R R AE B
J82£ 0 1) Annals of Oncology .

PIREG] 2: Ml FH R MAEMA S B 8 R SRAE NS 1 ) BE RS i) 56
AMIWET. B RE A (GERD) WAl 20 il A 52 A (1 B A 2 5 I AR PR v 2 B
S A% R S8 UE AN D) RE RO RZ M 1 ANTS 28 o BRATTELRL T RE AR5 55— SE IR A 2 AR (R RS
WHWEYIRE,  JFUPMS GERD. FEAEAS B MR, JORE AL 1 ) e e hs 2 5]
HIocIk. 1 IR AE R I Ge it oot Jik, 3030 T 52 GERD % D) RZ W 1 B A
I Bt IR T e 2 5 B SOE A A% A T RE B 5 P S I B o 30— R OR 3R 1 5 [ P
55 ERE WP B2 2B 24 & ATRCCM (The Blue Journal).

REEMERR -
1. Anna Spreafico; Alya A. Heirali; Daniel V. Araujo; Tira J. Tan; Marc Oliva; Pierre H. H.

Schneeberger; Bo Chen; Matthew K. Wong; Lee-Anne Stayner; Aaron R. Hansen; Samuel
D. Saibil; Ben X. Wang; Kyla Cochrane; Keith Sherriff; Emma Allen-Vercoe; Wei Xu;
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Lilllan L. Siu; Bryan Coburn; First-in-class Microbial Ecosystem Therapeutic 4 (MET4) in
combination with immune checkpoint inhibitors in patients with advanced solid tumors
(MET4-10 Trial), Annals of Oncology, 2023, 34(6): 520-530.

Pierre H. H. Schneeberger; Chen Yang Kevin Zhang; Jessica Santilli; Bo Chen; Wei Xu;
Youngho Lee; Zonelle Wijesinha; Elaine Reguera-Nuiiez; Noelle Yee; Musawir Ahmed;
Kristen Boonstra; Rayoun Ramendra; Courtney W. Frankel; Scott M Palmer; Jamie L. Todd;
Tereza Martinu; Bryan Coburn; Lung Allograft Microbiome Association with
Gastroesophageal Reflux, Inflammation, and Allograft Dysfunction, American Journal of
Respiratory and Critical Care Medicine, 2022, 206(12): 1495-1507.

Bo Chen; Radu V. Craiu; Lisa J. Strug; Lei Sun; The X factor: A robust and powerful
approach to X-chromosome-inclusive whole-genome association studies, Genetic
Epidemiology, 2021, 45(7): 694-709.

Bo Chen; Radu V Craiu; Lei Sun; Bayesian model averaging for the X-chromosome
inactivation dilemma in genetic association study, Biostatistics, 2020, 21(2): 319-335.

Bo Chen; Wei Xu; Generalized estimating equation modeling on correlated microbiome
sequencing data with longitudinal measures, PLOS Computational Biology, 2020, 16(9):
¢1008108.
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=R YT, BIEA W, TR ROV LR S WAL DAL iR B AL

Wt de . ERFER H AR AR T E T H R BSCR KRG BB Statistics
in Medicine %%.
BEZ A3 : jlwang@nankai.edu.cn
SEFHEXMEG: AAEMHEEETUR, FATHRE T —Fhdk AP 1) 2 B AL
RETTE, AT IRBEE LA, Rl X ARG IT 5 SRR B ANF IR . 125754
AR GUVEREACRE I AR AP Rl X 73 1 R IR SR B R TT IR BN R 8, Rl IR R
FEbR AT IRAIE TIRTTRORZE S . AEFLBEWTTE, SINEAHT 1 24, 000 ZAEERIRE
Bt 0 S R N B A OGB4, X — AT HE T B Rl O
PRI AU, AR TR B VI 3E

N T RRRASRE A e R CRIOR LI A &0 H AR e | W AESE D, AR 17—
Tl FAZ S AT K 70 BEES R DT RERE RS, RENS 1 SR BIE T G50 AN IR (K I L #EAT 2047
ZOT AR SR T SR D BT T P A B 2 RERE TR AN I K KT B
G LR 5 SR AR FI UK KE R WA, 4B T E R AR R TN Pk R
ISR . IX— IR AT 2 M@ e AEBR“AREN U R, B REA AL PR
BB ARMIRIT 7 S SR A AEVE R, S a7 ROR VP O HER I . ERIRAT I 2
A, 27T B S AR BEN LRI T AR AT, 8L 2 )7 SRS T L AT 2 R AR e
BIRIIRIR K A&
KRR :
1. Jingli Wang, Jialiang Li, Yaguang Li & Weng Kee Wong. A model-based multi-threshold

method for subgroup identification, Statistics in Medicine, 2019,38(14):2605-2631.

2. Jingli Wang & Jialiang Li. Multi-Threshold Structural Equation Model, Journal of
Business & Economic Statistics, 2023, 41(2):377-387.
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SYIEEZHERA

AN oz, LRSI, BRI R AT, SRR T S R Rl ok SR A A
SO0 PI, EEHHFL T AR S B, ORE I B AR SSHATh R T DL
FAEARBEIE, A RET BARRE 5 0, ERFE R A AR S O T
RIBFEWH .. RooEESE AT, [ EESHH 20 L —E& @ minEE
(% 31 %1) 7€ Nature Cancer, Circulation, Nature Communications, Bioinformatics 24 4% & & %
FARRIL R R 20 4~ 4 220 43 Bt T H DESC #7251 H, Ak ESI @i
SIS FFRAITEF X FN) fIDPon FR A HVESRAS & T A3 — [ bR 2 R G 1X
BRI 55 58 55— 44, fIDPnn )8 4% Nature Communications 246 %14 Featured articles,
[FAE L EST il 513, RIS Nk [ Br 2 44 22 AR 2H 21 Faculty Opinions” IHEF 12 3L .
BEX& 5 : huggs@nankai. edu. cn
5% YEFEEMFTRG]: FA1 I B 2R B B A0 B R FH 20 i P BoR
B AL A B E S S M O LA /N BRSO I S S IR SRR AL, A3 T A R B
H & G O LA BB RSB C LA A A B8 A U BN /2, JERIAE A OOF
IR ) LA R 3 S 4L 43 W 757925 DESC S5t ix e PR AU HEAT TIR NI 00T, RILT AL
R AEWT BOH I A0 M 28 B3 iy 8 e e (R F-Hifla, IS FRATH A FB B B SO
LA /MBS T Hifla 30177 (PX-478) BEATVRYT, RIIZHE AT DA b0 bl
FRCo IR SAE SR, B IR R VETT UL SAE T BBV A IR 7 SR o LI AR R
LS FAEDE FAUB 2R & Circulation R

AT S =AW KR, WIS AL SR T T SRS RIE I SN, R
T/INB A PRAE B AR BE L, R R R T E R4 T Acta Neuropathologicas
AN, BAVSFE I AERE GV K T 45 B iy 25 L7 R 58 K % T Nature Cancer.
KEMRR:
1. Zheng H, Liu J, Cheng Q, Zhang Q, Zhang Y, Jiang L, Huang Y, Li W, Zhao Y, Chen G, Yu

F, Liu L, Li Y, Liao X, Xu L, Xiao Y, Zheng Z, Li M, Wang H, Hu G*, Du L*, Chen Q*.

Targeted activation of ferroptosis in colorectal cancer via LGR4 targeting overcomes
acquired drug resistance. Nature Cancer. 2024 Jan 30.

2. Zhao Y, Wang K, Hu G*. DIST: spatial transcriptomics enhancement using deep learning.
Briefings in Bioinformatics. 2023 Mar 19;24(2):bbad013.

3. Hu G#, Katuwawala A#, Wang K#, Wu Z, Ghadermarzi S, Gao J, Kurgan L. fIDPnn:

Accurate intrinsic disorder prediction with putative propensities of disorder functions.
|
BARITEYEZYS



Nature Communications. 2021 Jul 21;12(1):4438. ESI Highly Cited Paper. Featured
among the Editor's Highlights. Faculty Opinions Recommended.

4. Hua X#, Hu G#, Hu Q#, Chang Y, Hu Y, Gao L, Chen X, Yang PC, Zhang Y*, Li M*, Song

J*. Single-Cell RNA Sequencing to Dissect the Immunological Network of Autoimmune
Myocarditis. Circulation. 2020 Jul 28;142(4):384-400.

5. Li X, Wang K, Lyu Y, Pan H, Zhang J, Stambolian D, Susztak K, Reilly MP, Hu G*, Li

M*. Deep learning enables accurate clustering with batch effect removal in single-cell
RNA-seq analysis. Nature Communications. 2020 May 11;11(1):2338. ESI Highly Cited
Paper.
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B #ok, WML, ERXBEIEFEANL, EHFREHLFESRA LN,
e Y5 B R T 5 R e e R A T EE SO0 R . AR O TN 4 A S A A i A X
ModelCIF [ [E Brimfk il i 28 R 2x 2
BEZ X : jlspzw@nankai.edu.cn
FARNE:

FEBFHARK A NFE LR 7L, B  m  T 37 N LR R 425 4 F HAE 4SS
RIS, FHIT KA C-I-TASSER. C-QUARK. D-I-TASSER. DMFold 255 4 Jii 8
PRESFI TGS o A o5 i AR 2 S A TN Sk . IR - IR BAE BB 451
T EL EAR- R E YA TTNEL EYn T2 MR IINEES, FE, 2K
APy 5 1 22 ) RO AT ) BUARUE 52 5 28 19 [El B 38 (CASP) I Z THE %,
A5 FIFE AlphaFold2. AlphaFold3 7E N 43k 80 RAAF I Tk TR £k
SIBAEH S A A M TN R FR 385 [ PR il FAEYIR 25 5 N TR e K okedak

% . ZRIME Nature Biotechnology. Nature Methods. Nature Communications. Nature

Protocols. Science Advances. Nature Computational Science. Nucleic Acids Research.
PNAS % 7KF SCI I & % 3% 50 £55. #t Google Scholar i, AHICHE KA
RiF KA 3400 K KGIH . HAE SCT HI Tl Molecules 7% 35 4F £ 4 # & Nature
Communications. Nature Machine Intelligence. Nature Computational Science %5 SCI ]
ld RN ESRIFRMIEE 2 RIHRS 7 100 MEZKE 10 B2, KA T
SARS-CoV-2 Jj 8 [ 4 B H B AL TN S5 A, 2231 1 (LA HR) & 1 R S 1l
i, & 100 /355 . DMFold 57E1E CASP1S IHLA-HUR &Y BN Lk %) T i3
SCIGARATHONE I, Nature XJULA 745 54R%1E . DMFold 5054 BioArt. DrugAl Z54 >
HEWEFE AN TR, TR HREL 3 1. FRHSETE2ANERHE. REHTHA
AWH K E ST .

M5 [E:

(1) EAFEEY R T4 DIRg. LARHHT I

(2) PURSELZWTRE ST TC, PUME 2R PUiR oh SO L U A

(3) 5 LI B0 5 LA T 5

(4) XJRTFETRI 95 75 IR GLAE T3 5

(5) XHmEERE v S P AR 25t S0 . DAL sE.

Jigtssl IR

B PUME 2R PR DUR R R RIPUR ST SR I R AT A
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IR 254w A, MRS IR E CD3. CD28. NKP46 45 & F i ik
RSt ah e Pk, BEMBEAS I 2R kil . B Ed$tR & A sh?. ity
PR RN P oA e 41, BORRAE 20-30 iAo i SR B TR 2 K 4E S i
TRRBARFEARE, 715 2-3 HARTURIE AT 18/ B At 1 8 B
EEMERI T FE, PN — DIk 515 5T H 5 N = &1 i = 22 (] 4
o FHRYE BAE REOT 2 A PUR P IS S HUR KR RETEREATHEF o TR — AR I i
BEAERB IS RALAE B, EBEHER B2 200 HTARET ELISA S54EY)50
IR . BZIRT 30 RIRA ML &k,

B 2: S5EVUR BB BUR AT A 0 T SIS S R A

SRR 2 A o [ R SR S A, BT N E R s AR 7 A 4
I DY 2509 Ji— e BRI SR R i #A R s b it g e s S HINLEIT R W7, M
M BATT A ) DMFold S &5 TN 553k, AE ARSI ARG 0L, A 1 i%m 2%
HE-ZRE G BRI, 258 KA MITRG M RIRE & a5t
TSR, Wt TR PRI E A -RIR R SR .

REMIR:

1. Wei Zheng, Qigige Wuyun, Yang Li, Quancheng Liu, Xiaogen Zhou, Chunxiang Peng, Yiheng
Zhu, Lydia Freddolino, Yang Zhang (2025) Single- and multi-domain protein structure prediction
with D-I-TASSER. Nature Biotechnology, doi:10.1038/s41587-025-02654-4. 5-years IF=57.0
(% —1EH)

2. Wei Zheng, Qigige Wuyun, Yang Li, Chengxin Zhang, Lydia Freddolino, Yang Zhang.
(2024) Improving deep learning protein monomer and complex structure prediction using
DeepMSA2 with huge metagenomics data. Nature Methods 21: 279-289. 5-years IF=45.6 (5
—1E#)

3. SM Mortuza#, Wei Zheng#, Chengxin Zhang, Yang Li, Robin Pearce, Yang Zhang (2021)
Improving fragment-based ab initio protein structure assembly using low-accuracy contact-map
predictions. Nature Communications 12 (1), 5011. 5-years IF=16.1 (2 ] —1F)

4. Pengshuo Yang#, Wei Zheng#, Kang Ning, Yang Zhang. (2021) Decoding the link of

microbiome niches with homologous sequences enables accurately targeted protein structure
prediction. Proceedings of the National Academy of Sciences 118: €2110828118. 5-years
IF=10.8 (3£ 5] —1F)

5. Wei Zheng, Qigige Wuyun, Xiaogen Zhou, Yang Li, Lydia Freddolino, Yang Zhang. (2022)
LOMETSS: integrating deep learning and profile alignment for advanced protein template
recognition and function annotation. Nucleic Acids Research 50: \W454-W464. 5-years IF=16.1

(5 —1E#)

|
A ENEST S



FEE: AIEEE, WA EEBTT RO E AR S S A B
5253 ()t SR H MR 3 W B P8 25 S SR AE A D At P R LA o DASE — 1R 2 B T R
(% 31%1) #£ Acta Neuropathol, Nature Communications, Bioinformatics 2524 & & & AR i6
pES P
BEZ75: wangkui@nankai. edu. cn
SRR A 5 A 3 IR AR TR TGP X S TR 7 R AT BERAE AR A
TR A B IR KBS, {242 AlphaFold £ H R £ T T8 DX I8 RS FE AT 4R AN
IATIF R ADPn F 553275 Jee 16 B 2 1 0 TG 1 X T SE 3835 2 5 AT SF (PRI —
£, 2 H RS BE dae e I HOd FE s PRI TN B0k . R K3 T Nature Communications £l
Journal of Molecular Biology

TELHZEHAR /AT el T 3 LA v T A it /2 ) e SR O M SRR B 5 8
YEHE G IR TE o [R]IEF  25 A WA G I SR 240 /= () 3 s AL B M i L & 1)
S0, NG RAFERWARFZEE, Wl PR AT T EFERRIE ) R, 45
AT N AR E R ORAE T IAER, R KRR T M A R E T Acta

Neuropathologica.

KRMILI:

1. Wang K, Hu G, Basu S, Kurgan L. fIDPnn2: Accurate and Fast Predictor of Intrinsic
Disorder in Proteins. Journal of Molecular Biology. 2024 Sep 1;436(17):168605.

2. Hu G#, Katuwawala A#, Wang K#, Wu Z, Ghadermarzi S, Gao J, Kurgan L. fIDPnn:
Accurate intrinsic disorder prediction with putative propensities of disorder functions.
Nature Communications. 2021 Jul 21;12(1):4438. ESI Highly Cited Paper. Featured
among the Editor's Highlights. Faculty Opinions Recommended.

3. Nguyen AT#, Wang K#, Hu G#, Wang X, Miao Z, Azevedo JA, Suh E, Van Deerlin VM,
Choi D, Roeder K, Li M, Lee EB. APOE and TREM2 regulate amyloid-responsive
microglia in Alzheimer's disease. Acta Neuropathologica. 2020 Oct;140(4):477-493.

4. Wang K, Hu G, Wu Z, Su H, Yang J, Kurgan L. Comprehensive Survey and Comparative
Assessment of RNA-Binding Residue Predictions with Analysis by RNA Type.
International Journal of Molecular Sciences. 2020 Sep 19;21(18):6879.

5. Wang K, Hu G, Wu Z, Uversky VN, Kurgan L. Assessment of Disordered Linker
Predictions in the CAID2 Experiment. Biomolecules. 2024 Feb 28;14(3):287.
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EaG: RSB R, FERE T OIS B, A E S A A N B 5
/RNA-PC S5 & A s SRR E 5T D BE M9 2 T 45, TP [E R il L E i (it
B, P/RENRFE LA I RARFE LA BEIF RIS
WA, 2EEEEANTERS R BRI SR ERE, US EEE IS —
{E# £ Nature Protocols, Advanced Science, Bioinformatics 58 E R R FAR WL L E .. IT
R IR BT AR S5 M TN trRosettaX,  7E 1 bk 1 B 45 Tl 56 3% CASP &2 k44
FIRTZ (CASP15 385D, Aifk BSI @ 518 CM# IR, XA AR5 H

815 Ko

BEZA3N: hongsu@nankai.edu.cn

FIRZEAG1: B A JERT RNA-BCIRSE & 52T 57 RNAsite 7537 6 B4 AR
AR EBRM A, %R R K E S Bt Valeria Cagno B 7L ] BA{E  Antiviral
Research JATIREMWITL. B, KEFRHEMHEN RNA 451, FRidf=1 50
RNAsite TR EL MG AL FIFRY], XELh &AL IE RN THAERER
fr#, HIET RNAsite (TN, BFFEN AERB) T 454 71 SEoR AL 254 -

B E 51 2: ¥ B @R | E A -2 IR 45 & A S N 5% NuceBind 7E2K H ii-DNA 43
FREFRA . Bh, B ERMRR MRS T ps3 MEAMEN, AR
NucBind il ) DNA &5& 6 pi T 70 a G, Frfesi S DNA 7> 72545
fy (2rte) JERBEE, XHEREZE RMSD N 2.32 A GZAE#E/D, g Jhtkir), gk
ISR (Gt WESHEMAFEBN R, RMSD & 41.19 A,

A. RN Asite e 5755 4 o (1 1 B. NucBind £ ¥ %+ i
1505 R Ay
Il Li)A,:,,X'_ - \:‘( - ’w!
)
g
3 *”}1‘73\}
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RERMERR:

1.

Su, H.#, Wang, W#, Du, Z., Peng, Z., Gao, S. H., Cheng, M. M., & Yang, J*. (2021).
Improved protein structure prediction using a new multi-scale network and homologous
templates. Advanced Science, 8(24), 2102592. (trRosettaX)

Du, Z.#, Su, H.#, Wang, W., Ye, L., Wei, H., Peng, Z., ... & Yang, J*. (2021). The trRosetta
server for fast and accurate protein structure prediction. Nature protocols, 16(12), 5634-
5651. (trRosettaX server; ESI Highly Cited Paper.)

Zhu, K.#, Su, H.#, Peng, Z., & Yang, J*. (2023). A unified approach to protein domain
parsing with inter-residue distance matrix. Bioinformatics, 39(2), btad070. (UniDoc)

Su, H., Liu, M., Sun, S., Peng, Z., & Yang, J*. (2019). Improving the prediction of protein—
nucleic acids binding residues via multiple sequence profiles and the consensus of
complementary methods. Bioinformatics, 35(6), 930-936. (NucBind)

Su, H., Peng, Z., & Yang, J*. (2021). Recognition of small molecule—-RNA binding sites
using RNA sequence and structure. Bioinformatics, 37(1), 36-42. (RNAsite)
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WEFERE : RFISRIRT ST, F R AT MO SORIZ IR ARG B, AR E E R A
T\ R HNAR 2 bR R SO 53 R LA MHC 3 T 4B iE s B4 o AR R LU —1E 3 Bk
A NeurIPS. AAAI. ISMB. Nucleic Acids Research PA & Bioinformatics 25 HL 2% 5 > il
G BSOS TG 22 WO Lo R R 8 A BT RE 0N 429 GOLabeleer LA J¢
NetGO Z 5 7E T Re Tl (1915 B LL 3§ CAFA th 2 YGRS — . [FIRF, &R THT 240%
VE R JIHLH A B 58 L AR 25 IR EE AR Attention XML, AttentionXML HE 8 Ab P
BTG RE AR 28 BB A, I FLZ B ANV BB ARG G 7 TR IR TR P 2 S BB
FHR R CASE — 1B S0 T 2019 R RAENLER 2 T U I T 221 NeurIPS, JF HAR
#5 Google Scholar 1034 51 XA F] 430 K.

BEZ73: yourh@nankai. edu. cn
REMERR

1. You R, Yao S, Mamitsuka H, et al. DeepGraphGO: graph neural network for large-scale,
multispecies protein function prediction[J]. Bioinformatics, 2021, 37(Supplement 1):
1262-1271.

2. You R, Yao S, Xiong Y, et al. NetGO: improving large-scale protein function prediction
with massive network information[J]. Nucleic Acids Research, 2019, 47(W1): W379-
W387.

3. You R, Zhang Z, Wang Z, et al. AttentionXML: Label Tree-based Attention-aware Deep
Model for High-performance Extreme Multi-label Text Classification[C]. Advances in
Neural Information Processing Systems, 2019, 32.

4. You R, Liu Y, Mamitsuka H, et al. BERTMeSH: deep contextual representation learning
for large-scale high-performance MeSH indexing with full text[J]. Bioinformatics, 2021,
37(5): 684-692.

5. You R, Qu W, Mamitsuka H, et al. DeepMHCII: a novel binding core-aware deep
interaction model for accurate MHC-II peptide binding affinity prediction[J].
Bioinformatics, 2022, 38(Supplement_1): 1220-1228.
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BFE R UHIT, FEBTOT RONEIIRE S >, AW, AT for Science, H pifjf
FOHAT B RS MR R 2]« R S B RICRAE SIS L DLRAE B AR A R I A
BRI BETIN . R E Bt 2SI, 250 Fuitas, ERFEXA
AR ERGHEREE I, Z2H5EFARESERIA . BRELAR TR BRER
He G B U H R GEE S N L TSR H 22 5. LAS — {4 £ KDD, Neural Networks
FENTHEEIS T AR AR LR
BEFRANR: zhaoweichen@nankai.edu.cn
SEMEZEMEMRE:  FOuE TN RS 5 EREERB A T AEYIEARD 5T
EAERE X B RRL R EE G R e B S M R B I H — R R E A s S SUER) AT
MR 5 RS, TR A RSGE kT B2 M2 it 5 B T

TEE TR S 5 E R BRI e BRI e . AR SR E R B 8%
FIERICI S NE G LN A ——4 G a5 N LR REMPUASEL YL
R BERT T FTHURRAL . U oE I AL B Trans former BRI BETF. B
LA R B W Al R P S0 b A B O R T S e
REMRR -

1. Zhao, W., Guo, T., Yu, X., & Han, C. (2023). A Learnable Sampling Method for Scalable

Graph Neural Networks. Neural Networks, 162, 412-424.
2. Zhao, W., Wang, C., Wang, X., Han, C., Guo, T., & Yu, T. (2025). Understanding

Oversmoothing in Diffusion-Based GNNs From the Perspective of Operator Semigroup
Theory. In Proceedings of the 31st ACM SIGKDD Conference on Knowledge Discovery
and Data Mining V.1 (KDD '25). Association for Computing Machinery, New York, NY,
USA, 2043 - 2054.

3. Zhao, W., Wang, C., Han, C., & Guo, T. (2023). Exploring Over-smoothing in Graph
Attention Networks from the Markov Chain Perspective. In Proceedings of the 2023
International Conference on Frontiers of Artificial Intelligence and Machine Learning
(FAIML '23). Association for Computing Machinery, New York, NY, USA, 282-288.
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M ANY : /—‘ ANY
HERITRFEIA
HARG: UL, BB ECERATRE, 1998 R 2018 42 3 A, {EMEBIIHT

TR MR ZAARF . 2018 4F 4 H % 2020 4E 6 A, MRS SEIRRI F AR
JEEF . H 2020 4F 7 AL, MRS SRR, 2018 4 HES, M
TER2E R Bl EER I 500 ” AT . BHIFNEREE iR 7 B 2H IR AT 2 DL R AT

R 245 ORREL 40 ZhH, R ADEEEHIT G EpiSIX 2.0; f£ Amer. Math.

Soc. i it &% Gradient Inequalities: with applications to asymptotic behavior and stability of

gradient-like systems, [EPriT] Math. Review 1 Zentralblatt Math [ 18 52 o 7wt 22 17 DA
K, mESE DA, BRI TR R IO IR T, 2 SR IR AT E 5K

AE AR .
BE& A R: huangsenzhong@nankai.edu.cn

KRR -

L.

HHRE, &7, Wbl Bodil RS st ROV K@ PR
F: #2020, 50(6): 885-898.

Bai Y, Peng Z, Wei F, ..., Huang S, Xu J. Study on the COVID-19 epidemic in mainland
China between November 2022 and January 2023, with prediction of its tendency. J Biosaf
Biosecur 2023; 5(1): 39-44.

Sun'Y, Wang M, Wei F, Huang S, Xu J. COVID’s future: Viral multi-lineage evolution and
the dynamics of small epidemic waves without seasonality in COVID-19. J Biosaf
Biosecur 2023(5): 96-99.

WS, BRGE Wrd A , (AU R AREE R L E9) 5 8 &,
39 1L,
S.-Z. Huang, A new SEIR model with applications to the theory of eradiction and control
of diseases, and to the calculation of RO. Mathematical Biosciences, 2008, 215: 84-104.
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MEELIENESTZE S ariiilIN

e B, AR, NERT R E A HEFEFRA LA, EER
Y EMEALEE . N TR, I 5 4, 7EE bR B AL AN T8 68 1 71 IEEE TGRS,
IEEE TIP. IEEE TMM. PR 2556 J5 R R 5 /R4 A RAEE SCIESL 30 ARk, Horr 18
AR X )5 4 B ESUE IR SCNIE EST #5830, 6 FAIE ESI ml5lie
S oA B RN A T G AR N SCEEAT T IETIVRA s ARAEE R A4 X
SCI #1T| (Infrared Physics & Technology) Fl|F:4. i1 54F, EFeRMIH 13 Wi, HH
HRXZIH 5, A 2 T USRI R BN AL sl SN sl S 24
I3RA3 T, BUSNFERE 2 I, #2ALER 6 T,
BX&73: panbin@nankai.edu.cn
5% MEFEEMATRE]: RIS ERERIFRAEE, 1Hn R REEEIG, 5T REY
21759, WRIE T WARI 2 53 380715 o AR I R G RN B ke G AR Rl Sl
AFEBEEAR G B IANG RS, 1 T B R R . 85 FE LR IR IKEE
BETE, ARV Y R AR 43 SR BEIL F 9T%,
KREMERR:
1. Bin Pan, Zhehao Xu, Tianyang Shi, Tao Li and Zhenwei Shi. An Imbalanced Discriminant

Alignment Approach for Domain Adaptive SAR Ship Detection. IEEE Transactions on
Geoscience and Remote Sensing, 2023

2. Bin Pan, Qiaoying Qu, Xia Xu and Zhenwei Shi. Structure-Color Preserving Network for
Hyperspectral Image Super Resolution. IEEE Transactions on Geoscience and Remote
Sensing, 2022

3. Jiao Liu, Bin Pan* and Zhenwei Shi. CR-Famba: A Frequency-Domain Assisted Mamba
for Thin Cloud Removal in Optical Remote Sensing Imagery. IEEE Transactions on
Multimedia, 2025

4. Junzheng Chu, Bin Pan*, Xia Xu, Tianyang Shi, Zhenwei Shi and Tao Li. Joint Variational
Inference Network for Domain Generalization. Pattern Recognition, 2024

5. Jiao Liu, Bin Pan* and Zhenwei Shi. Cascaded Memory Network for Optical Remote
Sensing Imagery Cloud Removal. IEEE Transactions on Geoscience and Remote Sensing,

2024
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A MITKRFEG SRR AR #%, AaFFEERA RN LRI

NN AT G, BT E T mAEBRERE, GEMmE. Al TR
FIEAHECE R, 2018 L EEMY TR TR ETHENLR . 2018 FE 4 2019 FFAEEIEA

T

BREMT TR TTRFAZ, 2019 4F 10 A NEREGIF K. HIBVEE N TR BE. HLas2 M

TN LR A5 1 ] BRI 2% 22 R 21 ICML. NeurIPS. CVPR. ICCV. ECCV F1HAT]
IEEE TPAMI. IEEE TIP R R8T 40 k5, A8 ST E3 51 i —3 5900 42K
A BA AT AR R AR T 2020 FERBCHT et 2 CT Jii e, 360 Bk &l NIUBGEIL55

Jik KTV B Dh P 24t PhotoBoost EIBIEE app (4ER THEM 1 /7). CHIE 10 T

FKKEWEEFR, 5 TR
BEZ A T: nankaimathxujun@gemail.com

REEMERR:

1.

Coupled Diffusion Models for Metal Artifact Reduction of Clinical Dental CBCT Images.
Zhouzhuo Zhang, Juncheng Yan, Yuxuan Shi, Zhiming Cui, Dinggang Shen*, Jun Xu*.
IEEFE Transactions on Medical Imaging, accept, 2025.

Real-World Low-Dose CT Image Denoising by Patch Similarity Purification. Zeya
Song, Ligi Xue, Jun Xu*, Baoping Zhang, Chao Jin, Jian Yang, Changliang Zou. IEEE
Transactions on Image Processing, vol. 34, pp. 196-208, Dec. 2024.

Reducing Fine-Tuning Memory Overhead by Approximate and Memory-Sharing
Backpropagation. Yuchen Yang, Yingdong Shi, Cheems Wang, Xiantong Zhen, Yuxuan
Shi, Jun Xu*. ICML, 2024.

A Dynamic Multi-Scale Voxel Flow Network for Video Prediction. Xiaotao Hu, Zhewei
Huang, Ailin Huang, Jun Xu*, Shuchang Zhou*. IEEE/CVF Computer Vision and
Pattern Recognition (CVPR), 2023. (Highlight)

Semi-Cycled Generative Adversarial Networks for Real-World Face Super-Resolution.
Hao Hou, Jun Xu*, Yingkun Hou, Xiaotao Hu, Benzheng Wei, Dinggang Shen. IEEE
Transactions on Image Processing, vol. 32, pp. 1184-1199, Feb. 2023.
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FEE: WITRPGI SRR A 2R AR B, PEFEN S m A
A\ IEEE @ es e EENEIRIZIE . PIZ8 b BEETHRLAE D7 T R Akt 78 A, JF
R AEYME B 5 RGN REGE T, N TR A% B HSUS I H i m . ERFE
FERRAIET L. FHEBH . L5l B ARG EIH, 258 B8R E 5 & E
REPFHRITHE 20, S ssc 3% 4 3, f£64% IEEE X ACM JLH. PNAS. ("
RN 75 E N AN AT R 3R SCEE 100 25, 4251 H 3000 R, 10 R
NIEESI @ 51830 B 30 ST “Featured Article”, R4 B R 2k 183 .
Rl e 1o SeERL R e 4514 E 5 E PNAS. Physics Reports 2535 44 111151 F
A, FF4EAE (Humanities and Social Science Communications). {Frontiers In Physics)+
(Electronics) {Frontiers In High Performance Computing) 5% 4~ SCI/SSCI ¥ 14w Zs
MFART AT . BARACR TR T HENA K Ja Rl 2 K Je By 2 35 B AR
BT, PAREEYE Y m T AEE %, £ [EEE LTI & Elsevier #T 2 H 4

NEEEPRp RS2

BX&A A : hjli@nankai.edu.cn

KERMAR:

1. Hui-Jia Li, Zhen Wang, Jie Cao, Jian Pei and Yong Shi. Optimal estimation of low-rank
factors via feature level data fusion of multiplex signal systems. IEEE Transactions on
Knowledge and Data Engineering, 34(6), 2860-2871, 2022. (CCF A, ESI Highly Cited,
“Hot Paper™)

2. Xuelong Li, Marko Jusup, Zhen Wang, Hui-Jia Li, Lei Shi, Boris Podobnik, H. Eugene
Stanley, Shlomo Havlin, Stefano Boccaletti. Punishment diminishes the benefits of network
reciprocity in social dilemma experiments. PNAS, 115 (1), 30-35, 2018. (ESI Highly
Cited, “Hot Paper”)

3. Hui-Jia Li, Haobin Cao, Yuhao Feng, Xiaoyan Li.Optimization of graph clustering
inspired by dynamic belief systems, IEEE Transactions on Knowledge and Data
Engineering, 36(11), 6773-6785, 2024 (CCF A, ESI Highly Cited, “Hot Paper”)

4. Hui-Jia Li*, Wenze Xu, Chenyang Qiu, et al. Fast Markov clustering algorithm based on
belief dynamics. IEEE Transactions on Cybernetic, 53(6), 3716-3725, 2023.(CCF B,
ESI Highly Cited)

5. Hui-Jia Li*, Yuhao Feng, Chengyi Xia, Jie Cao. Overlapping graph clustering in attributed
networks via generalized cluster potential game. ACM Transactions on Knowledge
Discovery from Data, 18(1), 27: 1-26, 2023. (CCF B, ESI Highly Cited)
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TEE: BIFRFAGSEER 2B I, WFFC5 RO SRR 5k, KR

AL BANE S B SN R AR . A0 SR E T OURFR R R SR A Tk

]

ARG U FR SR T AR A 3 B RO TERE . EVRTE AT QU8 4 H 40K

SRR I i SR R N RLAE S SO 2 L AR R SRR AT 55 Lk B 2R —
WERAERIERE ;. FERS S HARIZHE 7 M), S T — M S HERE . T A S5 AT 55 S
T BRI . HERRERET ACL. NAACL. ECAI & EPrIni<x, #izh 7R EREN

T

B BEAR IR A 1 R RN

BX&EF: gigi.wang@nankai.edu.cn
KEMRR:

1.

Qiqi Wang, Ruofan Wang, Kaiqi Zhao, Robert Amor, Benjamin Liu, Jiamou Liu, Xianda
Zheng, Zijian Huang, "SKGSum: Structured Knowledge-Guiding Document
Summarization", In Findings of the Association for Computational Linguistics: ACL
2024.

2. Qiqi Wang, Ruofan Wang, Kaiqi Zhao, Robert Amor, Benjamin Liu, Xianda Zheng, Zijian

3.

Huang, "Towards Legal Judgment Summarization: A Structure-Enhanced Approach", In
26th European Conference on Artificial Intelligence (ECAI), 2023.

Qiqi Wang, Kaiqi Zhao, Robert Amor, Benjamin Liu, Ruofan Wang, "D2GCLF:
Document-to-Graph Classifier for Legal Document Classification", In Findings of the
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