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R R Grit b B FHaeAR, 78 E AR e L AN I e A B R 5
BORGvh LV HeAl bR LRI . PG A A E g — RE RN LR T AL
2012 5 =R PR OSSN E MG E L SR shs . 2017
A 2022 R IF G ERIH DI NEF K “W—I" @i, TER IR,
A EEE= (M.

B P G0V AE AR B A D05 T IR 58 3 B0 R ARGt RS B BUHIRAT R
o TNV B ARE A ERAE AR B S R R A, AR AE AR B BB T
Nature Biotechnology. Nature Methods. Circulation. Gut. Nature Communications, 4%
i it 1AW 15 B BUE 1T Journal of the American Statistical Association. Biometrika .
Bioinformatics. Biometrics. Briefings in Bioinformatics. PLoS Computational Biology LA
Joe N T GERUS AT A 2238 Journal of Machine Learning Research. IEEE TIT. IEEE TIP.
ICML. NIPS. ACL % REH LS, ZREHFAIEREEZNE AR, £
% B 151 42 ) FOU00 A0 ) B TN 5 28 vh 245 2 UGRIFTE E , AHOCRUR SRR EE T B A REE
RN R R P

FTF G SEERRV B E I 5T G T N RAE @R, AT AL G s i 5
R e S A I SR L R R GRS G O s =, BUL T St
AN B T VE IR NS B AR R 2 B 0 e o BF T R I 53T 2 B AR dn Rk
IMREE S 29T AL ARG, 5REAVEBILRHME /R SEY . T EEY
RLERT BAME R . R OEER . FIF R AR b BB A, B 540
L AR R AR 2 T B PR o W A ) R 27 U B2 2 ML AU & R S ARG
1, kR HE AR Y ER 2 B A R BRI R
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E5etFEBAH ATETE 9 A2 PL, BEFE KA. B R b IS 41t
o dBERBENL AT SRR SRR E S 7 b BR 2 WA T . A HERR ST L Il PRI
5 BRI SRR T 2 AR RS AEVGTT DL AEYME BB
H#AF Journal of the American Statistical Association. Biometrika. Biometrics. Bioinformatics-
PLOS Computational Biology A A& #l #& %% 2] Al {5 & i B 8 1] TI| Journal of Machine
Learning Research # IEEE TIT 5K R8T H, I 5 REERER S R R 25K
T RF S —MHEERE CRET AN RERD REETTEE — OB B A R 8 T BR R} B 55
Thhe 1T Z a1 Ege, WHBCR AR T Gut S5 Im PRBUBYI T .

EERFERAH A4S 9 A2 PL, BFFRW &2 A28 . B2 E B RNA 454
HIREFN . EEFBT BRE Y2 TSR . IR AE Nature 241111
Nature Biotechnology . Nature Methods. Nature Communications, [ F [5 2% £ g 3 1)
Circulation. Acta Neuropathologica, AE#{5 & 2% BE 1Tl Bioinformatics Briefings in
Bioinformatics 55 & R H . SEIT R EMRIERL . BT REE B BT
Huly AR R HEEE R RAMNE R . RiEPEEZ Y BT R — M
JEEERE CREEHTAREERD) . REEHT S — O R AR IR E B ST R 1 2 E
YEWEFE . 1A 2 IR 3045 1 bR 2 1 5T 45 K4 T 55 28 (CASP) [l B £ 19 5 [ A e DX 3 T )
FEFE(CAID). [HPREE AR IR T Se 28 (CAFA) S — 44, IRTFRIEET H AR F — 3,

HFERITHRFEBH ATERE 1AL PL S ARDHIZBIN, W TSN B RAT R
CAAZ B 3 AT BeBL T o BBt LR, IBA N [ 55 e . DA, B SZREm L3481 8L
FIr eI S, 2 B S PRAT E X0 3 AR .

HENATEESG S HER H A4 2 62 P, BRSOy B TN
R BRIEE, MR ITFERAETHEA LA B R A PR 1) IEEE TIP. IEEE
TGRS. IEEE TMM. PR PLEitEALTi4 ICML. NeurlPS. CVPR. ICCV. ECCV %k
TR 50 AL, ZRIRSCNE EST il SO 5118 3C o BIF T RSCR INE F AE5 ek i
R CT P A NUIREIRF A L . ST g M0 B S SRR T TR I H

BHRIES RS KEBIMFEIRN H 5iAFE 3 A7 PI, WFFEA5IE0N FARE S 03, HdE
SR DL AT AR I B A%, JEAESELE IEEE TKDE. PNAS UL & AN T8 RE Ml H SRE = b3

T4 ACL. EMNLP. AAAI KRZ{ILL, FERFBETREIED 5K,
]
BRGHHEYESTES



EYGHFEIRA
ABER: EIEZ, WILAESIN, R MNEYS Y, AR RN S
TE o 4 A R R 2E DRI Hh R R A R, DA R T I M (1 B B 5 D it A
ol 2 Y5 M BR AR B S R A b, RS WM TN 4, CfE Biometrika,
Bioinformatics, Biometrics, Statistica Sinica &5 FI| 4 R R L 10 K55
BEZEAR: denglu014@mail nankai.edu.cn
FREREB 1. sk B 170 O PR L AR R TN A B v T 1 R SR
Fo BAVHBEAAE O IENERER R R 3=, IR LL . RS 2L
FEAARRLZE SN A AR AR L AR SRSk R R . A H AR I IEAN BT 9 %R
I K1 3~ 5 SR 2 TR (RO TR SR80, KA 7 4 r o A 5 8 ) L A AR B 22 (1 R SR 6
B
SIS N AR R N T HAS R, MR TR SREEN], RATERT 41 N EX
I 8] 2 R LU B 2 BT A M ST (R B IR 2 A5 1 (SNPs) E N T AR . 4
R EH W ZH GWAS BF7T. — 200 1 22 )L AR AR B 45 SR B2 ) 41 4~ SNPs; 53—
ZHULIN T 7 4 g A O P R RS PR 3R T B2 41 4 SNPs.
R EB2: Hidusk B T ANSERRARAT (05 RIS AL AR MW 7 o FRATTR A e ek A
AR, BT )\ P AKEEEIRTT N (Diurnalinactivity, L5timing, MI10timing,
Num.nocturnalsleepepisodes , Sleepduration, Sleepdurationvariability, Sleepefficiency ,
Sleepmidpointtiming). 7t H A5 & @ik B Ml TH A . (Waist-hip-ratio) 5 Fi& )\ Fhlie
HRAT A DR SR, SR P A A L 15 2 F NSRS RIERIRA T Sy 7= A TR RS
FRATT B 55 A LRI R RIRA T A DR IDK ) — S8 A% R 22 M (SNPsO/E N T AR & .
SNPs 3K [ A I ) European reference genomes projects. 1 [l Linkage Disequilibrium 7 A&
G TH R EMSL) SNPs 2 J5, ASRTS T 95, 819 /> SNPs.
KERMERR:
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%: B, WA, EENEEREGEN SR SN AT, BT

BAE: BESTEE R HE > e 5 MR BT R, BT RAA DR I 2R B 5 0 fr 5 5

VIR 718, MR & 3 T IEEE Transactions on Information Theory. Statistica Sinica-

Bioinformatics. PLOS Genetics. PLOS Computational Biology 25 [E Fr %14 #AT], &

3453 B E L PAR T BT (NTHD MUK A B A2

FERSHERR Y T, WS EFERL T — R REMEUHERE RS, Reai & 8%

I AR RIS T Id %, WAL . ) s ey 7 77 5. Biltn, ATK e T &R

AMEAIRST RN 2 21 T7 i, DL S IR AR 22 23 AT, o) i ] T B SE B T Hedfe o

FAAENE P BR AF AT RIS B0, SN T 54 TR I TR

R RIS Z IR RS, BAVT R T 2MEHLagit &0 hris,

i Ui ] JEUa AR, BIPTSe Bl R R sl EdE B 6 . RRITFERE S 2+

O EVREEE I E R RIS, Wiz R gt s X R N S e i 2. R, &

IWIT e T SiitiT B 2 20t g, BAESRIARINRE. A R EE ki 2 1] BT A% 53t

=, BRI IRRZ A RE R R

& F: fusheng@nankai.edu.cn

41

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), €1011322.

2. Fu, S., Purdue, M. P, Zhang, H., Qin, J., Song, L., Berndt, S. [, & 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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BRARNR: BIEER, WA IW, EBEEFOT RN AT SRR S HERT . Bl
B S FRHE TS ST T Journal of the American Statistical Association. L
P22 51T 2% W1 Journal of Machine Learning Research. 118 4 5 22 T 2% ¥ Journal of
Econometrics. £33 4t it 14¢ 17 Journal of Business and Econometric Statistics ZE4)4t
11 T 2% #A F1| Biometrics 25 & &+ &5 8 3. H R FLE Biometrics 18 SCHEE N
Biometrics 1T 2020-2021 FFEE w5l b 3. ERFEZF BARI R G FIH . HE
TH &I, ERFRETH EIH —. G5 % R @2 F 2. I
h [E A GE 7T DUy S S5 B Al TS A R A T 4 5 5 X Bk
G
BZAR: handongxiao@nankai.edu.cn

EECQFARR 1 EABIRNG T, AT A ISR IC A AR A T
AR RS, R4 AR R S HUb o BB AN B e 3 7 5. IR e 43 R 3R
1E 45 1127 B 2 W1 T Statistical Methods in Medical Research (2021) #1412~ F|4 Lifetime
Data Analysis (2017) F. IX%6757 yER] 200 HIV BB R8O EE . U0 88 1 2%
TR WG REEE, TR PR A B R R PR . JbAh, 3147
R Al ) 2 B A0 S R SR B ST TR BSOS 2 R A AR, JRE H
TSR AR B . A OGR4 i R RAE AW G it TR 1) Biometrics
(2020) « PE2E45 24 H E T Statistical Methods in Medical Research (2019, 2021) DL J%
Statistics in Medicine (2021) £. 3XEERIF 5Tyt 5 1355 RIAIE 98 DA SRR BRI 9 52 i)
PR R SR AL T S B R BRI B AR SCHF, JHL s RAE B 7 Wt 7 S A S 2 48 3 =

FENFAAKR 2: REIRAIAEIG T H . FATEET Huber Loss Hi2Kk %L, )
B AT AL MR m R AR A R P48 & (compositional covariates)
[PIrer AL PEXTHON EEEA! (high—dimensional linear log—contrast models) [ SZ##4E VK&
(support recovery) « & i G THERT V5 LUSHFAE M Ge v HEWT /772 IS8 TAE 3 il ke 3%
EiFEZ I T Journal of Econometrics (2022) « 435 48 11 T 2% #1 F1]) Journal of
Business and Econometric Statistics (2023) LA i1t %144 T4 Scandinavian Journal of
Statistics (2023) F.o 534, BATEARBIRMAELR T, T —RBERELSH T &
YERIASEIE S ST, 1% 7775407 Huber Loss 451K B 8UE ARG XA
WFFC R & FZ#E Journal of Machine Learning Research (2024) F . FRATTHIX LebfF 77 &5 2%
T T BRLY AT AR AR, SRR AR . R AR 1 A AR A T iR

TR HRESE, T Ra G s i B % ) LA TR I 3
-
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REMIPLIC:

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.

2. 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.

3. 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.

4. 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.

5. 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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REEA: BIFTFUO, WILASI, ACRURAgih At BT A 8 R R 5
ot G E R B TE MR R 2 AR S GURII R o B TE R AR
TEGETH -T2 #A T Journal of the American Statistical Association, Statistica Sinica, “E#)4t
102 A Biometrics, [Z=22403k 1 F1lJournal of Cellular and Molecular Medicine%§. Ak
FEBHBEEAA LR TR, Jofa BRFEFK AR EFEMmE ETH .

TEAPIRATIR /7 T, TR G 1E 4R H 2T 2 e R R B B ik T 5 V2 7 2 (AR T
TALIERI AL Y Te IR O JEE - AR PR B BRE], AR T — Mg H.
FAEAESHON BRI, FIRTZ T BORZ)m BN AR A AR PR AR R Ik o BRATI7E 23 ] 1
JTRETEAE SR T S T TSR A TER A S E, RN ENASTR] B — B g A T DA s s
P o BRATTRE 52 IR 7R L T3 A8 B e e 1 A M D2 W, IR TS 210 i) — i
XAHIR R EGE IR, HEWT YRR 1) SR AR 52 B — B A — B R S R, A R 1
PG L FRAERS 18] 2 T A AR A2 k.

FEBESGETH T, S EEEFIIT 7 ST K IncRNA TUG1/PRC2AR B A g5 %
TR AL R AN IR 2R Pl s . Sl I M TR A TR L, SREI R 5 3 TUGH
SEZHI/EEDAH BLA45 & AE RSS9, Nodala 2 7 X B KPR R, HARIX R B,
I #INodal/ ALK 715 5 il - BIMMP23&IA T B« TR IR 2R A FHIsss, il &
IETUGERE EZH2 W REIS #iX — e W A2k, DGR AR 2% . 20 FE o8 1 i1 3E 57
IR Ry R FARME TR T EARHLE], DA ARMIA T TR TSR AL AR T A A
BX& 73 liangdecai@nankai.edu.cn

R4

1. Liang, D., Liu, J.,, Shen, Y. and Guan, Y. (2024). Nonparametric second-order
estimation for spatiotemporal point patterns. Biometrics, 80(3).

2. Liang, D., Huang, H, Guan, Y. and Yao, F. (2023). Tests of weak separability for
spatially stationary functional field. Journal of the American Statistical Association, 118,
1606-1619.

3. Hu, M., Wang, Y., Meng, Y., Hu, J., Qiao, J., Zhen, J., Liang, D. and Fan, M. (2022).
Hypoxia induced-disruption of IncRNA TUGI1/PRC2 interaction impairs human
trophoblast invasion through epigenetically activating Nodal/ALK?7 signalling. Journal
of Cellular and Molecular Medicine, 26, 4087-4100.

4. Guo, Z., Zhang, S., Zhu, M., Jiang, X., Guo, W., Feng, J., Liang, D., Liang, H. and
Wang, X. (2021). Value of echocardiography for mini-invasive per-atrial closure of

perimembranous ventricular septal defect. The International Journal of Cardiovascular
Imaging, 37, 117-124.
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Bl @I, AT, 07 WO R 28R S i AR
AR - HT . IR S
BZAR: ywu@nankai.edu.cn

MR 1 SRETEERIR AR E T A — 0 B2 e S5 A -G VR B 70 50 T -4 i
i B R EAF IR T ST A A ST H A, S8 (0 B JE T A 45 2 RS, iR

IAE T AR 6T R R L TR RER AN FRGI T %6 IR AE S IFDIBR . SHIATT ).

RIS IPTIRESRbR . RPIRES KB I 3R o 120 70 R] FH ORI R T4 e =

RAGETHfER R E, B AAERITE 2 4. 3 . b FERFEMNIT R, HELENR

PR 2 T A B 0 A0 5 ST P A I AR A 2 2 BT IR SR, R R R T i R = S AU Y

T Gut.

ARZEG2: hA TS FRAE G P EA IS 5IAVE TEME SR, Rk T
LG 257730, R AIULI . SR, TR Bk, BEE b AT
MBE# iz, HEHERZYIA BN AZREIE 2L . eV R 25 8 PN A
P, Zyht LTS RS T RAS RSB K H N AR AR AT R 1 PR 3R S5 R AT HE B
NERARES 2 2R BRI A URTE . R T2WAS R Ay R G 1, Hop— A3 2
PR A A AR i AT, PR A S B PEAE A B L R4 1/10000 FATIZ T HHERZH
TIPSR, T A RS A LTI R 2 A M GEvt BALas 22 2150 M, St
FY B AR 5 AR B S T R AR S A SO R Fe (e Bn] i I S M A e, 2 A R
2 FLAS 7 I AR L 2 S R TR S AN T S o %880 R R AE 2021 ICMHI &=
BORT] L
RERMRR:

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), e1114-e1123.,
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SkIE: EIHEE, WIS w RN R . FER T ORI, B EE E A
BErh T ENLRIG W T ARG W14, EL7E Proceedings of Machine Learning Research.
Journal of Quality Technology. Journal of Multivariate Analysis %5 {11 & % = K2R 18
10 RE. CEFEXARRISES 1 Ol ERE SIS0 1 0. JE+HE
Ber Bt o s, PERS ST R SRS SR, REETT IS Gt
Hoos SR,

KA FI: zhanggz@nankai.edu.cn

RAFRMERR:

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.

2. Liu, S., Zhang, Q., Cao, Y., Feng, L., An, B. Consistent Complementary-Label Learning
via Order-Preserving Losses. Proceedings of Machine Learning Research 2023, 206,
8734-8748.

3. 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.

4. 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.

5. 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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BRI RRMEITA R, 202 RS RAR, wid, Md. 2018-2022 FFAENE
RIDHE RS 2 FIRE FpoO S G 7T, 2023 SRR F T K2 T . EEMRE 4
WGt EE 13 M J7i3:, 7 Biostatistics, PLOS Computational Biology &5 4% & 4t &k & 3 &
10 5, EHFE K B AR ARG E RS — T, MG S S 2 s 1 G v U v
177 REQIFEITL, Mok T BIEA G4/, MRk, NRMLEGSE 704 L 2k
H RPN A5 ) R A A PR ZH ORI 7 A B0 e AL, X e A b R R R SRR A 23 T
WHR ARy R R 2%, BARAERE R, B KT LIRS .. AR Tl
PERIT %, MR T IX — BRI AT ), X — Wt e AU M s T o IX T
VEZ BN T2 557, Hidh — I T AE#% Genetic Epidemiology #1481 N “ 5] Fl %
HISCE " FERUAEYDZH I B A ) R L, BRATIERESR T 2 T PR 7 ik IR e
LT, KA AN PR B B 3 M A T R R TR
B Z7A3: bochen@nankai. edu. cn
SEMEZEEMREL: LS5 7 INERFETRE 2 T80 O i VF 2 i PR ) BT 7T,
NIGRBE TS TGt T5ik B SCRE. RSB T

JE RO . FEAEGRI TS (OB R ICD kAt BATE JERE T —
FRIE ICT AR AR A S R GUTHE (MET4), BEXTREA B /AMBYERE & i e YA
HHEHS /L, 0 TR AIME SE ICT T iEAH B N BB i A A 2 R X, UERA T 1k
PR E W REAE ICT AT FH BhiR ST T Bt — b A R A B o AR R AR AE I

J& 2~ T 1] Annals of Oncology

LT i £ AR 46 UE AN Th BE RIS MR 1 ANTE 2 o SRATTELARL 1AM A 28— SE IS A 2 AR R A

wEMAEYIREE,  JFIPAY GERD. MRaas B UEIRETE . SOREAT RS AE ) e Pt 2 1]

kB B NG MALIR Gt iris, R3] T 5% GERD # V12 i1 #

T IR T e 2 SR AE AT AL AE D) BERR NG R P A Ji o 3K — AR R R T SR [ I

5 EE W =AU 4 E AJRCCM (The Blue Journal).

REMRR:

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
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Xu; 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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8 PPN, EEEOTAAF T, F5 b B K GE T A AR LUR AR 5 BT AT o
7 Tk G it 2 T5 2k 3 1) IEEE Transactions on Reliability, R4 F} =T Journal of Systems
Science & Complexity, Ftit2#3F] Statistics and Its Interface &K A T 3. FEHFFEZK
HARH AR EHFIH T, IOV PEIZ SO 2 Tty B

FEWTFCRER AT« FATIE A AR MO B B2 E AT R T —Feh 73 i Kl ) e o
R85, AL T iR S T BT Al B, T LA R P AR AR B 96 R R A
2710 AT DAPE I PR 6 A 38 5 (I A A A ) s o2 B SRR B, i el 7 dl (E
TRUESHAG THEFPERIRTIR T, Al 2 SRR, PRI & A I R TH 6 22 4
P

B &R 7770: lizan2022@nankai.edu.cn

RFMERCR :

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. Li Zan; 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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=EN: YR, WA, EEWETOS RO SRR AR AR BE AL

IR T FFE K B AR B I A RBOR KR A G BB T Statistics
in Medicine 5§ .
& jlwang@nankai.edu.cn
SEFHEXMES: EREREEERIURT, FAHRE TRk 2R R 1 2 B EAR S
RET7E, AT RBEE WA, Fealid X ARG YT 5 R B A R REAR . %5154
AR GNERACAE I ARG TP X 23 1 IR R B R T SNSRI A8 i i R
RIS TR TR T RORZE S AEFLBEE O, 120 Hr T 24, 000 ZASEE R RIE
e, U S R RN B R R BB A . X — TR B AR O
PIREIUH, A MBS T IR GUE 1 30HF

N T R ORASAL AR PR IR CRIR N AR Boxt H bR AL S T AE RE D, JRATFEH 17—
P T2 L M K 0 BEAS T RERE Y, RENS B SR B T G50 D AN TR R I 2 3EAT 2347 o
I IRAE R R SR T ST S TP AS BIIAIE: 2 BERE IR AR R I K I T
BRI 92 B R EN R REE R WIS, #a7n 7B R FIRE I - 9 e R
HISCBEME . X —BIRTERA ) IZ K . FEBS 2RI IR0, B ReA Bk HE
BB ARMNIGTT Ir % FEIAAENE R, $EEa T ORI HER I . fEIRIRAT I o
A, %759 T B 5 A AR R BEN LRI TE Ry, B AR o) SRS A M AR AT S A A2 R
IR IR A&
KEMRR:
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 & lJialiang Li. Multi-Threshold Structural Equation Model, Journal of
Business & Economic Statistics, 2023, 41(2):377-387.
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SR #d%, WA, ERZEINEFENS, BHITRFELTFE AR RN,
A G i U 55 R o R 4 [ B S S PR BTN . E AT TS R ORI B iR 5
T3k S HAE S5 K S ) JE S S AS AR N, G B LB A A R D BETHON . ¥4 VR
25y 1 it %5 . /F Mathematics of Computation. Transportation Research Part E. npj
Computational Materials 5 [ B BUBHA T R R E AR S R0, Hib 1R AL EST &
gl FREFRARPIFESFEESNI, S5EFE VIR HEHEIZES
SRR SR 2 HE, RET TSN 2w 5EE, BbK, 4T
VEZ RS TFHEEN
BEAAI: reu@nankai.edu.cn
AR
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. Gu R, 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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AN e, AN, BRI R TR, ARSI EE TS SR Ge T o 4 [ N
KK PL EEB AT FONENE B, GRA 1T
FEARBGIE, HRAGRET HRR S — 52T, ERER HRR ARG E R T
RIBEIH . RocHESZ E AT [ EmH S H 20 DL —1E#& s m e
(47 3%1) 7% Circulation, Nature Communications, Nucleic Acids Research, Bioinformatics 2%
RERFARRLEZR . A R0 2H 2 it 250 70 TR DESC #7251 1, Ak
EST &% 5118 3C o FF R HITE 7 Xk M ) fIDPnn 2 41 5953045 o Jm A — J [l B8R (1 R
TP X I I 55 26 55 — 44, fIDPnn )18 SC#% Nature Communications 445 414 Featured
articles, [FFENIE EST w7118 3C, [RIAT Nidk R 4 AR 421 “Faculty Opinions” [
HEFFIL L.

EXZ& AR, huggs@nankai. edu. cn

SEYEZEEMREL: JATS b E B 2R e B A B B A S 40 i e S I Fr ok
A2 T AR B B B S O UL N BRSSO I S BE MR BRI, R T AN RN B
B £ G2 O LR SR R UL 28 R B2 9 Co UL R AN 1, JFRIH B 2T
R BB 2 3 2H 23 BT 75 1% DESC 4% IX S SRR B EAT IR A 20T, R 7oL
R RREMT BOH S A 28 L B e R ik B s R —Hifla, B0 S 3RATX AR B & e O
WL /N 45 T Hifla $077) (PX-478) #EATIRYT, AIMAZAE [ 411 1] 71 AT LLAT R0t 4 i) 2y
BCCIE RE SR, BT IR G ST LR SR At T B BT R VR YT SRS . LI AR R AT
W85 AL R AUg A% & Circulation &K 3K .

TAVE T AL R R, 8 A AT [ 8RR F) e LB, #3R
TN T AR LA 2 AR RAE P A E D, BOR R R T2 RL 2T Acta Neuropathologica.
KERMERR:

I. Hu G*, Wang K, Arya A, Kurgan L*. RNAdetector: fast and accurate predictor of RNA

4>t-

type-specific binding residues in protein sequences. Nucleic Acids Res. 2026 Apr
23;54(8):gkag394.

2. ZhaoY, 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.

4. Hua X#, Hu G#, Hu Q#, Chang Y, Hu Y, Gao L, Chen X, Yang PC, Zhang Y*, Li M*,
]
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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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W o, MEAERN, RETANTERSEWEYE RS iy, 8@
R R GH TS IE SR, OB A a1 R 25 B HR BRI S . TR
[ B TR BT A & 1 5K, 8 530 DURE 52 45 3 David Baker £1F, JLFRIJFR T
trRosetta S [ b 32 IS f0 45 #4 T 5 2

UREZE 7E S [ frsa 28 P RIRIA SR, RS2 IAE R BREE B IS5/ TR 5638 (CASP)
HIAE %, BoR TP AR I . BT FURRCR & R GEME KR T Nature
Biotechnology . Nature Machine Intelligence. Nature Methods. Nature Structural & Molecular
Biology. Nature Protocols. PNAS %= /K-F 1], Jf52%] Nature H! Nature Methods &5
BOBSATI L B vE, Rt sl e 2 75k, BABZERZAREN .

VR BT F S LS, SR B EZNHFENEES. BXARM R EE
m~ BHEEE A TR PR BRI, EHRE T B AR R M
FEE 52 [ S BEBURRE IR, 5597 10 AR 3RS X B AR R A R e A L AR I H S H
e Nk e CREEER S, REL T SOBI N A RE IR AE ST .

BXZ A3 yangjy@nankai.edu.cnssss

RS

T+

1. Wenkai Wang, Zhenling Peng, Jianyi Yang*, Predicting RNA 3D structure and
conformers using a pre-trained secondary structure model and structure-aware attention,
Nature Machine Intelligence, 2026.

2. Wenkai Wang, Baoquan Su, Zhenling Peng*, Jianyi Yang*, Integrated experimental and
Al innovations for RNA structure determination, Nature Biotechnology, 2026.

3. Wenkai Wang, Xiaochen Liu, Zhenling Peng, Jianyi Yang*, The trRosettaRNA server for
RNA structure prediction, Nature Protocols, 2026.

4. Baoquan Su, Kun Huang, Zhenling Peng*, Alexey Amunts*, Jianyi Yang*, CryoAtom
improves model building for cryo-EM, Nature Structural & Molecular Biology, 2026.

5. Wenkai Wang, Chenjie Feng, Renmin Han, Ziyi Wang, Lisha Ye, Zongyang Du, Hong
Wei, Fa Zhang*, Zhenling Peng*, Jianyi Yang*, trRosettaRNA: automated prediction of

RNA 3D structure with transformer network, Nature Communications, 2023.
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6 #og, WLAm, EXRIEIIEENS, BHIFRFELEESR LN,
e Y 5 TR T2 5 8 R SR A B S SR B AR . AR T T 5 R SRR AT v X
ModelCIF ] [ B br il i 25 R 2 ZE A
BZEAR: jlspzw@nankai.edu.cn
FEARNE:

FERE R N L JE0EA, B
R, F T & I C-I-TASSER. C-QUARK. D-I-TASSER. DMFold %% K [ Jii ¥
PREERITRINSIE . B AR -5 B BAE S A S M TN S - LR HAE A 44
TS EAR-ZRESMEWTNEL. A0 T2 MR TNERS, HE, £
ORGSR B o0 45 H TR AU ¥ BRI 5 52387 (1 H BRaE s (CASP) 12 T
%, S5 4% AlphaFold2. AlphaFold3 7E P {4 Bk 80 AN AR G K Tk 5L TR B .
2 RS BTE T TR R S5 A TN K 2638 )5 [ Brax sty T R AR 25 5 N T8 R K 2 ks

B . BEiE Nature Biotechnology. Nature Methods. Nature Communications. Nature

Protocols. Science Advances. Nature Computational Science. Nucleic Acids Research.
PNAS %5 7K°F SCI I F Rk # % 50 55 . #E Google Scholar ic5%, AHISHT 7R C
23R AT 3400 & k51 . 4HAE SCI H] T Molecules 7% & 5 £ 4 45 [z Nature
Communications. Nature Machine Intelligence. Nature Computational Science %5 SCI #f
IR EFHKFECSE RIS TR 100 NMEZE 10 T2 AR, KA T
SARS-CoV-2 i & 4 i F S N A5 Y, 231 1 (AL RD) & H R ERIR
i, T 100 J3 B . DMFold 5i:17E CASPLS IHLA-HUREE &P B Lk T 1 i

SEIGAERTIRE R, Nature Xf BBt 14575 #k1& . DMFold 5154 BioArt. DrugAl S5%(+
MEME AR TR, BT R PREL 3 . TS5 72 MERL. RETH
AATUH F R H

ARAEE:

(1) HARSEFEEM KR 7458 Thag. BAEBIHHT;

(2) PUARKRZYTIE S AT, DUME 2R R PR TR IE I T AR

(3) %7 DL S0 22 D5 T

(4) XIRFGETIM . I BRI AL T 5

(5) X EERE Y e P AN 5T S . DAL

iR

B PURE 2R DU DU RS TSR0 I R BT AT A
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HIAEYH 2 AR EE, SR RISCHEIEE H CD3. CD28. NKP46 5584 H i ik
RIS S, BEMTREAON IR 20 ik . B Bl SR R AR s, s
RO B 41, BORRAE 20-30 Ji AT . B SRl L TR 2 2] R dE Geit i)
THRRBBIEAEA RS, 315 2-3 HARTURIEA 5. 8/ B AT 405 1 8
REMAFITIM L, TN NPT 515 DU E E 508 K =G 1 = 42 18] 45
1o FHRYE BAE REON 2 ARSI 45 & PR AT RETEREATHEFF o TR — P ARYE T
BAE R B MEHIRIRAAE R, BB B 2 200 HPTREAT ELISA 452
IIOAIE . IRZIRAT 30 RIKA RIG G PUE.

B 2: GG TR B EAE AT B ) T S IR A AT

SrEIT RGN e S = A4, #H0rE A H T 2P i
ARG 595 R — o BLOK V- H ot A B e IR 99 55 A e s R AL DT e bk 76, B
M BATIT A1) DMFold &5 A T 53%, AEAKSCI ARG OL N, A 1 iz st
HA-ZRE A @RS, 254K BB TR 1 KR A i g p itk
T HECEIEAR, T Tl R IR - IRE RS

T4

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
(F—1E#)

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 (£ 5] —1%)

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 (£ ]l —1F)

5. Wei Zheng, Qigige Wuyun, Xiaogen Zhou, Yang Li, Lydia Freddolino, Yang Zhang. (2022)
LOMETSS3: 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 (% —1¥4)
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FEE: IR, LR EEHER T R ONE AR AT AN S
5 % W) 3 S AL 3 T B R B 25 ) B E AR B P IS o DASE — 1 o B SR E
(& %)) 7 Acta Neuropathol, Nature Communications, Bioinformatics 25 4% & & £ A8
PES-

%% 530: wangkui@nankai.edu.cn
ARG TS AT B AT R R G X T 1) . AT ASEALTE AR R 4
P FII A EURR KRR, (B AlphaFold £ H BTN T JC R XAk ks BE AR A5
AT R I IDPon 52 41 5032 3 Jei B 2 19 5 UG 3 DX AR T S 3835 2 50T (PG —
£, & HRRS o EL BRI T AL . R R % Nature Communications A1
Journal of Molecular Biology .

TELL B AT b, B 0 08 3 B4 rh T S/ 2 () e S A R (SRR VR 5 4
PEEE S TR T o RIS %o I 2% A P AH DG 1) B B/ 2 () i L A (K o0 i B R & 1Y
20, WAEEA BRIV KA, W AR AN T 2RI S LB, 45
N TN R MTE Z R ORE R AER, R KR T WA R T Acta
Neuropathologica.

RS

T+

1. Wang K, Hu G, Basu S, Kurgan L. flDPnn2: 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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REER: BT RPRBRIFE A o, FEMNEEARSH SR . &Rt
Al Agent. Al & RAEV) AU 5T« FERUBUIHT. 2 BURE 2 @K P 3, B35 Nature
T Nature Communications, H#+5% Top #11] Cell Discovery. Communications Biology s
THE NI 2 KDD &, K155 Ay AT 2023 4228 3 WA S & . #1/F Nature
Biotechnology, Communications Biology, KDD 2026, ICML 2026 Z£#F2 #f& A,
fH{T BIBM 2025&2026 FE[FZE A& bt, CCF AW B¥ L RIWIRE . 2024 NiEE
O ERMD & EAA L2 LR LA LI R, 2024 2 NI TR 4= R 5 A4 TR
(X 50 RN, FEREINT D FF R AR R Al Lab, B AR
TEE . HEEYTET M OAEEREIZ T, £ Nature Biotechnology %5 7442
BRPUA RIS BT R FE T IS Top finalists UL BUR .

A7 : laliofchina@gmail.com

1

it A

(1) HE A4S DR
(2) wEAMBT

(3) Pkt 5k
(4) Al Agent

(5) Al GRAEDF

ienta iR
Rl 1: T SARS-CoV-2 [ i HiiARE AL

SRR M SLI E A, ALE R SARS-CoV-2 KT i th fldi . AHIF 8 H 42
JE AT VR R1-32 HUAHAT E R, B 7ELRFFH T BFAE AL SARS-CoV-2 Ui
IR, e Lambda. BQ.1.1. EG.5.1. BA.2.86 J% KP.3 Z:45 bk i) 5 kR B
AR B S AS Y T B R S I SRS G R ), A RGE S IS RGUA R R 18
SRAFI 40 MEEDUAS, 95% 0 Z /b — PRl f 1 55 Ao M SEBLER T, B THE 96
o BEXT BT e bRk BA.2.86 Fl KP.3, 705l 55%FH 52.5%MIMGIEHiiA e T 456
REJJo HRANSEIGHE—BUESE, 85% MR IEFUIANT 25 b —Fh RE R F I HH 38 5 1) ORI 1,
R AIE PR BTt 19 £ o %077 RN RIS 7370 55 1T R S5 Ak 7 8 Oy LA 15 ok p R
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I VE TR, DR RE G eI . IR R PUA S5 A b R TR Bt T A
AREfAE

B 2. RTT TR BRI GUR K BT

H5EERS BIRaEE, TFRSRGTOE BT e it B TR A A AL 3 Fh
NIR VH A1 FPSRGEIR AR PUREAT 08, 78 DR B )5 DR E5 S5 VE 1 R Protein
A ZEEREST, RRIPUARIERZ Fe Gtk AR AL SAL 1 e, Seaa 4l SRR,
T IR REMSAEAN R RS A BRI A T AR UE SN Protein A &5 5 IfE, BRI BRI BT
IR A R H B I o 2R D SNR AL BRAE . BRI IS R 3 A R
Yot s AR AT A

1. Song, Y., Yuan, Q., Chen, S. et al. Accurately predicting enzyme functions through
geometric graph learning on ESMFold-predicted structures. Nature Communications 15,
8180 (2024). (#—1E#, Nature TT)

2. Song Y, Yuan Q, Zhao H, et al. Accurately identifying nucleic-acid-binding sites through
geometric graph learning on language model predicted structures[J]. Briefings in
Bioinformatics, 2023, 24(6): bbad360. (:i—{E#, JCR —[X)

3. Song Y, Yuan Q, Chen S, et al. Fast and accurate protein intrinsic disorder prediction by
using a pretrained language model[J]. Briefings in Bioinformatics, 2023: bbad173. (&5—
fE#, JCR —X)

4. Yidong S, Qianmu Y, Yuedong Y. Application of deep learning in protein function
prediction[J]. Synthetic Biology Journal, 2023, 4(3): 488. (Z—1E¥&)

5. Zhu M, Song Y, Yuan Q, et al. Accurately predicting optimal conditions for
microorganism proteins through geometric graph learning and language model[J].

Communications Biology, 2024, 7(1): 1709. (GLE%—1E¥, R Top HFI
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B RREIRE TR, EER TR AEYE B, AR E LRGN, B ER
/RNA-FLAR S & A s S0 AN B BT D) Re I 28 TR0 <5, RS EV R RS LEmH
), FERENNFE LR MIT R IUFHE LAt 3. IR
A, SEELEN TGRS RERIE ERERE, UE—EaaLFRE—
1% £ Nature Protocols, Advanced Science, Bioinformatics 25 4% E R R FARIE L L b . IT
R o B AR 25 R TIOR3 trRosettaX, 7 [l o 2 1 Jod 45 44 il 52 3% CASP W 2 Ik 4
HIRTZE (CASPLS FF{35H ), Ak ESI w518 ORISR S0 U A AR A5 H

815 K.

&7 : hong.su@nankai.edu.cn

MAZEGI1: K AR T RNA-BCARSE & HIETI % RNAsite ZE57 78 % 340 1R
BRI SEBRRL R, %R B H % R OKF R B Valeria Cagno F 72 41 PA 7E Antiviral
Research {11 KR B, KEFRIRFEHER RNA 451, FRidi =100
RNAsite FNFITEFEL A G . DR, XSS A S IER /N THAERIIER
frE, HET RNAsite BTN, AFFEN AR 745G ) sk 259 .

NMAEB2: - B R 7 HE - RS & LA N5 % NucBind 7E5 H JE-DNA 7
TXREARIMA . Elrh, BRI RS ORI X 1 ps3 M A s Ak, RATH A
NucBind Filill{{) DNA &5 & si 00 TXHEJE GEED, FrgsiRs DNA 73 72545
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PIHEESR (St M5 SHEHAFAER R MZ, RMSD iX 41.19 A,
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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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WEFARE : RPRERIRTTU 0L, BRI RO SO AE S B, SRS R RE
T R U 2 R 28 SCAR 7 2 DA MHC 73 4858 5 I 55 o AR R LU — 1138 B
%AE NeurIPS. AAAI. ISMB. Nucleic Acids Research LA & Bioinformatics %541, 2 % >J
A B A TR = WORUI R b o TR i 8 F 5 B RE TN 529% GOLabeleer DL
NetGO FFLELIRETHIN X [ B L 3§ CAFA 2 UGRIGH —. FIIN, IR 13T 2%
FER PRI HL 58 BB AR A AOVR BERE Y. Attention XML Attention XML fig 5 4k #
PN REARBR R GBS , JF B Mk e 8% G 75 TR 7 SR
FARBR ASE — 1B S+ 2019 4F R RAEA AR 7 ST WU A T 2 I NeurIPS, F HARYE
Google Scholar 1t 554 51 XL F| 430 K.

B Z73: yourh@nankai. edu. cn
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):
1262-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-i228.
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BRI H R oA G A XH p{ B AR H 2 0. LAEE —{E# 7E KDD, Neural Networks
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