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Bioinformatics. Biometrics. Briefings in Bioinformatics. PLoS Computational Biology LA
Fe N TR BEAUBI R4 Journal of Machine Learning Research. IEEE TIT. IEEE TIP.
ICML. NIPS. ACL FFAEH R, ZRZEIFIRE RS E R AR, £FH
[ S 1 J5 45 A4 FOUIU R0 Dy B T 3 B8 vh 2 4F 2 OIRATTE 4, AR BCRIRAF R BT H AR F 27
AR TR P AR

FFFGeiE S B R 2 B A B 2T T ) N RAE fr iR, AR FBAL G R T
B Re A A I T S s L KRBT RGBT S AR U E e s, B TR S
AN A8 B 5 VE RN L FH B ARV B 2 B 0 v o BF FE T R 5T T2 B T AR dr Rk
IGREE S 29T AL BAEEGU, 55EAVERBILREME /RSP, T EES
R AR . RIET S — T OBERE . FIF KA MRIER . BB R
L R R R L TR R WO AR B 2 AU AT B2 24 A AU ) B RS AR N &
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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
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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.
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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 .
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TR T Biometrics R £+ REW L. Hh AR Biometrics L8 SCHF N
Biometrics #AT] 2020-2021 FFE w51 IR 3. EFRFER AR EEET EIH ., FF
TUH &5, ERFRETI EIH — Dl B8P R LA @B IE F 2. BN
T E BUA G U S S5 H . Al TS A B R S B T A 5 5 X
oy xS
BEZ7 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
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TR K FAE Journal of Machine Learning Research (2024) F. FRAITH X Seh 57 5 2541
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N

BRGIT ENESTA




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, 1.,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.

A ENEST S



RiEA: BIWIFLR, WA, AERORFEG A . BERT T Ry R HU AL
Pt B GETHA B TR MR GRS . AR S SR U I M T o BT R AR
TE48 12T 2% 17 Journal of the American Statistical Association, Statistica Sinica, “E#)
AT T Biometrics, [ 54038} T Journal of Cellular and Molecular Medicine®%. A
W EABEEANS R TR, Soh EFEE ARG E EME LB .

FEADDRAT IR T, 35 G AF 2 5 th 3 T 2% s 0 R 1) 5 B2 A o D7 VRt 90 28 )R
ITIRAL AR AZ EAL . Shod Bl O 5V 0E B PR MR S A PR, AT 7 —Flos
FH R G R A SR SR, R A% I BOR 2 m BE LS R B AR PR AR AP . JRATIAE
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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 .
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WHWEYIRE,  JFUPMS GERD. FEAEAS B MR, JORE AL 1 ) e e hs 2 5]
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Science & Complexity, Ziit2##AF] Statistics and Its Interface KK A Tha e L. FHREX
BRI 2R G HFEOH —B, IO EIZ SO 2 T 2B,

TR FORER AT - FATHE T AR BRL B 20 B8 A e B 17— T 7 iy 5c4f F) el o
K36 5325, BRI 2 2k T — AN Bl B, W] DA RO PR ARAR A 46 1K 96 FR) A
2715 AT DALE I PR X 6 E e DI A i B ] s b B SRR RE, R e il Tt 4
TRES B THAEPE R ATSE T, T D S DN B E A &, PRI B AR T 32T il 22 4
P

P& J730: lizan2022@nankai.edu.cn

RRMERCR -

1. Li Zan; Ng Hon Keung Tony; Dynamic Condition-based Maintenance for Lifetime
Delayed Degradation Process with Heterogeneity, IEEE Transactions on Reliability, 2024, 1-
14.

2. Ruan Yixiao, Li Zan, Li Zhaohui*, Dennis K. J. Lin, Hu Qingpei, Yu Dan; Novel
Subsampling Strategies for Heavily Censored Reliability Data, Statistics and Its Interface.

3. Li Zan; Ng Hon Keung Tony; Yu Dan; Hu Qingpei; Optimal acceptance sampling
testing plan with pivotal quantity for log-location-scale distributions, IEEE Transactions on
Reliability ,2023, 1-13.

4. LiZan; Wang Fengming; Wang Chengjie; Hu Qingpei; Yu Dan; Reliability modeling
and evaluation of lifetime delayed degradation process with nondestructive testing, Reliability

Engineering & System Safety, 2021, 208: 107358.
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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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Bk : #d%, WA, EXPIIEFEANS, MIFRKEALTEFEER LN,
AR G R TIUE 5 A TR S 4 T B SR SR A DT N o RIS R N R AL B iR
JTE B AL SR s K S AS TR P N, B B R S F AN DD BE TR . 4 VR FLBG
295y £kt % . /£ Mathematics of Computation. Transportation Research Part E+ npj
Computational Materials 55 [ B BB TR R FZAR B = +Riw, HA 1 A& EST &
ol EREFRAARPAEEFERENI, Z5EFESPITR. BETEIZE
FREEYA SN S, REW I SMHE LSS, AR, 54
TAERASTEERNM
BXFRA: rgu@nankai.edu.cn
REMRR -

1. Gu R, Gao B. A random active set method for strictly convex quadratic problem with
simple bounds[J]. Mathematics of Computation, 2024, 93(350): 2837-2860.

2. Gu R, Rakita Y, Lan L, et al. Stretched non-negative matrix factorization[J]. npj
Computational Materials, 2024, 10(1): 193.

3. GuR, Du Q. A modified limited memory steepest descent method motivated by an inexact
super-linear convergence rate analysis[J]. IMA Journal of Numerical Analysis, 2021,
41(1): 247-270.

4. Gu R, Du Q, Yuan Y. Positive semidefinite penalty method for quadratically constrained
quadratic programming[J]. IMA Journal of Numerical Analysis, 2021, 41(4): 2488-2515.

5. Ma S, He Y, Gu R, et al. Sustainable supply chain management considering technology
investments and government intervention[J]. Transportation Research Part E: Logistics
and Transportation Review, 2021, 149: 102290.
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AR R, AR, BRI R TAT, RGN RIS 5 R R P 4 [
S E PL R BTN AEYE R, BREAEEEE ST B RS AT 88 F PL
FEBARBEE, G RET HAR Y S50, TR E X A RR R G RIT FTITH
RIFEEWH « RIoHEAS E B0 [ E5H 255 H 2 10 — AR AR
(% J31)) 7F Nature Cancer, Circulation, Nature Communications, Bioinformatics %24 & & %
FARWL LI o TR S I AL~ 80s % 70 Hr TH DESC #¢) 2 51, Ak EST mif

3. JFREITE R XTI ) IDPon 55 SEEIRTG & i A0 58— Jm [ PRk B s e X
WIN 52 48 55— %, fIDPnn 1118 3C# Nature Communications 48 5124 Featured articles,
[FIFENE EST i 511830, A A% [ bR 4 27 R4 21 Faculty Opinions ” FHESF 18 3.
BXZ7530: huggs@nankai. edu. cn
S5 YEZEEMREG: FA 15 b E B b7 B B A0 = B A F S 20 B i S 4 I FrBeoR
B T AR BB B e o IL A S BRAS AR o I S BE IR BRI, AR 1 NI B
H & G O L SR BRI L 28 AT 2% A2 g Lo I AN I AR, JERTH E BT
R B s 4150 BT J51%: DESC 550 ixX 48 i Hidla 4T IR 20, R 1L
R RNE W BOH IS4 S8 AL ) v ik e s R 7—Hifla, IS FAT AR B & S5 O
LA /N5 T Hifla #0177 (PX-478) BEATIRYT, R IMAZHE [m) # i 77 w] LAAT ot 4 i) /)N
BRI SO SO, I T NI PRIG ST CoLR SR A T B RV VR YT HEmE . LI AR B
W45 AL FRUEZR & Circulation K3

FAVEEAFE R R FE1E, W R AT 7 E AR ) B3, o
TN 5T 4 A 2 R RE VR, BOR R TR R T Acta Neuropathologicas
Fh, BATE BB G A % T 45 B it 25475 TH BB 5T & K T Nature Cancer
KRMHR:

1. Zheng H, Liu J, Cheng Q, Zhang Q, Zhang Y, Jiang L, Huang Y, Li W, Zhao Y, Chen G, Yu
F,LiuL, LiY, 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.
Nature Communications. 2021 Jul 21;12(1):4438. ESI Highly Cited Paper. Featured

among the Editor's Highlights. Faculty Opinions Recommended.
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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#)
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FEE: AIEEE, WA EEBTT RO E AR S S A B
5 7% () B SR SE AR e T IR JBE 2 2 SR AE AR B T S o LSS — 1R el A E
(% 31%1) #£ Acta Neuropathol, Nature Communications, Bioinformatics 5% & & & AR i6
pES P
BEZFAR: 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 AIDPn F 5 53275 Jee 16 B 2 1 0 TG 1 X 3 T e 383 2 5 AT SF (PR —
£, 2 H RS BE e e HOH FE s PRI TN B0k . R KT 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. RNAsite e 575 4 o (4 1 B. NucBind £ ¥ %+ 1 i
1505 R Ay
Il Li)A,:,,X'_ - \:‘( - ’w!
)
g
3 *”}1‘73\}
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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

6. 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):
i262-i271.

7. 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.

8. 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.

9. 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.

10. 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

O BT, WA, NIERITRFE L EEERARAR, BT
NEGAIE ., NTREE. U 5 4F, 7EEFRA&EIGAAEMA T8 G831 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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