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EifeR, A=MEUMBIOSEETRE TEEHUERIR (Cell, 2020; Nat Cancer, 2024; Sci Bull, 2024) ; #8717 EH
HB8 DRAK2 NMESRYLAAERLE, SIFERBMRTAEINRE (Cell Metab, 2021) FI#EFRSE (Sci Transl Med, 2024) HIE
EFRHVED, BRI T SHRERIEITESTMEMEEY, SIS, UIRSaBREmE IR E Y N
FFnsREg (iMetaOmics, 2025; ACS omeg, 2025; J Proteomics, 2024 ; Proteomics, 2024; Cell Chem Biol, 2018)

REENT: UETZEEAFESHARKEE, LHEY-BEAMRER, BREQRBESEINEYIIIIER
THEARIE, BRREmNs FRENE, RRBETIRE, SERKNBEEMIRSYREYER. B 7
FIIARRERZAEIRER RIS IR R R, B~ BERABML. THI. REGUIR —HRUERNNSHERR
IEERINEEESFIAE, SR, URMEKRESEFARMEDFEFERDIENFINERTYE, UREEM™
EROEMIESN. () Proteomics, 2025, 2024; Proteomics, 2024; Mol Cell Proteomics, 2018) . IB7~ J DATFE D W ELEES
PknG, EBEERES PtpB F0 Pstp FEBETAIRMNG, VFM, AREYFMR (iMetaOmics, 2025; Mol Cell Proteomics,
2025, Revision; ACS Infect Dis, 2025, Revision) ,
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9:00-9:15
REAE: BITEME RNA N FETIEREMNE R RN FZSHEIRR

PV AV AV A SV A Y SV AV AV AV AV SV AV S A S A SF A SF VAN BV S SV Y SV AN SV AT SV AT SV T SV T S AT A AT A A A AT AV A A A A AT A A A T A A A A A A S A A A S A S A e e

FE (ERAFME=IXER)

- - FE BARR, MIARESIN. FENSEUEXNRRAROIEDEEFEHAR. STENE
- PEBIEIFAZT T (BXR "Btk ) F. US—(FEREMEE (8HE) &

& SCIiEX 17 ks, EHE4HE Nature (IF: 50.5) 18, Nucleic Acids Research (IF: 16.7) 4 f&
%, TREREANFESEFRNFESMA. PEFIERFESE MBS 9 IxiF.
BREEN: PARUFRAEABRTARRRESHREEENXETR, [EEMERRPRIZERZEEMNE
. AAREDREKFERNAIIREZED T, BRRFEEETIESERKNRERALSMIBER, SmET
THEHMIAERNERNRAERE. HMEERNRMERERDERERNIYE. FESIheesEs, PR TIBESMEEMS
M ERAVAHREAER R TIBESEIE. H— R AI, APLN' TipSI 4BAEa{ERiME R AT R HEASEEIREY) (Nature,
2024) , ERRBRMPEIEMW SR, BMEETMNEEKEK. REFIEREEEZBNMAENSEZEE, B5R7
MDK, IRFl, HLA-E EXBERFEEMHEPIVFE(ERSHRCINEE (Clinical Cancer Research, 2025, HENE) |,
FREIEF R TETF bulk RNA-seq NERMURSE, LW T MREIGKRTENEETS (ERKBEFRIES:
202410734657.4) , tHh, FANEXEBET MDK TERZRBRRMIEEAESERIIEPIIHIMNEEEENF (Theranostics,
2022, HENE) , HHEEAEEMEERDREAPRZITUEF (Journal of Investigative Dermatology, 2023) . £t
X RIE RREISEMERIE®, AHAREIRXAI BET iEF NHWD-870 BX&RNE (BCG) FIEI#E[AE BRD4-
MT1 HSEHRMEEERESRENRSE, BIUTIRREGRE, A "SE" RENRERRM THHEYET R
(Cell Reports Medicine, 2025, FHENE) .

9:15-9:30
REAE: ERRAIEREE Y WEBERE AT P ER

////// ‘/////////////////////////////////////////////////////////////////////
Bem (FEAY
Z2=F ( )

FEMRRBTAAFBZHO. SEFNFLESENEEE. ATERSESINNE G5
HREERMARNEEE, MEXRESRUNBIEEE, BRMEMESRRTRENH
ZMEND FIRHERESMHERREFRIS FIUE, HrRREaTRIER.

BREREN: DWEEREREERZONER, FaESHERTERATERSEINEY. AT, 29 1903 4
RO WEANARERELEYEMNERAFHEHTHEBEEMAR. ARRX—EEHINEME T ERNA
I, FAMIET Cancer Immunology Data Engine (CIDE) #&8Y, BEHTRE 90 R AT InARXGNEFEE, Hit
SkE 17 FsLAEERY 8575 BIRMYEBREAR. CIDE BERFMESESRRATIREXNER. AHARERET CIDE fFikH
8. ERIRESHEERNDWER, FHENSIERPIET AOAH, CRIL, COLQ 5 ADAMTS7 @& IEE Ml
FIRSEIRER. FAFE—SXHES CIDE Hig &= EFARAENER AOAH HTERANIIRR, 1B~ AOAH AJ@E
IS ZBRHE T LRPETHREAIIE A PUMEBLRERSELAEM, 1438 T MIESAHEREN/RAVEURE, NESHINEERIG S
ERFREATHER, BT AOAH IETRIAIERNIE.
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E 3 : HEE, 12
B2 B/ pg i
23 1ATBEIRG T 8 A 23 H (A7) L4 8:45-12:15

Be, PEAFEIHE, BL, BTASIH, BEEEEREARFEEE. 885, 8
hE, BERHARIHERAZIN,; REHEESFREAZL (AR) | BRIUE—FE
FETUWESE7E Molecular Cancer, Journal of Hematology & Oncology. Signal Transduction and

o Targeted Therapy, Theranostics, Eclinicalmedicine, Neurology #[] Science Advances &4¥5A&

FiFA FILX, BHEE| 7600 RIR, HISEL 45, 12578 ESIESHEEI, 2 /MA ESIIARIES. A
T EEEK 2024 FH] 2%AREIF R, BHEIFE(E Med Research H{TER. iMeta BIFHR.
European Journal of Medical Research #] Clinical Medicine Insights: Oncology &llFE 4.
FRRE Genomics gZ=F Immunobiology fREZ,

9:30-9:45
RERE: SoYRTHEREBEERSFRESEF/INEREBIRANMIBEIIRHIE

\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\

HER (PEERKE)

WEH, IR, RIEEEN. BIfRR, MIRTHEERAENES—ERER. TEMR
AEABITEESBIEHMNERE. BREABIETHERNIEENG. R aERETEAH
LURBIEETRHNA., THERBARFES. EBERESHARITESINER. UE—ZEH
{E&7E (Science Translational Medicine) {(elife) ZHIFIARIL 155, EitkFESCli
3 60 R, HIB%00 29, HEIAREHET 2800 %, &3% ASBMR, ORS ZERRFAX,

|BEEN: AHFRET 10x Genomics Visium HD SO WETEERERA, RAMETHFER 3 BR) 5&5F (20
Bi#) BB BIRNARENRSZEEN, PHERIA 2um, BIDIMA 100 ANTESAM, IRFIH 10 FhmieiIras,
BiEEHEE. BRREMAE. REHAESE. ERER, BERESHUEGHENERINES N, REEEHISEMEMHE
SEMELLHl, BEMERSEERERES. MRBN 7 SEEFRETHNMINEEE, MRREEUINHIRIER
BIETIRMH T SRS P AT R,

9:45-10:00
REAER: ERRTHEESRNREESEEEES

\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\

K=E (RHERKE)

K=E, BuE, TAEM, WIIKZOREKRhAEEERLRERIFEE. ARAH:
FAREWRESORMENSEBRE. E=FUS—/KNMBTIEETE iMeta. Bone
Research &Rz —X/Top BiFIAR 6 miEX, FIHERBARZES. 3K iMeta BT
HHTEIFR., SEERNKZETRNE. PHROEEZFSEFREIRES=SR. &
HERMKZMFETFZMCK. higEh 14,

REEN: RAERTARAIERETHAR (BMSCs) RUMRED F NEAT1 FEHRER{ATIRENZ BaeiaSaE
BMSCs i &Ripis, H—S R EMIBARKEFRIEMR FGF2 456 NEATI &% BMSCs 18ES4EE. AHR
K FGF2 7R IEM SBER-RESE (LLPS) HIFIXIZIEAR DNA FRMIEEEEEX, o, F(EER Hi-
CHIHiCuT (Hi-CBX& Cuttag) DT 7 REFEMFSEEHAR BMSCs A, FFEM A/B Xif, HINKEFAIRE
FEIIRBIESE, LUIEN FGF2 £5 1DNA BRNERABE(FAKE, EEREAS, $3%F CTCF, H3K27ac .
Medl, Dnase iy CUT&Tag BB/~ T HEEER S/ 1ZH. EEM FGF2 FEBth 1583, &a, H(WIET FGF2
REBXFIERREHR 135, 45, 1558, 21 5123 SEEMEEERAEER, XYUHEBEFRXISUTXYERE
RESMRE AL, SRS, XIARASFRIEXNEBEERRIEHRTRIER, HRET FCF2 REHFNIRCTH
e RTHEE R oL FRIER.
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FIFA: BEE 2
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10:00-10:15
IRERAE . FIBPEKFLERF] CRISPR/Cas13 REBREE EipfE PR B HRITHRENLS!

N

@ FNSE (HIKE)
whag, EEEFINTIRE, WENIKRE —H—K" EREFREARR, TENSMHEZERAF R INE
PSR TEREEMINAR. BRMERERENXES FIHAFRETRAHAR, NS TSR, SEFIRIKA
MR R G EEFE TN EEESY, EE KLF9, MAPK4 HEEE BEITMERIIIEPRIThRE R E S FH
#l, DISE—1EEEIT/EETE Cell Systems, Genome Medicine, Analytical Chemistry, Clinical and Translational Medicine,
Journal of Molecular Cell Biology, Experimental & Molecular Medicine ZEAT/AFRICI 20 Rfis, /=25 |FEE 900 7%, H-index
15,

RERENT: EEMEEREEREMERREENEENG. NRGETEEREPIIERESREINGE, Bi5E
BIARIIKERSEERUFRA, MBARASERARHITERADN, RBIH 9 FRMERE, HPET 0%
RNIRRFERE, BERAERIER. INBFHES. REKFRFHE. HEM 1472 M EREWEERNERME
BUECERM, TRt BE NEEEANEIFRRIFEIEIR TIMP1 Ad-5, HFRIAZEIEEF SRSF1 3R, BHAMIE TS
SIZRARENEERERE, BRUDEIEER. RIS, EF RixCas13d FEFR TEBOINE FHERSEHATERA
RRUNRERS, EEHS M UMEEEEEXRBIERNINEHERRR. MRER 7 EEREPIERMEREIE
ERERERTE.

10:15-10:45

AREX

20



EI5A: BEKE =

29 1ATBERE T 8 H 23 H (A7) L4 8:45-12:15

KEE, AREEFEL, BIEE, EaEWm, MTARESIH, [IIXZEORERTN
BEEEALEEREFEE. ARAA: 1) THEBRIRWERE,; 2) ORMEDSLEH
B, IE=FE—/RNMNBH/FETE iMeta. Bone Research, Cell Death & Differentiation,
International Journal of Oral Science ZFEFPRMRE—X/Top BiTIAZR 6 FiEX, EHERBARRE
FHEE, KX iMeta HIFIARHHITEIER. THERKXZETREGE. PROBREFZSSE
FiFA FRIEFFRBRES=FR. BRENAKZNFELFZCN. higd 14,

KEE
THERKAZ

10:45-11:00
RERE: RCHEs B-IEERECEH: RSB F AR aT AR RS

> OER (HERREAR)

XER, BXEFERFR/IMEEREN, HRAmEFEEREMENREHENG, FARBErERfiREa
rancklg, TRHEREARFES—, UFES5ES5RMEATIN. EEAELIE 4 N, LISE—FESRE
BILEE (&3 E) & Gut. Nature Communications, Hepatology, Oncogene, Clinical Gastroenterology and
Hepatology. Advanced science, Clinical and Molecular Hepatology, Small ZEAF)&ZFRIEI 21 &, #5|FH 1500 &K, H
$IEE0 15, iMeta. Med research SEESRZE, J9 Advanced science. Clinical and Translational Medicine, iMeta Z=HAFEFS 20
RIR, BRERVBEREEZEIRREFE,

IREEI: Cholangiocarcinoma (CCA) is a highly lethal malignant tumor with very limited targeted therapy options. Here,
we identified Aurora kinase B (AURKB) as a highly expressed and targetable kinase in CCA through sgRNA library screening.
Knockout of AURKB significantly inhibits CCA progression, reduces CD8+ T cell exhaustion, and enhances T cell antitumor
response. Mechanistically, AURKB promotes the generation of histone H3 lysine 9 tri-methylation/serine 10 phosphorylation
(H3K9me3S10ph), a “methyl/phos” switch that facilitates the dissociation of heterochromatin protein 1 (HP1) complexes from
histone H3 lysine 9 tri-methylation (H3K9me3), leading to a decrease in the enrichment of H3K9me3 at the neutral cholesterol
ester hydrolase 1 (NCEH1) promoter region, thereby increasing NCEH1 expression and cholesterol levels in tumors. High
expression of AURKB in clinical samples predict poorer outcomes for CCA patients undergoing neoadjuvant chemo-
immunotherapy, and are associated with cholesterol accumulation within tumors. Consistently, AURKB inhibitor or simvastatin,
clinically used for cholesterol-lowering treatment, can suppress CCA progression and significantly enhance sensitivity to chemo-
immunotherapy. Together, our results identify the critical mechanism by which AURKB regulates cholesterol levels and immune
microenvironment in tumors, highlighting that targeting AURKB or adopting cholesterol-reducing strategy holds promise for CCA

treatment, especially in conjunction with first-line chemo-immunotherapy.
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11:00-11:15
RERE : JORERSHKEREERS TS FIHER: JRERESTIRTNMSNRE
[RMEARREZET., MRCKEERS [ CEIERRE

HER (RAERKE)

HEK, 1. EEER, MTESH, RHENKFE—MWEEREMINEEIHE. TRERERARFEER
BRFRIE ST, RIHEEL 100 57T, ARAAAGPCKIRIESTT. PORRE AT RMENSES., E—aER
BB R SCIIEX 46 fa, XFIEAZRT Journal of Nanobiotechnology, iMeta, Frontiers in Chemistry &, 183 /=\5 |8
1600 X, HE#7 17, I{E iMeta, Frontiers in Chemistry, IJAWHS }% Journal of Nanobiotechnology #RZE,

REEN: FARMRERFE (Journal of Nanobiotechnology ) » FAFHRIT T ERAZMEREERL (PS-MPs) TEf7 L
FRARGPRTRLARMRERIEANH . ERER, 100 nm PEKBRHBSAFTHNGIE, SIRBMRIEFERILT, FHi@id Fosll £
8 p53. #PHI Sle7all NEAZILFE; M 10 pm FEBRIEEBENRTHEE YAP 1BE, SEUARESZREBINERRIE
38, SIARMRBIESRIEFIAIE. Ferrostatin-1 {MEEY Fosll BYEATEMAITT. MHRBRAERRDREESENS, B
T BRI,

11:15-11:30
REEE: ERRNERETETZEEHEHRERENAEZESERIER SIS

Erk (MEFEERE)

Frk, NERSTHEFRDEFINHSHERARR, TRHERBAREZES (FF/MHEL) | tEERIR=ENS
SEESEIME, UUS—(EENETWEE (&tRE) 7£ Gastroenterology, Gut Microbes, ACS Nano ZHBF&Z SCIig
X 23%s (ESIEHEIEX 25, HENME2R) , HIEE 19, ARBEHEHFFAEL “Faculty Opinions (F1000) "
KR, RIENEREBPEF 4 . NEFEARBRERERISERA . ERES SERAAT . BEPEEZSHET
EFSHrEsS5FFERIEK.

IREEN: BERSANBIEN, BEIEERID (510 Gy) AN ELERNATIGRER. AHAFHRITIRT
R (TRF) BYFGIF{ER, AILE(E TRF (DTRF) ATEERSER/\EFEER, M&RE TRF K3l #lHl L, DTRFE
BipEmEar, EERIKUUSHEFRIHCEINEIKT. NEBRETEE AMPK @i, IHi7 ERMekseT, Mk
RESHRD. ERBEIISTRAFNRRXYE, MIEIERIZIZNIEISS DTRF (RIFFUR. 4518 DTRF BIIER-IIER-
AMPK HPHISRIET, AMEHERB IR IRA 7 ALY FIRToRER.
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BRBRF, hERFROSHYHRIARR, BRAK, KEEREARZE
EMESEME, PERNMSFEIEETIEREY. 2581, HE Cell. Nat
Cancer, Sci Transl Med FHIT_ EARSFE—FIENEEXESLT 30 RiE.

RRF
SRER b LB

11:30-11:45
REAE: RREMEEABISITRETHEIE TMZ T2 (U SRS

BV AV AP VAN SF SV AV AV AV AN AV SV S SV AV SV SV SV A AV B BV SV S SV S SV SV SV SV AV SV A GV AV SV SV S S SV SV SV AV SV AV GV AV GV A SV A SV AV SV SV AV SV AV GV A SV A SV SV S SV S AV S SV AV AP A A e

-
- b
-

_—

@

XHB#% (RFSERIKE)

XB#z, BIfARR, EXEL, 1 PEMRSRFFSMZMESSER. FEEIMMEREREBEEVER
FEMARSHEWFHAR. [TREBEEFNAFSHENBENRER. | FEEFRMZMESFERREZER A
EHZIBESIRKEBIE (AD) FEXMERBHIIEMSIRRECNAEAR, ERXTIRESMBILTTE. B2
SERED FIEIRFTEPRASYERIBERBSHEAR, REMTREIERPRE, HERHMEEYIRE
FHPEE AD Ri2, THNGHIEGURIFAR. ERHEREARFESEFNE | I, 25EREANFEEHE L.
EEARZFESEA. ROHHERRBR 7, IE=FUSE—FE/BRIEETE Drug Resistance Updates, Aggregate,
Advanced Science, Chemical Engineering Journal, Small, Molecular Therapy - Nucleic Acids, Cell Death Disease ZEFR
AREAFIRR SCIIEX 10 RFE; 3K 2021 FETREEFRHERTER 1 I, 3% 2019 FHEEMISRREBEEZER M

FIEN=FK.

IREEN: ALKBHS BUMEESMEERRE, EINMIRAILEIKT, FHEE TDPI KS3 RUZLERMIE. FLERILAT
TDP1 5 ALKBHS JZRi#EBER, $2& 7 TDP1 AR EERIEF] DNAIEEREA. LHoh, KiZZUES USP36 @Y
EIRZRWIEITIRE ALKBHS 23 RE5H, (RIFPERZEEMBAIERE. XIHRESE GBM MiEx TMZ 44T
MZotE. 2, XMMZSERTLABIY ALKBHS {HIFISEEARDEIR 2DG 358, MNMige TMZ RISt A5RS
S ALKBHS £ GBM TMZ fIZ5RIKEIERHVE, T ARFaiar SRR T8 EEA.
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11:45-12:00
IREME: REEsIYIEER N AR

\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\

— B (PEXE)

Be, PEAFEIEE, BL, BTASIP, EXHEREANZESE. 85, 85 BESMARMETIE
REZW; FEPEEEFRIRAL (FR) ; BRILAS—EETETIEETE Molecular Cancer, Journal of Hematology &
Oncology. Signal Transduction and Targeted Therapy. Theranostics, Eclinicalmedicine, Neurology [ Science Advances 25
FERFRICI, S| 7600 RIR, HIEEL 45, 1278 ESIEMEIEI, 2/ ESI RIS, NiELBk 2024 571 2%
TReRIE3R, BRIFE(E Med Research H11TE4R. iMeta BIFE4R. European Journal of Medical Research #[] Clinical Medicine
Insights: Oncology BIF4R. Genomics 8Z=F] Immunobiology fRZESF,

RERET: RRBETEALAFTRELNTMLNE AEEERENE. SEAFNSEERINSR, BARK
NHEEz. MRRBEFRCHRIIELSMREVEIIRE, HhASIRETAXKE. BN RRREENIRE
AU TS %, EAEMIRNS R, NASEEARSHARRRETRFERENONT, Hh, KaIERERE s E M
R AR RIBRYIHE, SRRBIERAR. BHUHRIGRL R T BEE RS,

12:00-12:15
REER: RERESFE A (CAP) MESHEFMIERMSSEEEEE

HRIE (AARZERE)

BixlE, ALEREBEXE, 5. B85, RTtERFEYZ. HELFENEL, £WEEFE. DFEYMFWIML
FfI, HAEESFENFFARKEEESE KR (CAP) BESRHUEZHAR. IISE—/BRIEEHR Sig Transduct
Target Ther, iMETA, Redox Biol, Prog Polym Sci, Biotechnol Adv, Adv Sci, Trends Biotechnol, Trends Genet %5 FA&ZR
SCIEM 11675, RFRIF=824.4, HP IF>10IXE 17 /5. BRis IF=52.7. Aif 2024 FERM/RPESHSIFE,
ESIEHE| 4/, WNEFZARTWIEMTN 1%25, 0mPRIRESX— ZXXE, 24 %k TOP Hil, H=28,

REEN: AARES CAP LEREIEARNSERE. EAKRE. BMREE. JHREAMIABLAFE
&7 METERIMENEI CAP TUBENEAERE SO T—FrIEIEE—— CAPmed-BC. CAPmed-BC JBTEHRER
DIMEEREESFE TR (CAP) WMEEFLIREMARESHEAIGISIENEN, B2 CAP AMESEMRSEFRILZE
AUIBEX, ALEFET CAP FFRMERGIMERRMAMLEERERNS FIE. FFRET CAPRCIFETIZFHEHE
IEREEHIRE T BEEAR T ESHIETE.

12:15-13:00
& (BE, FRXGERE—)




. EIFA: PhARRR. HAEE
EZ-EEf P, ZIE. HBEEM
237 2: 550 Y102 8 H 23 H (A7) B4 8:45-12:15

PR, BUR. EEED. BLAESIP. EEERAXFMENFIERX
ERIEE, EEEIRARREARMK. NEXRETRRRRERAR, £
EPENEEERKRFINE I, £ Lanet Rheumatology, Circ Res,

Annals of the Rheumatic Diseases, Diabetes Care, Advanced Science ZZ¥EA

A F—FEBTWEER X E 70 5fs, HigE 46,
Shps
BEERAE

8:45-9:00
IREEE: MEY-I7- s B0 IR R EN BT

e, MEFRETIRZERZERD FISTHRAMK, fRR. LES
b, IEFREBZNEET - HMRERE O, 8%, ALERRATERE

,‘/3‘;},‘""" WALIERAIMHCZ I TTAR., (EARRAERE TRESERERA AT
::// FRE, EREANFZESH LIMENSFNE. tEmBERAREZEEH LNBS,;
‘ /* 1£ Science Bulletin, Microbiome Z&£57KEHITIAZ SCIiESOR 20 &, BHIBEZxRABE
' F/ARZER 10 RIA, ARRNEICERHRMDEERRIGMRE., EHR ERERK.

o .. AEGEN B 36 SRR CRSVBREENARIEA; R
el (CFRETKS) %7 eEoFoNAEETE | FESEAIS e ER R,

REEN: WEMEY-ZINE (MGB) HMSECHEAMREHERS MGB MZAEEFRURFRET
MGB HRIVERER Q2R HBEARIAIMERL, AAFIRIT 7 — MERMATNGEE. WEREOHRE, iR -
T ipEsasT. MNFRESTLARINETT. Wit MRSARATzREFR B IETRNASHE, LSS
AKIpiE L RBEAMpEMERTRILIES, LURIMARMAEREZInRoRE. REMHRESESTRE. KRS
RRMEADEBMERBMEYRI S I N EIMIZIE H, BEMEREAIAIMERL, HFRZEE AR E SHE
MEMRFZ ERIEXEBERIR, USRS RATEETERERIG. AARAET MGB HAYDERER G289
FRIRETEEFA.

9:00-9:15
RERB: BEMESSIBRERTT

BT {ER, L, IWIKZEZRNESE _ERBEAR, =EE CMUSERRAR
HAZEE. ARARABENESSEYRSER, WS —EETE Cell, Gut Microbes
RFFRIC, LIHEEBETWEE S Cell Host & Microbe, Cell Chemical Biology BEIA
. E{E iMeta FELRZE, Cell Chemical Biology, Cell Reports, Seminars in Cancer
. — . Biology, Microbiome % SCIEfEA, “#NIXFELAREFZAFHEEFITL" NE
BTEM (RTAS) o

IREEN: BERETRENEAE AT TP EEERE, HIIRAE Cell IREARITRSEEIEENE
FEAERING | R ERRESIBIT BE Tof7 BRIERFXAVAZERZEME/KFE, BiE T AT HRERR, MmiSiESFhsLiEg
SEZIAT RS, AREEERFSRIBFERE-BEIRRE/FAENEIGHE, EriRTEIREREYIRTIERER
1B TAEARISERETG, HEZETIHEMESHMMEUATT RS, AltRAR AT IR EE,
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9:15-9:30
REEE: BEGMNEZSEELF SN HPV BEREEHZAN IR

L B
BEY (BEERKAE)

BEY, EESENRERRIEERT, MTESH. BEREFERIRREZHRPOEES P ODREESE;
FEEESIIFTHESEZDESER,; IPVS 2R 2ERPAFISIEBHSPAMBERSSER, BEERRFSRE
55FZHERRSER BEESMNENEESRMHRENSPERINETNREFEEZELSFER. & Lancet, Lancet Regional
Health-WP FEHIFIRRICN 55/, EREHSE5ERKFA 4 . SHREHA 8 I, RERERHSETER (H=
%3) , SERMEERERTER (HEE 2) | EREEFRERTER HEE 4) SRR s . FEHRR
ARAZE TEBEERESBEHMENEFERRHRE. BRI SIFIRRE AR,

REEN: TUETEEEMESKEREM HPV BN DHRNEEYINRER. BEERTRIZEBRTE (i
BEMARTE. BRARTES) AESPERMEIRER. MRRRAEENRET BERETREXRIER. 2AMm,
SANMRENE (Gardnerella vaginalis) FIEEXERE (Prevotellaspp.) MEIEIERY, SBAMHESTE, FEIRTEF
B, ASEELRMBANEIL. HRANEFAGETEITHaEERNEER (WERKR. FRERE) FWSMmE
RfERts. InfsNE ) LI 2,3-XUNEEs (IDO) &, SHeREFEE, IF T 4iEimsIiee, W
HPV s ibiEREiEk. SRANETREINET ) (WENEENER) K3 FRMEES AT, B0 HPY £
aXE, IEEMELRAEE (CIN) #E. FARNROETRRER-H-RENREME, HRITHMESKE
BT RS ERIZRN HPV SRR R ETURERNIS FHUE, NARFFFARETHMESETR HPV P A RIRIREEEISHK
=
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_— EIBA: SRR, A
EZ-Eit B ZSiEE. ARHEML

237 2: 55#E Y102 8 H 23 H (A7) B4 8:45-12:15

IEF%; A HEEE, mAERAKFEAEREZEISMTESIN, NERERESENERTR
e ERNEHREFREAGS, BXARUE—EERKRERNFEAFRT Cell Host &
HLRESER Microbe, Cell Metabolism Z5Z¥&, A% 2023 R ERGEERE AR 2024 F[E
B ERAS KBS+ RS AR,
9:30-9:45

IREEHE: REEDRTHER- R TE

ek (BEERKE)

heftsr, 2R, EHEEN. BEESIN., ERERKZMENFIERKERFE, BESIRRARMRTT.
MEREMRREREERR, EFPENESEERERAINE RN, £ Lanet Rheumatology, Circ Res, Annals of
the Rheumatic Diseases, Diabetes Care, Advanced Science HZvt AR —EEBIEE X E 70 &, HiI5%L 46,

REEN: BERFNEFREFEERELRRTAEEREEER. AMREERT T —HERBEEEE
IpEERFIRETHEPRIER.
9:45-10:00

IREB : HPERE MGB fHAZHE

‘ ) § ’ BB (BERERIAS)

fhE, ERERAFNEE —ERBHRIEMRR, KIPRE) LEE5/MIEME "HMEY -7 AR, B1EE
Btk B 3X1EE. BERM "R REE. ERMEFFFRAAS ., TRHEREANFESEFRE. PE
BEEEREE (WA FERKEIBREHATE 9 ], SIRHAEE 300 Ait. LE—HBIMEE (8HRE) &
Lancet Psychiatry, JAMA Network Open, Microbiome, Molecular Psychiatry Z&EFREFF) EA&ZR SCIIEX 1955, IF XF
105345, Bit1F=140%, ESIEHEIEN 1 i, HEFMXEHATIBS] 1000 FR, ERIEHIEFNERERRGEIER
TN, SRERMKIE 4 8. FERDSFREBRKERNAVETVERSWBK. ERMEZFSEHREZISE
ZREFR. ERAMEFSBEREFD BT OEVEREFHER, REERMRABIHL"ER (HEE=) &

BREEN: REEPEIDEMETUR A -7- i N ERLEIRRATAREE.
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10:00-10:15
REME: RASTEATHEEHITIRCRRAR

N T T T T T T T T

HE (EBREAS)

TFE, 8, SBReAXFHERZRNERIERRERKETESIN, FBReXFENARREHRR, 15
BFEASMREEEARR, RMNPELRFNGARESIN, FEBTIARSRASEFERASEREZEER
WHRAERED FHE, TRHERBRARFES. S8MRKIENERES. S80HMNERESSE 10 RILEA (&
BE—TFABM) . LIBE—@HEETE Carbohydrate Polymers, Journal of Advanced Research F1 Medicinal Research
Reviews ZEHATIASR SCIIEN 40 °fs, 8 5 MPENREEKREER], {E Phytochemical Analysis 4gZ=, iMeta, Journal
of Pharmaceutical Analysis #] Chinese Medicine BHE4RZE, Medicinal Research Reviews, Carbohydrate Polymers, Food

Chemistry 1R SCIHFISEFRA. H-index 529,

IRE It : Natural polysaccharides have complex structural properties and a wide range of health-promoting effects.
Accumulating evidence suggests that the effects are significantly mediated through fermentation by gut microbiota. In recent years,
the relationship between the structures of natural polysaccharides and their properties in regulating gut microbiota has garnered
significant research attention as researchers attempt to precisely understand the role of gut microbiota in the bioactivities of natural
polysaccharides. Progress in this niche, however, remains limited. Here we first provide an overview of current research
investigating this structure-property relationship. We then present a detailed correlation analysis between the structural
characteristics of 159 purified natural polysaccharides and their effects on gut microbiota reported over the past two decades. The
analysis revealed that diverse gut bacteria show specific correlations with the molecular weight, glycosidic linkages, and
monosaccharide composition of natural polysaccharides. Multifaceted molecular mechanisms, including carbohydrate binding,

enzymatic degradation, and cross-feeding, were proposed to be collectively involved in these correlations.
10:15-10:45
AR

SN N N N N N N N N N N e e T
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IIAFBANARR, ERSEXEFIEAT, ERHEREBARFESIEI
FEFA HBEME. BLMERIAEERARKIE. KO T EUEREMENRX—RnNG
WEET, BE T EBEMEYSEEEEFIECERNRE(ER. ISE—SEE

P =1
a8 s e -
7 FE7E Cell, Microbiome, iMeta EHERFTICN 137, BIESHEIEX | B, FE=R
TN Vs
N YE 1 &, DHBE Microbiome Z¥& Associate Editor,
10:45-11:00

RERB: FFEEBERESBEARTUAN SHERRMAMERRAHHT

EFN (FERERKE)

IR, MEATHRVRERTORIFER WRIMEEL, BIFEEEIT, BIEE ARREIYEIFRRERK
%, FERZERZFEFHO. EEMAZEZHIEAZEE IHE 333 BERAL" EFIRER "S§=BR" NE
IHEEFRIAZIERETLRE NS IASEERRAS "U35 58" W& UEEEREARZESIE | In, 87
TIRRR 5 T LAS—EEHBEIFERE SCLHIEX 1R, RitFMEFRT 110 D KPEEFRHTRTER [ThH
BEFRRRTER THBEFHRAS IHE—FR US—RBEARMERLPEF =0, FHELHAEF—I HIg
20

RERENT: EEBE)RSBEENAN SHIRRAFFEREIAE BEBR: URER/NSEERFRES
& ABMR /IEE, ABMR REFIIFEREEFEENEN. 755 U8 6-8 BN CS7BL/6 INERRIRZBEEE, B/ NEEE
B3R, BIRBEERTRIEEH/KESLSERER (SYN) 3 ABMR/NG, #87TPUH SYN+NACL, SYN+FMT,
ABMR+NACL #] ABMR+FMT, MIXL/NERAFKEBEZEEHIT 165 RNA BENF. WESZSANSRBESIEHT
RG] Banff iEI2HT. HENFBESHAFIMIFER C3diTR. SNEIM oG FEURSRMETIR (DSA) . MiBEANET
(Cr) FMBRESR (BUN) KA. ENAEBELFHT T EBEZEER (Z0-1. Occludin, Claudin-1) A9
BEERNERE, E8R: 5 ABMR+NACL f8H, ABMR+FMT B9S/NEEEIEMME H MANBE ST KRR, S/
Bl WISz AReiRiaR, . AN S/ INERGT S/ NERIRERE R, Banff iFDEERE, C3d RARMXEE
ZR), DSASNEI 1gG XX RETEEMSS, JMNAMIE Cr 1 BUN K EBERK. SRR EREEER
HFRAEEIEM. 16s rRNA BEENFLERKE, WIETE. RETE. MIEERERE ABMR+NACL RURHEREM,
FRSEMFATEER SYN+NACL [IBBMAY), ABMR+FMT SR FEiHEFREENEEREME, BT
EF0 Lachnospiraceac_ UCG_010 [ERIFEEBRIGNN. Akkermansia MIATHBSFRERBAEKE. & JIBTES
#5 ABMR /NREARBES/NERRNEEARS TR, ABMR REAETRENE, HEERENARETEES
., FERBRIFEESEITRE.
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11:00-11:15
REEH: EnREHETRSE/ IZEERH

\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\

FT55 (FEMZRAE)

FI5%, HBAKBNSRESRSAMERAR, ESRINAKRRRNEITEL,. SR SHEMEYEEE
SR EBEEIFMAR. NETERIFR "SFEEFEHS “ (2023) | " BEEIFAASGFTE “ (2018) .
FRHEREANFES (BL. B8) FMERE. RitkZE SCIiEX 50 /R, HPFE—/ERIFETE NC. ES&T F
ZvibkE 23 ks (—X&TOP BT 20 &%) . H #8288 22, 25| 1158 /R, fXZRIE: Prenatal exposure to trace elements
impacts mother-infant gut microbiome, metabolome and resistome during the first year of life. Nature Communications, 2025, 16,
5186.

REREN: EHRPREREMEWATENXERE. HENIARLIFAISRERREREMRE 3 BREIL
mEERSEN, BERLERENRE. K. . XETRSS5Z)UETHERER. fTEBRNRERSF BT
ROBEE. fH. . FFTERS o BRRE)UIBET ARGs 2MIEEX, HRERFIBERERAHMETENREKFER
HW2)LipEEet. RS- MMnEsntERN=ERm, AT REGRIHREHMENARBNERMERMHHTN
fa.

11:15-11:30
RERER: SRR EENTEERE) LEESEERIAR

\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\

KET (LEEXE)

ke, EFEL. EREED. DEREXFMIESID, TERRAE: BER/L, BIER) UImEERFRI
R (IRFRSHEERE) (THNERAZEFR) (IXZEFR) (FEEMEFRE) (iMeta) EEFEHFBER.
HEERBAREE, TEHSTHEES. FENZEXNE/UIMEERE, HR=FTa0itk, EERE, BRRE
% 10 INRBHAR. LIB—AFERBIFERFRICT 60 E, Hp SCIIKR 20 . RELBENR, EEIFEFRES
R, LiBcHESTIFESR.

|REEN: FOARAR, FREENEENT/IL, SATNTEEEKRIERR. RIERIHHAR, HIIBEE
SHEKREMAIMNRIDE, KPEESFRNEER, WTHE/LHENNEFERTR, FR—LaINULHE, &
WisHE, SEREATE, MISEENEE, NEREIXTEREER, $BIRGSEESRIFNIERE, &N
HBo@mEEN T BN EHRLRFERAE, FIREHINENNE. NMSRARTEEEBENENT/EE
[ERORRARHEIBEERAE, FFalf KIRRAR, HRIEERNTHRERFERHNE KBHIFNE.
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. EI5A . PhERRR. e
EZ-EEf HE, ZSiEEE. AR
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a® Ao, TUECRE T ASEGSES FRrMAMFK, MRR. Bts
~ S, EEXTENEETH-MURREEGE. SA2. ATSIATE
" . ' (R AP ST ME S DTSR, (ENREA TR TR ERES

MR FRE, EREANZESH LTMBIISFNE. t=EmEARZES
E_EIMB%; £ Science Bulletin, Microbiome Za/KFHATIAZE SCIIESORE 205,
BN (ERETAS)  asmaostpanl st 10 2T,

11:30-11:45
RERB: KRBXRTR "B-XTH" NEIRFESDRR

HER, mAERAFEAEREEEMTESID, NEFEREFSENEXT
KERNEARRPEANS, EXARIUAE—EERKRAIEREERZET Cell host &
microbe, Cell metabolism FZ¥7E, Nisk 2023 PEFERE+KHAFARIK 2024 HE
iR FRZE R+ RS AR,

SR (RO ERIKE)

REEN: XU RAEREEHARAREZ—, BRFEZTIA RA ARRNEEREAWAIRIN.
ICIRAMNERIMERS. RXE-BEEH-RREDERSFAE, ERREEMHERNEXTEXRTRABIGIER, Fht
EZEEEAERER T RA IR0 TT SR8,

11:45-12:00
REEH: B FDIMCIRREEEEMEYERHNE O MEEIRE

FEE, IMIAFBEAIARR, EREERSESIHEAT, EREREAR
FESBI/IMBNE. BLMBERIASERARTNE. KPS T ENEDRERME
MEX—BHEWERR, BT HEMENSEEESEFIREEEIRZEIER.
LISE—aEEETE Cell, Microbiome, iMeta SRERFICK 13 f, GIESH3]

X154, ZEEAYE 1. DHE(E Microbiome Z¥& Associate Editor,

FRE (IMIXE)

REEN: FAREREMFARFTARETXRTIOAR, 1T MECERRFRER. ZRBARESE
BY: —R—FEMIE TR BRIV ORI ERIR R, —B—FET AR BETFERENAE--BHRE
AFE. FARERIFDIARATEECEREHSFIE. EHSARITEENEE. B TIMREmE
EEHHE, NMSRAEHEMESHERHHESEREXNSIOMEEREY. RRAFT Cell
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12:00-12:15
RERE: B/NEUSTEBRIS(RER B BREY & A eCE ISR

BXR (FEXE)

BLER, B, YEAFEMEFRSFEHN, HRoRAmERESNEERE. KaiRsl
RN AR, BREILAZE—{EETE iMeta, Animal nutrition ] Ecotoxicology and Environmental Safety FFZ¥
SRR SCIEX 105, HF ICRI KIEX 9/R, BR&esmMET 3320, RitFWEF 8398, &
S5ExRBARFES 3, ExRERAARITIIE 2N, DIRSTtXESIE,

IRERN: SAREFE TERARMKAESELE T2 BREMENENRSTIRES, KR
ANESUSAT RIS (RBDRRABTER (20 LCA) SREEFEIEMmNRA. BYERHBE. INRESRHE
INRIREE, IESCRAMESATEEIEDIRAERCE, A EIRRR. AR AT RMESTEEER
i3, RABIEEEAREH TS SR,

12:15-13:00
TE (BBE, FiRRGERE—E)
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-/ S E5A: . EEHA.
A y \ N XEE., PE=
247 3: Bl 0 S101 8 A 23 H (AAS) B4 8:45-12:15

B, WREAFEMEFRIZEIR, mAERAERREMFEWELT. £
BRI S R TIEN. FNEFIMEST ARSI RG], BHT
JERENEREERSHA—ERDEER, KNELHSHIRRFEIMEEE, 4
£ GISDD DEIFEMS, T IDoP FHNEEFHTILRE 11 WiEX, HiFENUK

TN BRERI 4T, SERHIER 3. SSREERNE 1, UEFBREARSH
. PRI 2 T, BUDARS "RIFHRATSEHE . Meta, iMed SREHTFR
2BE =

ARAS

8:45-9:00
REAE : BRI D BN ERET A

BEE (PEARIRZFICREWEERTAT)

BEE, ARR, BLELESN, WARAAARSIMERSEBMEY. EHERKME 3 I, KEEKRE
BEPRAREN 3TN, BB FOIFTRFHSRA 2T, BEFARIARIIEREEFRIURIFER, Nk 2022 FEEBKE] 2%
TRARBIFR (PSHHIRIFMR) . 7 iMeta, Microbiome (3) . Animal Nutrition % SCIHAFIAZRICIL 50 75, FRiE
EZRFIIEEM0T 1 T 8F Animal, EVRABIRSHTIRE, BETERFSES. GEENTUMSEDER

BAZREZER.

REENT: DEMEVENEDRPEEERENESEEN, EEREREMEN S B ERDEMATHTTIE.
RAFRME T —ME T IR R TR D BINREMENRHFTE, ARINATHESHRENSE. BEHR
TERRANG UL AR BRI B TA ERTIREREE D, BRIER 20.00 nm, SFHEAMEGLRIAFIBIHBIRERMD B0
SN, ERFAARESHERILT 9%, HRUEDBHERBREERN 99.95%, MBZEEEESBRETYE
DEE, L£EF—HREE Lachnospiraceae RIFHEDIRER. A77:597 BHEIRFHINREFEMIRM THERIATT

=

%0
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9:00-9:15
REEB: Gemmiger formicilis BRRFBRAINLHI N S FIFAZR

.
) /|
HE (FBHPNKE)

e, EBPNAFEIELE, 2024 FEBEGRFZMESFREREE—EE, HREBETERBENTGS
MR, EFERBARFES (FEMELI/MX) . UGC-GRF, HMRF, InnoHK & SPARCZINE, BEitE&H&ETSH.
1E Cell, Nature Medicine, Nature Microbiology. Cell Host & Microbe, The Lancet Infectious Diseases ZERFRIEI 60 &
8, #5181 2000k, HIEEL 22, REEERORLBEEER "REMRE" AE. BHNERBERIFIERNES KB
FEEeX%E., HRMER (ALORHR) . (BR) FEFRERERRERE.

BREEN: PEEFSKRETEX, oRRSEmEERFAIFEE—F, HP Gemmiger formicilis FEIBEE
KIENSBRXIBES HEUL, B G. formicilis J B FAEHRFTNKIRER. IRARTFUESE, FHERRCS SIMO1 Bd{EiH
G. formicilis 1258, BMERFTCEKRIR, EEBEF 8% KPXKRESZIRKRER (JWEBHE 10%) , THSHIK G.
formicilis FEIFIEX, HFI L, G. formicilis BIIHAERSHIEFHNATRERIKE : MR BEREES. BT
MERLER, SRR ERRE, NMSEXR.

9:15-9:30
IREEE: mire: EFBEEFFIRMEMHEERZSALT

Ei53 (FEAE)

EFR, EEEA, PERFENEFERRFEREE, MIARESID. ARSEEEMEAFREER
RESSHIERE, MGtIFEMERFEESTIEMRSMA. BRIASR SCIiEX 20 R, SES—FER (&
HE) 1FE 1678 (HP 4RBICR 1 X, 2FESIHHME]) , BRFEARSIA>1500 KRR, HIEAALH ST, BRIER
EBATERFES. HRalSEFES.

BREENT: MEVEEERTRRIERTRIEREER, ERBTHMEDESNEREE-MEMEEEXE
B, FAIFFAT mire (Microbiome Integrated Reconstruction and Estimation) R 1IBE5E, SEEBEEEDEF S M k-mer
EERZE, NUIFHIBRFERMEMES. ZLER IRITATFHENRMENFLIENMEDRSE ST, BOTR
RMEFRHEVEDTHESIEES. RIEMERS, TEXEREEFRED .
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A TeM, SETASEHRSSRIRK, Titg ‘===
SR AZ" . NEEVERBZ. EMERFHR. EFERBARE
H& 3, FRiFAZR SCIIENX 60 KRR, fth51>6000)K, H-index>26,
ﬁéj tf@lﬁ? Agriculture Communications, Horticultural Plant Journal EviEE TR
9:30-9:45 =
HRERE: IERARFRIRITR Al RIRIESIZIE S SIS

T T T T T T

VT BT (hERESERE T AR AT

B/NE, pERZERXELIEMRARARAARR, BS. KESOTASEREEIRITRIRIGRABEK,
KR BTHTRGHIRARER, Bhw. B2 BNk, AESEREARNZEE "HFS5ERT XXER
T, PERFRIBERORARIELSIMBIRE. KEHEREVMRACFENRITHNESSIERE. &858
RINHE.

RERENT: BORHERREM SRR ERIAAREIRG, FEE Al HABUZESER SIS FERATIRE
RRAMEFRSE. BIEPFLRRASK, AIRERMSTENZOER, FXDER, BAFRTIERRBREZER
T+ TH NeoPathTP, ESIZIESIHETH REME, ZESBEMNNFSEHFUUEE MTLKP, RTESREIFGIEREIE IsoScreen
FEWFTE, FAH—PEET)IGERTRIREEESIERIT 5%, RIS IMRIESAIIZIE S5 0Tt .

9:45-10:00
HREREE: CLABILEGE PPARYE /N7 IELs B IL-22 (R CRIF M SR e N B RN Rk

BN NN N N e T

Q» MPE (PERWRFE EEBERRAT)

KEH D FIHENMESSREENFAR, RARETHESTHIEHIRERIIEREE, RESAHBEEXK, &F SCI
B3 50 =5, BUIF#B 300, fE5|#8 1500 XX, hi8%% 25, KT KAZRT The Lancet Microbe, Advanced Science,
Gut Microbes ZFHIT), EFFERE "Hum-mE" WENE, BH "HMEY-CE-2%" BIEEE,

H|ERET: WIIE (Salmonella enterica serovar Typhimurium) 23 [EELIKMERIFHRBNERRRE, BEEHRNG
BFE. SIARRRBREMRSERAIEEN. FAARAI, HEIHER (CLA) fEA—FRATHEEIEIER, BEBRUE
SEREEXEL JRERSAIBHRES], (ERIKBIIERER. 32K PPARYR IL-22 NMSHMIRREER. CLA EEL
HoREFEMBEMES, BTt Lactobacillus FImERAIFE, HERMREGEE, 1EREHR. EHiEmRNesRA
BgiE. SEFESOTER, CLA EEERE. IFRMEXRESSER, BRHMEEH Cdrl. Muct FREEREZE
. BEX/NG [ELs CDASHHTRAMERANRF, FIAI CLA (B3 CD8uo FARFRIFIHMIRIIE 18, HE
& D 122, IFN-y SEXRAIBEF. (RPIREET PPARY iEME (GW9662iE5T) AIHI DAGRREBIIRE, FiEkR CLA
IRFRIGRAPVER. ItEoh, CLA QMERNBRIZEEE (FMT) IS URRREGBETNENG, IELEHBEY "HES
“ZR-E" HhEAEER.
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10:00-10:15
RERE: B 87" ERPEREMEY ST AN SHEREEDI A RFEPIEME

XU (FREARIAE)

X, FERIAZFRIEE. TENENSERESFSEERR, NEBELEIMAZL SRR, TREES
FEEEMRBAREB. TNAESHRITHFRR. TEELRHAITHIEARBEFRE. ERAUSSIACIFFOFF
MRS, Ritksk SCIXE 32 f, HAPLUBTVE—EETE Cell Metabolism, iMeta, Microbiome ZEAREEAT)AZR
NE 12/ A/RIF>10, 1BESIBHEIEY, | RRAEFERENE) , BRmawmET 33.2, 5| 861X, H
B8 16, RERRREELTEMNFIESHIN. IRSSERMERIRIHZER. ItERHAFREVESTFEE,

mEREN: DERXFERER. MREGRENURFHHENSHERNERRITCR, BXATELR
T iMeta, Microbime FRTE, ARBISBEARAREIRET 7 REDWEFRFHRITARISNSMEENE, KD
4 BRERTHATERESRUAMEES, AR TN "7 WFER, & 7 At AnNEAER
W, ERRRE-BA-FRNSHEEME, H—L7E DNARNA EHBEHRSEMHER TSN, FoREE
ARGs B SHFEEEEEEMFINL. ZAR AN EETMEY RN R TSR,

10:15-10:45
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BEE, ARR, B1TELESIN, ARARARINIEFSES
MEW. ERERRIME 3 I, REHMAREEIREMN 3 . S
FRFREHSKR 2 M, WIFARWRNEARETFRVRER, A
1% 2022 FELIKAT 2%INARIFR (M SERIFE) . £ iMeta,
i A Microbiome (3) . Animal Nutrition & SCI BiF)&ZFRIE 50 &, FKHLE
FEARERING 1 IR, $84F Animal, EYRARBIREETRE, BFF

XE
BEE E&FSESE, FEENTIMSEMRRAZREER.
SRR B

10:45-11:00
RERR: EF=RNUFNERKFRERABERSA

\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\

TE, £MEEFEL, WEBEAZENFRZIE. BS, iMeta liTIEFHE
Z, MROAFTEEREFEENERT. ERFSMERRMNEIBREIIT
B, IE5kES "ERBENIRERE" B, FRT—RIIEEREAHE
TSNS EDERKYE, PREANFHEMUE. (R) ERAEE. &
FALERNEDRETMUR K BERZES. ARMARIL (XRE) —(Fi@E
MAEHE & FTF Nature Machine Intelligence, Nature Communications
TR (GHRAL) (x2) . Genome Biology (x3) . Nucleic Acids Research Z=57iHAT,

REREN: HMEMEENERKFTEETEDESHFESBEE IR O, SRIMREERAENSE
FERR: SEDRZLEMFIIFLN, HLUBRERERKEK, NLERAEIR=RNNFSRE. SERER_AEE
KETARARE. ABIAFFABEHM] PanTax 5 HyLight 75i%, RIENZERBERHNDETER, FEER=AS5"HKE
BEESE, “EBRRRFEMRKFEONEE, MEFEEROHBERITIRISHE, E=RANFERERENR
SPRINFE.

11:00-11:15
REHEHE: RamsSERRARRERR

55, FEXEIRSKAINRITHEZSRENEHEANEWHELA, BRE
RARITHISFREZRNEERE. FMEHRNBEBLUKENESEIBN
SR TEEER. ICTV FERSHOETFEERR. RIWKRSERX=FRER
EMEEREZERSZR. NE2ERURAREAZ . TUFEM "KRIE
A" WRANT, FHPERZFESFFRKLE., & Emerging Microbes &
Infections, Sci China Life Sci, PLoS Pathogens., mSystems ZEHiFI&ZKIS
X 937, hig#23. BNERKPEFR 7, HIEINE 8 I,

55 (PEKFRIEFEARBEEKHAZRAT)

REEN: SETAMARIEFIRSEEERENRR, £ 128 MRS, B8R 7 RaaWmsisil
#l, BRGHTERxRRSHEE, BT X—EEEMENNRSSHFESEIMESHE eI TETAF
HRSIIRIREETT R, IESERME RS R MRS AR R A BB R £ R THH.
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11:15-11:30
REEE: ETHAEEINRGREFEIRRSR TER SR

\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\

ZBEF (AIRAE)

WRAFEMEFRIEE, mAERMAERRENFZCIIET. TEARDEERSRITSEHL. FIX
FIMET ARSI RG], B TEFNEREERSR—ERDEER, KNSHRSIHE
PRAEMMEAHIE, #9822 GISDD HEIFEAML, T IDoP FHHEEFHTIRER 11 RIeX, HEENARER 4
N, SEAFEER 3 I, 25REExWE | I, UEEEREARSRFRE 2 . SI0ARS "RES
FERIfTEE" . BE iMeta, iMed ERETFRE.

IREENT: BEFHRB(DENY), ENHESZIKV)ESENIERHERE, MERANERREX, BF
BETETE, ETRARARE. BREETIEEESSERESHREEE TR DENV F£2/MEEhY
EREERDEER, ARRERSEMNR. KEHERERRN T BE2AERHEMESE. GISDD B
SRMT EERECNSTRE, RET SR NESSTERE, XEEETHEER. XlEkEmE
MBI FRITRFRURSE, izt RS ESRIERIRMHETIEICE,
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WBE, KEMHTHEMES SHEENENR, FRETHE BB
PR, PRSANDAER, £ SCI IS 50 25, & IF 48 300, {t2[#3
. 1500 X, h 8% 25. KFEMMEAZET The Lancet Microbe, Advanced

FA Science. Gut Microbes HATI, FSEER "Hk-5e" BN, 12
PBE (PEARIZR) -SSR ELVRREEY,

11:30-11:45
REEE: SREMERAFARNREFL=FEmE

//////////////////////////////////////////////////////////////////////////////

T, BT AZAGREZZREREK, AdtEd '===AF" . FEEY
TERFSBURRRFR. PEMBEZZSEMEERESSER. WtEEESS
FaEYMEFLEE, NEEMEREAS. £MERFAR. TRERBARZFES 3,
TEEBEARRIZES 2 TN, RitkRER SCIIEX 60 &, fB51>6000 }X, H-index>26,

Agriculture Communications, Horticultural Plant Journal &Y S FRZE,

T (SIETXE)

REREN: HESRMEMERAFNTR, NTEBEEECEHGE. RSFIEENED, URNYEKRS
REURIRRREEXEE, HIBNTENERAFAFFEETHEFLZTE LGRPV2, BT IREAMERN
ZHRFHRE, WETESRIMNEREREY. HAERE. EERZHERERFHEHERR, FRTREZA
MBFIRE., TS RERE. UREMEEFSTIE, ASRHEMERAFAREM T RASEBRT
EX

11:45-12:00
RERE: ETREREmEIE S RIRAERARSESIT AR

EFEL, BEEEXRFFE—MEERLERINE, ARSELERAFIEFIMNEHAR,
FIEHFRRIE 1 |, RPERNSHEIEETEMITRIER, UE—EMEEEHREE
iMeta, eClinicalMedicine,Science Advances, MedComm, Molecular Cancer, Advanced Science,
INCC EHITAZR 80 R SCIIEI, HI5E 18, 1B{E Med Research BAFIRZ.

1ZR (BEFEEXNFKEER)

RERENT: BMIE (RCC) REaTEIMMNEREAIM . AANRETRRER LTI —E5T,
WA RCCRERTHIES. AR ERERTCIBERAES RCC BETEEIEEX, BrtERHhRE AT N
&, RIS AMRHBISRAME(DO)EIE, FHeE CDS+T MigAditEEM. HA RCC MHiESRIE T ERERAIING
{K(cEx0)E % IncRNA OIP5-AS1, BE# DC FRIHBREFHREHERFE, HUHAFZR OIPS-AS1 T ceRNA FIEEEE
E, BUE DC 4HBE STING/TBK 1 j@E, 1E3EH1REBENTMEREIINL,
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Ei5A: 5. T
Y-/ EE BEZE, PE

237 3: BlHEde S101 8 A 23 H (A7) L4 8:45-12:15

12:00-12:15
REEE: mEERTURREFRIERTEESTEREIR

FAr AV AV AN SV A SV A AF A S BV S SV S B S B S BV S B S SV SV A S N SV AT S AT S A T A AT A A A A A AT A A A AT A A A T A A T A A A A A A A A A S A e

KGR (BerRARIRE)

RENRBEEEASHER, SOREMEY. PREDEZNNEFRGE, FREBRASTUBEIEIAR
DR GR BB AT &, LASS—EUBIIEETE Advanced Science, Genome Biology, ACS Nano, Advanced Functional
Materials, Gut Microbes ZFHBFIFERER SCIIEX 20 R, 5121t 915k, BRE&EE5IA 213X, HA, FRlE SClo
X1KX 115, #WEF10.0LAE 7R, NEESISH5IEX 2.

BREEN: BEMEYENNRBERELEAIT ZIAY, EEEANFIEREE. AHRETRRMEYR
FNRENY, EEEERESY. REAFSRA, B 7 —MNBENEMEFEESETNREsMES D F
HIEMTFIEREE, RINSEERIMEFRITURERIIBEEMK Bifidobacterium animalis FUCIENDF GleNAc, HHBWER T
HEURBGEMEIERNIE, AMES T MR ERATAR, R ashE SRS e £ I
HIIRMHIRICER,

12:15-13:00
TE (BE, RXGERE—X)

PO AV AP A Sr SV A S A SV A SV S SV A SV A AP ST SV ST S A S A AT A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A e e
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AT HIKICIE A WKE. BE
2 1ATBERE T 8 H 23 H (A7) T4 13:30-17:20

XkE, PERRERYIEREMARR, iMeta HITER. REMEDAH
FiEF &, THEGSHEFIRISAERE, £ Nature Biotechnology, Nature Microbiology
FERF|ICX 80, 5| 270000, NELIKEI 2%RIFRIER, ERESFEA

i A ZIE. FEFEMEME. ITEESREYFEZSEZR, 8 18 B+HEITXK

SFNEREREARE, T (WEYESSBEMR) 52, K2 iMeta HATIAF

XloxE8 332), RHISEBITFHT=. ERK Cell FF). NC. NAR. Microbiome ZHj
Y BT ISR 340 S,

13:30-13:50

RERB: ABHBERSE

U (LA

Xg, IWRKRFHMEMBERASEERLREYRE, BTESIH, EXRNE. WRENE, TENEREME
MEFEFSRRMNEEEZESNHHAR. BXITEU—FER (S2£FE) £ Nature Microbiology, Nature

Metabolism, Nature Communications ZZ¥&, h-index 23,

RERET: NRSESEERE. MHRESFHEEARD ZHA—LEIS5RE.

13:50-14:10
IREEHE: I RNA BRI SINEEE

PP AV AP AN APV SV S AV A S AV S S S A SV B SV AV SV S S BV SN SV SV A Sr AV SV AV SF AV S AV S AV S AV SV AV S AV SV AV S AV S AV S AV SV AV S AV S AV SV AV S AV AP AV SV AV SV AV S A SV BV S AV S v e

Y TS e ——

FEWRFEIIERE RNABXKITEG EFF A, FIREMAEFAEIRIFRIERIS RNA FUE R EE R EEIIEE,
LIE—ABH (&HFE) {EE7E Nature Biotechnology (2021), Nature Genetics (2025)ZFEF AHIFARIC 128, 41T
ENIE ESI B#EIEX. (FAMBREA, ERHERBARFZESNFTTFRZE. BLXRIMAASIF. B85
% 72 #tE EREE RPERFESARERIIE, FMEAARETSSREEERMRITHNBE RERAL
BERZERITL. RTFPERFERSIR. tEMAFEERlE. FERFRAFELIZMANEI.

REEN: EREYRERARSESEAMID mRNA, IFRS RNA LINRINE RNA S57AR, BEEENER
HANZEEE. B, WAISCERERAPEIRIERE RNA FIEKHEN, SERITERDS RNA ARTPHNEESHR,
XHZERE, BANESL T —RYVEMERFTEMMEURA, BHIY RNA RO F2IRRBIFTRR,. B SEEAK
FEEHHE, BFAYREST LSRR, NEABEFEAT, RNA SHE. IRV EIRIIRERREE 775
RS,
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AT HIKICIE A WKE. BE
2 1ATBERE T 8 H 23 H (A7) T4 13:30-17:20

14:10-14:30
REEHE: RER. GR K—MRZERREID FE7/

KEMNEHSTBHRZFNSEREEIF SR, HETEFREIRBZER
B, $ETEMNSERERENER IGF2BP IRFEZE. SIF TEIESSER
RESH "#R1S" | WERESFEREARFES 4N, HMEERINE 81T,
NEFRRHBIFBEFRRIAT . F—EENFERER SCINE 16/F, RINKBAE
6 4. LISE—RARREEBLEEF N ARER. REGIMIEEEMR
RERER, EEZRASERARERAS —FK.,

FNE (ARRIKE)

REEN: | REZERATAERINI0 2. RBEKERBTIONS 3 KR89 FEFRRIEE.
14:30-14:50
IREEH: EREBATFNFESIMEHE

KR, B, =ZMAFFAERMAZHE, EfRiAT) (iMeta) ElESR, (BMC Genomics)
WEMR, (Genomics Communications) (KEEMFR) BFFRE, HRIEFEREAR
& FESEFRFES B X (FAFEFRZES) . SFRZFESMBMXRFESIE
;A 8 F—I, TENFEEFERNSFEALRE. FERSEINNRBUEHEAIHRRLT

' {8, HFAETHEHXMNSHITE, £ Nature Communications, Molecular Ecology, Molecular
5KR (=M|KZ)  Phylogenetics and Evolution, Molecular Ecology Resources ZEFRAI4Z HATI &% SCIIEI 50 R
R, 2RBNIE ESIRRISAIEIE 183, Bit#€5] 4000 RIX, hi5%1 20,

IREEN: EFNPARBSER, OESEZEEATEES B RMBNHREESR. BS5EE. FEPRENSTFS

=AY, RiEEERPNERSKRE,

14:50-15:10
REEH: RERRERIEFIHSENXEDRBIMFR

RRE, ARR, B1ESIP, KEREANFESHNEETFREZESETHERY. B
BIRER T RERZRMEHARAT, HRMFEARRMENZEEMRE. TRHERESH
KRitKmE. EREBAREEESEIME 13 IT; R FERIERAHSRIFEREEM 5
‘ I, 124 EfE Trends in analytical chemistry, Biosensors and Bioelectronics Z4¥is R Ik —/18

S TWEBZAIL 30 Rk, hiBE34, BHBERAEFR 694 (BN 1748) |, HEEER 14,
- £ SHISTER A SRIRZTIRE | 10,

PREE (I REREEBMEYIRTAT)

REET: BRMEBHENRERTENEERY, RERESREAIEFISE SISO TRERNSS
B, 5eaTEeE 43 MUEEREHEH RIRERIEFIHSENIRBIAR, BR7 CC87 BBEFISR RS REH
HEFRNESSHFEEREEKR, ETICRERAFZRETHE. MFRNSSHFEEREERISSES 71
R, ST ETHIEFREFISESEEREREGNHRA, 1S AHKEREFISENXRA S SRMNERE
TE 7 &,

42



AT HIKICIE A WKE. BE
2 1ATBERE T 8 H 23 H (A7) T4 13:30-17:20

BRE, 2009 SEARIEFRAMIKS:, 2015 FAEE FHERIZ RS
ESRBENMFMRER, SIREKMNPAEEF IR RREHARITE:
(1) PEREUERRREERVSEERIR, (2 PAABERRIISEESISHE. IR
ETHIEERASTROTHEMAD FIEHAR, OBmEPHEFFLE
E; OFHEMENFRRIPLEIHERRIZESE, 7 Cell Stem Cell (HHENX

), Nucleic Acids Research, Nature communications, Protein & Cell, iMeta Zr57K

ERHA P — BT RS R, BREIR 4000 HR. AN iMcta
KR HTIEANET: 332), TREER, BT ME ey s a0 E

FrRKFREERTE.

PEPERZR
15:10-15:30
IRERER: PEASRTIAIRSEILE

¥, {Bt1, IXZEAERFERBRIEIEZHOHRR. BEESIH, MEX
McMaster KFIHAIFE, NEERKEFAZITL. TERARSRAAFESREILEE
Z. KRR SIEREMRGIEZMRRNA. THERERARNZES (FF. @
b)) | ERESHRITHIREE (=R, +0R) . FEBLERIFESSE 8 INE
B, LAS—AETWEETE BMI. eClinicalMedicine, BMC Medicine, Journal of Clinical
Epidemiology, Phytomedicine FZERTRIEN 40 Rfs.

e (MUIIKRFLEFER)

REREN: P EASRTITRABETAN IR A RIMERR, S 7 RHa P ES MM T IR
H7TE, EMTIRRNETTESPES MU TISENRE, SETEARBHEESSRREMRERA, L
T FHFEMMUIRRSE B R EZREIGRM A, LABREXRTIKNA0, FRARARS ORISR,
R T SHRIPH R RRIZRER, HIE 7 ERRIRARSEEGSRE, SCI T hEA T s a RN A RIS (L.

15:30-16:00
FRER

16:00-16:20
REER: FEHREMARMKEZHDEZ

&5, WRR, BTEEEEESN, tRPEZXE, IHESHFIHREE
BItEmERLTEETFREA. NEORMPBENEYZESFERLEH
R. FEREARNZFESHEETE, PHEFPEXRZLSBFEEEAS,; RPEFAE
EEFSRHS SR WETRRHS SRS, THEREARRZES 4
I, RHSEUHEr 2030 EATIRIRA | TN, SE—EESENMEERARIC 75 F,
T=E (AtRFEDKSFE) MIMETF>10 50 127, HISE29; BRBEKPER ST, &N 1 IR,

REEN: BRPELRELSOE, aWIEEEESEER, IIENFRRZ AR A ESHITESR
E? EhEAECES NRUREERIG. SHEMER. Fa0oFamdt—25IeREs, BFERTHR, 845
FREIHRARSEIERRE, BIHFRESSIEAZA KK,
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AT HIKICIE A WKE. BE
2 1ATBERE T 8 H 23 H (A7) T4 13:30-17:20

16:20-16:40
IREEE: PR IR AN e R A

rE, EBPEARFPARFANEEMRFTOTE, PEAIRED &IE
SFR£EERLIE Pl NEEEREFRFEESMA B, LEHENF
5%, FEESHAITNFRR, EEAESENE. BEPERETMETS
MR IR ERNERR, IUE—BRIEESMH AR SCIEX 60 RE.
R TIEAZRTE Trends Cancer, JACS, Adv Sci, Cell Rep Med ZEAT),
g (LBPEDIKE) FrHt | FERTBIERRRIOH 1 1R,

REENT: PANMRSARCEUSTIRERE, EEFHBTOEERE, RETERFZHMERTZE SN
WER, BERANEHR, REARPREPORRNIMEEER D IERRIRERIEIRR, EMIGRETZII
D EBIFHNZFRRARFS. KIEPHUFENFZSRRDEZZTAORA, RREBTEEFSE D. B
A2, IR, BSI. ERF/N\DFREMEADIITIMEERETRG, FHEEeIEE N,

16:40-17:00
NRESRMFSPHRFFEXHERER

AR, TNPEHXZPEAZREIRK. HREMERESHRA
K. %, BLESN, BERAEFEFSFRZEESKEE. TENEPHRFR
SFARBRTIE, EERFEABT) Nature Communications, PNAS, Cell
Reports, Molecular Plant, Plant Cell EAFRIEXEZRH. HIIAFRIEIH F1000HE
FEE, SREREEANmEN. SRICN. ARIERUEEFRE, ®HERE
BRTE (TN REZAS) ZRFEZ "ELEH" | "BESAFRRN SHITIRE,

REREN: RIENAZR, SENERRFREEPHFREMIIEFIES.

17:00-17:20
RERE: ATEREEEYEFMTPINA

g (LLRB—ERKE)

®E, WRE—ENAZEHEEESAIERFREAIRK. WREZERFPOILEEARR. KERFEAZTTE
#Bf, {European Respiratory Journal) (S/{&EF 33.8) , {Lancet Respiratory Medicine) (SZMIFEF: 102.6) ,
{Nature Communication) (BH&REF: 17.7) EEFRMUEEITIATE SCIiE3X 51 fR.

REEN: MXOEREATERRATARERSFEFNA. 8%, RY Al NAREXEIER. #E55
&, BIHEEREFIRBERSE. R, BRAREEAE Al TERARMMRIA. &E, BERK Al MAKEH
KBSk SEANRTIRMUIERARR, HEDEERHEITE.
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REASIEICIE E5A: BRI KB
247 2: A2 Y102 8 H 23 H (A7) T4 13:30-17:20

RN, BEHIEPEARFERZRFIC. RIK, HE, BXES, #B1EE
SEIM. AHEBHHLCREALIRKEE. BERSKFHIEAERFRFTEEFRK
FRELA. BILEFHESERAA TRESE—BERAIL. BitEiEitkhER
PriaTxRBAK. HILEERUEIFBENGELAE. BEERBERHNFESERE

I FER, ERNEHTETANEACTATER, 2EREREFELEASR

LERE, TRERNNEAST. EREANSES. KEPFHEREALS

il FATRISTRE 30 2T, TRAEHETL IR ER S USERE | T,
LR EZDKE 2019 £ 7 B E BB ERIER AAATHE.

13:30-13:55

R T

\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\

&k, MEPLURFEGRZZRIR. BLESIN. BREFEAM
RERETE (973 i) BRREFER, FEER "+—A0" 863 IHEFIAR
HER, ERAHRSZRFRE., TR TREFHIEMAFMENHIZSRIN
AR, EREERFATMIARICI 100 £, FTPEMEERBLEANZM, B
R ERNEEFES"  BRE T REEFRER" | ESHRIMARIBTR
Bty (tEthESAS) RN, SNETEBFRIREEIALR, NEAFHLEETAAZT TREER

FAIE, BERBEFRFRARBR—FZN FERNERAR—FR,
REEN: FE.

13:55-14:20

REEE: FE

PrzxiE (AERFELGKE)

BrB, MEIRPEARZFERRERFR "FESMZE" ZRELA, FE (ERPEARFZER) 81E
. PEEEFLPEASRRSEEEIVERSEAZR. HIPRKTEZHFTWERIEISK. NESHRBTHE
REMER. BEFEREARNFESERME. REHBSRAMESZH, USE—FERETFEREFRFARILI4005R
8, EmthR (PEIHRAR) FEFSHB. USSR ARERFIRAMR—FR oI, BERERFRE (FE2
#r) RERA (2003 5F) . BRERBFHIIR (2001 F) . EEBABETFMIET (2001 F) | FTF "It=
HEFFRBFRNR" (2006 F) | ERHHELRFMR (FFHE) —FK (2008 F) | ERFRHEEESLEF
BRHEERFR_FR (2022 F) . ERERDEREZRS "+°0" £ "THR" SEH (REZEE) .
(PEIZETE) TR P EREHI N BEE.

REEN: FE.
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REAFIECIE EEA: BRI e
247 2: 258 Y102 8 H 23 H (A7) T4 13:30-17:20

14:20-14:45
IREE: HEWETEDSBIENR

S, R RESASEAERRK, RENRENRS (JthE
BkY) EAIHRETE, ERAHUSENSESHEE, REYE, BX
FARSOISATEAS, M EE R E AR =T, 3
> PEESSES LR SLK, BN S SchER I AEAL
> HEMMRTATASR, FEANES TESAEYA TEES 286
# EspARKEs,

EitA (ERPESKFRG ER)

REEN: 5E.
14:45-15:10
REEHE: "B HtES "B—HE—NRSENR" hadiEmR

PP AV AP AN AP AV S A AV A S A SV S S5 A SV B SV AV SV AV AP BV S0 SV SV AV Sr AV SV AV SV AV S AV S AV SV AV SV AV S AV S AV S AV S AV S AV SV AV S A S AV SV AV S AV AP AV SV AV S AV S AV S B S AV S v e

TiRE, FENETEDSHAERENSHERENR, BER 973" itmBEERER
FR, BRAT. KIFE. FAUMRAEAT. REFE, RIBERERR. REHDE
. THEREMESHFRE. HHERFAICT 638/, WIEESIA 13600 ZX; HPE
BMJ, Nat Commun &3 SCI1EX 177 &, Hi54Q 34, RHRERFTLGHEIF 12 e
ik, FAS—SRA, SRERREGHSR —FR 2. EhR—FR 101N, BEESRFN
ZRSB/NETFEFHEBEA.

FRE (EBPEDKE)

REENT: BEAOZRGHERENR, TESRFBIERERATMHSRENEXNTR. FARERLEE "5
B—E NN BREEAR, IR "EBRTE" B "B RSEMR" fEEROmIL, RN IFN-y,
TSH. ACTH. TGF-BERIARE. IR "WNSEES" SEBREEFSHRRBILRIGKTI, BENTE, BT IFN-
YERETF, @fE BMP, Jak/Stat, Wnt/B-catenin FHESIEH, NETHERANE, BHTHERSUSIERE, BRT

"B IRESIENR" HETRHE.

15:10-15:40

RER

FAP AV AP AN AP AV SV SV AV AN A AV S VA A A A SV A S AV A S A SV AT AV AT A A AV A Y A AV A AV AT AV AV AV A AV S AV S AV S BV S SV AP BV S BV A BV S AV A BV S BV S AV SV AV S D S A A A e
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REGFIFCIE

EIFA: RN, E

247 2: 258 Y102 8 H 23 H (A7) T4 13:30-17:20

S
LR EARE

15:40-16:05

KEHE L, ARNKBIERES "SR AN RIERHL" ik,
FREBESFNHNESZ T, BESEY. BHERFHSHYE. £5%2
RERAETESR, BEABIMINESENYE (BitttE) , AEFI(CRHEE
ItkiE. STRERKIME 1IN, FHEAERERLRERRRRE—I, LI—
{ERZE SCIIEX 30 RFS, ARIH4E Nature 3|, FE(E SCIEAFURE, 55 "1

SEMEBESTEE" RS, NENMNHRERAT, SEFELER
SRR,

REER: BE "WREEE" -SRI AL SN A

RERENT: "HREEE, —AMmBtts

Bl (BRPELGAE)

" SR T PARIRT A RIS (825) URER. &

BRETNTL, RETRANDR, EXNERFARDLETESHR. FEMAFAEASHRRLS, EfREXIR
BT ASEEHERX—IRFEEIR, EETASESERERT TS, (BHBEZERRASH) RFER
FEEEE (FME. PEREERAR) hREMFER. HRANASESEBIER PD-1 FUARTBMET, FaT
fERMERERNERER, ASERMENE ST TRIED. Wi, ASEBEMIRIUERRNINABFFIRZEIX
. UERRAREIGNPHEHBNMRARRE TR, DARFEE "MREFE" ZEREHER,

16:05-16:30

RERR: AN ESEFR AR

2R (FEEFRER)

B8, 2EREPRASRANYHRERLRET(E. SEFIFERE
REZESEAETN. ERELARITSSHER 23 T, LS 1 BRRAK
BERRERAHSE—ER ERNERAHSR TSR ENRFERA
BER—ERE 6 IN; LUBITWESETE NC. STTT. CEJ SREAERNE 132
R, SOAIREANESRZERAHLR. e2EFFERK. 2E+
EARHRERRE. FHEN=EZR. RNFEHLFRE. FINMATE
2R =FN 1R,

mEEN: £k, SEAF. HESEY. SRRBESRAT ZHRES N ARSI, #
T HPHESEFRCFRE. BNURRSEFHAAREKE, BESEFRABESOTANREETARER.
BEHEMABSEMTSEUREERARSE, RAUESEZFTANENFRDS HITAEEZE, ETEE0
PHTHSTIN; IZRAAMBIEFAY Cell Painting DHTHRAR, SEMETZMD. SHHINSHEYESNHFE.
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REASIFCIE EBA: MR, KB
37 2: 52 Y102 8 H 23 H (A T4 13:30-17:20

16:30-16:55
REEHE: PALIWIRAFRIIRER S

//////////////////////////////////////////////////////////////////////////////

BR (BEXZE)

BR, BRXEREGRRARGYRFARK, NSREEIHRIIRAGIUERR. BB
HEBLREEE, PEARERFNAEA. REEETHID. 2EEIFHFER. TEFFR
BRR. IRERHS—FRERM, FAEFRERMALITH, NEERNS. FARE. BF
IREFEAZA . & SCl MERZROHHIRE MWiE, RHEPEAMANERETIERARN
R

REEN: 5E.

16:55-17:20

REER: 5

//////////////////////////////////////////////////////////////////////////////

KER (EPRHKE)

TR, ESERESREVIRGESE, AFRERERK, ERNUHEFERFESIRESE, B
"FHREFSZEAT" | EREARNFZESFHEET, MItEBARFZESCFEHARE
A, HES "FHLSHBALSIFTHL" . "BIERNEEFERFEE" FKEE, "HIERA
IPUFERRNERTLTRE" £E, "RINHRAGYIERAFL" £E.

RN 58,
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EZFiein A B EFE
247 3: FHEHUL S101 8 H 23 H (B75) T4 13:30-17:40 AR

DS, mAERAKFIRIERMER, B1E=X% Prince Charles EFIE
BAFZRREFRINAFE, Wiley tHhiRit Med Research £ iMetaMed #1473
48, iMeta HUITEIELRIF=33.2), Advanced Genetics FIFEZH, Asian Journal of
Urology &IZEYW (IF=2.4) ; Current Molecular Pharmacology (IF=2.9)&IF4R;
Phenomics ZR{E4RIE (IF=6.2) ; EEMRRSAFIMESEFF Al FEIREFTN
FiFA TERIRORIF; BitAS SCIIS3 300485, it 1F3200+; HPLISE—EETHE

[ MIEBTE JAMA, JAMA Intern Med, JAMA Oncol, Lancet Oncol, Adv Sci,

e Sci Adv, STTT. iMeta FHITIRRILZL 160 Ris, Rit IF 1500+, 25|

FEAERIRFERTIER 6000+, Heindex=40,
13:30-13:50
RERB: (&bFE

//////////////////////////////////////////////////////////////////////////////

BEFERIENETERT TREFARPORREZHIR, iMera HREE
YR, Advanced Genetics fRZ, HRMNHBIEBENZEREHEEMEEE
BER, URSAMMERNSE. HARIESRASBEFAVKERR. RiED
W 17 BAMAK 30 5, DimEfE. IR, MR, BHEEEFRHSEFERE
RIMERREN, HESESTHREMRECHRATENGNAR, LUX
EMAME. FEENETT. 2020 FLRZHFRIEE5 IRIERRS, FH3X 2019 F
[BENT (TR ERA) T=HCRIER, 2022 FRPEBHEFERIFRE, 2023 FHRET= Ammodo
RIS, 2025 FF 2 BANBSH=Z=ERRNFEEANFR (KHMW) BTt, 5 BA%

FA=ERZAMBZER (KNAW) Brt,

//////////////////////////////////////////////////////////////////////////////

Rk, TNERNKENBE —EREE. BS. TEEIT, WERhhEs
BRXER. BEERARK, ERNSESKREE (BEZ)  TENER
ENGEST RIGREXAR. ESEAZE SCIIEX 280 RFE, 30 oLALE 29
B, 109685, BitEEIRET 2800+, LSS IREL28000+, HISELS0,
HehE—AFTIEE 210 &F, &8 JAMA, Lancet Oncol 4%, NikHfiB
18 Elsevier £TKAT 2% AR FREZGHEE,

23 (TNERKE)

BREEN: REFNR R RRR R HARbE AT EDNaMERT: 1. 2WeIHET: E6II3R DNA BE (100 £
R) 2R (B85 | SPORIERAFINARERFERIER (40%—13%) , JKEZR LDT KERER VD IAIEHH
AN CACA¥SREE, 2. TEREE: 192 14 BERSRMUER ((LF TNM SHE) | BEDKIESEEEEmafEse | iERE
M 30%FEZE 0%, 1RENR NCIHEFHPESA. 3. BAEY: AR "SHEIREDT AIRMEAR, KIERFERRIL
A (RHEZE 130) BREES (094) .
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EZFiein A B EFE
247 3: FHEHUL S101 8 H 23 H (B75) T4 13:30-17:40 AR

14:10-14:30
REEHE: PDZERSMEERE

XUIER, rAEMAERIERZE, EXREBINSERIIEETFEAL,
REAUBTFESKEE, RREARET OMELFIEMFAIEUHAR. E0
BNZRBR A AN OB - AR (B B AL TR AR IRALH LAK [ E BRI 5 FHEIE
M RRZREKFERRIC, —FABHEE Circulation (2025, 2020, 2019),
Nature Communications, Genome Biology, STTT, Circulation: Heart Failure,

XUMIEE (FARERIKE) JCl Insight £ ; FR_ZMERMEHERIATE.

|EREN: MENMARNEHERERESETEMEFFRE, TERTOEFBIMAE (VSMCs) RIFREEER,
PDZ GEHUEEER-ERHEEER (PPls) RABINERETHESERFR, ASURRMERRAERIER. HAIH
RiGTHEUZ-FREFIR PDZ R TAXIBP3 BIEHE K116 fiImH9 SUMO WSIHEIERER, FLAAEZE PDZ T3R5 YAP
&5, 1% VSMCs ARG MEFEMIRIZAK, TAX1BP3 ERSERBENIWERHBERIRFE
.

14:30-14:50
IREEE: IETURSIER

=inlg, MATBAFZELRMENFZRAIHR (88) | FLESI,
UEilmS. RERsSFIPRERSAEERARIR, BR 7SN IER

AEIFECR. NHFMASHEY. US—SEFE (SHE) Bk
: Nature (x3), Science, Lancet ENEZRERRIEN 50 R, 1ELL 4 FIFAFE
== s RV " P _':.: :-“—'-""'vvo ﬁ:%‘,'\ BT 3 ;/—,’ h-index 49,
=g (FELE) EREHREIRIFER". XELSIAEY 35X index

REEN: EAAZHHRSEENBNBEEEER—MIHANRSRE. BUSYBANRFR, BMWET—
RIETURSIIER, BEBEXERETITTHESER (SREBP) | AP2 EGFUITE (AP2MI1) MIHERERRS
1ol (MPI) %, fEHIH7IE, SREBP EERIIEREN GRS EEIE NirmSERIREBCINIEE BTN, XL&
TR STIERNRSIIEHEAT RN, HIIEEMARRSUFBEE AP2MI EAHTHEIRNIEE, XL5%
SEEHEN yxxo-BEFRNTRsEONERTAREVEXEE. b, BIHH MPI aTnE EMREREER
AOREEMCRN TR S NRERAITRE. EENE, EXEHRTEIIARSHA BRI T LTRSS R
&, J5iEFISESHEYD.
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14:50-15:10
IRERE: EEAYRIRBEEE

‘‘‘‘‘‘‘‘‘‘‘‘‘‘‘‘‘‘‘‘‘‘‘‘‘‘‘‘‘‘‘‘‘‘‘‘‘‘‘‘‘‘‘‘‘‘‘‘‘‘‘‘‘‘‘‘‘‘‘‘‘‘‘‘‘‘‘‘‘‘‘‘‘‘‘‘‘‘‘‘‘‘‘‘‘‘‘‘‘‘‘‘‘‘‘‘‘‘‘‘‘‘‘‘‘‘‘‘‘‘‘‘‘‘‘‘‘‘‘‘‘‘‘‘‘‘‘‘‘‘‘‘‘‘‘‘‘‘‘‘‘‘‘‘‘‘‘‘‘‘‘‘‘‘‘‘

XIRZE (LBRERE)

NRFE, BRAS. ERBINGSERASSIHETFIMBERESE, LIBRBAFFERR, DFEFH
R/ EFREB(CNERMARR, BTESIH, 2013 EETEVTF HEREAS, 2013-2018 FEEMTS
AERREBBTFRENSEELEHRR. BEFPRPE—KX J Nanobiotechnology (Springer Nature, IF=12.6) |
17FE4R, Biotechnology Journal (Wiley, IF=3.2) B4R, J Controlled Release fREL, FEAFSABFITI
ZRESEFRR, PEEYMHZSEFEREER, PEEYMTEZSERFEEYMESSER, F
EEIMRIZSRAEIRSSTRE., LUEZIBTEE AR Nat Biomed Eng, Nat Protoc, Nat Commun,
Sci Adv, JACS. Angew. AM H{FEMILIL,

REEN: MEERRARREABEREFIIHMENERSE, BREAKREZNRGSRE, EREETH
HERERNISTRIERRIFAR. BREILSANTSENRRNAERREERX, BIREmERERFK
BriatBXEmEMA— TR AT AT, EERER—MREEBEEHNERUsZE, EEAELEIRES
FEXARAINGEALN, RRNBENAEESTBH, WMEETBFORNEH=ERENZER
b, BEORSIVETmERBEERER—MPEXER _ DRAENEZT5E, A BmEPFERBERM
BB BRERS B ZSHEERNKE, FEBMEREHNNEREMFERIRIASE )N D EEERELEE
EipiE. BT, BNBETRENKORERA, RE— "BAESREX" R, EAZNAEEER
HUIR MEHAEERBRNASERAG, ERKZEEEE. EREEERRBRIAREEERILERA
FEMIBRIRED. SEGTIREL, REEREST RELRR. BRERG. IESEXRRNERET
HEXMHSE. .

15:10-15:40
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FFE, EFELT, BIAFEERESER, BIEFRERIDSIE
EE, iMeta PUTEIEDR, iMetaMed $4TELR, Heliyon Z¥EEIFESR, Biofactors
EAviE B EiE, &FR SCIIE 50%, hig%q16, #HB{EICI, Molecular Cancer

A ZF 110 RAFEIEER,
FiE
N

15:40-16:00
IRERIE: SRR NES IR

\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\

R, tRAEFE=ERBUE, RMAENERSEENLEERLWEE
FE, ERBERRERRVNED FENFSATRERLWET(E,
EANHBEEESREE (2016) , IKPEAARITVNERERER

(2020) , IEEETE Circ. Res., Nat. Metabolism, Nat. Commun., Nucleic Acids
Res., Sci. Bull. FEEFATIRRICI, KRIKME(FIN 2 1L,

R (LK)

REENT: EXREAHELRRE, BARNE—MIRENZA, BABRREZDRNMR, FESFREKS
KX, FERASSNSFREFRRNER, TRMRSEFRMRNINE RSk, BEMRE, FE5RKF
BmAIBhIZia BREEAIRINTES F R AU R S5 1.

16:00-16:20
REME: BEMEYBREIREES IS SImARE U

gk, MAERAFRIERQNEFSHE. 5. BLESESIT,
KeERATNEE., TERRSAEABEER-BEEEFIG, ERXEERERR
Iheeks. Br=1EE-FSSAERNEIRMIRRENMNE. AREFRT Nature
Medicine, Cell Host & Microbe, Gut ZfgiEAF!. ¥£ Nature Medicine, Cell Host &
Microbe FRCAEIFHATAERNHE., ERFERNS. @L 2 W) NEFFSFH
@ (EAERAS) B A RESTHIEERRASRE. BT EESAMENSRaEs s

BEER, | REEFSRBREFSSEFER.

BEENT: WORNEEAFERR-BEEEME, ERXTREESRRINEEE. SrEEm- S ERNHIFIRR
BAME, 8FENTIANGE: | RUEEERFERARIAREE R YR R ERRE SIS (Nature
Medicine 2025) ; 2. IB7REEf DL-HNAES=4EGE NOD2 “4Ei5iaiaS 2 {EA (Cell Host & Microbe 2022; Nature
Communications 2023) ; 3.EFEEFDWEENESERETHEEERENNSR, HERIESSHRZIZEER S ER
KEKER (Gut2021) . ZPMHREKIMETIGKRENNER, FiF-FHEXREXEFRNZ AR R,
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16:20-16:40
REHEHE: SRMEBUEAZPRIHEIRI TR

//////////////////////////////////////////////////////////////////////////////

& R (EEERKAT)

SEEVE, ERRIEERGEFFHOEEERN, BHEFRNZAUFPORRR, BLESI, TEEREERK
FFEE Barrow MR FARFISSARERFIRARFIRHM)IZ. IRRFRA LERETRERRORI BRI
WHR, RITBHRETHERFEBETIRIER, AREFR T MR RER SR, KRPEZRHF
22021 BFCIHFR, BUM Charcot RERE 31 BFSEFRFRR, FTETERRFSEFTFFER, FEXRER
MFESMFBFMESTF. #5]12860)%, higkk 23,

REEN: FERTIHERERSMPRGERARERBNLRHISRRIEE, TRAXEIRRERSMAIRET
BZ—. BRRKEHE. HERR. EalHETRSSAHRSERITHERRI, WRERFEFETZTELES, &
BURRMOARITOREIRIS R B MRS . AP IXMZRFAEBREMERS KMEREUET, HRRITHRERFERE
2. FEERIEERSFRERMENENHE, SSRTIERTENINE, SIRRRFEERSINANINERE. X3
TREMSRTIHRR, FHS5ZRMEEHIRSERTIHRELHREMEARE, BrERENHFEES. Bl
A, WahZ R MEN S Z PR R TR EIBE LRSI T KEWRE, FRIREEER DRRMRREE R
FERITIERRRIEIR. ERRHETHIRENE, FETERSR T ERYPRIE AR
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BER, BREMNAZFRAFRAZR FKEEARERTZERRAIK
FIRHA-RBHKELRETE, HARSERSMIVEEEZA. OIRLEE
BETFR. MMERMELaT REEERETREMNA, TFRERARER
ZPEIEARS Al SENZHNIREE, ESRRBESERARSHF O, B
35?# A REBEESBITRIEIRE., £ iMeta, Int J Surg, Biol Direct, Chemical

Engineering Journal, ACS Sens FZEAFICE .
SERR

RBEARER

16:40-17:00
IRERHE: P 4Etiar iR T IURER IR

XU, RIS ERR. B1ASIT. NEERNE. Hrais. il
BEEA, PREAREFAESEE., FENEMAECINRHFTESTIURIEHT. BEXMER
DE—BTEE (SHRE) &RFE Immunity (275, 2019, 2021) . STTT (2020) . Acta
Pharmaceutica Sinica B (25, 2021, 2023) EEFMUHZE 40 R, RITHEHE 12 Tk
TH, 4TBIEN. EHEREARNFESIE 3N, SPKELRE. BLIBEE 61N,
XU (FhRgASS) BEPETLEZSWRFTE SEHITLVERESETFER, TRKEZEYREFSEM

REFNERRE.

wEREN: ERERERTENRERRTARIFEXRRIER. SABNTHEBERARERMTEL TR S T
M, RIETERFFIHERIRIT TR, BXIER 7 iZRHIEE A20 BEEIHESERMAEEIRHATLT 4
AORONLE, FRFEFUEERTRRM T IsRES, FRSDIESE 7 ERMIRIEEAEF CCL1 2E ST EMIgEIE
SRR D F, FFPHETTAMARM TR, RN T I 4 RE BRm RTINS T b
ERHEMFENERIID FIE, FFRTRERBEST M ENRNREIESY. RIARAIRRB QIR 4Rt
FIECHKIE R TFRE.

17:00-17:20
REEH: SFEEFHNEASE T E0haaRE BRI EARE

A, RINAFAEZRHR. TRERD/LERSEHR. AERIMER
BERAXLRETE. AESESABREERIREEESEEER. HRAEAs
FMREEE. RREREARE. ERERERMATHERER. BXRER
NMFERSEREREGHAGERNE. UBHEMREAINESE. KESCIEX
300 R, RINER 171, iR (BRIRMERR) FHENEE 488 RAMERRE
ERsRREARF—FR, BIEREHE —FRE,

T (HINKE)

REEN: CHNBTZEERSSFREERAS, B2PBRATBEINEBFRERHIEMNFSERER. &/
KER AR ENNERT o HRBSFES RGN KRS, B2IREINRE (PPE) ATEIFREZHREASSHLRE
BEENFERENEEXERIRE. AMREMEIESL T PPE IFRESEEAESMRERSE, RAEHTE
HREEHUIEY-RNEE-SRERBRENG, BXIRET PPEFRESHRERESHNIERZRINRISEIAKES.
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17:20-17:40
REAE : BB XEERFHRIAR R

\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\

3K (FBHXAE)

KA, ERPNAFEWERAREEERLRE PI, ERNE, BLESIP, FBPXXERIARREIHAR
R, TENSENEHEXIEIRMAHRREEXHERIAR. B3X 2020 EREARFER "ER 2022 HEHERRF—F
R, 2024 HILERIFRAR,. BUNBHEFRRIFZERRERFERSE 20 RITER), 7E Cell, Cancer Cell, Cell Metab, Nat
Rev Gastroenterol Hepatol, Nat Metabol, Gut, J Hepatol, Gastroenterology ZFHBFI_F&Z SCI183 85 fs (44 & IF>10), HIg
41, TRHERBANFESMSE. L. EFES. EEARKIBNEARES. SERYRIERETREHRR
BEE&% 1210, {F Cell ZHFTIERA.

REEN: NHINEXRERETS (MASLD) RRENBMUIE, RETEZHMERaTiat. RII&KM, »
B4R (Nat Rev Gastro Hepatol 2025) SEEZEM (Annu Rev Pathol 2025) 7 MASLD R AIEXREER, =
EFEHEEERLIAEERHE (Gut2025a) . INZHIEA Tmost2 BE BT AT MAS KA H FHiFishEs
53FE (Nat Metab 2025) . BFE Tmoésf2 ETIREMIAE, #0H] MASLD MFFHEHE, FHEF MASLD {8XFHERE
FAFTTA (Gut 2025b) , IHboh, EFRAIBKINEESZ N3 - MASH {9 MASH BUFEE NSRS (Cell Metab 2025)
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9:00-9:20
AR BEffR. THA. BEEERE

PRNY, BUESRILFEAAFRZRPIC. R, R, BXESIH, B
[RIESEIN. NHBHHLHAFEATIRKEE. BEREKFHEAERFRF
EEFRFRTEA. BIEFHLCSRRAZT TES—BRAL. HItEs
BIRTPELAERAAK. BItaERWEIFEIGEIAE. HEER
BERMFESRERTR. EBFRMNKEPHRRNUERETNEHEER. 2ER
BRJINEURAZRSERS. IREXMNNEARTN. BEREARFE

FERM1 &, ETFHHLERFAAFRIETRE 30 RIA. FRHEHEHLES
H LR E A BRI EARESWSEFE 1 T, 2019 6 7 B ERBEERERMHTHE,

Xk, PEARERIEREAMARR, iMeta HITER. BRERED
HBEEFER. NEBEMBEF(ERE, T Nature Biotechnology, Nature
Microbiology S/RFRIEI 807, #5|270000K, NIEEIKE] 2%F}F B,
EREEFATIE. FEFEREDAH. TEERENFEEZSER, €

XUk D 18 FHREITREINEERBARS, TR (MEWASLIFM) £&, Kie
. iMeta BRFI(IF 33.2), (UFISBEITFOZ=. FRERJY Cell FFJ. NC. NAR,
REARRF B Microbiome ZEHAFIERS 340 2K,
9:20-9:25
RESE
9:25-9:50

RESHR: KRB LS AR

BFH, PEMFERERET (Member, CAS) , KERFERE ZREET
(Fellow, TWAS) , EEMAEWRSEEE (Fellow, AAM) , BHESRESS
2o+ (FRSC) . BUBAMEMRSEREATREEE, FEMENF ST
BERK, hERIVAVEASSTEELK, 2RTUMEYSS (GIM) £%, 18
S TFERFERETHNER. ERFHSSEELTE. BE "hESER
SRFHF Bt (EUNASE) 5% 82% HRERAHSERSESY TESERER | bEnt
e e KRIOIFEA . DERREREAY. Lt miEn. eER—SHKE. &
wEEN: B8 ESH TS, [AREARK. MRMERRSRMLE,
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235 1LATBOERE T 8 A 24 H (8 H)L4 9:00-12:00 F5=

RN, IUEBILPEAAFRREIBIC. K, R, BXESH, &
TEESEIN. AUEEHMELABTALRKEE. EXSKFHEFERF
MPEZERFRELIA. BItEHHECESRERAZT IEE—BERAIL. #
ItEFBMHXPEAMAERAAK. MItaER W EIFHEANGELAE.
PEEREARFESRRFELER. ERFIBPAUNUEATIEFE

FEA R. 2EREEBSTECRAZRAERE, THERNRKEAETN. BR
e EARSES HESHHEHRE AL HIHIERE 30 R, HEHER
. e ESEERIRRRPERETWHFARE 1 T, 20195F 7 BEHHEMEIR
73ﬂj tq:' EZK=E FoSCHE,
9:50-10:15

RERE: EYEIAREAERRBAVERIN

PP AV AP AN SV SV AV AV AV AV AV SV AN AP A A A SV A AP SV AP SV S SV SF AV S AV S AV S AV S AV S AV S AV SV AV S AV S AV S AV S AV S AV S AV S AV S AV SV AV S AV AP AV SV AV SV AV S AV S BV S AV S v e

BB, PEIERRL, EReRMNERREL, PROTARE, @

BRI, BERBAYERYHEL, 2ERBBIHICTESHT,

ERGHFET, ARNFEREIFRELA, PERRRFRASSE

BHEK, IEMEAYERNESARSESEEATREEE, TBHR

THHERERNESHR, MENERHNESTRITEINE "2ES

IS Bt (BEA) REAERMTEIN | EROPENSERNE, (K5, ERSERAL
BRI,

REEN: LWORNER. BE HRENSNESFANTIVENRIETERMEARER, BEE
BEMCEIESFABATERBLFEANEESAR. IRESEAFENENENTRERRS
1B, FEhEEsr. EMEIREABRMILI TARBNERTHNEIGES, EMBMMERELRS
ERMHEEAES, AMRSEENETERIMENELRE LB RTHOARIR, URAERAER
VB RBETHAEMNSEREIRE. TRAENNIREEIE. TREMESR. RIFRAAREEILR
EAERENERIIMCHFNSHENIE, FEr T EYELREABRRMAEREES.

10:15-10:40
IRERB: A HFHERESR ARC £VTHESFEEF-INER

ZiEH, MEERRUAGUEESTIRE (EMSR) . RUKNED
R RRER S XETHESII=EF(E, FME FAO/WHO JECFA, ISM,
GCIRC FEIFAREE, KPNERFREELZEWR, TRBENS
ZRNEHSRERSFENEEERR. UE—ZRAREREAL
BBFIERERGHS —ER 3 I, MAtERBP—EK 1 I, 2018 &R
WNERFhERIEAR, FRMAE SRR LRI AL TS BIRTEI
¥, 2019 FHEHETRERREL.

RERT: R 20 SHEHR, KBAT ARC HENER, AAEHESRIERLIEESSEERE
FREEN, BT REXTASERIERIET™ ARC £YEERA, £2F 22 8FF-XARTEHA. F
B/, AER 10 TEAAEEHEENAE, BERASENERERS. BRESR. RIEETMR, 17
WY EBEHESTFEZERTE, RKTERBERERIAN, "—AT5" R T RAMEER., R
T REXRSESERERIE KER R R IR,

10:40-11:00

S

FAP AV AP AN P AV SV S AV A A A S VA A A A S A S A A S A S AT AV A A A A A A A AV A AV AT AV AV AV A AV S AV S AV A AV S SV AP BV S BV A BV SV AV A BV S BV S AV SV AV S D A D A A A A e

ZHEH et (FERRBEAAT)
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PRiE), BSeEIRIRHMNPREEIE T RERREFTHARITRE: (1) $58
REERRREAFERIR, 2 PAXRMEZRNEERGIEE. URET
HIEFERSTRODAEMET NS FIHAR, OBmEPHEFE
E; OTABGHREMFRANPAFRRIZIES, £ Cell Stem Cell EEX

35?# A £5), Nucleic Acids Research, Nature communications, Protein & Cell, iMeta ZF57K
FREUS—HBIMEERRXE+ R, RFH5IA 4000 £X; BREEITD
FI= iMota 57 (IMET: 332 H3EERITER.,
PEFERFR

11:00-11:20
IREEHE: =EIEREE)-- A SBEEEFISHMSE

XUBGT, PERZFEMEMARAARR. \WRAFFREE, FEE
MEVEF2PERFO 2K, TEMENFSINEHENCUEZRS
BIEME. iMeta E9R. (MEMFR) PITER. (EMIEZFER) BIE
. BETFERFRMEDARABNVERK. KEEREARFRLETF
E2WHE. FERERBALY (BIMEFAT) MEXFS RKELEMNF

SUNET 4 (LLERASS) R TIEERE,

REEN: BEMENSEENEFZHENEAR. BEESEEMAE. URBENESFMN, 7
HEER. SHNBEEFRAXRIERNG., MRELEHRESRE (R A, NEREREESRM
RIFWE. 4 DARIMIBEEREIECEBIER, UREHESRESBEEEEERIE. EEu L,
NAREEIEREIE T —aERFRRITHE.

11:20-11:40
IRERHE: CIFTRRYA AR RBFRIMHAE

KIKE, BONRZE5ZAGRRLT, BRI AZFAZRE IR, HHEE
#4%(Chair Professor), & JiF MFAEIT, SBEAFFRENHEHIE. LERE
AXZEZF 6 FHEFFT. EEEEEXFEFREL. BEEEXFH
FRBK(EEIBIEIR 10 . HEPKIFE FEER. EXAHEFES
F5E. EXREAREWRITY (973) BERER. B XEAFHALEX
KIS Bt GERIRMEASS) EEREA. AR D FHEBENPAERR DI RHR.

REENT: FE.
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11:40-11:50
REREE: MESETTHES

FAr AV Ar AN SV A SV A AF B S B S SV S B S B SF BV S SV SV S S T A T SV AT S AT A AV T A AT A AT A A A AT A A A A A AT A A A A A A A A A S A S A S A S A e s

P 4 an (REESED)

i, B, BNXEMEMFEL, BIEEHARA, BEERERAT C X, BENAEmTESH,
WEEREEMAADE, B IFEHREEARRMESETEARFHOERMA, KENSMEDE
TENRATYRGIIA T, SHEEEARZLESHNEHRAIIESEFARNE, TREREARE
& wRESEAESEMAE 6 I, FMEARAESTESMERESEMARLETLIO73 iT). BERER
HRITR. FENFER. EXEMRERSEEN. BFATHTWERSEEARMRE 5 WM, RitkE
SCIEX 58 s, HA 52 MR T Natwre ETRRFTI, SRENEE 1 F, HEENKBEF) 40, BRED
FESFEYEF 19 I,

REENT: 5E.

11:50-12:00
REME: #E, IHE, R, Lk - ATERERHMCAIIGARH

PAV AV VAN SD AP0 AP AV AV AV AV AV SV AP SV AN SV SV SV AV BV SV Y SV Y SV S SV SV SV SV SV SV AV SV A GV A SV AV SV SV SV SV AV SV AV SV AV SV AV SV AV SV A SV SV SV SV S SV A GV A SF AV S AV SV SV S SV A AV v v

BERRAR AR EE (PERK-R YET HF5RRIKEGLNE)

PEENZR, AR TFHREMZERAKRSE, KBEFIESESREFEFIZM, 2005 FTFEENHESS
HAZBEFSIHTENIREREWVFHREELIZMN, ARSTAANEF G, MREAE TAEHIATEEER
ESAF (GE) M=ExK $MEETFAE, REEFZMEAKBNHITNIGIRE. WREITE, IR
A, BIRERBERS =R BT A. 2017 5 1 B, IR SETRHREBIRAE, BESE.
2021 FHEREERAARFEIEENEYESF TREFRIETHAREESHID,

REEN: IEREZARIHERBASATNEIEFLINEE, AR, ESLEERE. ATS
BERARREE, THRIEFRAREGARNRERR, MUEH T ETEENCESHTEE E88E
BRHERNENBENR AT, MEAEIRARRFPHAETEARER, WRAMINRT NEIEZNERE, A
IHERIFOR, AOZNATIRARSEERAERE. BYREFIFASAREENRE. BENSHTRR, AL
BRI EST A RIEE. B, BETELHFEENARSRUBEERZFIEER, AE
R MM TR R A ARTE.

12:00-13:00
T8 (BB, FRRGERE—H)

FAP AV AP AN P AV SV S AV A A A S VA A A A S A S A A S A S AT AV A A A A A A A AV A AV AT AV AV AV A AV S AV S AV A AV S SV AP BV S BV A BV SV AV A BV S BV S AV SV AV S D A D A A A A e
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FERES

EFA: WG

&5 1ATBEIRE T 8 H 24 HAR) 4 12:00-13:30

EFA
XUSGT
WRAZ
12:00-13:30

XUSGT, FERZRHMEVARMARR. WAERFEERE, FEE
MENMNEFSHERFS S K. FEMENFSARHEDETIERS
BIEME. iMeta R, (EWFR) PUTER. (EMIEFR) BIER.
BETFERFRMEMARMBNERK. KEERBANERNLETFES
IH. FEREREALY (BIMIFAT) IEXR. REEEMERIK
TRETRS.

WMEZHE 1. iMeta RFIHATFHRR SFIARFERL

XK (RYIEEERT)

Xk, PERREAYIEREMARR, iMeta HITER. REMED
BREFER. NESEMRZEHE, T Nature Biotechnology, Nature
Microbiology & ZRIEX 80/, #3127000H%, NIEEIKE] 2%l FaEeE,
ERFEFAIME. FMEPEHMEDH. TEERENFZFEESEZR,
D 18 BHRTRENZAERBARS, iR (REMHELDINFM) €&, ki
iMeta HAFI(IF 33.2), fIFIEBKBIFHZ=. FRERA Cell FH. NC. NAR,
Microbiome ZHAFIEETS 340 IR,

IRERA: J[IR iMeta, iMetaOmics, iMetaMed FEZRFIEATIHRIR EFORFAL.

WESHRE 2. FHmmAHR

1TEIESR. BFREEE.

mESBE 3 RERSIC.

WESHRE 4. EREER

it

o
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AF#B EEA: OWR. =B
2 1ATBEERET 8 H 24 H (A H) T4 13:30-17:30

SR, ItERAKEE=ERARR, BIEENEPERLNER
FEA F1E, ERERRZFES T  SREKSR, FEESFRER
S BANE., ARAEAEEEYZF SHEERE. TFERESAREBEHE
TtE=RE RESHRBREABND FIHFRRIIAR, HEEMHARKERIGKRE
_ 1k, FFEFHBARIRBREEIZHTSE, AEERIETEERRIIRE
BHITRRRRIZHT, [EMBUREREREFTNER. (FAS—HEREE
(B$E) & Nature, Cell, PNAS HFERFICX 21 &, {EAFEARE
FIFEERLALIE 6 I, EAFE—FTRARBSENERRIZFRAR
ARF—FER—IN,

13:30-13:50
IREHE: ) ERIFEEE ST AR
6, (RN, ST, MELEA. HEERA
BIGRRS TIE, BT L EAMEAIG, RIEarFEE: 1. 2
IR S EATR, EFEY TEIL AML BRE. S
BY NUP9S-r ABFSRARFESE. BTEE RUNXI:RUNXITI BERY
BB 2. B REST TSR T B M e
e . RTERBAED; 3 BCATNRTR T BEOERELE
e (BREMAR)  mapmm, + SeMBme T HiReLmlmRR L EssEs,

JEBET: FFRT HSCT-64, — 1 ET 64 NMEEAFRANXETUUESR, G5B EBER] aHSCT-64 FIiFEE
BER nHSCT-64 FAEEL, AFIFRM/LE AML BEERESHREZREREMTIERE (allo-HSCT) 1B FRIM
5. HRBIET 1647 FRZHART BEE RNA-seq #0145, FE 233 FIEZBAZIFIRIE (C-index: 0.791) , RIMETFIBIA
R FIRE, BEtRR—BEERMEEPHNKGHF, 8R5 "BiERE" 5 "IBkaE" BE. 8RExw R
B "l AREREENELET (HR=1/588, P=0.00657) , M "JFKIEE" TEZFER (P =0899, HR =
1/1.06) . iZz%MgES 7T RE—REFER, T ER "SREBE" UK, MUTRIERE, HENEREE. MIMURYE
i

13:50-14:10

REME: I ERRERAS

S HNAEERHRE, BEAESIN, IA8RRHEEERS R B ERT
WEFATLA, BNTRRENRZESTBREATERLNERF(E. KENEEME
BERMEMEZHR, FFEREARFESH LB, £ Nature Food, Nature
Microbiology. Lancet Microbe, Nature Communications, PNAS, Genome Research, Genome

Medicine SEFRFALATIAFICN 855, HHSIA 91418, HEF 45,
[EESL (FNKRE)

REEN: EXEBE (FMT) EZSMHEEMEREINSTRIS, (BEEIFNEEE (NSCLC) FRINERERT
PIRR. MARET 4 FREIRKRAICAI, FMT BZ12FH1 PD-1731, FEIKHEHA PD-L1 [AM% NSCLC BETHESE
FH (138 vs5.6 B) , WMREATMABREEEEERN. HNERR FMTITRERIE, BINTESSHEREKERR
&, STl FMT FAFE) 2000 RIGEEAR., KEAN: E—HEDHAFEEREEREBRIGTEN, BETH
EMERRIOFBER. BIESEENNRIER, RINEREEMIIESZONER R EEIEAEG &R R
{iFEX. RAEKBONEN 7 "Eik-THRE- T EBISER, 109 MEREIRIIRIIEES RIFIRREBSZTIREAX (AUC
0.80) . BEEEMNFZENEERES, fHisH 11 MBARIMEABERTIREIER, KRR T NIFE
EHKERMENHEHTENERET, AMMUBER ST RHRIZFMIE,
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AF#B EEA: OWR. =B
S 1ATBRERET 8 H 24 H (A H) T4 13:30-17:30

14:10-14:30
IREME: EFFA TSRS R I

N T T T T T T T T T T T N

KB, BRETXFHE, 8%, £EFERTA, cEERAEHAL,
TEF "EFEEZN Al BAYERI" . LIEE Cell, Protein & cell, Nature
Communications, Science Advances. elife ZEEFRFAEIH_ EAFRT 57 & SCIHFRIE
3X; RFREWSIFA 14000R, HIgEL 19, SKNRIAER) 1310, EFEREER
KRB (BIFETAY) BELIE

RERENT: AYERIUESRATEEXREEN. NMREBMFS. 58, BF=1"HERRN
ERNERE IR =R, ETERERFS, A ChEMBL BIEMSZMTARMER, IilSEEmE
8 98%; ETF AlphaFold Z5/50E, EAIAEBM 3000 ¥7E 11000, SCMAYEEMSZEMTME, EF
HENEEREME PTPCM #&EL, UIEE F1iX 0.97, NRENEIEERAIL. AMEEMRIGIEITIRE T
SHENR, BINRSY R,

14:30-14:50
IREEE: mERERKIRESAEIRIEWHAT

HET, BBPRNAFHEHE, 2024 FEBLEGRFTRSEERIFREE—S
. AREETHEBENNFSNAE. THFEREANFZEE (FF/ME LM
X) . UGC-GRF, HMRF, InnoHK K SPARC &IiH, Rit&EZHETH. 7T Cell,
Nature Medicine, Nature Microbiology, Cell Host & Microbe, The Lancet Infectious
Diseases FARZRIEN 60 RFE, W58 2000 )%, HIEE 22, HFEERRARGEEE
e . - B "smtiRE" IAE. BRRXKBEEIERMEARPRERE, HARMRIR
HE (BBEIAE) SN

(ALNRHR) . (BiR) FEFRERERNRERE.

@ : 5.
14:50-15:10
REEE: SRR

T T T e T o T T T

=t, ARBETIMRRMSEIERRERNR, BrSEEEENEIF
AEFAITFHETERRFPRIREIDNESIZSITREED. DE—ET (AXE) &R
Cell Host & Microbe (2025,2023) . Cell Metabolism (2024) . Gut (2024) ZFEPRER
HEREN +RE. EHZHERTER (=, Hmt%) BRAmE, K REw L
FE, ITTPERREHESARNSKERREVERSER. | FEaBEEFZSR
it (BHERAY) ESEFSEUS.

REEN: HERREBEEXRNEHRTRERREBENHARE REETEIRIERMEAEERL
HXSKMERIST EREERN. HEAEE "HEERERIZE BB RIESE IR —
NEREIRRSYIRRIZIT A" NERFIHARSRUER, elFibtSrpReEdaE. SR
SEANBEREEXIE, FETREAXRBIBRZRSHAFREN, ETIHIOIEARIZIR PD-1+T 44
1. BIRNEY=FR/MEREIRHKRES FadA FEXMRFTHISEZHRRERENE, FREUS
BEAFNIERAIKR MR AR TGS,

FREX

B T T T T T T T T T T N T



AF#B EEA: OWR. =B
S 1ATBRERET 8 H 24 H (A H) T4 13:30-17:30

=_IE, &, 1978 F 7 B&E, #1, PEVEREERTE

EZEIN EEROFRR. RURERASER SRS, ExRh
=i EASEERLSEEASR. STANSEEEENES

e SRS, TERRSEATHEESS TARY, Eat
ERlER
FETENTFR e mo s o Rl SRR,

15:40-16:00
REEEH: AESENSEHSNEEF

ZB, URAEMENERALEERIRERE, UWREHRUFESTFER, W
RAFEFESTFFE. TEARAANMEESEN SN ERBRFERSEEENEE
HE, FEENAENREXERS D FRITHARNA. 18XIH51E Nature Microbiology

(2024,2021) , Nature Communications (2024)ZEHFIAF—(FBIT (EEE) XE 125,
BRURIAER) 21N, FIHFERFREREHALIE 710,

=B (WHEKE)

REEN: ARSERERERENEESREFRIEREEEN(ER. BlUbb 2EREARFTEREANNEZLZR
ERER, F)EBT BfUbb R ERTREIMTER— N KEER PPlase APHRERENLH] (Nature Microbiology
2024) ; FHH—HEEHT BfUbb NEIZEMITERSREE ButCD R4, E2MHEEER BfUbb FIRENIFINER, #
— R T AEWTERGE BfUbb RIZHFMESREE (Nature Communications 2024) . EHLEIFAFREM £, FINKIERT
BfUbb BI /NS IBE N SRDF= A5 RHEssHMTE (ETBF) , FHERUREAER,

16:00-16:20
IREEHE: BReEYER I g RN

=, REXRFEREYSEYHIEFRREIZUR, S, HRARNBEHNENH
TRt RNAE, BEilA—{Es@H{EETE Joule, Nature Communications (2
L\ #8) . Advanced Science (3 %) EUHTAREATI LAFRICZ 38 FHAF> 10 B 21 &5, B
. " e MEF 46.2, ESIEH5IEX 2 /), BHIEEF 1814,
g (REAR) - - )

REENT: BEMEYREE SRR TN AR FIIEERRAYMEY), ETHEMEN A FEBMEEE
THRHIERAHMEMBEURS, IRE "K' FHL. feEMHIEFEREFAMRUSRIEATR, =Bt
WMEAKREDNBRSE. A, BFEEESIEPETFERRER/. BIREXE. RINEREFTR, RET
EFRIGBER, T HMEVRECRFEAMECER. 3 EAXREM, REALBEEENEEFHEENHR
MR, ESZNEEAREFRIOXCREESR: BARE. BIRRE. BINRR, KET RIS TREMHEF 2R
KRIERBRBEFHEE, T ARRBFRE, BHTEATENEBRIERE, ENsNERSHEEE, RIHERE
FiniE, FFRTBIEMESEGEBPIENEMSSIRERE, EWs3EETEYER, CREMNEFRRE, BF
R TR T EEREASRESENTR. BREESMERI KA FEHEAENNER, NAEYBENRSE
BFLEARE. CO2 RRFSENITIZCNAEE 7 EREICTR AR,
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AZH A DR, S8
25 1ATBEESRE T 8 H 24 H (B H) T4 13:30-17:30

16:20-16:40
RERE: PHRLIESIFAITT AN A

PV AV AP el aPab AV OV AN OV SV SV SV SV SV AV SP AV AV AV AV SN D SV D S SN S A A A S S T A AV A AV A S A A ST AP AV A A A G S A S A A A A A A A

PRE (FEHRERERPHERT)

fFE, BRI EM RS RREFHRIRE: (1) PAREIERRREBIFERER,; 2 FHAE
EXRENEEESISHE. URETHRERSTROPGEMMERD FIFEIAR, OsmERFHEFTFILEE,;, OF
HEREDNFRRNTAFHERIRIZIESE, £ Cell Stem Cell (FJHEME), Nucleic Acids Research, Nature communications,
Protein & Cell, iMeta FE/KFEREUE—HBREFERERXET "R, FIH5IA 4000 ©)&; BKEI7 iMeta HAF)(FMD
EF: 33.2), WARITER.

wREREN: PARRNSRME. EtmEEIEAR D FSIRBRESHERITEMENR. SUEHEY SRR
DEMAER, FEHOTHESHIANHE. SENRENATIERTENERABRX—RRRME T
B, REARE "SR ZEER BRI EETIIEERE" | WEESKEAIRNFRTAREES
HiERE. ETNESEENEETE, RAEETARMENEHIE. SRiERSSENA, BS TS
BEFTAR D BERE R SHMEVREEISEIET, ARIRT "hiehESZES 2023 FHREAMRR" F. KR
HHSRITINASEEH PARBIERF SRS REZIR ST EEROERUTR, WEPHERETAEEE
B, (EHEERREES S ERH SRR A,

16:40-17:00
RERE: R ES SR TEREEN HHEYIRHAEREE

PP A AP AN SV AV SV A SV A S A SV SV S A SV S SV A SV A AP B S B SV BV SV B S S SV B S B SV S S B SV B S S SV AV S A S AV S A SV A S A S A SV AV S AV AP A SV AV SV AV S A SV BV S BV S v e s

P E (FERRIWAE)

XiE, BfiRR, L, mRRUAZFERRESNERZZER, MERRETTESTER. SEFHERERAE
SEFES, FEBELEMASSIF T, IHE5FES, EXEAEEXFFNAERKSES R, BxXRER
WERFRE, RIAIEIBERINBEFRAEINH, £ Nature Communications, ISME J, Microbiome, Protein&Cell, New
Phytologist, iMeta4, Fundamental Research ZEHATI F&ART+REIEX, HFEMESIL 9 F. FFA T geClusterNet,
EasySigR, EasyMultiOmics % R, Easyamplicon, Easymetagenome, EasyMetaPro FHZSHTRIE, iMeta HETISELR
F, I1EEZSTEEMIINEBTURRSEFER. RAAVKRRREFRIROIFR, B sTHE 1 HREhER
b, ZB0 HI8E08 22, S5|AE#EE 2700 K,

REENT: AARRE "RIMCEES—HMEWMAR—FFEINE" BRE, BaLEREFEER, WERRDW
YIELE, RTEMCETEISARENE], ISREFSRHAENRINRETR. ETeNRSAY, Mts/I CEEHE,
N AITRNAIEREEEE, A S REERIEDRSIET R, A EHR ESEkn" Rig, AREHE
STRYIENMHRFHRAIRIC SRASIE.
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HEYeis FHEA: 1S, AWKE.
237 2: 252605 Y102 8 24 H (B H) T4 13:30-17:40 BIGE. G

=, IIfmMNA. ERKHEFERRR. BERR (EE) . 148
i, MAOTFARMEDIBEEZENEIEXREMNE, XKENDFRED. E£HX.
HHRE. =%, AFESREMRARMKESEASTFY (BR. JNEL. K
W) XEERENSIBFIERTLE . EEMARNEN, ENEFEZEMEELT
EYRATRA. ERREWE. UE—ETIEERE Nature, Science, Cell, Nat

FiEA Metab, Nat Microbiol, Nat Electron, Nat Commun, Cell Res, Cell Discov Z£HiF E AR
(1= ANEXU+RE, BRBEEIENER) 1010,
sy e

13:30-13:50
IREEE: BEWNEEEIL

EWNE (PEREEBMEYIRZAT)

FHhE, FERZERMEVDARFEIF K. THERAHEFERNZES. BEREAHAINBEEIE.
FENESRIRIEEARREEENHAR. BRH'ERREMA S, ESTHEHSIER AT XM ETHE
X (Cell Host & Microbe 2024, EmHR) ; FABHUEREMANFERERE, EERMENEIE
Bhfr W BENTIBIRARZ (Nat Microbiol 2024a, FHEMIRE) | AREMHEERENEMEBERE
E#TmE (Nat Microbiol 2024b, BmA%R) ; AMNEFIEREZERNNEZ (HH) GHEEER (NiE
AEHIKIZME; Nat Microbiol 2018, SLEIRAR) .

JBESTEI7T: Human pathogenic fungi pose a serious threat to human health and safety. Unfortunately, the limited
number of antifungal options is exacerbated by the continuous emergence of drug-resistant variants. Recent studies
have also highlighted the importance of other modes of fungal survival of antifungal treatment, including fungistatic
tolerance and fungicidal phenotypic resistance (fungicide tolerance and persistence), indicating the complexity of the
fungal response to antifungal drugs. However, whether fungicide tolerance or persistence can be induced by host-
derived factors during fungal diseases remains largely unknown. Through a systematic evaluation of metabolite-drug-
fungal interactions in the leading fungal meningitis pathogen, Cryptococcus neoformans, we found that brain glucose
induces fungal tolerance to amphotericin B (AmB) in mouse brain tissue and patient cerebrospinal fluid via the fungal
glucose repression activator Migl. Migl-mediated tolerance limits treatment efficacy for cryptococcal meningitis in
mice via inhibiting the synthesis of ergosterol, the target of AmB, and promoting the production of
inositolphosphorylceramide, which competes with AmB for ergosterol. We also demonstrated that highly AmB-
tolerant fungal persister cells can form during cryptococcal lung infections and identified the FDA drug with potent

activity against fungal persister cells through a drug repurposing approach.
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MEYtiE EHEA: WS, WKS.
237 2: 252605 Y102 8 A 24 H (B H) T4 13:30-17:40 EGE. Xia

13:50-14:10
IREREE: HEEFRBIEREAE

CEIE (FHLRMREIRAE)

EE, FUARMERAFEGRIFZREUE. BIESIN, REFRKEEFRFESIHFQ017), NiE "AALT
K" (2019), RHSZEBPBERYEIFTMZE AT RIQo1FIREFAEE I (2018) , EZESIRBIFFSKEN,
(2024) . KEANERWSINEHEMHAR, EMEDESRRSENF. MEY-ANE-BEEE(FRESEHEIE TR
RHAOHE, LUBITWESTE Nature Communications, PNAS. ISME J, Current Biology ZFEATI/& 3R SCI1EX 80 s, X
BE5] 4000 IR, HIEEL39.

BREEN: MEVEREERRNESTESINRENXERT, MARESHRILSERGSH o EEmhE
FURRIZFHNEEN . BRI, AREANERERRERMN, BEWES RS (TCS) MWASERHES RsB &
JUTRIESER PAMP BHTIREI, #H—EiEEHEN 0 BOWERS (T28S) RETEEFRMIDMWERST (TadSS) |,
{1, T JRES TscE FIJL T RS EH TebP M3, HAPJLTRESER TebP AJLIEZEESE TscE RYJLT REEE, 58D
TscE [V T IR, BT AR AS MR- RS FRSC0UFSE T2SS/TadSS/TseE/TebP @ISR LABRUETIER, Nigis
EAES HAIINEE. b, BRIIEREIEETLAETNE S ZERE EEE AR S 2 95 855 S W R AR
K, XERIUER 7 HARGKRBAFEFRAERE, wETRINAESEREEFRNER, R AERKE/0
AR T IR,

14:10-14:30
RERER: ERoRTESEERERFERE/FIH

\ XUZ%e (PERIEGHMENHATT)

FTENERFERREESBEERERR, RABN 7 EERRESZSNTEREE ERERASHMEZ R AR
P, HERFBLER. EHREEURESREREENFGE, AEmbnaiRft 7 ETRR-B X EEREAIF RS
HriBe, X AZET Science, Nat Immunol, Mol Cell, Nat Commun ZEEFREZEHATI, SMMEFSiT 568.868, &
85129 3000 ;X, H-index 9 32; ERIBERKIAEF) 27 I, 14 MEFKEN, EARATIERE "2024 FEJLEHRIFEHA
REARF—ER" (F—FTHA) .

|BEEN: EZoTE Mb) SBEERERFENE(FISEREEZE (TB) WAL, KRS, BHE
MRS EIENEINERARNENE, FHIVEHHSR T Mib B ERFHIFEELEZ RUERRF TR NLRP3 fE/R
SRR AARETRIFHVE, BT T TB FiEBAEZ IMEM BRI R HER EEEIH, LARGSIRnE s
AL IncRNA NSRS REFE, XA TB BhaiR 7 ETRR-BE B E R RIS,

66



MEYtiE EHEA: WS, AWKS.
237 2: 252605 Y102 8 A 24 H (B H) T4 13:30-17:40 BGE, Eift

Nk, PERRBERIEREARARR, iMeta FITER. REME
WAEBEFR. NEEZSEMRIFE#E, £ Nature Biotechnology, Nature
Microbiology & ZRIEX 8058, #%3|27000+)K%, NiEETKE 2%l F a8,
ERFEFFAIMB. FMEPEMEDH. TEERENFEESEZR,

A DS R TEEEEREAANES, T5 (MEMATRER) 52, &t
) iMeta HBFU(IF 33.2), (FIEIREIFOZ=. FRERJ Cell FFI. NC. NAR.
Xl 7kg& Microbiome ZEHATEERS 340 29K,

RYIEE BT

14:30-14:50
RERE: DRATERER: ERRRSIaRE

HINAFARIFIEHIR. ZREBEZPO Pl BRERSEENLEEESE
ML= PL, KRN THRTREREEMNERBEARSHENFHRR, EER
RHEFRIFESREE. #EH "KIFE" FEEUE. BxR "AAITL" B
BIFTSZEAA, BEEEIE Cell Host & Microbe, Sci Adv. Nat Commun, PNAS Z[EF
FRIRERTRIBN 80 RE, HEF 30, ERFERERMAAITLIME 2 IFIERBAR

fAEE (FHiXKF) SESEATNE 3,

REEN: NMEDITENEREAGHERSNAI. TETSIFEREAR R EFRIELUR ST E
IEEIATEIRARESZmafr S ERIMN RS,

14:50-15:10
RERR: RNEEEBNEHENZ

R BEBRZEDRERAZRMEMR G ERE AL ERKEY
B, BTESm, Bk, MEPREEEERLR=RFE. ExRESH
RIS INEHAEY REMARRIT SHE-BRERER., BHREERE
REESE "MESFEESE" . BEm "MEFATLAN" . Ligh "BiE
&' . Ligh "SEREEEE" . LSE—SERFEE Nature FEETY)
BEIEE (EREA) KRERICX 1055/, T 2022 FHFEHEPHAKB_EE,

REEN: BEELSFIRERE, HERSENNAMRDRASEE, XL, XEHREFET
IRRVEAZEHE, LAMLRER. MENRMNEESVERNERRG, MEMERNSNETES
EEEN. HRKTBARHMINBIRYG, WETEBEEREESINSEMN RN SIIME
. Lo, BARTHER—TRMRE. BIR. SMERALFERERS, ZRGETBTNTERRRTS
EEHAEERR.

15:10-15:40
AEN
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FERBRFEGRERAZ R/ MEMNHERERLREKE
iR, BTESm, a8kik. MEMREsEERIRERIEE. E
RERAR SRR HMEY REARRTT SHE-BREMZE
K. BHREERERESE "NHEEFFEE" . L "WHFEAF

I A" . ST BNET | ST EENEEBEE . UE—
e WETAEETE Nature SEETWIEEOT 70 28, F 2022 F5REH
L& BERARE- SR,
HERA
15:40-16:00

RERE: O AEKEPRIEEIED FHR

EMERRR, PERZRHMEMARET, MEMRRSENRARARELERE, FE
RIFREARRAEIR, 5. FENEREDEYED SN EIFIAREYEERET
VIR, ERTSEMFARREERNEM L, B EmSENSRENZFERIREGE
EEMEDF, (BHZGYIIA, 7E Science, Nature Catalysis SEHITIRFRARICI 80 Ris.
NEFENENZSESES,. FEREZSHENEREEILEREER.

PRYEE (FREREBeMEIRRFAT)

REEN: TBKENFEFETEMNANAEY, RBANEERRELZ—. HMANEEKE
REACE SRR REY]. NTIEFEXNG, BRIGEEKETRIERE. IFE RN —ERE
RRBRETMERRD R T ) \FpRE, ABNTIREMERIUREACHERRNY, BITEENSHAL
FIFLENE, FENENEYE, ARSUHMEE(IESECMEYNOERMEEEPRIER, LUREHIBN
TZRRHIHLHE].

16:00-16:20
IRERIE: (DBTL 5 LDBA) EARNEN SN SEIE

KRR, B, IRR, BRAE, 0 2F0EERTHERFRXE TR
R, RERIFAK, KENBHEERENERRIASEARIESERIEMFR, £ Nature
Chem Eng. Nature Comm FEFRERHTIFLARIE 110575, SRIRN 5057, STUARK
REATWNAE, BETREERFI@MHtSNE. 3k 2020 FERENRBAS —FR (F
BE—) |, 2020 FHRERTWEKESSREHE "SR (HR%E—) FRI

SKAfE (FREREEBRRR T YR ATRTRAT)

REEN: SERTEER, /R, AHSIEZNA. BEGREMRANER, S mitaIsE
SENANEREE . AMREGLUNMEERRFAG, EERENZRFRFTITIE RiT—EE—N
i—%3 (DBTL) " 5 "#3I—RiT—WE—MNA (LDBA) " HIRIET, #mTHWEERAENERK
EET, (B THEERNRAEM EREE" TRENERRIHYE. BEHNATEMSATERRN
TATBE" IEER, ATEASRBGMRENRAKRRM TMFELEEZ.
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16:20-16:40
RERE: KHS: MBS AR

AT AV AV AP AP AP AV AV AN AV AN A SV P SV ST AP AP AV A A S S AT A AT A AP A A AV A A A AT A AT AV AP AV A A S A AT A A A A AV A AP S S S A A A e

Preadl (FBAR)

frERN, BEFEL, MATBAREFTEREFRERKEERE), MENFREIRTERIGREIE,
BEBAFRY | ERFRREREEFEAEEERMEAESL, RESENERMEDRIEEMOEE. F
2022 7 2024 FH B HENEERRRIEFF R TNEESTFRF R L. FEIZNEERRSG RS
BTN RRS RN SILNEEIER I R EFRANZHTL QT fIE, BE 2025 F 7
BAlk, EEERRTIFEZATIYEAER 350 REiEX, SFEUE—TEMES (EHE)ZHTE The
Lancet, Science F1 Nature FHATI EAFRERICN., MELSFHEREERIIA "SEKSHEIFE" ( "#HE
WE" M "REE XE) (2021 FES)LAR "S5 | AHEEZH 1%FE" (2015 F£E%) (Scopus: h-
index 87, #5|FIREY >44,500), FFREIZEHREAREMRERNERRRBAFE QFHRPERAREETT
2019 BINESHERNFREREBMNEEMEMFZSNTERFKRE, BIRA Clinical Microbiology
Reviews, American Journal of Transplantation, Open Forum Infectious Diseases, Virologica Sinica, Journal of
Medical Virology &1 Microbes & Immunity ZFEFRHATIRIEI R MEMIZER SRR, FFRBUSFIEEIERE
2020 FF 1 BIRETEERE NSRS RIEREERRRS, IESLTHRSAMEANER, 7T 2KART
P BURIIERZ A, IZIE3H The Lancet E/98IF] 200 SR 34 & "SRIRMHICN" Z—RANIEFEEZR
Fhaml (FE 2020 FESZEEFHE) . tHBATREY T 2KE MR CRER, ZIREN
ERATINESRRAR &EANMIREEZ —.

RSN : BRI TREEHA SARS EfEF] MERS-CoV EFRIBKAVBHE], SARS-CoV-2 ULTkIFEL
ERELEAPAREINA SR B SEURIIG AL, RE—IARNWRREERRTN, YIRS KNTY
ERRIBIRERLN 10-20%, ZRBREBREATEED. EARST, BIISTHEEXKHEE &R
ER, S REEBEENIRRFFRE. KRS RIS,
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Xg, WWARKFHMEMBERALSEERAIRELRE, BLESH, BRI
S A 5. WFRENE, TENFZEMENEFBFSHIRHIEEIZESHEHAR.
HEXITELL—EAEIT (&%£[E) £ Nature Microbiology, Nature Metabolism, Nature
X#7 (IUGRKE)  Communications ZZ¥E, h-index 23,

16:40-17:00
RERAE: MEMEER "IBYIE" Theerun

PAV AV AV Pyl AV AP OV A OV SV AV SV SV SV S SV GV OV B GV SV AV SV 4D SV A SV SV SV B S B B SV B SV S SV S SV AV SV SV AV GV A GV AV SV A S SV SV SV AV SV A GV AV SF AV SV S SV SV SV SV S SV A G A SV S

KIBEE, PERUVAZEAVERAHAR, BLESH, ERBINSERETEA
7. 2017 FELTEENTFALRIMBASE, 2018 FREARBAFENEIELFHF, 2022 FEE
BAF Broad Institute of MIT and Harvard $8{F Research Scientist, 2025 FEJINERBFH{EHR
R, BTESIT, KENEREMABSIRISIESINEEMETIAZ, £ Nature, Nature Medicine
FEFMURHATIAER SCIIEX 20 Ris, SRIMEFHET 450, 1BIEHS] 6200 RIR.

SKIBER (PEARWRIERAREREHRTRT)

REEN: TRBEFEFETENANOERYS, 2BENSNEERREC—. HRIIRMEAEKE
IREACB SEBET R REY]. AT IEFERNE, RIS ERE TR, BRI —ERE
RIRFACETERGD AT )\ MR, ARDTREERIRBCHERERTY, BTEESHA
HALEYE, TN EMNRNEYE, ARGEETEENESEEMEDMORMEEFPIER, IIREHES
T RRBIALE].

17:00-17:20
REAE: RFHEFRm AREAEIE(FEE

PV A AV A Sl AV AP AV SV A SV AV SV SV SV SV SV SV SV SV A SV Y SV AV SV S SV SV SV SV SV S B SV S SV S SV S SV AV S SV AV SP A SV A S SV A SV AV AV SV A AP A S A S SV AV S AP S AV A A A S S

BIR. BTESIW,; B IEHEERAT. ARFESREBEEEHEMEES AURE
B. BEPIISTELRES, RUETHEMESHER. MEnSILaTEs; FRE
B/ NS PR S EmEAER R, LIARINEMES. HEaTrame B,
Bl 202578, DAEEEE (BREE—) S1D7E Science, Gut, Cell Host & Microbe,
Nature Microbiology S 4¥is RZk X & 80 Zfis. 3|FH 7700 2%, H-EF 37,

PR (LLhRTAE)

REEN: BTAXZEAREENERENBERRNGIMEXEE, AMIAREmEMEYEH
AR EERNAIESLISHARMEES . ARG 113 FTERESESXR. 5+HERNRREIEE
RipEREENR, RATESEPEENN nGAM IRIEFRIEARE, WETES 3233 MWuEFZEREES
BRY PairinteraX"#IEE, ARFDIHEMFEXRXBLWAER. HRAMN, ZEEETHRAEEXRR
LESHN, EERRZERERBRIEA—LOTERE, BEMEMFEAS, ERFEEEXRSSM
RPAREE, SRS HNRESHEMERE (NERREF) WHERSS, EHHEMREELS
EMERRXBIRHMNER., NMARNEHMERFRIEMERITRETIARRE T IRRRME T EEZEICESXR
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EFER (HINAZE)

EFER, BXKFRXBFZEEEAREHARR. HLESIH, EXRBINSERFTFAZIMEANIL
F. 2019 FFRINAFHREFETFN, BEEEERZEMNZIAFMNETRAZLRBESRNEFLE
HFIERS (2019-2024) . DOIARIXASER], BESFSEBETIXRFNAHFRARR. KENEHZE. Y
FISGEYEFNRXAR, THESREMERZ. HBERFEDF. NSFISKEESTERE., &
SEENFHENSFRESELITR. SXEFRINEEHERES. SREZERMHERNSIEARET
RHARINE. HBERRUB—EETHHREFE—1EE &KFT Nature Biotechnology, Nature Methods, Nature
Communications, SIAM Journal on Applied Mathematics, Chaos, Information Sciences, Applied Mathematical
Modelling FEFFIEZFAET], ZSBERYZCIAFXIEFR. MMMKEKEREBNRSEREES
AWADCIRAFRER. EHIT iMeta (2025 IF=33.2)BF%wZ, FB{E Nature Biotechnology, Genome
Biology, Bioinformatics, Artificial Intelligence Review ZFZ MNEFREAFIAIEFEA.

RS : Gene isoforms are widely prevalent and play essential roles, particularly in stem cell biology and
developmental biology. Although Next Generation Sequencing (NGS) has significantly advanced transcriptome
characterization, the accurate quantification of gene isoforms remains a major challenge. Recent improvements in
long-read sequencing technologies have provided richer and more reliable data, offering clearer read alignments and
deeper transcriptomic insights. These advancements are critical for addressing the complex and unresolved problems
in transcriptome analysis. In this talk, we begin by presenting our recent work with the LRGASP Consortium project
(Nature Methods, 21:1349-1363, 2024), which systematically evaluates diverse strategies for transcript identification
and quantification. We discuss both the advantages and the limitations of current methodologies in transcriptome
research. We then introduce miniQuant, a novel bioinformatics tool (Nature Biotechnology, 10.1038/s41587-025-
02633-9, 2025), which integrates short- and long-read data using a machine learning-based model to enhance the
accuracy of isoform quantification. Notably, we establish the first mathematical framework to characterize the
contribution of long reads to quantitative transcriptome analysis. Together, these efforts offer a robust bioinformatics
platform that significantly advances our ability to analyze gene isoforms within complex biological and biomedical

systems.
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FepRWKZZRHIT, BURERAZREREK, BRAE. U505
FRIFE. ARAR: BEEYEAR (BEENL, aREYE. EREER
i8) , MUESERS FEE, SFEYMEREH. 7 Nature Genetics, Nature

Communications, Genome Biology, Advanced Science, Trends in Plant Science ZZ¥

FiEA HERFIEX 100 2R, 12 MIEXNESHS]. BRIE, 18351/ 8900 &
VR, HI8%8 51, #BF Plant Biotechnology Journal (IF:10.5) #1#7F%R, Genome
SR Biology (IF:9.4) #§Z=, Crop Journal (IF:5.6) BIFE4R,
Herh R K
13:30-13:50

IRERR: BECEAMERIETIRYE FRIARTIARE

X%, RNIKRFEGSEFNFEFR, R, BS, kK. BVEERSSFEYNF
FEURERDEEK. BEREESE 'NEFEE" . "NFEFFEE" | BX "AA
it RUREIFTAEAAFIREE., TRERERAAMBSE. BR "NESEEENR

‘ | ' BAUEM" X—NFERAFRTRAURRT, RIS T —RIARKR. BXATARIUE
MIEHE KK Cell, Cell Host & Microbe, Developmental Cell, Nature Plants, Nature
yuzf;;; (;;—'ﬁi}”k?_) Structure & Molecular Biology, Nature Communications 2,

REEN: XANEEYNSEREENRR, RMEAREENRRESERENRS. BERIK
FTEER CRYs N SIECRIEEIRIK. FRERBITRE. XT CRYs FIARLIEERET CRYsHY "HEYEHE
K" FELIR CRYs "BEYCIkEt” ROTHEEENME, BBA CRYs#E "BEEH" 5F "IFBLHERS 2588
EEEMAE KR BINEE? HISANARAKIIIRETTIE R CRY2 ARBETERAFETHERSH, XS
ERSFSNEREMITERRNRSEERL. BXRGEHIREIRETRECRA CRY2 ERBIIEOCF
AEEHASESEBIAGEENIIM, 877 CRYs MYEGILUBENLES "I B "EXKHR"
RUThREENE, KEARLWIEES "XiA" A "ERKE AITIRSELE.
13:50-14:10

RERB: NERFRRENHSEEE

EBR (FALRMEIRAE)

KPR H T/ NERFREEUENEFCIRARE., RN T 2XE MURERNINERFEER, FEERIRE
Tl Cell K3R, [REVMEEXRASRITRE T RITURBMINERE, NE 2023 fERIRIZ+HHE" | BR7TINERFR
o, BT REERERE, SIET/IERDR EER EER. EXR. BERFRehERK, METNE
FEREX IS ERFEMHERARR, NERIRBRIVERERA 2 . NESERWERERA 2 TT, 2023 FE
RUIFZ+RERHRE, RUBHERRF—FR. RASFEIRRERAMRATRREERE. RERNLEF
BEE, BAUGEANT. HEBEFFRIFE. ERAFEFEESS.

|REREN: .
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SKE (BerpRIRE)

ERRDEHETFRZESREE (2024) | BERESFAFIMEIREE (2021) , $8{F PNAS, Current
Biology. Plant Cell ZHRTIERA. ARFIELTYENF HENEKRE, SEEINMNKHMESR (BrEHE
77) . BRAGEMNZIAE. BEAFE. BBEXFEBIINSREIFIIEE 115, 2021 F 4 BIMAEHK
WKZ, BIEYHERERAFLNE., HRREEMSETMAINEENS FRIEIE, ITFREME 7
BHRASRIAEZE, HRMEAZRE Science, Current Biology FEFRFIZHAT.

IREEN: HBRERE—AKR, BREEZENEFEY. HBRIEEMSNEYRET: FAT
SR, AR, ENESHARBRABIEL, FNES "EREHE. MEBLHE S, B
FHEABREEME., ARARLSRIASEXR S, BEREEVMERRERA, EET7TEEZSEH
NRE. SBRESURHBERNXEER, BR7HEXSTFING. ZARAEBIERERIZH TEISK
&, BARKRRMINEERRBFHRITRE 7 insiR.
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XiE, BIRA, #t, ERRUAFERENERFF R, HEHRRTTE
BHBER. LEETRHERBAESEFES, FEBLEIFAZA R, T
HESFEE, EREAESKELFMAEKEESRE, ERERARFRE,
KA RAERERKINE FREEINE., £ Nature Communications, ISME J, Microbiome
FSHIT EARRT HREICX, HPE[ES8 9 /. FFA T geClusterNet, EasySigR.

E;#A EasyMultiOmics £ R &, Easyamplicon, Easymetagenome, EasyMetaPro 282051

v PR, Mets BTIBERE, LEFSHEEMTNSCUSRABERR. HAll

. . REHFREFRHOIFER, EXEWESRITE | REERE. S8 H 18808 22, &
FRRUAE 3 mem 200 .

14:30-14:50
RERR: HERASERPREEEMTAR

KEIMNEHERBMEETR. HRERTNTIFAE. E2RRERIIEERZ
. DFEMEACIFMNFRMEFHSEIE. UE—RBTFEE (SHE) &
Nature Genetics FEREATIAZR SCIIEX 90 BiE; UE—TRARKETBEARZF—
4 | I, FHENEBESRAFERRGHE —SR. ETRAKPE—SREER
REMERSERNE 8 I, REFRAEEFRZFES, BERAAIT. EF+EtEFTE
28 (FAmkllks) BERFRR. FH=BETESERRREATHIRE.

IRE5TEITY: With the developmeng of genome sequencing technologies, an increasing number of high-quality
pear genome assemblies have been completed, including T2T and haplotype genomes. These platform lay a strong
foundation for uncovering the key genes that shape fruit quality of pear. Stone cells and anthocyanins are two key
traits that characterize pear fruit quality. They respectively affect the fruit’s texture and color, and significantly
influence the market value and consumer acceptance of pear. Here, we conducted multi-omics studies such as GWAS
and eQTL analysis, identifying key genes related to stone cell formation, including PbrSTONE and PbrNSC. These
genes are involved in regulating the synthesis of stone cells, and their regulatory mechanisms were validated through
in vitro molecular experiments. Additionally, through QTL mapping and BSA analysis of F1 population in pear, we
identified the important transcription factors, MYB114 and BBX24, which regulate the anthocyanin synthesis and
promote red coloration of pear skin. In summary, the high quality pear genome were assembled, and fruit quality-
related genes were identified through multi-omics studies, which has deepened our understanding of the genetic
mechanisms behind the complex fruit related traits. The work has also provided valuable genetic resources and

potential targets for fruit quality improving in pear breeding,
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REFFMFFEMIES. BURETZNMNENBEME. 5%, HiEK. mERER, HRMERERE
Science, Nature Genetics, Nature Communications, Molecular Plant, New Phytologist, Plant Biotechnology
Journal E44E,

REBN: NEEFFAZHEMNRITREESZAMLESRINRERMNSMER, TE/LE
X, BMNBEMNRET/NENBEMHBEERE PmSe, Pm24, Pm26, Pm36. Pm4l F1 PmS2, MERFERER
YrTDI121, MSEHERE Lr13, ZR3SAFEERE Nel I Ne2, AEZEZSEMHHFESERE BSR1, NADFHRCH
IERSENEMEIES, e B2 EERPRASMMARRSITIRER, SUMTEF. fuRsh
AZFMRS MRS ERITSEH,
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BN
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XS, ARR, BEESIH, 2009 FAREFERKS, 2014 F3%
BHRER K EYREERMELTZM. 2014 E 2022 TERAFTET=XZ
NEREEEMIIE. LEERBLENARR. 2023 FARPERRBR
YR EREHFTF, REEREEFALTZE. ESEEEREARPTIA

A RIEX 20 s, HFIEAFUS—FERERFE—FEE Nature Plants,
- Nature Communications, Molecular Plant, Trends in Plant Science, Plant
Bj@ﬂ( = Biotechnology Journal, Plant Journal ZHAT F&FRKIEN+E K.
HREABRT
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REEHE: FERNEERZRESHA

EiFE, ALAMRRAZFRZZRERK, ZR3uE. FINESEMR
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HEEAXUBEFES NFEFFES. REEERAMKITNIENE, TENE
ERNESFNEH RS FEMIME, UE—(FEHERNIFEE Nature
Genetics, Developmental Cell, Plant Cell &FFAEAT_EAZR SCIIEX 70 R,
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ARKERS #8) . Nature Protocols. Molecular Cell ZEFMYEZERZ SCIIEI 10 .,
HRRX
16:40-17:00

RO I R e S e e rrrrrssrssvssssssssssssssssssrsrsr,
FENSEAXMBERTRSRESEYESMHESENITIE, w=ET EXBERE
SHER ZmPLD3, BEBKIEEARERESKE, EEE—RIERFRIEREE
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h LERFESREA. BFEXR, AE—HBRIEETE Nature Genetics, Nature
NEL A (':F'Z‘Eilik?‘“—) Communications, Nature Plants ZEEFRERFAERFEZEIC 20 5,

REENT: EREARES—KRIFEY, WREERREXEEXEE. AMKETKRE~ERS
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MERRTERETER.
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Bt, FURERIEENRAFRRR. K. SEERLR=RFE, "BExRAH
BFERFESMB" REE (2017F) , Nk "ERBINESRERALITISFIRE" (2012
F) FIER "BAtL" RERCIFFREATL (2019 F) . FENEEDREBNSESHE
S EVHEBRBRAESHEAR. HREREEMREETI LA SCLigX 80 RFE, H
PRI SRIEHE 13 105, 16331 8000 R ; RREFEDINEA 105, HEEF
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78



EYEARER EEA: AR, kTS
23 1: TR ST 8 H 25 H (B—) B4 9:00-12:00

AANFL RN FHERZRNIARET, BRIARDRAMEDERE
FRFONA, 5 FLAS—FE (AHE) 7E iMeta 1 Landscape Ecology HA
FIRFE SCIiEX 6 /&, RIRFIMATFET 110, BRmmarmEF 332, %
{%£ EasyMetagenome, MicrobiomeStatPlots ZF##{T 1T/ ;=M. H 1888 8,
58 270 R,

ERFA
BiER
ERERT

9:00-9:30
RERE: RARNSAFET AR\ RHEW-BEEFR EENSRE

e, SIAIRIRAFEEEL, BHEXERAAREHAL . HRAARE
TEE - BEEEROMEFRFEWRAIEIESE, TEETTMEUOTEE
ERMEME. EBEF. 3D KEFEEFRMFIRABRE. 1k 2 FUHESE—E
EHB B TE (Cell) (Circulation) {Signal Transduction and Targeted Therapy)

{iMeta) {National Science Review) ZEEFFEIZHITIARICT 5 s (MMEF
19>15) , MEAZOBTESERIER "+HUR" ERARITITE.

B (TEREARREFHTR)

REEN: MARGEETHERES. RMAE RNA NFRIEREHBRAEES, MNWEHE (GF) 5
FTHERRIK (SPF) NEEHREER, RABTTEEHRANSREETE. SRER, BHREISH
REARSE (WSHEPERARREAT. WIR T @RSUEIRE) | B LR KRR, BE
ZEBEARE (BAGRERAMN) . Wi, FiERRAR=ES XK ZBTB20-LPL HiEzrIBE 8D
XIZEREE, EEAHESMKIERSRIRETLS.

9:30-10:00
RERER: HRFANFERERASEREEMRTINAE: HER. xStk

PP AV AP AN SV A S AV AV AV av Y v AN AP A S A SV A AP SV AP AV SN AV SV AV S AV S AV SV AV S AV S AV S AV SV AV S A S AV S AV S AV S AV S A S A S AV SV AV S AV AP A SV AV S AV S AV S AV S AV S v e s

2011 FEVFHRERIFREKNENE. ESNS5T7TEK DNA UF,
Direct RNA U, €1 LncRNA U, Isoform TEEHEFRLH, Taillso-seq, B
/= aeKEREBESROFRNNL. £52F T2T EEYA, Direct
RNA MIFXENAR. FTEEFERER. BARSFENIHER T, § 10
ZFENEEENF. EERAMKCHENITIERR.

PRiR (EUNIUNER)

BETN: 1| PEKFLNFENE, 28K 2T EFEE, EREAEEEKFIEBEBUESRY, LUARIE
FKIELER Contig, #BICFFS (100Kb LA L) TIEBHEESHXE, FREMNAR T2T FKE, H—F55K
T2T BEEARLE; 3 KIEKAE cDNA FARFRINA, SESKERE Isoform EE, Poly(A)RKESHT,
i®A Poly(A)RAI RNA £KF, BEFISESKERADIT, 4 RNA EIENFF RNA (E1f,

10:00-10:30
R

POV AV AV AN AP AV AV AV i SV i SV S SV S SV SV SV SV BN SV B SV A S SV A AT AV AV AN A AP A SV A S A AP AV S A AP A SV A S S SV A AV AP A AV A AP A SV P S AV A SV A A e

4



EYEARER EEA: AR, kTS
23 1: fTBERE T 8 H 25 H (B—) B4 9:00-12:00

Mgl Fehill Kz, MHTFEREFHTERIERRENRTE
BENE, BIEmRLEAKEE ABBNEEKSE. UE—FEREHER)
&= 1IMS, Microbiology Spectrum 5 SCI18X 5 &, BfEmol| 5578, hig

P IRERAE

10:30-11:00
REME: ATEEERESHPITHRSA

PAV AV VAN VAN AV AV AV SV i SV A SV S SV A SV AV SV B BV SV AV SV AV SV D SV S SV SV SV SV AV SV A GV A SV AV SV SV SV SV AV SV A SV AV GV A SV AV SV A SV SV SV SV S SV A GV A GF AV S AV SV SV S SV A AV v e

Z353% (tREREX)

BEEA: BINSASMSESATSEEERRTHIRRTUFORREE, FNBATREN 2 2
T2 N RS REBTMEENIF A,

80



EYEARER EEA: AR, kTS
23 1: fTBERE T 8 H 25 H (B—) B4 9:00-12:00

11:00-11:30
REEE: EESYMBEARISELCTT: BRI SRR ST A&

N T T T T T T T T

skunit (B JASEYMRERBIRAE)
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PRS- IR R S BAIENRSE, AASIIESE 7 B A ERE E T RIRERE I SR AT PRIEE(ERA.
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A, MELENERMMARERNTEEHNEFARIEIGNEZERLE. AL, RNARTIEEERA
(EasyMetagenome), —MNEPRFNSITRE, XIFZMoTEE SERERISEEFIIER. EFEK. 8%
MafEnNEE, UREREREBSTINEE. ZERfTHAPTEENNRE. FEEIERTMMINEE, LIRIFMAY
SR, BREEBRIENAERSEEGNENT K. BEREK, HVSEHHTHRABESRAE, HHELR=
RNFEIRNTIERE, FRSREZIMNESITERNERA, s —SRANIMENEBRRANRR DTSR
%, ZAEFEHERITE https://github.com/YongxinLiu/EasyMetagenome F22554HY,
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BEAATE. 2B 2TRRIFR, 2024 T Wiley FERTAMNES. RILHH
FEBNFR. ARESTRNERR TARREEEEAS. MEEErES,
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RREEMz—, FMEMMANER. KREERKARFAORSIEL, £8F 3% 10%NAOXNEE
. BEEMRHIAMNRERN, URNERSYNERSFRZZN, EERYISHAFRERESE,
EANEIRMENAKTDAERR, BYFERR. BNRSNERNEI SO BRI TEARER, HRK
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RERAE: ZRREIR ] BNS GAPDH BN S T B s ST &R ohBk IR S LAt S5

]

3_[\-,

FEF, BIHFEAXRFRIEE, NEBItEsRERAZTIE. FENEE
MHZE. EMHEEBEEERRIE, mOMNER. SRINARR. EIARTLS
54nar SR EBE T FEMIMR. 125, LISE—/BRIEETE European Heart
Journal, Imeta, Advanced Science ZEZ¥EATR SCIIEX 50 s, H ESIEHS]
B 6, HIEEL 27, 5| 2000 RR; BINERI 3N, £ S5ERBARFE
TEF (BChESAS)  BSSEXTE R

IR : The involvement of gut microbiota in calcific aortic valve disease (CAVD) pathogenesis remains underexplored.
Here, we provide evidence for a strong association between the gut microbiota and CAVD development. ApoE-/- mice were
stratified into easy- and difficult- to calcify groups using neural network and cluster analyses, and subsequent faecal transplantation
and dirty cage sharing experiments demonstrated that the microbiota from difficult-to- calcify mice significantly ameliorated
CAVD. 16S rRNA sequencing revealed that reduced abundance of Faecalibacterium prausnitzii (F. prausnitzii) was significantly
associated with increased calcification severity. Association analysis identified F. prausnitzii-derived butyric acid as a key anti-
calcific metabolite. Functional experiments showed that butyric acid effectively hindered osteogenic differentiation in human
aortic valve interstitial cells (hVICs) and attenuated CAVD progression in mice. Isotope labeling and 13C flux analyses confirmed
that butyric acid produced in the intestine can reach heart tissue, where it reshapes glycolysis by specifically modifying GAPDH.
Mechanistically, butyric acid-induced butyrylation (Kbu) at lysine 263 of GAPDH competitively inhibited lactylation (Kla) at the
same site, thereby counteracting glycolysis-driven calcification. These findings uncover a novel mechanism through which F.

prausnitzii and its metabolite butyric acid contribute to the preservation of valve function in CAVD.

9:15-9:30
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BEEt, PEESEETRE, EETEAXFHBEREER, BIfARR, MITESIH, MEXEK
HRXFRpAFE, TERRSAERNEEFERGIEERENIVEREFIERRFPELDE. IEhE,
LISE—{EE @ EZTE Journal of Experimental & Clinical Cancer Research (2022), Clinical and Translational
Medicine (2020, 2023), Medcomm (2023, 2024,2025)&8F/&F SC118X 26 5/, EFRIF>10E5 8%, "&F
UHRDEFTTIERENR" 3% 2019 FHERRHKHS —FR, HE8 15/15; "FBEHREZ KERAREIIR
RIFR" 3K 2020 FE LiBHRHIE—ER, H8 1115, "RIEEHASEREXERARILNA" X
2024 F EBPAEESRIFARAR—ERZ, HE 7/10; ERIEEEUISIITRIES S ST A R
TTRFE" 3K 2024 FErpLerhEARIFIAR —FR, HER 9/10, $BE Chinese Medicine REBFFRE.

REENT: FE.
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738, WIXFEFZEME/ILEER, Ex/IZERRSEBIRRHART
L, FEHRR, AoRAERARPOIITER, IIXKFARDESR
TATRFNEMFEITSE, BLESH. TERARSAE: (1) EFEEOR
BEFOHETRSIRREA; (2) AREHEXRSIERBIIEER
A mApEER-BEE-ABNEREETG, 3) NAEWMERE, TR

P . BER BT ENE SR RO TR S E E R EE.

HmIXE

9:30-9:45
IREFE: NpFoilzlzaaERERE: SRR SEREREIbEN NS B F BT

BER, RHENKXZE—MEEREZEBIC, F—MEER/ £
MELRVEERE, *HasRINE, GIEh D XBEXAA. RS
[ WERARFGIE. EREREARFES | . XHESEARREES |
. RHESFFREIEARME 2. AF—/H—FETE iMeta, Journal
of Infection FHERFRIEN 40 Ris. BIFAK H 58125,

W

BIER (ZHERKE)

REREN: ERARSHERE cRCC BERERRME, MMEXERSYSREATIBA. Bl
BT ccRCCH=%(nFIE, BEERHRNRREENR TR, RERNMEITERESAT APOE B
fRiBIY TGF-p (SS{RAE T MigFES, RREETRNAMERIXENG. BETRERESHMREE &
I APOE BIR4RIES POSTN EEMERALTEMIEIN R REHIFFRE (TIB) , REISEMAIREE, HI55
npERENE.

9:45-10:00
IREAE: A : RERREFFINA

INETT, FICRMEHRE IR =R, BTESIm. BOTR
BREEFIWEHAR, NEWEEREAEFTRESABEENS. S
BERBFRIETHISFIE, M REINERRFRIEHE. BEREHA
s EERNEFRFIRRATRICHRIEIIRASIE. LIS—/EBRARIEN 30 Ris.

BT (FALERMERKE)

BRI FEREMER Y FIEREAEH. FNARRBZSEHFSE, BT T RASHHENM
EYINASTREINAENME, FEEM E, SEZORTBRETENSHESR: BRTSIKER
SCFRAERGZ BARNMEREORAFHIE, EERNHESKERLN. BERBFERE)N, E£EE
HBEASNERGRE, A, ESPHNEMESTER, BRERSHIBRITENENEERS, X5
mFESBRAHNINTER, EUBFEEITE C501. BEIATE UA260 (BHASERKFRIIZT Ipsif
SHIRAE, HFIFAFRZERE, IAAF] 3CIEGE AHR BER, (BHERMEIEH SOCS3 fIRIA, HNHI JAK2/STAT3
(EEIBEE, R Ips BSHIRAE. HRARSEFFIITEMHEN R Z BREEERRE T WE, BRTIAT
BEWAEA—FTEYERISRNIME S RIE. HERSHMERIEF R,
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10:00-10:15
IRERE : AERENIES S nI7E S FRMESR SR SRR MERS S RERRRS

PV AV Ar A SV A SV A AF A S BV S SV S B S B S BV S B S S S SV T SV T SV AT S AT A SV T S AT A AT A A A T A S A S A S A A A S A A A A A S A S A S A S A S A A A A A A A e e

XIS (LEEBRIHAFZRAHRRHL)

XEH, SEHARR, FEERFAZE The Innovation, iMeta RBESMRR SN HEHFRBA. £E
NEARERNZEBFARKLEE LDT M IVD BUHFIEAR. S5REMEREAES. ERRHEED
973. BAMXIRESEAME, SZRPMSIFLERMZIMEAR S, 7 Nature Medicine, Nature
Communications, Gut, Redox Biology FHEFARIC L 16 /5, Rt IF: 196, #5]: 2970 /R, B4R
(MERFRERFZHE) . (EEREAFEINENRHEAFHR) &, SRENEREF 4 I F
ETF 20, 3K 2 MERERTIEIMAZEE.

REENY: BRENSRBRNEREEEALNHDERMBIREMTRE. BERNESFNMESHERREX
FEpERER, (EXEINSRRMENS, EEANFEIARNAE. BAlBEx FRE%) HERARTINZHE
FRFULNRETREHITEERAMCHARR, KATEFERRBESTWARBEMESRIEN
B RIEPRMAE(ER, TAKMBRES 2EMFTIBINEFENNTERMN, LIB-ARERREKE S RERM
fiE, BSHEYIRESHENIRRI AR SRERIIAE.
10:15-10:45
58K

PP AV AP AN SV AV S A AV A S A S S S5 A SV B SV A S5 S S SV S SV SV A Sr AV AP AV SV AV S AV S AV SY AV SV AV S A SV SV S S S A S B S B S S S L SV S S S S A S A S A S A S A S A S e
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XEE, SRARR, FEERFARZE The Innovation, iMeta
WMESHRRNREZNFEHEBA. TENSFIRKERNSHERRRE
& LDT #1 IVD BALIXFIEHR. S5k ZIERBAES. ERR
wEB 973, HAMKXIEEEATE, S2RPMEEERERLZSI

A BAESESTE., £ Nature Medicine, Nature Communications, Gut,
- Redox Biology EHITIARICH 16 &, it IF: 196, #5[: 2970
XUHS R, BIEER (BERGEERFLNS) | (BUEREEEINE

SEEBRBAE AT

10:45-11:00
IREEHE: RERAFINNSEFRSHRETER) LE MASLD BuKUSMREIv O EaT

98, WTAFESRNE LEER, xR SREIERTZE
O, BEARR, WHORRBETRPOITEE, MIAPARDESRR
SR, BESIE, TERRAME: (1) EFmS0RNE
SOVEFFESISRER; () FIIERE BRI R0
R ARG, () MALWERS, FARA BH0
B GRTA)  TEENIEER RS I RIS B ASUR,

SR (CEIDREIREAEXIEINMERTR (MASLD) BA/IiEH ) LETBREEISIETR. mER
EMERHZERIEEIERN MASLD BEXER. SFARERREE T ZOAREREEENHTHNER
fER. TN 286 B)LERIRARBATIFTEEREREBFHAR, D MASLD HEXAMZOER, RAM
EVMNREEEDTTRFEXAABEREL, FERERNEAEFEUSITHITIRNE, ARERKE, wOHE
EEBTE (P vulgatus) FIERFZMTE (B. uniformis) FJEERJLE MASLD Si/kKC SHIRSHIXEIETE
¥ AETHEWAN TSR TEEER.
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11:00-11:15
IREEE: PEAEEADRIEN. SRS

MEE (FBNKE)

BEZE, 5, AR, BXESM, WTEaNs. KEUEETFRERS. fiRaE: PEAEED
FRMEMEUNER. EFEEREL. ERRREFHE. BARERIEX 100 R5E, 3512900 5K, HE
T 29, USB—EREMRNEE 3 X, ER/SHEMENF 5 K. BE 20 SFEHETIRE. 5FRE
E. B(E 60 RARHHEBA, BEMNARESNEEESETHERAS. Bkt 11 EREF
R 24 TEF).

JBEETEIT: Chinese medicinal herbs contain valuable bioactive molecules with significant therapeutic potential,
but their low natural abundance, complex structures, and difficult extraction present major challenges for
pharmaceutical applications. To address these limitations, we aim to produce of bioactive molecule production using
microbiological strategies. Firstly, we isolate and characterize novel probiotic strains (including Lactobacillus and
yeast species) from traditional fermented vegetables. These microbial workhorses are employed to ferment medicinal
herbs (Astragalus membranaceus, Glycyrrhiza glabra, etc.), demonstrating remarkable capabilities to significantly
enhance native bioactive molecule yields, generate novel structural derivatives, and reduce extraction complexity
through enzymatic breakdown of herb lignocellulose. Secondly, we engineer Saccharomyces cerevisiae as microbial
cell factories for de novo synthesis of high-value, structurally complex herbal compounds (medicarpin,
cycloastragenol, and glabridin) that are particularly challenging to obtain through conventional methods. The
approach establishes a powerful pipeline that synergizes traditional fermentation wisdom with cutting-edge synthetic
biology, offering sustainable solutions to overcome current limitations in herbal medicine production. Our work

provides sustainable production of rare phytochemicals for food or pharmaceutical applications.

11:15-11:30
REEH: SEFHENEGR TR ERERESZAERE

B, BMITESIH, MREEFFRIFEE, | FERKEEE
RANA; TTIHRELBFELSHRGSRERIE, TERNTARMESRY
ZHFICEAEERNONBRY. EEFERBAREEEFSZ/ B, U
28 —/i@ L £ Advanced Materials (IF: 30.8) . iMeta (IF: 23.8) .
Analytical Chemistry (IF 6.785) &&AFRIEX 11 &, BINEBEF 211,

HEY (TERERAS)

BREENY: BYE "ErKEFREEN TRESEIHRZEEAZKEEZEAN, FIAZEENE
LZEAN. HERFERE. IFEESEFANMFEANMBREY. BEMNORMEDENESR. ORINEERER
S AN5EFESEANEERSFNREYINHENEES. OBRTBaRAEERSZAMBEREH
pEMENENESERE, JREhTFREEKS. OBalRREY S-BEEBLIIRZE (5-MIAA) 5
Christensenellaceae R-7 group 18X, KRIFEEEERE. EGHIIERSENIER.
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FEF, BILPEAXFRBIR, NEHItESEXAZTTHE.
FENEEMHEZ. EMHHEFEFRRIE, AONER. S8
&R, ERNARNEI ST SR EBIE 7 FMAMR. &5,
LAE—/BITWEETE European Heart Journal, Imeta, Advanced Science %5
ZERFR SCIILX 50 R, HA ESIESHEIEX 6/, HIEEL27, 5
FiEA F 2000 RIR; BINER 3 IN; £ s5ERBARFESEZEM
B 30 RI. WA Imeta HESFREZ, TEENEZTEZSENH

TEH - T, TR
\ oo SEUWRRABEER,; TEMERESNBRTSEUEREE
WA =
11:30-11:45

RERB: ERAETORRE K CESRE

T (SPEBRIRB T H T &SRR )

FEARVA2ERBHETRRRIANS FoREMHUEERAR. RAETEER DR AR
BERBHEA RHRRAREGUAENRARAR, RFELERFELEROAREEFFEE. BRiEs
HERBAMNFESEFES. ERAFMMEHERERIRERLNE. "+=1" BExXFHEXRER
R, UNRERHAMERARSFLMERKINE, DB—EEETIEEE Nature Food, Nature
Communications, Nucleic Acids Research, Microbiome, EBioMedicine, Emerging Microbes & infections,

Emerging Infectious Diseases, Antimicrobial Agents and Chemotherapy, Applied and Environmental

Microbiology ZFEFRHAH LR ZRIAFICI 50 RfE. H-index $524 21,

BEEN: PEEREPMERFIGESIT ST AEMRMEREFOZFRRXT 2013 Z 2020 FF) 260315
NRERRARDIESE T REMAUFE T RITRE. REFINERAFST. SROITRIBEREMI
ARBPIIEETESTIEFRERMNIAR, HEEESHNMBEE. EeiINEERMARNES R
Wik, BREAFEDLIENSEDHSESHEAEL, BMERINMBERRE. BEHSEFAE, R
M ARBSLIEETREE, ENERMNARERAKR., BRARHES DI IESEMAERS, WH
HERFEXFIEN. B2UTER L. Exay 8XE, BERNMNLASREEAFFRB e REHIER
REIBIEREHA, ERASITRINZIEXERASETDE SN KPFSEaSE IS EREER, 85
AR ST IEERRARTIEEERE. AREFERNIAREFRENMAERNYE
MEABERENENETAT, BEEINREREREAETREENHNAERENEN, FXXaemMI AR
EEFIUEETTER, IUREEREE.
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11:45-12:00
REEE: SHRZEERSRR-3-1AA B H BMEERN SPHISERNEERNIIFRIKER

EZEt, RIRKFTEERTAEN. FERARABEAESXTER
NEBER, 25ERELAMAITH. EREARFESRBILEERRE
HE&ZM., UE—FERE SCIIEX 8 &, ERMICIIAZRRI iMeta, Faseb
Journal, Life Sciences EHT], ZIRRAREERREFENREINKFRRE
—ERREE, BREE 3.
fIfnrT (EINKF)

BEENTY: ETIRREEERG-XEARAIR, IGKRFIERTETHNZEBEEKRNA (PDE) AL
SRR KB AT, BIahsEISiEss, PDE I SHEMIAREBASAR, HoEsEEH4:
E3lEFRARIZHESEME. PLINIESE, SBERFFAMNZENS T PDE iR FRIKERS
ARIKIEEEERK. PDE oJLASEBAZEEESRRIICED 3-1AA SRR, ZHIBARANT 3-1AA 7
BXhiA PDE A5 el FRIKBABARRIEEEEME.

12:00-12:15
RERB: RAMMENBSRRREE

BB TESIN. NESTFENE. ERAFMRIEZSE, TIEHEMS
MS5ZMEREEAINE, W 1K Genome, EFRIVEBEREESIFELEE (ICGC)Z,
{£ Nature, Nature Genetics, Science ZHiT &R SCIRMHHLI 100 &5, HEHE—FNE
TEEICX 40 255, S 5IAEIT 40000 %, HISE 50, BINEFR 20 RI. FiFS
SREZEFItARIARE s . EERRAARARERREFZIEERKZAZ.

XUBR (iBREARERYIERAFERT)

&I : The skin microbiome critically functioned in maintaining skin health and eubiosis. In this study, we conducted
a comprehensive multi-omics analysis integrating phenomics, metabolomics, and metagenomics on a large cohort of Chinese
women, exhibiting significantly divergent skin aging conditions. Based on Al-predicted age and skin elasticity, participants were
classified into "younger" and "older" groups. The older group displayed more pronounced aging phenotypes, such as increased
wrinkles and reduced sebum production and elasticity. Interestingly, we confirmed that the younger group demonstrated a higher
microbial diversity and a richer profile of potential probiotics. Moreover, in the older group, microbiota adapt by enhancing protein
synthesis to cope with nutrient scarcity and by accumulating antibiotic resistance genes to counteract host immune defenses,
thereby increasing the susceptibility and vulnerability in the skin aging. With metabolomics, our analysis also revealed novel anti-
aging potentials for compounds like N-Linoleoyl Leucine and 2-Hydroxy-5-(trifluoromethoxy)benzoic Acid, and identified
Deoxynivalenol as a new anti-aging target. S. maltophilia demonstrated beneficial effects in our study under commensal
conditions. Using genome-scale metabolic (GEM) models, we identified its role in promoting GSH synthesis, a finding validated
through fibroblast treatment with S. maltophilia supernatant, which upregulated antioxidant genes like GCLM and SOD?2,
enhancing fibroblast antioxidant defenses. Cutibacterium acnes (C. acnes) and other microbes participate in the metabolism of
porphyrins and the synthesis of vitamin B12, highlighting new strategies for anti-aging interventions that enhance the conversion
of porphyrins to vitamin B12 in the skin. Our findings illustrate the dynamic regulation between skin microbiota and the host in

skin aging, independent of chronological age. This study offers new insights for designing targeted anti-aging interventions.
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Bin¥, NEERNAXZSHEREERIERAFRRESEFRELE. &
HNAEBEERBEIESE, BEHERRESEES EABERFHEHAKE
BEEKENMESENSEI, BBIFE iMeta, iMetaOmics #] Agronomy ZF[E ISR

=
Hf}\ TURRIEN 10 RF. ERABSEES SN &SRB ERE
iz .
IRERKE

e EBASELE. R ERIERESRKRSEIRRR. 2023 FEE
HGERUGRESEANSELSHR. (EAE—HBRIEEE JAMA,
IBEREN: UBUEIEEEERLR. BERR Warburg SN RAIELE(ER, (EEEAEESM
TRBMRATESATS. STATI-K193la (B SEmIEEinTg, BEKkFSZEERE p30073
K193la 7£ H. pylori S BEFIXEIER, BREAEERETATIER.

9:00-9:15
REE: STATI ZLERUIE IR BT EREABX B E A HIAR
IFE, KEREW JIRTEREESEENERNERENH RZSEAZEME

n BEAR, THEREARFZESEFES. YEBFETRE "&IFETR"

‘ Gastroenterology, BMC Medicine ZFEFRITIHEFIAZR SCII1EX 13 &,
Xligln (EBKF/UEEILER)
EREFIIHAZERINEEEAER. NARAI, W HEFE (H. pylori) BEUBIEIEEEMR, (BHILERFE
HiRMEANELABAKFE, BE L STATI 5 193 (MRS ERFLERIEME (STAT1-K1931a) . FfiEiE
=, Hi@EIDERE ISG15 BRAH—SIEaEEiE, FPRERRMEHMNEHE., RABRNFERER,
STAT1-K1931a ESREINFIMGEMNE, BISSHNARMIETNEE, (RtEAEE. AARIEZR S STATI-
9:15-9:30
IRESE: ZLEREIN SR Nissle 1917 FiibhEE/EBY &5 T2 EOERSR

AATF 2025 F 6 BRIV FHERFAFIEERZELZM, WTE
BRI AZNIGEEREHITHEIAR. HRAESERMERRAHSS
BAENE, EFFIERERABERANMNEHMNEERENR. Baic
£27E International Journal of Biological Macromolecules Z¥i5 A& R 54T E

AYE,

FO (BBRHKE)

BREEN: AAREREBPASTE Nissle 1917 (EcN) RIFuiREN G SEHILBRA SN ERZEX
BT CRISPR-Cas9 ¥4J72 11dPRD/IdhA SEFREIRIESE, ZLERFIFISRAYER(E EcN FOEIBERE I SHNERER
BETE. BT, HIIFATIESIERT BN IEEK BELAC, LI LIdP/LIAD NERABRER
X, BEREST EcN EAEBEEFRIEESE, FEEE(EH CD8+ T MAiEaYSiBLAR BB HIHEIR]
INERYETE. BELAC EicFREMEEEMSIRREERENE, NEAMERE TR YR —R

AFE.
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9:30-9:45
IREEH: ARFETERETIERTSEHEHENER

R T T T T T T T T T N T TN

XS (GHRSASCIR=)

WAL = TIRERS RIS EEAMNERRR. NSERMIEDSEDRBRSHRR, SiFE0=
EREMTSIESNE. SlHEDNERSRRMED- BNEFEIHENS. TRERERRZFEESS
FME. YEELERFESH LIEH. iNnTEERRFESNNTHRKREGESSFIMEH 3 I, LIS—/&E
HWEE BDTE iMeta, Plant Biotechnology Journal, mSystems Za/KFERIMATI EARIEN 757, LUIEE
RPASHENFERBER 844, SSHIEMEMIBEMEXERRE 1 1T,

REEN: EWRIRMEEMER (PGPR) FRT —FIREUESIFIETNIFR. GMEMRFEE
A TREWRRMHEMENEATER, M, BTYEEHSE/FRIERARE, EEREERINRIHEA
Feimkik. EAFR, FAIERITT B. velezensis SQRY (—FEBEERIMMERY PGPR) XIRFRHEERT
% FHIRFRAERNIMSEFIRN. SQRIEMES(EH TRMAVER, HANETIRRFETE
REBXAEEEENEN. EEOFRIRRNARRERRE, RARKBXREREONFEAERNEER
MteEE, AEERBESULLEEANES. AXEHSEFNEM L, RITTEFESE (Highly
related, HR) # MR FIFPSEEIRY 30 NERFAS, BMEIFIFERAKE (B8 1. 2. 3M45K5E) . ERE
. THET HR ERf, MR ERE(EHEYER. REEE. 7™ 1AA IS8 RIS, H—ET
FRIRITH HR A0 MR FIAPSEEIRY 300 NERFAS, BEIMFEEKTF (1. 2. 4F08HKE) , WIETHEE
ERFFEERUEMN, MR EFREEMREZERE. SARER THAREFNRR RS RXREEIERINET
BLARGRERF (Synthetic microbial consortia) IRTTRRIEEM, NN EIEMEL S BT EERAIDEEM
TENCHESR, BT RAEERIWN BHRIRREEAIERILE.
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9:45-10:00
RERE: FREMREREPHEMRIRST GRS

i, LEERREREINIAEERRR, FENEEBEREFEDRIX,
BRCEHZATAR, SIEFRMENESZR AR EEEHAENEESINEE, 1R
REXKAETIE, SRS BERBRERRNINRMEMSHBRERIR. I 5 kK
RERIEX 1055, LASE—{FETE JAFC. Food Chem. Food Research International £
ERHp LR SCIIEX 7.

VR (LEERIRIFR)

REEN: FROERE "—SF" BELZ THREEABEAARIR, NREHMES-SHAR-
ZOBREE-FREXNKEF/LEZENRRXRELR, REAR T REESERBSREPIRHEYIRIR.
RN XA RAIZEANE], FHET - HRIEEERREHE T R 2 ABIHIERELENS
Y. ARNFEEABNEENE SHEERIRRM TERISHKE, WHERAEF WA IR AT 4R
REREGEEEX. .

10:00-10:15
IRERE: SREFEIMEYRETREEDE

PP A A T AT A A A A A A P P A A A A A A A A A A A A A A A A A A A A A A A A A A A A A S A A A A A A A A A A A A A A A SV A A S A A A S e
Ban, KREEL, EEMIASEHIN, FREFEIIRIFAERAS, K55, L
FE—EE/H—/FBINTF iMeta (IF 33.2), Science Bulletin (IF 21.1), Protein & Cell (IF

—

-

’{‘1F 12.8)/k7 SCUESCI 18X 11 &, FEERAE. M. BERRZES, PERIWHZER
S "REMLE SE, TREHTESTENFESE 75 WE AN —SR,

N 25 EREARNZFESXIGHKEESERIR, B iMcta HIFIEFERESFEA
Ban (AtEMWKRSE)  Fm nissg,

REEN: ARENET REFEMMHMEVELIEENEEIESHREN. RIIARIIRER
1 E-ERBEESHEVMERRCERETHNRECRR E-RREAR R MEN BRI
SRR, BERESREFENIRIMENBEIRETNNEATEIRE, AESRAKESETER, A
WET—NEZCE . DREEHFRNEIEE, NRNERNINMENASEEREESIRETE
ERIFIREST.

10:15-10:45

FAP AV AP AN P AV SV S AV A A A S VA A A A S A S A A S A S AT AV A A A A A A A AV A AV AT AV AV AV A AV S AV S AV A AV S SV AP BV S BV A BV SV AV A BV S BV S AV SV AV S D A D A A A A e
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B, FEREEHEHEIARAEBERARR. ARSTAARREE, B
SMEMAZ T ESRERER, FREVER, US—SErFEEHR) &

EE?# A Pest Management Science, Plant Disease, Molecular Plant-Microbe Interactions £k
- FARICN 20 Ris, RIEKBEF 3 4. FRHEBARETFES (BFCE) |
iz ERESHETEE. FERREEF SSERGIRE,

SRER AR RE R

10:45-11:00
RERB: BYEABEERIREIENNREIEERZHE

MEE FRfll R, BAOTERAZFBRTERERRRNRITEEN
7, BXEHREAAKEEAZENEEKESE. UE—(FERXER)EE
IJMS. Microbiology Spectrum 25 SCIiE8X 5%, Bfeix=5| 55X, hiBEU8 6,

B (TRERKE)

IREEN: BIWEE I BESEATEEKRZIEE (Centenarians Gut Bacteria Biobank, CGBB) , &%
MERRATEYIFP AR STHREHSAE, RIDimER A. ihumii D BRHREAIERKZLEESGIINEE, FESERAEER
DI EMEEERIERER PR CHEEER ramA, TIEEEN A. ihumii KIENEEERINEER0EE

11:00-11:15
REER: RDaNRERREMEYET RS RE SRR

KEE, hpRIAKZFEEEZRNGELE, SESINAEMEEIEFITXE
HRRAR, TENSHEMENSHSEFLERR. BXHRERUE—EERE
1E Microbiome, Fish and Shellfish immunology Z-8AF), EBARFEABER 21T, +*

FHItEEARFESEFME C X PEFLERNFESSE 77 #tiH EREE,
S5EREARFESH IIE. BERERARITIIE.

KER (HhRIAS)

REEN: FSHRRMMEETZIEENEZERN, ARKRSRESRMER, BTHIYEE
mEY), BERNERME, FTLAEREARRS EESBMENGERE, MARURSENER, RRBE
MEMRETEERSIAERS (SVCV) RRESEM, BRT7aXBEMEWRET SVCV ARIEE TR
REMENERIE, AESESRIIKRRIMTET LI RFAEARIDE] SVCV EER0ERING], ms
REBURMEAIATIRIMEE.
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11:15-11:30
RERE: 4-2EIEEIEER- B TERHESIEREIIHIAR

PV AV Ar AN SV A S iV AV A AV A SF SV S B S B SF BV S SV N SV S SV N SV AT SV AT S AT AV VT A AT A AT A A A AT A A A A A AT A A AT A A T A A A A A A A A S A S A e e

ZERR (REERKZ)
REERAFAHEDEF BRI, HARAR: NHSEF

IRERENT: 4 ZREFREKTFIASSEHABNEEEEX, AMERNERIHIENEE.
AARKIT +-REFEEVEIRSEERER, HMFET B. uniformis BIFE. BEE B.
uniformis FEAVHDESEE HDCA IKFTIE, BiE FXR-BEHMIZESER, RERSHBECRER™
MBENTIE, F5IARIEH.
11:30-11:45
RERER: KEKAERRAIDHT IR, BRNBSRHTN

PAV AV VAN VAN AV AV AV SV i SV A SV S SV A SV AV SV B BV SV AV SV AV SV D SV S SV SV SV SV AV SV A GV A SV AV SV SV SV SV AV SV A SV AV GV A SV AV SV A SV SV SV SV S SV A GV A GF AV S AV SV SV S SV A AV v e

@

A ™

KRG (RYIIEERERT NAREE)

FEREFFRY IRV ERBMYKEEE LS, ERINUANRERAT (WRER) KINEN
FARZER, ARAEA=RUFENSSEFE. 2014 E-ESNEEYESEFARIIE. EERNFETE
BFENER, ERESESHENENRR, BRiRETEHNNFERARRRE ZNA, EEHEIRE
BEEUOR., &5K3K iMeta EXE 25 /3, BE—FRBR (24R) 7 /. F&ERJS Biology Methods &
Protocols, Frontiers in Plant Science, Plant Cell, Tissue & Organ Culture (PCO), gene EHATIERREUR, h-index
7913,

IREEN: KIEKNAE (Long-read sequencing) BRELRERABZFHIZNAE, THEFHEDEEENN
HERASEN. ERNEETUREMSHEETE. MRERE (1) KEKEERENEES T, ERNE
YHITEMESGEFES (https:/github.com/zhangtianyuan666/LongMetagenome) , FEEHARNEHEARS S
ETHRIIER; (2) NMEERWKILNFFREIIER EasyNanoMeta, BRMRIGEHER] MAG 5IH8E
BNmEimmE, ase =NEERELESTmAEE" | HEEHGEREER, ) 2ZFNH
BEESHMHPKF R104.1 SUP EREREEFRALVHIE, KR Q0 ZEEABHIEEELFEARF
assembler/binning 1&5;  (4) NBILRKFLNFEMENERRPRIGNNA, WAHREGE TRITE “#
AEGRAN"
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RS A TE
&5 1: TEERET 8H 25 H (B—) T4 13:30-15:10

FE, KFELT, RITRESERKE, TEMRRISRNEDRE
B, MEYE. EY-HEYMEE. 5%, LUS—/4ENE iMeta, PLoS

ESSIN Pathogens EHIFIRRTRENE, FEREYFENSSERSRE. I
FIE &SNS EREE,
EEAFT

13:30-14:00
IREREE: BKF SCLHATIESHHEERGELHEIE

//////////////////////////////////////////////////////////////////////////////

Imi (PaperArtist)

HRCNEGLIENRTDITER, BHIE 10 FEXEGIENRI 51T, B8 Adobe Photoshop, Adobe
lllustrator, Cinemadd FZMEGMEMFH DTG, BEEXFZEBERBFIHID, FBEXFE. JLEAZE. F
M. BEREARRFEPOERS SRAARATRE XEGAMERS T SRS R IE)I,

IREEN: TEHBESKTF SCI HTFRESGERMBIHIFRIIEICHIERHEE, BREESINEIRE
REEBME: THRAAEGLEENFACE, YATHEGCIERFEBRBILINRESR, THEKF
SCIHHFFRESGEEIRIFIERFE, BEBIR S FH AU E SIS ONS ERAMEAEAHIRNISSHEE.

14:00-14:30
IRERLE : ImageGP LFNSNSEMEEZR

BRE) (PEFEREZERFAREFLD)

FFRE, BSEiERsNP B MRS REESHRITE: (1) PAXREIERRRBEIIFERIR; (2) PR
ERENESEEGTE. URETHIRERKSHROPAHEMMEEAS FIFAR, OBRERFPHEFFTILEE, OF
HEREYIF ARG ERIRIZIES:, £ Cell Stem Cell (FJEME), Nucleic Acids Research, Nature communications,
Protein & Cell, iMeta FE/KFEREUE—HBREERERET R, FEH5IA 4000 ©R, BKEBID iMeta HAF)(ET
EF: 332), BAHITER, B TEHEDTNEDEETENEFSKERE RS,

REEN: MBS SHEER ImageGP AYER.
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RS A TE
£ 1: TEERET 84 25 H A—) T4 13:30-15:10

14:30-14:50
IRERLE : Cell Proliferation BiF)- I EHAE K FEFREAT!

////////////////////////////////////////////////////////////////////////////////////////////////////////////////////////////////////////////////////////////

4 X \
5K (PERERKRE)

KFE, 2021 FFHERNZFRICRERBHARFRIELZA, ITABEERRR,; 20222024 FEFERZFRICR
FHRESBEEZFAREFEELTEMERAR, R DNARGIEE. RNASIHRTABIEESSAHE, RER
FIF Nature Communications, Oncogene, GPB ZEZAVHAT, 2024 FEC£ER$B(T Cell Proliferation B Z4mtE, LURERA
RESMECWIAE, BEREAPHEARRSERWA.

RS IT: Cell Proliferation ( (ZHIEIEIEY ) 2 Wiley HIRHERABERENATI, EXEESHEH
RIEER O, EEs FEEEERE. THig. BEES. [EFEE. FES5RCE, FHRECZEE
i, MEFEESHEA, Bkt 2017 FeEER, 2019 ERATEMRBEYZSTHERSSIEMT),
2021 FEIRTHESBEEFARIRKIESIE. PRIEEYNS | XK TOP, AFFIIEFRET 7-8.

15:10-15:40
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HREICIE (—) ESA: xR
245 1: ATBUEIRE T 8 H 25 H (F—) T4 15:10-16:20

BEF, FERIAZRRIERAFENSESEHARERE, S
LISE—EEBDTE iMetaOmics KRN E {Unveiling microbial communities with
EasyAmplicon: A user-centric guide to perform amplicon sequencing data

analysis) , ARIEFHRAIBT AZENERFTW, 2022 FIRERESE

A SHRLTEE, TIEHEZE, LIETASRAERE, KERPE
BABIBAKR.
EESS )
PERUARES

15:10-15:20
REAE: ZEFEAEDTERBENMED DR REFINE-2EEE

\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\

d\

FiRE, SEXRFEMEFR—FRETE, AROEAMEEXMEDE, S
—EERHBE—FARE SC1 —KXE 3 &, AFK(F - Cell Discovery LAFRHY

Characterization of the landscape of the intratumoral microbiota reveals that Streptococcus

anginosus increases the risk of gastric cancer initiation and progression. E\5|F 36, hig%83.
FiRE (EBXF)

REEN: HNBISEFESHITER T BEMERMENENINERY, &S 16S RNAIF. BREFFL
AT, BEEI A NETHEMERNTE, ANESHKEHRREENETITRERE, FINEAERH
FRINIEFIESRGEEKE, AMEAMEARIMBTSESS, 5 CDs+ T AERiERLD. REHtEiEREMEE
K. HFARER, SA BB ERERRENAESRR, SEMEDRDIMUHERE, ETZAR, RIIHE—2HRET
TEZEBEERMEMERR, HARTHNENEEFGIE bacNeo, HHBNIAIITERZHMIMNEPEERIRENRIR
PRy UR, IERRRRNRI R BN A ST R — AU SR,
15:20-15:30
HREE: MicrobiomeStatPlots: —MNAFMENBRBFZFNEMESEZNFRITHEERE

\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\\

oIV s (hERURERY I EEER)

PERVAZERYIERBAESMEIARE, EERRTOACERNAREEZERRETR, BXARER
RT iMeta FHIFY, ERISIRMEIFAY 3 TN,

REEN: MEDEARNORELRTETRIMRENSAFIE, MEESTNTIRE Tk, ATHER
XEERE, Befi I T HMEMBEEIEDT ST TFE (MicrobiomeStatPlots) , XE— MG E, EHEENK. T=E
ERHEMBEIES T TE.
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A L— A BEFR
HREICIE (—)
239 1: ITBER G T 8 H 25 H (A—) T4 15:10-16:20

15:30-15:40
REHE: BEAMEEYIRNSEZNR

///////////////////////////////////////////////////////////////////////////////

s FEE (BERRIRE)

FEE, B, fhRIAEFEEELE, ARAMARERENEESE, AFRIFE: AR TREARERTSET
H DeepLysin, EENSRESTIZISSE O MERREZSIIES MLPC, IBEGSEEIERE ESKtides, HEAMEYIHRKS
HEMEEM MicroWorldOmics, h-index 4, FIRFE: NEBEFTERMMSEASIBETIEE AT, KEZ
BEERMEYEEZFARE LR _ER,

IBEEN: M5, MEXMAMAEBET™E, FERERNANEELLENTERMAMNTER, FtbmR
ESHFNIRERERYEN X —ER, BEARIEEK ERFENRSHECNEDSER, EBNEEREE—FE—
MIRENAE EBA"  EASEEFENTEYRFEBER, fNXEIEHIESER. SXNL+F, BREAREE
BERIFETE, EHMNSERREOSOM, EARESEZZNAKA. B TFRERNERRISES A
RZIX—EA, AARFFRT DeepLysin, SCIMRINIEEAZREBIAE TR, RARIMNR T BRERREEEN LI
X, ANtEFEETAERBEREOENASER, MR TRSTRIFHRNNLSK. H— S TRBHEEEUR
KBTI, AR TIREMERL MLPC 1BZR, AR MES SN RN RFEERSE. FIF Grad-
CAM EARCEEN " REETTR, FHREBIEEMAEBNTREN Motif X—HES, LT UBERREZINELS
KR, AEERFHNERSEXK, AAREFETHNFRENERSHN— N B HEENEE R ARG
MicroWorldOmics, FIPAYATLA{#ERAZE] DeepLysin ¥ MLPC iIXFEA TR, RaLUERESEYEHRSAENN TG
IR, B TEESTNIERE, FBINENEENERREI A BREINE.
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ArEiLIs (—) EEA: ZER
239 1: ITBER G T 8 H 25 H (A—) T4 15:10-16:20

15:40-15:50
REEE: MEREERIRIE S EIn S mMEER o

///////////////////////////////////////////////////////////////////////////////

XU (TRAZE)

XU, TRAFBFER 23 K- EL, TEARESFERTEERRANEREGNE, BUMAFRAK, REMEY
STA BB RIR R E KA B REAR. BRIBAZR[1] Metabolome analysis reveals the involvement of oxylipins in
regulating the maturation of conchosporangia in Pyropia haitanensis.[2] Sorus developmental biology of hybrid cultivar in

Saccharina japonica: Environmental and endogenous regulation.

IRE @ : Microbial communities are increasingly recognized as key drivers of plant trait formation, yet their role in
seaweed varietal differentiation remains unclear. Using Pyropia haitanensis, a commercially important seaweed with distinct
varieties (ZD-2, MF-2, SF-2), we investigated how host-associated microbiomes contribute to trait divergence. Under identical
conditions, their epiphytic microbiomes and seawater microbiota were analyzed via metagenomics. Each variety harbored distinct
microbial communities compared to seawater, indicating host selection. Despite 81.67% shared taxa, functional profiles varied:
ZD-2 enriched in nutrient cycling, pollutant degradation, and antibiotic production; SF-2 in host-microbe interactions, biofilm
stability, and sulfur metabolism; MF-2 showed intermediate features with aromatic hydrocarbon degradation and antibiotic
biosynthesis. Notably, ZD-2, a locally adapted variety, showed greater functional similarity to native seawater microbiota. These
results highlight a strong link between microbial recruitment and varietal traits, offering a microbiome-based framework for

seaweed breeding and ecological management.

15:50-16:00
REAE: SFEPEMEENMSERNSEERRSIMEME R IR S{ER

. Bt (FLKE)

B, METPLUREARDEZR (R |, AROEEEMEMENSTT. RARRSERERSSMEX
B, &ERRENMAE.

BEEN: AFRHNGEEFE (CRC) BELIBAG 245 f, IEIUEBAFY 209 FIF0 296 I, WTHEN SRS

#T. LEfSe. dbRDA &75i%, EEBRAAZAMMEBERTARE (MS]) BEEZERAE, BHEHHTE2EREBXEKOHT

(GWAS) . Z58&I Fusobacterium ] Lachnoanaerobaculum 5 MSI EEHH%., GWAS &I 10 S 1574124611 F

5 SHEMR 151432749 NBERR, REDITER 151432749 5 MSI B B2ERZXE(ERH. EEZRM MSI BEXEFIIHHER
MEY, ITESENURYERFESEEN, 85 7 BEEESHEMIMNENSMEEIER.




ARELIE (Z) EEA: BE. FT K.
£1% 2: 75544 Y102 8 B 25 H (A—) T4 13:30-15:40 RIBR

PERIEZFRAVERBARAEEETARE, ARG
BN,

13:30-13:40
IREREE: HLF 1 PPARGHIEIT IR B MEr YIRS N BT T BB R BERn 1 ATm

ITEREMIRERAZRETE, ARSEAMCERRIIEE, BIRE
ARFEZBIANTFEFR., HEARIEX3IR, ATPE—AFERERE Meta
FI—f.

WXE (I TERE)

REENT: AR ARERRERERE, KUFBIEEF (HLF) B2— 1 HHmEiERREEEER. B
UHZImERS SRR HLF /NG, FIRERE. BEMEMERERADHT, R HLF EZAHEARTRERNE, B
REERGEEXERMNS (MAFLD) RITIEE. SRER HLF/PPARCIS NN EMEY KIRNMEIRINES

(fEVs) , FHETEHIHIAFEIRIET. EMATARISINZEME, 9 MAFLD RIRGiGIRMA T HRVERFIFR.

13:40-13:50
RERE: —MEFFEERII MAMUBE MR SIS TN

MRRETHENME RN FIISERSHFTERATR, BOTIRASRM
AFTRENTN ST, AFRMETFESEREY MicroProphet, —FETF
Transformer BRIAEYIRTFFFUNIREY, LI T ERERSRAE FXIEF S BB BAVEIES
R (bRl A i, ENESEE T ABRRUREREAMENFT LS ENGRRICI,

REREN: NENERINEHENEIRPEETUNMEESZRSTA, MEMEMEREEFF AT
PRk L. IIEARASHIRIURITEIRELS, FHRISMEBEERIEANZS, XIRH T HEESTHR T MAME
MAEIZRIBEN. FAIHRH T MicroProphet, —MMEUAIEIFZEEELSE, AIELHEAEMIBRT, MATERIHE
N RS AT EE I, (ZIEEIE T A 8)RENAY Transformer 2844, {NfEFERET 30%A9AT BBl e EEEMAYE R
MRREIE, FHES TRV EIEIERREETRES. RIVESHKETE. ARBERMEMEH. 2B)LFEREFIFER
DRSS RESERPIIIE 7 HBEANEINSZ M. ZEREMUSENEYE TR IR, Eif
KipEF, EoRTRIRBIERERAMEDTN, FHEBMEMETRETRNK, BEEZH, IiRERRR
£V ESIERENDRNEE. BEEATE. SIRAIRMEMEIRRA /IR ERI MAMETTNEESR, MicroProphet 7373
ENES SRR RIS — ST R R E 7 &,
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HREICIE (Z) EEA: BE, 5.
247 2: 228 Y102 8 A 25 H (A—) T4 13:30-15:40 RimiE

13:50-14:00
RERB: FRIHMETREENE/LHERF—FRENENEH. NBENRERNEERRS

///////////////////////////////////////////////////////////////////////////////

TV st (REREERAE)
BETR, PERIFRAZEEE L, ARABDARESTRIBES AKERNG, EEFEENNIARER, &
SHIRAFIS/EKYE, LASE—EETE Nature Communications Zim R2HATI L AFRATIHIE.

REEN: ARG AEENARTES T 140 BERE, SHRE7T8FLRFRATERE LFaiMErT
REEKTF, FErfE3 B, 0 B 12 BRERBESHRET SEEERRET 16S RNATEFNF. ZEENFM
K= lE, RRERRPNETEEENE) L HEE—FRBEMEYEH. NBENRESNIEERIN.

14:00-14:10
IRERAE : Faecalibacterium prausnitzii IS =4 T BRIDF JAK STAT I&EHPHIBARRG T 4HIEHE

///////////////////////////////////////////////////////////////////////////////

S (LPRHEAS)

8, PR FEHRRERRNEI"FRFE, HRADRADEMEYENRBIRSYIFIS RSS!
SN, BEMEMESERZBEMERESRITSTMME, Bal h i85 10, BEHUS(FESHESE—FE
£ iMeta. Gut. Gut Microbes BT AFKICXUA, BIF Li M*, Liu J*, et al. Performance of Gut Microbiome as an
Independent Diagnostic Tool for 20 Diseases: Cross-Cohort Validation of Machine-Learning Classifiers. Gut Microbes (2023). Shi
Z*, Li M*, et al. Butyrate-producing Faecalibacterium prausnitzii suppresses natural killer/T-cell lymphoma by dampening the
JAK-STAT pathway. Gut (2024). Geng M*, Li M*, et al. A universal oral microbiome-based signature for periodontitis. iMeta
(2024). Li P*, Li M*, et al. Best practices for developing microbiome-based disease diagnostic classifiers through machine
learning. Gut Microbes (2025).

REENY: BARD/T HARMERE (NKTCL) 2—MEERERMAIEMME. BRI NKTCL BEFEmBER
EYIBERIE, Faecalibacterium prausnitzi B> SBEEFHEEEEZEX. MBEE NKTCL NEER FUFLT
F.prausnitzii BOFTMEREEE, IoMNELEESE SRS NKTCL A4 K A EENHEZTH, KEESOHER, T
2 MEIEVERRFRBASETT Y., MEIE, TEEEISIYRAENZEMEINE] JAK-STAT BERATEE. BRI
Wi, W77 NKTCL IMISHBmEMAEMBHFAE, FAFIF Fprausnitzii FRERM 7 HARA.
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HREICIE (Z) EEA: BE, 5.
247 2: 228 Y102 8 A 25 H (A—) T4 13:30-15:40 RimiE

FERWAFSHERIRFERYIA ERBRFTAEKIFMEEIE,
FERRLAARRMENE. RERBEHUESTHINEEISHE, DHRSE—
- {EBTE iMeta ] iMetaOmics &ZFRIEX 3 .

EFA
7RSI
BFEHRIKF

14:10-14:20
IRERNE : B AR RIS NEE AT miIRNA15-29148 {BHSEXUERT RAIKTIRE
AT

TRRFEBEFRFAAREBIEE. TERARSEABRBIESEX
EMEXTRERIE. BERBRMIEEBE. US—1FE (SHE) &FH

X A% 2R F Bone Research, Cell Death Discovery, Journal of Inflammation

Research, scientific reports, SFrontiers in Pharmacology. Journal of Orthopaedic
AR 4 CTREASS) Surgery and Research, Aesthetic Plastic Surgery ZFAHAT,

BEENT: KNEEXTRRAZR—MAREESRRMRRE, BIRMETHEMIESF)BIE 2 WMERN REEFIEM
KIE, SECKTBIA. BARRNREX—IEPIEREEMZ, B of PIRERTE A KTIHIERREMEAR
ZED, EXTART, FANETHIEFEEIAR T of £ RA PRYARBKEER, RIEE RA BER f (BH T ARKE
BAAT. VUEIBARERE, st LA W NAIEIMNE B (sev), XL/ NARSME IR BMIBIRIL, HESIESERSH
fEF0 RA BENBMIBHRSMIDBT. sev fiT4ER miRNA 1529148 FHIANEN SR BHERBTHIFRESESF. #
—ERIARZRIE, of KIRAYEER CIAPINI AY miRNA 15-29148 SEERESMIRATIEM. FAIH—SUER, f KIFAY
miRNA 15-29148 $¥EEFREIENEMIE, EARRIIRIRERMA. Wit REMEEFIOERAMEITIIERBRARIKELA
{XFILAKIE RA, IEBJLATRRS RA BURSS. AHARFREE, £ RA S, SFs IR sSEV-miRNA B9 (R B4R
ThieEEXEEER, TASEITIBERT, SFs i sEV-miRNA RUHIHIRTAEE T RA BB IR REATRR A
TTREE, REAARET 2025 F 6 BRZFT (bone research)  (IF=15;FR{B—IX)
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HREICIE (Z) A BR. 8.
247 2: 228 Y102 8 A 25 H (A—) T4 13:30-15:40 RimiE

14:20-14:30
IREE: 33 FTO MERRMEFERERGIS (PROTAC) AJEXUERMIEHREXNERR

///////////////////////////////////////////////////////////////////////////////

ITRERFSIRIERAZRETHRRE, HRaaANERBRNEE, XA
FURERARANIEF:, WESERE SCIRHEX 12/, Hp—FHt—s5kK, &M
BHF 10LLE 1/, BB 3R, F=FE 2R,

H#7 (TAaXE)

SR AARFIA FTO IMHIRIRSISAERIRTT SR TEEEREME FTO A PROTAC 53F (FTO-PROTAC) , LA
IR RABXRCERRR. G5RFAF, FTO-PROTAC BEBRXUANFTEIGAIASIOAIE, BS FTO BB, B moA(E
IR A E, WHERRR, EERERET, 2o FrIaEEITIRAEnARA FTO BER, ESEM
HRigfR, EZRESEXSESHIEHRIENT. AARER 7 —FET CRBN MSHY E3 iZRIEREEIRFEIDH
FTO RIX. A REHRmAIHT SRR,

14:30-14:40
RERE: THhFERORMENRIEICEN

///////////////////////////////////////////////////////////////////////////////

Hie, WABMKEDINEZ REEARRIELHRE, 2023 FHE Nature
Communication FEASE—EEBB D AFRMA "Distributed genotyping and clustering of
Neisseria strains reveal continual emergence of epidemic meningococcus over a century” HYJ
X, HRAEREETH DNA RMEMARS, MEMRHNEES, RERES
HRAE.

Hle (BHAKE)

REET: ERARKEEEMEYIHERCEEZEMAUHROERM,. X—BREBESTHUENF. A
RKEMENSE, LISTBEMEMXRNIBEEEHE. HIRT TSI EREmI O EAEY AR AR
BE, 9HTRE 61 MER 102,400 FHNFEA. FEM. ERNZFERT 2004 NMEEREARS, BIEEEEREE
A BRI AMAEARR IR SRS, RIS BRITARA TREERFABNAS LR
AOTEEEAL.
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HREICIE (Z) A BR. 8.
247 2: 228 Y102 8 A 25 H (A—) T4 13:30-15:40 RimiE

14:40-14:50
IREEE: SAcHEINF PDEAD FIEGE cAMP/PKA/CREB BIEKEM SN RS EAIFTARRS

///////////////////////////////////////////////////////////////////////////////

ITERFIIRIERAZRELHRE, ARAEARERFENERE, XAND
FIBEARMNIET, NESERE SCIRIFEX 12/, Hb—FH—s5&K, ¥
BFiollE1& S2FE 3R, B=FE 2.

EFRK (THERE)

BT : MAFLD 2EMFCEINEEENEEER, BriEt=EaT A, cAMP/PKA EEBIRATIAE
R, #DHIEL ERFBAR PDEAD RIERR MAFLD HE. SItE R —MEBRFSHIRAEEENES, B MAFLD
B E S EARINAR. AAREERTREENERIREIERN MAFLD FaT(ERARENS., SEEEITH
@ PDE4D & cAMP/PKA/CREB 1B, BEERSRE. ZrATHEEREMRLE, MTIEME MAFLD, AHFGERATX
AUEMERBERTIAENESD, HIGRENEERE 7 EM-,
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AxEitis () A BE. 58X

247 2: 228 Y102 8 A 25 H (A—) T4 13:30-15:40 RimiE
RS ERUASIEEEL,
EFBEA
IR
ARERIKE

14:50-15:00
REEE: ZEFESRIAREN SR pEER VB R At RIS

BEE, WEENKENREFELIEE, WRAMARBEERR (UC) AR
NHSEESTT, RERGEERXRRE-MMNEEENGE, B TE5EREARFER
&I (20245, 3279) , #E "RUEA" EABESERAZT—IN (20245, 75
), LUS—/HE—{EE A SCII8X 3 & (IF>10, BMC Gastroenterol, J Health Popul
Nutr , JPPS, HE4(3) , XiEX 7/, PGER Meta DT, EEDHT. SEF
BEE (EERKAS) ZEaRPMERISUESESINARA, ERMIGRREIEMFARIREREES.

IBEEN KEPBLRREBEESHILT (ferroptosis) NNERISE LR AIMERTE, HEZXTHEEEHE,
INEREE(E 16sRNA DTSR, AREFEREFTEER] WF-SEEEE) MFTER (WXRITE) SEXEE
Eigh, MIBTRSEEERL. KHASOEN, dRBAERREHEE NREEE) MmtESERRs
YIIEIN, TOASHERERRER (T ER) R, H—SMBIMENAELS. BREFHTER, ARABEHELPRITT
FSEEFE (40 ACSL4, 4-HNE, TFR1) FA L, M GPX4 RiATE, ELISA ERERIEMEFEE (NF-xB, TNE-
o/IL-6) #EE. 7EDSSESHNERER G, JRENRERNHETENHERERIGIIESE, SFERPHkR
fir (Fe>*) . ROS. fERRIZEMY MDA BEFARS, MAMER (GSH) #1 GPX4 iEMIHEK, BEHIBEERREAIAE
45, IBTHKSRHEMEREE, MERSETIEIF (Fer-1) RIEBDEMBIALRE, FE, KELTRRBEISIGINFE SR
2. (BHIERIEWEE ACSL4, IRFISIET IR, MM R SH IR,
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HREICIE (Z) EEA: BE, 5.
247 2: 228 Y102 8 A 25 H (A—) T4 13:30-15:40 RimiE

15:00-15:10
RERB: ET "-EREY-IN MRTBEHEEER A B ERE RN AR

FES, WMARE, WNEEERHR, PERRERED. REEFE
iBED, LS—FEARZR SCl—i, FRthEARFANFMIT L.

FES (HIPEDKE)

REEN: HEHE (PD) BEENMNBERFETHER, SRIZHFESGT PD NERME, EIFERVIHIEAEA
. AIRBET PD shPEEY, UESCERIATLAKIE PD /INRIEHIIEIS R ARRIENE, BaILASNE PD /NEREREEHY
FE, FHEWH L. reuteri 2EBEHET PD RHEMET, #H—2ET "H-HEMEY - #, BIREEESR. 5
FPEIANSERS,. RIMNREESCIG R ARESEYS, ERREREHBIT E S L.reuteri {57 NAMO E#% NAD+/NADH, B mLeti
RERKFLAKEE PD.

15:10-15:20

IREREE : Microbial metabolite OAA from Romboutsia ilealis controls obesity and lipid metabolism

through PSMD3-mediated degradation of YTHDF2

MRS RAEZNECETZEER, AXFARMEKZKT International Journal

of Biological Sciences, iMetaomices ZHATI,

BHR (IKXE)

BREEN: BMEREAAESHAREXER. BUARFHIES. ARRUPEARMERFERXERE (XB) A
RN, WEHBTRERENERELSESOTT, BrREBEMEYEERNBEARERFABREEER. &
JXB ¥EFIAIEFRxIKx K (DLY) BEZBEHEI 452 NEFFRIAERE (DEGs) 174 MR . #—2 &R, IXB
1 DLY EEHERRAFI LNERTEEEANBIRERN £, HPFBRETEZTERSBIE DLY 1 JXB
B, EETIENE, ERMIERETRYAIN Pacebacteria, Streptophyta F[] Aerophobetes 257 PI3K-Akt NMSAIRER
BZ; WHNENIRAE IXB BHEHERENE. 8%, BERE g H#EMEEES. 1TIH2, PAEP #1 TDRDY FEEE
TREMRHEIRRNE . GLEmE, FEIAARERER TR NE R P BEMENEIE T ERNERBEF S
TV,
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HREICIE (Z) A BE. 59X
&3 2: 25285 Y102 8 A 25 H (A—) T4 13:30-15:40 wiBi

15:20-15:30
REB: AXOR-PREksHERSEFATRER

R (ACRIFIES )

RIEST, 2023 RACFRMFAIEZREEE, SITAEWHIR, BaitfRABARRESHEMATR, S5K5%
SCIiEX 1 .

REET: FREN R SEEAMERNMRRRETREEXEIER., A, HTRSHIXENEIHS
ERASEYHEE, BN AGRERSENNNNEEREZA. FREET — M EEHRNARORE - FRERS
HER, AETZERYEFEARNFRERSERDH T T XTI IRE R AT,
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Unlocking the Potential of Chinese Medicinal Herbs: Probiotic Fermentation and Yeast Synthetic Biology
for Bioactive Molecule Production

Running title: Microbial production of bioactive plant compounds

Yongjun Wei 123

! School of Pharmaceutical Sciences, State Key Laboratory of Antiviral Drugs,Pingyuan Laboratory, Zhengzhou University,

Zhengzhou 450001, China; ? Center for Lipid Biosynthetic Engineering, Muyuan Laboratory, 110 Shangding Road, Zhengzhou
450016, China; 3 Laboratory of Synthetic Biology, Zhengzhou Research Base, National Key Laboratory of Cotton Bio-Breeding and
Integrated Utilization, Zhengzhou University, Zhengzhou 450001, China
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Abstract

Chinese medicinal herbs contain valuable bioactive molecules with significant therapeutic potential, but their low natural abundance,
complex structures, and difficult extraction present major challenges for pharmaceutical applications. To address these limitations,
we aim to produce of bioactive molecule production using microbiological strategies. Firstly, we isolate and characterize novel
probiotic strains (including Lactobacillus and yeast species) from traditional fermented vegetables. These microbial workhorses are
used to ferment medicinal herbs (Astragalus membranaceus, Glycyrrhiza uralensis, etc.), demonstrating remarkable capabilities to
significantly enhance native bioactive molecule yields, generate novel structural derivatives, and reduce extraction complexity
through enzymatic breakdown of herb lignocellulose. Secondly, we engineer yeasts as microbial cell factories for de novo synthesis
of high-value, structurally complex herbal compounds (medicarpin, cycloastragenol, and glabridin) that are particularly challenging
to obtain through conventional methods. The approach establishes a powerful pipeline that synergizes traditional fermentation wisdom
with cutting-edge synthetic biology, offering sustainable solutions to overcome current limitations in herbal medicine production. Our
work provides sustainable production of rare phytochemicals for food or pharmaceutical applications.

Keywords: Chinese medicinal herbs; Bioactive compounds; Probiotic fermentation; Yeast cell factories; Synthetic biology
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Abstract

In contemporary health research, the interrelationship between diet, gut microbiota, and host health has garnered extensive attention,
with the integration of artificial intelligence (Al) heralding a transformative shift. As a primary modulator of gut microbiota, diet
comprises a complex and diverse array of components, with subtle and intricate interactions that directly influence the composition
and function of microbial communities. Traditional approaches to unraveling the deep connection between diet, microbiota, and host
health face numerous challenges, including large data volumes, complex variable interrelationships, and significant individual
differences. An Al-driven four-dimensional integration paradigm, which collects multidimensional dietary intake data—including
food types, nutritional content, and eating timings—and employs advanced machine learning algorithms, enables precise prediction
of individual gut microbiota responses. Building on this, detailed analyses of microbiota metabolites and their correlations with host
physiological states—such as immune responses, metabolic biomarkers, and intestinal barrier function—facilitate the construction of
comprehensive models elucidating the dynamic interactions among diet, microbiota, and host health. The strength of this paradigm
lies in its capacity to integrate heterogeneous, multi-source data, uncovering hidden patterns within complex biological systems. For
instance, deep learning algorithms can identify microbial biomarkers associated with specific dietary patterns that are closely linked
to health outcomes, thus informing personalized nutritional interventions. Furthermore, data mining tools allow for in-depth analyses
of large-scale population datasets, revealing unique subtype-specific associations. Preliminary applications of this integrated approach
in areas such as obesity and inflammatory bowel disease suggest that Al-based dietary interventions can effectively rectify dysbiosis
and alleviate disease symptoms. Nonetheless, challenges remain, including ensuring data quality, enhancing model interpretability,
and establishing standardized validation across diverse populations and studies. With continuous advancements in Al technology and
increasing interdisciplinary collaboration, this four-dimensional model holds promise as a fundamental framework for precision
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nutrition and individualized medicine, paving new pathways to improve human health, advancing health management into an era of
intelligence and personalization, and making a profound positive impact on global health initiatives.

Keywords: diet, artificial intelligence, gut microbiota, host health, four-dimensional integration paradigm, machine learning,
precision medicine

Serum metabolomic profiling uncovered metabolic shifts in individuals upon moderate-altitude
exposure and identified the potentiality of Beta-Alanine to ameliorate hyperuricemia
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Abstract
Background High-altitude exposure has been associated with an increased risk of hyperuricemia and gout, though the underlying
mechanisms remain poorly understood.

Methods We conducted a comprehensive analysis of the serum metabolome and phenome in both discovery and validation cohorts
of Han Chinese individuals who underwent long-term moderate-altitude exposure (~12 months), as well as in an independent cohort
consisting of local Han Chinese and Tibetans residing in Nyingchi (> 5 years). Beta-Alanine intervention was applied in hypoxanthine
and potassium oxonate-induced in vitro and in vivo experiments.

Results Individuals exposed to moderate altitude exhibited elevated serum urate and an increase in overall medium-chain fatty acids,
coupled with a decrease in overall amino acids and short-chain fatty acids. Rmcorr correlation analysis revealed a significant negative
association between Beta-Alanine and serum urate, whereas nonanoic acid was in versa, potentially driving lower serum urate in
long-term exposed residents. Both in vitro and in vivo experiments demonstrated that Beta-Alanine inhibited xanthine oxidase and
reversed the hyperuricemia phenotype in human hepatocytes and mice induced by hypoxanthine and potassium oxonate, with a urate-
lowering effect in mice. Hepatic pathology and transcriptome analysis of hyperuricemia mice treated with Beta-Alanine indicated
that the mechanisms involved the inhibition of xanthine oxidase, amelioration of the inflammation phenotype in hepatocytes, and
promotion of renal urate excretion. Furthermore, the 10-fold cross-validation random forest classification predictive modeling based
on selected metabolites and phenotypes achieved an area under receiver operating characteristic curve value of 0.93 (95% confidence
interval: 0.85-1.00) and 0.79 (95% confidence interval: 0.59-0.98) for distinguishing individuals with high risk of asymptomatic
hyperuricemia in the training dataset and validation dataset, respectively.

Conclusions This study reveals serum urate and metabolome altered in moderate-altitude exposed individuals and Beta-Alanine
intervention could ameliorate hyperuricemia. Our findings suggest that targeting the circulating metabolome may pave novel avenues
to counter diseases associated with HU.

Keywords: Moderate altitude, Asymptomatic hyperuricemia, Urate, Serum metabolome, Risk prediction

The impact of school heavy metal exposure on children's gut microbiota: the mediating role of
environmental microorganisms
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Abstract

Background & Aims: Heavy metals are toxic and harmful pollutants that can affect the school environment and the exposed
children’s health. We aim to investigate the effects and correlation of heavy metals on environmental microorganisms and the gut
microbiota of exposed children.

109


file:///E:/D01_Biotree/D01_Project/2023年/1_合作项目/1_援藏项目/1_文章终稿-20230106/sylixin@scut.edu.cn
file:///E:/D01_Biotree/D01_Project/2023年/1_合作项目/1_援藏项目/1_文章终稿-20230106/liuzhipeng@biotree.cn
mailto:fanyanqun@biotree.cn

Methods: Dust samples and children’s fecal samples were collected from Beijing Child Growth and Health Cohort study. Classroom
environment was tri-grouped according to heavy metal pollution levels, and gene sequencing was performed on the dust and fecal
samples. eXtreme Gradient Boosting was used to determine the impact of heavy metals on environmental microorganisms and gut
microbiota, and relative length of the quadrant and fourth-corner analysis were used to explore the relationship between the three
components.

Results: Heavy metal pollution exists in the classroom environment (all Pollution Load Index>1). Lead (Pb) and copper (Cu)
significantly impacted environmental microorganisms’ community structure (all p < 0.05). The SHapley Additive exPlanations
(SHAP) results showed that cadmium (Cd) affected the Shannon index at the phylum-level, Cu affected the species-level across all
sites, and Cd affected the indoor sample’s Shannon index. Cd was negatively associated with Erysipelatoclostridium (r = -0.06), and
Pb was negatively associated with Intestinibacter (r =-0.05) (all p <0.05). We identified 11 co-classification environmental microbial
modules which could affect differential gut microbiota using Weighted Gene Co-Expression Network Analysis. Spearman correlations
were not significant between heavy metals and gut microbiota, but associations were significantly mediated by environmental
microorganism identified in the Fourth-corner analysis. Procrustes analysis confirmed the correlations between heavy metals and gut
microbiota (» = 0.22, p <0.05).

Conclusions: Heavy metal pollution in schools has altered the structure of the environmental microorganisms. Heavy metal and
environmental microorganisms act as co-players disrupting the exposed children’s gut microbiota.

Keywords: Heavy metal; Environmental microorganisms; Gut microbiota; Children; Health risk

Integrative multi-omics analysis reveals microbiome-based molecular subtypes and metabolic-immune
modulation in upper gastrointestinal cancer
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Abstract

Intra-tumour microbiome, as an emerging component of the tumour microenvironment (TME), has attracted increasing attention due
to its potential role in influencing oncogenesis, immune responses, and therapeutic outcomes. We conducted a comprehensive
integrative analysis combining microbial 16S rRNA profiling, RNA sequencing, and metabolomics on gastric cancer tissues. Our
research classified tumors into six microbiome-based subtypes, with Streptococcus and Pseudomonas-enriched clusters showing
poorer survival outcomes. We successfully isolated Streptococcus anginosus (SA) from tumor tissues and confirmed its association
with immunosuppressive microenvironments characterized by reduced CD8+ T-cell infiltration. Our metabolomic analysis revealed
that S4-enriched tumors exhibited activated arginine metabolism without corresponding host transcriptional changes, indicating
microbe-driven metabolic rewiring. We demonstrated that SA converts arginine to ornithine, potentially competing with CD8+ T cells
for this essential amino acid and contributing to T-cell exhaustion. Our work has been extended to other cancer types, including
adenocarcinoma of the esophagogastric junction, and discovered bacteria with potential anti-tumour effects. To understand the
mechanisms and future generalization of this finding, we developed a computational toolkit bacNeo to identify potential bacteira-
derived neoantigens, aiding in immune activation strategies for cancer treatment (https://github.com/WenzyWong/bacNeo). In

conclusion, we explored distinct intra-tumour microbiome in upper gastrointestinal cancers, and developed a bacterial neoantigen
discovery tool to aid in future research.
Keywords: Microbiome; Multi-omics; Gastric Cancer

Spatial-Temporal Transcriptome Atlas of Maize Embryogenesis and Organogenesis
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Abstract

Plant embryogenesis, the developmental phase that transforms a single zygote into a three-dimensional organism, is orchestrated
through precisely timed and spatially restricted cellular programs. Dissecting the identities of key cell types and the genes that govern
their fate is essential for trait-oriented breeding strategies. Leveraging Stereo-seq, we generated a high-resolution atlas of maize (Zea
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mays) embryogenesis spanning seven developmental stages from early embryogenesis through mature stage. The dataset captures the
dynamic transcriptional trajectories underlying cell-fate decisions, revealing the molecular circuitry that drives differentiation of the
shoot apical meristem and coleoptile. We further delineated the transcriptomic switch that marks the transition from embryonic
maturation to seed filling. Integrating spatial gene-expression patterns with functional annotation highlighted stage- and region-
specific activation of lipid-biosynthetic genes, gene families and transcription factors implicated in oil accumulation. This atlas
provides a foundational resource for understanding monocot embryogenesis and for targeted manipulation of seed traits.
Keywords: data, 3 - 7 keywords

Plant embryogenesis, cell heterogeneity, sptatial transcriptome, transcriptional trajectories, cell-fate decisions, molecular circuitry,
lipid-biosynthetic genes

A catalog of the human oral-airway virome informs respiratory health in ageing populations
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Abstract

Objective: Oral and airway viromes play a critical role in human health and disease, yet remain poorly characterized compared to
their extensively studied intestinal counterparts. This knowledge gap is largely attributable to the lack of oral- and airway-specific
reference genome databases. The elderly, a population particularly vulnerable to respiratory infections, lack well-defined baselines
for airway viromes, as well as insights into host, environmental, and microbial factors that may influence their composition. Moreover,
longitudinal analyses tracking virome dynamics during respiratory infections, especially in older adults, remain limited.

Methods: We integrated 12,616 publicly available human oral and airway metagenomic samples with 933 samples from a
longitudinal elderly cohort to construct a oral and airway virome genome collection (OAVGC). The eldelry cohort recruited 403
relative healthy elderly participants, with 535 throat swabs and 398 sputum samples collected for metagenomic sequencing. A total
of 254 clinical variables were recorded, and additional samples were collected during episodes of acute upper respiratory infection
(URI) and subsequent recovery.

Results: The constructed OAVGC identified 56,885 viral operational taxonomic units (vOTUs). Notably, approximately 90% of the
vOTUs were previously unrepresented in existing databases. Presentation of the prevalence, viral hosts, functional genes of the viruses
in different airway habitats revealed their niche-specific adaptations. By leveraging this catalogue for high-resolution annotation of
the airway virome and integrating broad variables from our well-established elderly cohort, we identified specific viral signatures
significantly associated with respiratory health, including lung function and elderly health scores, and established links between the
airway virome and URI as well as URI risk in the future.

Conclusion: By expanding the known oral and airway virome repertoire and elucidating its clinical relevance in the elderly, our
comprehensive oral and airway virome genomic collection serves as a valuable source for studying human virome and its impact on
human health.

Keywords: oral and airway virome, catalog, the elderly

Multidimensional exploration of drug target prediction: from sequence, structure to omics
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Abstract

Drug target prediction is a crucial initial step in modern drug discovery, but traditional experimental methods are time-consuming
and resource-intensive. This study explores multi-dimensional computational strategies to overcome this challenge by integrating
protein sequence, structure, and omics data. First, using the ChEMBL database, we built a highly accurate target prediction model
(Sequence-Based CPI Predictor) based on random forests. By encoding protein sequence features (amino acid composition, dipeptide
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composition) and compound molecular descriptors, the model effectively distinguishes active and non-active compound-protein pairs,
achieving an AUC of 0.98. Next, we expanded the druggable proteome using human protein structures predicted by AlphaFold2. With
Fpocket for pocket detection and Apoc for similarity analysis, we identified 15,043 druggable pockets across 20,255 proteins,
increasing the estimated druggable proteome from 3,000 to over 11,000 proteins. Pocket similarity analysis facilitated drug
repositioning (e.g., progesterone to ADGRD1 for pemphigus and breast cancer) and safety assessments (e.g., axitinib’s off-targets
linked to 46 recorded side effects). Finally, by integrating perturbation transcriptomics (CMAP LINCS 2020) with deep learning, we
developed PTPCM, a model that links compound-induced gene expression patterns to protein sequences (via ConPLex embeddings)
for target prediction. PTPCM achieved F1 = 0.97 and AUPRC = 0.99 on test sets, outperforming prior models like SSGCN. The
Top100 accuracy was 0.78 for 210 natural products. Together, these sequence-, structure-, and omics-driven approaches significantly
advance target discovery, expedite drug repurposing, and reduce experimental costs, providing transformative tools for drug
development.

Keywords: target prediction, protein sequence, protein structure, perturbation transcriptomics, drug repositioning, computational
drug discovery

Exploring Changes in the Microbiome and Metabolome Associated with Specific Occupational
Environments
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Abstract

Occupational environments, as a unique form of long-term exposure, profoundly shape the human microbiome and metabolome. This
study systematically compared the oral and gut ecosystems of indoor mental workers (university teachers) versus outdoor physical
laborers (construction and transportation workers) using a multi-omics approach, revealing site-specific biological signatures driven
by occupational factors. We found significant differences in microbial and metabolic features: laborers exhibited higher salivary
microbial diversity, likely reflecting more complex environmental microbial contact, whereas teachers displayed higher gut microbial
diversity but a marked reduction in the abundance of antibiotic and metal resistance genes. This profile aligns strongly with their
healthier lifestyle habits and lower selective pressure from environmental pollutants. Our correlation and large-scale mediation
analyses further dissected the intrinsic “occupation-microbe-metabolite” regulatory network. The microbe-metabolite interaction
networks possessed distinct topological structures and association strengths across different occupations and physiological sites (oral
vs. gut). Mediation analysis elucidated the underlying regulatory logic: among top-ranking pathways, oral regulation displayed a
complex pattern of co-existing positive and negative mediation, wherein the teaching occupation elevated the key metabolic risk
marker, uric acid, via downregulation of Prevotella sp. In the gut ecosystem, the regulatory pattern was characterized by widespread
negative suppression, where occupational factors indirectly inhibited numerous fecal metabolites via specific gut microbes. This
pattern, however, was not absolute, as we also identified key positive regulatory pathways, such as the Anaerotruncus-mediated
enrichment of potentially anti-inflammatory triterpenoids in a specific occupational context. Furthermore, machine learning models
using non-invasively collected salivary metabolome data distinguished occupational groups with an accuracy as high as 98.04%. This
study establishes that occupation-related microbial-metabolic signatures are a sensitive “biological archive” of an individual’s long-
term lifestyle and environmental exposure, offering new strategies for occupational health and forensic science. Monitoring key
salivary pathways, such as the Prevotella-uric acid axis, provides a quantitative basis for assessing metabolic syndrome risk in
sedentary populations and guiding dietary interventions. Concurrently, protective gut pathways mediated by microbes like
Anaerotruncus present novel targets for developing targeted interventions (e.g., probiotics) to improve the health of specific
occupational groups. Together, these highly specific biomarkers open innovative avenues for precision occupational risk assessment
and scientific lifestyle inference.

Keywords: Microbiome; Metabolomics; Occupational environment; Microbe-metabolite interaction

The MFN2/CBS Axis Regulates Ferroptosis in Ulcerative Colitis: A Combined Approach of Machine
Learning, WGCNA, Immune Infiltration, and In Vitro Studies

Running title: MFN2/CBS-Ferroptosis Axis in UC: Multi-Omics & Experimental Study
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Abstract

Background: This study aimed to investigate ferroptosis-related biomarkers and their potential molecular basis in UC.

Methods: UC datasets (GSE87466 and GSE47908) from the Gene Expression Omnibus database were merged as the training set, and
batch effects were removed. Ferroptosis-related differentially expressed genes (DE-FRGs) were selected to construct a diagnostic
risk model in UC. Machine learning (lasso regression and SVM-RFE), Weighted Gene Co-expression Network Analysis (WGCNA)
and PPI were then used to obtain candidate hub genes. After identifying common DE-FRGs, functional enrichment analysis, GSEA
and GSVA functional enrichment analysis and immune cell infiltration were performed to explore the pathogenesis of UC. Besides,

2

the correlation of hub gene expression and ferroptosis signature markers (GPX4 and ACSL4) was validated in external validation
(GSE92415) and in vitro experiments. Finally, we employed the human intestinal epithelial Caco-2 cell to establish an in vitro

inflammatory model by treatment with LPS (1 pg/ml) for 24 hours. This model was used to validate the correlation between the
expression levels of ferroptosis-related essential genes (ACSL4 and GPX4) and pro-inflammatory cytokines (TNF-a, IL-6, and IL-1

B). Furthermore, to confirm ferroptosis involvement, Caco-2 cells were co-treated with RSL3 (a ferroptosis inducer) or Ferrostatin-1

(Fer-1, an inhibitor), followed by measurement of GSH, MDA as an indicator of lipid peroxidation, and cellular iron load.
Mitochondrial ultrastructure was assessed via transmission electron microscopy (TEM) to detect ferroptosis-associated morphological
changes.

Results: MFN2 and CBS were identified as hub genes after further validation. Functional estimation, gene set enrichment analysis,
and immune infiltration signature identification showed notable associations of the hub genes with macrophages, mast cells resting,
and follicular helper T cell levels. In vitro, we observed that treatment with LPS/RSL3 obviously activated ferroptosis in Caco-2 cells,
as indicated by altered expression of key ferroptosis-related genes (down-regulation of GPX4, CBS, and MFN2; up-regulation of
ACSL4) and the levels of surrogate ferroptosis markers (elevated MDA and iron levels, along with reduced GSH). In addition, LPS-
induced ferroptosis in Caco-2 cells could be reversed by Fer-1.

Conclusions: MFN2 and CBS may represent potential therapeutic targets and could serve as biomarkers for immune regulation in
UC, warranting further investigation.

Keywords: ulcerative colitis; machine learning; ferroptosis; WGCNA, immune infiltration.

Improvement of Escherichia coli Nissle 1917 for cancer therapy by understanding and harnessing lactate
utilization
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Abstract

Bacterial therapy shows promise in cancer treatment, yet the mechanistic underpinnings are still not well understood. The probiotic
Escherichia coli Nissle 1917 (EcN) represents a promising microbial chassis for tumor-targeted therapy, leveraging its inherent tumor

tropism and well-established clinical safety profile. Here, we employed EcN as a model organism for exploring and identified lactate,
a hallmark immunosuppressive metabolite in the tumor microenvironment (TME), as a pivotal determinant governing EcN’s
therapeutic efficacy. By constructing an //dPRD and /dhA-knockout mutant that is incapable of catabolizing lactate, we demonstrated
that EcN’s colonization and anti-tumor effects are contingent upon its capacity to utilize lactate. To amplify this therapeutically
relevant function, we engineered a bacteria with enhanced lactate consumption (BELAC), a genomically stable strain featuring
chromosomal integration of lactate-utilizing components, including the LIdP transporter and LldD dehydrogenase. This
reprogramming design not only augmented EcN’s lactate scavenging capacity but also significantly enhanced its tumor-suppressing
capabilities in various syngeneic models. Mechanically, the BELAC strain achieved TME immune remodeling through increased
CD8" T cell infiltration. Importantly, BELAC maintained tumor-specific colonization while demonstrating clinically essential genetic
stability. This study presents the first evidence linking EcN’s anti-tumor activity to lactate metabolism, which may be prevalent in
most microorganisms and developed a next-generation chassis for microbial therapeutics targeting tumor-supporting metabolites with
broader anti-tumor efficacy.

Keywords: Escherichia coli Nissle 1917, Lactate metabolism, Tumor microenvironment, Synthetic biology, Microbial therapeutics
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Secondary Metabolites of Bacillus amyloliquefaciens MH71 Modulate Phytohormone Metabolism to
Promote Tomato Growth
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Abstract

Bacillus amyloliquefaciens is a group of important plant-beneficial bacteria that can suppress plant diseases and promote plant growth.

Although various growth-promoting mechanisms have been reported, the research on the growth-promoting mechanisms through
plant-microbe interactions remains limited. In this study, pot experiments demonstrated that both the cell-free fermentation
supernatant and ammonium sulfate-precipitated crude extract of Bacillus amyloliquefaciens MH71 significantly promoted tomato
growth and increased chlorophyll content. Transcriptome analysis revealed that strain MH71 markedly upregulated the plant hormone
signal transduction pathway, particularly the biosynthesis pathways of salicylic acid (SA) and jasmonic acid (JA). Quantitative
determination of phytohormones in the tomato rhizosphere further confirmed a significant increase in the contents of SA, JA, and
other related hormones. Metabolomic analysis combined with isolation and identification of active substances indicated that MH71
may produce three types of lipopeptides (fengycin, iturin, and surfactin) as well as dipeptides (e.g., Leu-Thr and Tyr-Val), which
collectively contribute to its growth-promoting effects. This study explores the metabolites of Bacillus amyloliquefaciens and their
functions, laying a theoretical foundation for the development of green and efficient biofertilizers to enhance the quality and yield of
tomato.
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Maternal gut microbiota metabolite 3-IAA mediates dexamethasone exposure-induced long bone
dysplasia in offspring by regulating H-type angiogenesis via the miR369-3p/Itgp2 pathway

Running title: 3-IAA mediates dexamethasone exposure-induced long bone dysplasia

Hangyuan He '#, Liaobin Chen "*, Hui Wang >*

! Department of Joint Surgery and Sports Medicine, Zhongnan Hospital of Wuhan University, Wuhan, China; > Department of
Pharmacology, Basic Medical School of Wuhan University, Wuhan, China

*Correspondence: lIbchen@whu.edu.cn (Liaobin Chen); wanghuil 9@whu.edu.cn (Hui Wang);

Abstract

Prenatal dexamethasone exposure (PDE) can cause intrauterine growth retardation in offspring and increase susceptibility to various
fetal-originated diseases. However, the impact of clinically dosed PDE on offspring long bone development remains unclear. This
study aims to investigate the effects of PDE on offspring long bone development through retrospective clinical studies and animal
experiments, elucidate its intrauterine programming mechanisms using combined animal and cellular models, and identify potential

therapeutic targets. Ultrasonography revealed that PDE significantly reduced femur lengths in female fetuses, with no significant
effect in males. Animal experiments confirmed that PDE induced femur dysplasia in female fetuses and reduced postnatal bone mass
in offspring. Multi-omics analysis showed altered gut microbiota composition in PDE-exposed dams, characterized by significantly
reduced Clostridium abundance and decreased levels of its metabolite 3-IAA in maternal and fetal sera.Transcriptomics identified
ItgB2 as a hub gene mediating PDE-induced fetal long bone growth inhibition. In vitro, 3-IAA promoted endothelial angiogenic
function by upregulating Itgp2. Bioinformatics and experimental validation confirmed that miR369-3p directly inhibits ItgP2, while
3-IAA suppresses miR369-3p expression. Intervention studies demonstrated that transplanting PDE-dam microbiota into normal
pregnant rats induced H-type vessel reduction and long bone dysplasia in offspring, whereas 3-IAA supplementation reversed these
defects. Finally, postnatal local administration of a miR369-3p inhibitor or Itg2 overexpression in long bones rescued PDE-induced
reductions in H-type vessel density and bone mass. Clinically dosed PDT/PDE causes long bone dysplasia in female/female offspring
and reduces postnatal bone mass. This effect is mediated by PDE-induced depletion of maternal gut Clostridium and consequent
reduction of 3-IAA, which impairs local bone endothelial angiogenic function via the miR369-3p/ItgB2 pathway, ultimately leading
to decreased H-type vessel density, long bone dysplasia, and low bone mass. This study confirms PDE’s inhibitory effects on offspring
long bone development and provides a theoretical basis for identifying early prevention and treatment targets.

Keywords: Osteoporosis; Peak Bone Mass; H-type Vessels; Prenatal Dexamethasone Exposure; Indole-3-acetic acid

Microbial communities drive intervarietal trait divergence in cultivated seaweed Pyropia haitanensis
Running title: Host-Microbiome Synergy in Seaweed Variety Formation
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Abstract

Pyropia haitanensis is an alga of great ecological and economic importance, playing a vital role in ecosystem function, industrial
applications, and aquaculture. Although many Pyropia varieties are widely farmed across different coastal regions, their economic
traits vary significantly—differences that may be linked to host-associated microbial communities. While microbial roles in shaping
phenotypic and agronomic traits in terrestrial plants are increasingly recognized, their contributions to varietal differentiation in
economically important seaweeds remain underexplored. This study investigated how host-associated microbiomes promote trait
divergence among cultivars of the economic seaweed P. haitanensis. Several economically valuable varieties of P. haitanensis were
utilized, differing from previous studies on wild populations by ensuring consistent environmental conditions throughout the
cultivation process, starting from the diploid filamentous stage through to thallus formation. Their epiphytic microbiomes and
seawater microbiota were analyzed via metagenomics. Each variety harbored distinct microbial communities compared to seawater,
indicating host selection. Despite over 80% of the microbial taxa were shared among the cultivars, but functional analysis revealed
differences in metabolic pathways and ecological functions. Such as ZD-2 enriched in nutrient cycling, pollutant degradation, and
antibiotic production; SF-2 in host-microbe interactions, biofilm stability, and sulfur metabolism; MF-2 showed intermediate features
with aromatic hydrocarbon degradation and antibiotic biosynthesis. Notably, ZD-2, a locally adapted variety, showed greater
functional similarity to native seawater microbiota. These results highlight a strong link between microbial recruitment and varietal
traits, offering a microbiome-based framework for seaweed breeding and ecological management.

Keywords: Pyropia haitanensis, Microbiome, Metagenomics, Marine aquaculture

Drinking alkaline mineral water confers diarrhea resistance in maternally separated piglets by
maintaining intestinal epithelial regeneration via the brain-microbe-gut axis

Running title: Alkaline mineral water enhances diarrhea resistance in piglets via brain—microbe—gut axis
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Abstract

Post-weaning diarrhea (PWD) is a major disease in pig production, causing severe economic losses and constraining the sustainable
development of the swine industry. Weaning stress and its associated gut microbiota dysbiosis, hormonal disturbances, and mucosal
injury are considered the primary pathogenic factors. Alkaline mineral complex (AMC) water has demonstrated potential protective
effects against gastrointestinal disorders, particularly diarrhea, yet the underlying mechanisms remain unclear. This study aimed to
evaluate the effects of AMC water on diarrhea resistance in weaned piglets and elucidate its mechanistic basis. Our findings revealed
that AMC water significantly reduced the incidence of PWD, improve the composition and function of intestinal microbiota, and
improved growth performance. Mechanistically, AMC water suppressed hyperactivation of the hypothalamic—pituitary—adrenal (HPA)
axis, reduced stress-related hormone levels (cortisol and adrenocorticotropic hormone), restored intestinal microbial homeostasis, and
increased the abundance of beneficial bacteria. Furthermore, AMC water activated the Wnt/B-catenin signaling pathway, which
promoted intestinal epithelial cell (IEC) proliferation and intestinal stem cell (ISC) differentiation into goblet and Paneth cells, thereby
enhancing the integrity of chemical and immune barriers. These effects collectively reduced lipopolysaccharide (LPS) translocation
into the systemic circulation and across the blood—brain barrier, ultimately mitigating HPA axis dysfunction. In conclusion, AMC
water maintains intestinal homeostasis by modulating the brain—microbe—gut axis, thereby enhancing diarrhea resistance and
improving production performance in weaned piglets. This study provides a novel preventive and therapeutic strategy for young
mammals at high risk of intestinal injury and PWD.

Keywords: Post-weaning diarrhea; Alkaline mineral water; Brain-microbe-gut axis; Diarrhea; Gut microbiota; Intestinal epithelial
regeneration

Fungi community within colorectal neoplasia and its contribution to colorectal carcinogenesis

Kai Yuan, Weixin Liu, Xiang Zhang, Jun Yu

Institute of Digestive Disease and Department of Medicine and Therapeutics, State Key Laboratory of Digestive Disease, Li Ka Shing
Institute of Health Sciences, The Chinese University of Hong Kong, Hong Kong

Objectives: The relationship between intratumoral fungi and the progression of colorectal cancer (CRC) is largely unclear. We aim
to determine the structure of the fungal community within a neoplasia (adenoma or CRC) and its association with genetic mutation
in adenoma and CRC.
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Methods: 261 tissue biopsies from two different region cohorts of CRC (n = 21) and adenoma (n = 21) patients (2-5 tissue biopsies
from adenoma or CRC and 1-2 biopsies from adjacent normal tissues per individual) were collected. Microbial profiling was
performed using 18S ribosomal RNA gene sequencing with subsequent investigation of microbiota diversities and heterogeneity.

Correlations between microbiota dysbiosis and host genetic alterations (KRAS mutations and microsatellite instability) were also
analyzed in all tumor biopsy samples. In addition, an intra-kingdom network was established to elucidate the relationship of bacteria
and fungi.

Results: In two cohorts, alpha and beta diversity analyses showed significant differences between CRC and adenoma. We analyzed
the fungi composition in each cohort to generate an overview of individual microbiota profiles at the phylum level. The abundance
of Basidiomycota was increased in CRC compared with adenoma, while Ascomycota was decreased in CRC. We then discovered
that fungal communities within neoplasia were heterogeneous, with significant intra-neoplasia variation in abundance (e.g,
Malassezia and Aspergillus). Moreover, we found that the intra-neoplasia variation in the abundance of individual microbes changed
along the adenoma-carcinoma sequence. At the fungal genus level, 11 fungus (e.g, Malassezia, Aspergillus, Candida, and Anopheles)
were enriched in CRCs, and 1 fungi (Collapsidium) was depleted in CRC compared to adenoma, which was verified in the second
cohort. There was a significant difference in intra-neoplasia microbiota (e.g, Hanseniaspora, Saccharomyces, and Debaryomyces)
between biopsies with and without KRAS mutation (P<0.05) or microsatellite instability (P<0.05), indicating the association of
intratumoral microbial heterogeneity with host genetic alteration. Multi-domain networks showed that the link between fungi and
bacteria was progressively stronger according to the adenoma-carcinoma sequence. Cooccurrence interactions between fungi and
bacteria, mostly contributed by fungal Ascomycota and bacterial Proteobacteria in CRC, while Malasseziaceae and Aspergillaceae
acted as crucial hubs.

Conclusions: This study provided an intra-neoplasia fungal profile of CRC carcinogenesis and explored the intra-neoplasia fungal
dysbiosis with the host genetic alteration. We also revealed the fungi and bacteria interplay in contributing to CRC progression.

p-hydroxybutyrate from Lacticaseibacillus rhamnosus M2b Attenuates Uric Acid-Induced M1
Macrophage Polarization via the GPR109a-AMPK Axis

Running title: BHB Attenuates UA-Induced M1 via GPR109a-AMPK
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Abstract

Hyperuricemia (HUA) is a metabolic disorder marked by increased blood uric acid (UA) levels, closely linked to conditions such as
gout. UA-induced macrophage M1 polarization fundamentally exacerbates inflammatory pathophysiology, but current HUA-specific
immunoregulatory treatments are inadequate. We investigated B-hydroxybutyrate (BHB), a UA-degrading metabolite generated from
Lacticaseibacillus rhamnosus M2b, for its ability to inhibit UA-induced macrophage M1 polarization through the activation of the
GPR109a-AMPK axis, uncovering new targets for the intervention of HUA inflammation. BHB was identified as a significant
molecule by untargeted metabolomics in conjunction with CCK8 and ELISA assays. Subsequently, the M1 polarization model was
developed by activating RAW264.7 cells with ImM UA, establishing the Control group, UA group, UA+BHB group, and UA+M2b
sterile supernatant group (UA+M2b_CM group). The findings indicated that both BHB and M2b_CM markedly suppressed UA-

induced M1 polarization, reduced the expression levels of IL-1p, IL-6, TNF-a, and iNOS, and stimulated AMPK phosphorylation

(enhanced the ratio of p-AMPK/AMPK) (P<0.05). The transcriptome analysis of the GEO database verified that the AMPK pathway
was markedly enhanced by BHB intervention. Functional validation experiments revealed that targeted silencing of GPR109a
expression via siRNA interference entirely negated the anti-inflammatory effects of BHB. These data offer substantial evidence that
GPR109a functions as the principal molecular target facilitating the anti-inflammatory effects of BHB. In summary, Lacticaseibacillus
rhamnosus M2b-derived BHB suppressed UA-induced macrophage M1 polarization via the activation of the GPR109a-AMPK
signaling pathway, presenting a novel approach for utilizing intestinal microbiota metabolites to address HUA-related inflammation.
Keywords: Hyperuricemia; BHB; macrophage; GPR109a; AMPK signaling pathway

HLF and PPARa axis regulates metabolic-associated fatty liver disease through extracellular vesicles
derived from the intestinal microbiota

Running title: Hepatic leukemia factor regulates metabolic-associated fatty liver disease
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Abstract

Metabolic-associated fatty liver disease (MAFLD) has become increasingly widespread. The intestine is the primary site of lipid
absorption and is important for the homeostasis of lipid metabolism. However, the mechanism underlying the participation of the
intestinal tract in the development of MAFLD requires additional investigation. In this study, analysis of the single-cell transcriptome

of intestinal tissue from cynomolgus monkeys found that hepatic leukemia factor (HLF) participated in the genetic regu lation of
intestinal lipid absorption. Results obtained from normal and intestine-specific Hlf-knockout mice confirmed that HLF alleviated
intesti nal barrier disorders by inhibiting peroxisome proliferator-activated receptor alpha (PPAR«) expression. The HLF/PPARa axis
alleviated MAFLD by mediating gut microbiota-derived extracellular vesicles (fEVs), thereby in hibiting hepatocyte ferroptosis.
Lipidomics and functional experiments ver ified that taurochenodeoxycholic acid (TCDCA), a conjugated bile acid contained in the
fEVs, had a key role in the process.In conclusion, intestinal HLF activity was mediated by fEVs and identified as a novel therapeutic
target for MAFLD.
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Abstract
To investigate the gender-based differences in the composition and functional metabolic pathways of the oral microbiome in Tibetan
patients with dental caries, based on the metagenomic Illumina sequencing platform. Saliva samples were collected from Tibetan

individuals with dental caries (5 males and 4 females). Metagenomic high-throughput sequencing was employed to compare and
analyze the oral microbial community structure and gene functions between the different gender groups. A total of 45 phyla and 384
genera were annotated in the oral microbiome of Tibetan males with caries, while 44 phyla and 398 genera were annotated in their
female counterparts. The dominant phyla in the oral microbiome of the Tibetan caries population were Firmicutes (44.8%),
Bacteroidetes (27.7%), and Actinobacteria (24.6%). In Tibetan males with caries, the relative abundances of Veillonella (P = 0.037),
Actinomyces (P = 0.020), Streptococcus salivarius (P = 0.037), Actinomyces graevenitzii (P = 0.020), and Prevotella histicola (P =
0.020) were significantly higher than in females. Conversely, in Tibetan females with caries, the relative abundances of Neisseria (P
=0.037), Streptococcus mitis (P = 0.037), Streptococcus pneumoniae (P = 0.037), Streptococcus oralis (P = 0.037), and Neisseria
flava (P = 0.037) were significantly higher than in males. KEGG pathway analysis revealed significant differences (P < 0.05) between
the gender groups. Tibetan males showed significantly enriched pathways related to purine metabolism, nucleotide metabolism, and
selenium compound metabolism. In contrast, Tibetan females exhibited significantly enriched gene abundances in pathways related
to carbon metabolism, pyruvate metabolism, beta-lactam resistance, riboflavin metabolism, glutathione metabolism, lipoic acid
metabolism, and glycine, serine, and threonine metabolism. Significant gender-based differences exist in the abundance of oral
microbial genera and core metabolic pathways in Tibetan patients with dental caries. This study provides a theoretical basis for the
future prevention, control, and treatment of dental caries in the Tibetan region.

Keywords: Tibetan population; Dental caries; Oral microbiome; Metagenomic sequencing

Linarin alleviates high-fat diet-induced hepatic steatosis by inhibiting PDE4D and activating the
cAMP/PKA/CREB pathway
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Abstract

Metabolic-associated fatty liver disease (MAFLD), a major consequence of obesity and metabolic dysfunction, lacks effective
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treatments. The cAMP/PKA signaling pathway regulates lipid metabolism, and inhibition of its upstream target PDE4D alleviates
MAFLD progression. Linarin, a natural flavonoid glycoside with hepatoprotective properties, remains underexplored for MAFLD
mechanisms. To investigate linarin's therapeutic effects on high-fat diet (HFD)-induced MAFLD and elucidate its mechanisms,
focusing on PDE4D inhibition and cAMP/PKA/CREB pathway activation. C57BL/6J mice were fed a normal diet (CON), high fat
diet (HFD), HFD + 50 mg/kg linarin, and HFD + 100 mg/kg linarin. Oleic/palmitic acid-stimulated HepG2, Mouse primary cells and
AMLI12 cells were used. In vitro, 25 pM linarin reduced intracellular triglycerides (TG), elevated ATP production, decreased ROS
and MDA, and upregulated GSH and CAT. In vivo, 50 and 100 mg/kg linarin suppressed weight gain, reduced hepatic fat deposition,
and improved insulin sensitivity and liver function. Mechanistically, linarin inhibits PDE4D activity, activates the cAMP/PKA/CREB
pathway, and upregulates GPX4 expression. Linarin alleviates MAFLD by targeting PDE4D to activate the cAMP/PKA/CREB
pathway, improving lipid metabolism, mitochondrial function, and oxidative stress. This study highlights the potential of natural
compounds for metabolic disease intervention, providing a foundation for clinical translation.

Keywords: Linarin, Phosphodiesterase 4D (PDE4D), Obesity, Fatty liver, Lipid metabolism

Spatial Omics Technologies: Advancing the Study of Complex Systems in Chinese Herbal Medicine
Research
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Abstract
As aunique and vital healthcare resource, Chinese herbal medicine (CHM) plays a significant role in disease prevention and treatment.
Characterized by complex multi-component interactions, CHM exerts therapeutic effects through systemic, multi-target, and multi-

pathway regulatory mechanisms. Spatial omics, emerging suite of high-resolution biological analytical approaches, integrate multi-
dimensional molecular information to spatially delineate tissue architecture, cellular distribution, and intercellular interactions within
biological systems, such as medicinal plants. Critically, the methodology of spatial omics—focusing on the holistic dynamic processes
of tissues and cells in situ—aligns profoundly with CHM's core therapeutic principles of systemic modulation and pathway
coordination. Over the past decade, spatial omics, particularly spatial metabolomics, has achieved remarkable progress in CHM
research. Leveraging its strengths in precise localization and visualization, spatial metabolomics unveils the spatial distribution and
dynamic changes of herbal metabolites in vivo, opening transformative avenues for exploring CHM's pharmacodynamic material
basis, mechanisms of action, and quality control. This comprehensive review synthesizes recent applications and future prospects of
key spatial omics technologies (spatial metabolomics, transcriptomics, proteomics, lipidomics, glycomics, and multi-omics
integration) in CHM research, highlights established and emerging technical platforms and data analytics tools, and provides a
strategic reference for advancing spatial omics in modernizing CHM studies.

Keywords: Spatial omics, Chinese herbal medicine, Spatial metabolomics, Spatial transcriptomics, Spatial proteomics, Mass
spectrometry imaging (MSI), Multi-omics integration.
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Abstract

The low-temperature straw mushroom (Volvariella brumalis) is a cold-adapted edible fungus capable of fruiting body formation at 4-
17°C. This unique thermotolerance enables complementary cultivation with thermophilic Volvariella volvacea, highlighting its
agricultural potential. Despite its economic promise, the molecular basis of its development remains poorly characterized.To
investigate fruiting body development in V. brumalis, we performed comparative transcriptomics across distinct developmental stages
and tissues: pileus and stipe at egg (EP, ES), elongation (ELP, ELS), maturation (MP, MS), and autolysis (AP, AS) stages. Differential
gene expression (DEG) analysis revealed stage-specific patterns: Early morphogenesis (EP vs ELP/ES vs ELS): 2,805 (pileus) and
3,603 (stipe) DEGs, with enrichment in amino acid/nucleotide/carbohydrate metabolism (pileus) and translation pathways (stipe).
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Maturation transition (ELP vs MP/ELS vs MS): 577 (pileus) and 584 (stipe) DEGs, showing metabolic shifts to energy
production/secondary metabolites (pileus) and specialized amino acid pathways (stipe). Autolysis initiation (MP vs AP/MS vs AS):
1,577 (pileus) and 3,232 (stipe) DEGs, involving translation/secondary metabolites (pileus) and cell death/DNA repair pathways
(stipe). Key regulatory genes (MCM1, MAPK, PHOSS5, etc.) exhibited exclusive upregulation during egg-to-clongation transition,
while part of amino acid metabolism genes showed dynamic expression patterns - upregulated initially then downregulated during
late development. Our results demonstrate that V. brumalis fruiting body development and senescence require coordinated metabolic
reprogramming, with amino acid metabolism playing dual-phase regulatory roles. This study provides the first comprehensive
transcriptomic resource for V. brumalis, establishing a foundation for future genetic studies in this economically valuable cold-adapted
mushroom.

Keywords: Volvariella brumalis, differentially expressed genes, transcription factors, fruiting body development

Strain Degeneration in Lentinula edodes ‘Qianxiangxun 1’: Physiological and Transcriptomic Insights

Peng Li '*, Xiong xue !
! Guizhou Provincial Institute of Biology, Guiyang, China
*Correspondence: LiPeng19870716@163.com(Peng Li)

Abstract

Strain degeneration is a widespread challenge in the cultivation of edible fungi. While regular mycelial subculture serves as a standard
preservation method for Lentinula edodes, prolonged subculturing can lead to progressive strain degeneration. L. edodes
'Qianxiangxun 1' is a distinctive mushroom variety native to Guizhou, China, renowned for its unique aroma profile and nutritional
properties. Its fruiting bodies contain 11 characteristic volatile compounds, including cedrol, along with a high proportion of umami
amino acids (54.49%) and essential amino acids (34.68%). Notably, its flavor nucleotides (GMP, IMP, and XMP) significantly surpass
those found in mainstream edible mushrooms. To investigate the mechanisms underlying strain degeneration, we utilized the wild
isolate FO of L. edodes 'Qianxiangxun 1' and generated successive subcultures (F1-F30) through continuous plate transfers. Selected
generations (F1, F10, F20, and F30) were subjected to physiological characterization and ligninolytic enzyme analysis. Our findings
revealed a gradual decline in both mycelial growth rate and biomass with increasing subculture passages. Laccase activity showed
an initial increase followed by a decline across successive subculture generations upon full plate colonization. Transcriptomic analysis
of F1, F10, F20, and F30 demonstrated that F10 harbored the highest number of differentially expressed genes (DEGs) relative to
other groups, whereas only 10 DEGs were detected between F20 and F30. Notably, DEGs associated with laccase regulation were
uniformly upregulated in the F1 vs. F10 comparison. In contrast, only one downregulated DEG was observed in F10 vs. F20, with
the remaining genes showing no significant differential expression. These results provide valuable insights into the molecular and
physiological changes accompanying strain degeneration in L. edodes, laying the groundwork for future studies on mitigating
degeneration in this and other fungal species.

Keywords: L. edodes 'Qianxiangxun 1', physiological characterization, Laccase activity, differentially expressed genes, transcription
factors

Syndrome-Driven Microbial Ecology: Integrated Analysis of Mucosal and Fecal Microbiota Reveals TCM
Pattern-Specific Biomarkers across the Spectrum of Colorectal Polyp Malignancy
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Abstract

Background: The progression of colorectal polyps from hyperplasia to adenoma and carcinoma is closely linked to gut microbiota
dysregulation. Traditional Chinese Medicine (TCM) syndromes (e.g., spleen deficiency, damp-heat) may reflect distinct host-
microbiota interactions, but their roles in mucosal and luminal microbiota during polyp malignancy remain unclear.

Methods: We collected paired mucosal irrigation and fecal samples from 135 patients with colorectal polyps, stratified into three
pathological phenotypes (hyperplasia, adenoma, carcinoma) and four TCM syndromes (spleen deficiency, damp-heat, etc.). 16S
rRNA sequencing was performed, followed by alpha/beta diversity, LEfSe, random forest, and functional analyses (PICRUSt2,
FAPROTAX, BugBase).

Results:Microbiota Composition: Mucosal microbiota in hyperplasia (CH) showed unique enrichment of 82 genera (LEfSe,
LDA>2, *p*<0.05), while adenoma (CA) and carcinoma (CC) groups exhibited overlapping profiles. Beta diversity revealed
significant separation by pathology (PCoA, *p*=0.011) but not TCM syndromes.Function: CH had reduced xylanolysis and
pathogen-related functions(FAPROTAX, *p*<0.05) but higher anaerobic taxa (BugBase, *p*=0.02).Diagnostic Potential: Random

forest achieved limited classification accuracy (error rate=64.5%), suggesting high intergroup overlap.
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Conclusions: TCM syndromes and polyp malignancy stages are associated with distinct mucosal microbiota signatures, particularly
in hyperplasia. The decline in fiber-degrading functions and anaerobic taxa during carcinogenesis implies metabolic shifts. Despite
microbial heterogeneity, integrative analysis of mucosal and fecal microbiota offers insights into TCM-specific biomarkers for early
polyp stratification.

Keywords:Gut microbiota,Colorectal polyps,TCM syndromes,Adenoma-carcinoma sequence,Microbial biomarkers,16S rRNA
sequencing
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Abstract
Wild animal metagenomes play a critical role in elucidating host-microbe coevolution, understanding ecosystem functions, and
informing disease prevention strategies. However, substantial variation exists among wild animal metagenomes across different

species, geographic regions, and dietary types, and there is a lack of unified, systematic platforms targeting specific taxa. In this study,
we collected and integrated metagenomic samples from a wide range of wild animals worldwide, primarily focusing on
Cetartiodactyla, using high-throughput sequencing data and publicly available resources. Host taxonomic, phylogenetic, and
ecological information was incorporated for standardized processing and multi-level annotation. We developed the Global Wild
Animal Microbiome Metagenomic Database platform (WHMAGS), which integrates analytical modules for species annotation,
structural annotation, and functional annotation, and supports interactive visualization, online analysis, and bulk data download. This
platform enables systematic exploration of differences in microbiome diversity and functional composition across animals with
distinct diets, while providing efficient and user-friendly analytical tools and data resources for related research. WHMAGs offers a
comprehensive data foundation and analytical framework for the systematic study of wild animal metagenomes, serving as a valuable
resource and theoretical basis for advancing understanding of microbiome diversity and evolutionary mechanisms in animals.
Keywords: Wild animals, Metagenome, Database, Microbiome diversity, Functional annotation
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Abstract

Gut microbiota-derived metabolites modulate aging and influence female reproductive health, while their role in aged oocyte quality
remains poorly defined. In this study, through fecal microbiota transplantation (FMT) to transplant intestinal microbiota from aged
into young mice, we identified that compositon of gut microbiota in FMT-treated presents a “older-like phenotype”, accompanied by
reduced fertility and accelerated oocyte senescence. Notably, through metagenomic profiling of cecal contents from aged and FMT-
treated mice, we identified a strong association between the depletion of short-chain fatty acids (SCFAs) and altered abundance of
Akkermansia muciniphila and Lachnospiraceae bacterium_MD308. Furthermore, serum metabolomics identified significant
dysregulation in the “nicotinate and nicotinamide metabolism” pathway in aged mice. Oral administration of SCFAs ameliorated
oocytes quality in aged and aged-FMT treated models by rescuing nicotinamide adenine dinucleotide (NAD+) levels. In addition,
supplementation with nicotinamide riboside (NR) restored oocyte quality and mitigated functional impairments linked to NAD+
deficiency. Mechanistically, age-related NAD+ decline disrupts maternal mRNA degradation via dysregulation of HNRNPU, a key
driver of oocyte quality deterioration. Collectively, our findings demonstrate that SCFAs derived from gut commensal bacteria benefit
gut microbiota homeostasis, provides new insights into supporting NAD+ synthesis in the gut, and offers a promising strategy for
improving the quality of aged oocytes.

Keywords: Aged mice; Gut microbiota; Short-chain fatty acids; NAD+; Oocyte quality
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L-citrulline protects testicular sertoli cell function by mitigating DNA damage via the gut-testis axis of

sheep fed a high-concentrate diet
Running title: L-citrulline protects testicular function by mitigating DNA damage via the gut-testis axis
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Abstract

Mounting evidence underscores that high-concentrate diets (HCD) significantly impair male reproductive health, leading to infertility,
and are closely associated with dysregulation of the gut microbiome and metabolome. However, effective therapeutic strategies
targeting these alterations remain elusive. Notably, compelling evidence implicates the gut-testis axis as a critical mediator in the
etiology of poor semen quality. Gut-derived metabolites, as key players in the gut-testis axis, warrant in-depth investigation as
potential therapeutic targets for addressing male infertility caused by environmental factors, particularly dietary stressors. In this study,
we demonstrate that HCD induces DNA damage in Sertoli cells and disrupts the integrity of the blood-testis barrier (BTB), resulting
in a significant decline in spermatozoa quality.10x Genomics single-cell mnRNA sequencing was used to analyze the gene regulatory
networks in sheep testes, while 16S ribosomal DNA sequencing and metabolomics profiling assays were employed to detect the gut
microbiota homeostasis and metabolic profiles in the small intestinal contents of sheep. Moreover, HCD impairs gut microbiota
homeostasis and arginine biosynthesis, particularly leading to a remarkable decrease in L-citrulline levels. Additionally, fecal
microbiota transplantation (FMT) experiments confirm that gut microbiota dysbiosis contributes to Sertoli cell DNA damage and
BTB dysfunction. Interestingly, the effect of HCD-induced aberrant Sertoli cells function can be rescued by supplementation with L-
citrulline. Collectively, these findings highlight the therapeutic potential of L-citrulline in protecting male reproductive health under
dietary stress conditions, particularly through its action on the gut-testis axis.

Keywords: High-concentrate diet; DNA damage; Sertoli cell; L-citrulline; Gut microbiota; Spermatozoa quality

PGAP2: A Comprehensive Toolkit for Prokaryotic Pan-Genome Analysis Based on Fine-grained Feature
Networks
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Abstract

Pan-genome analysis is a crucial method for studying genomic dynamics. By creating pan-genome maps for prokaryotic organisms,
we can gain valuable insights into their genetic diversity and ecological adaptability. However, current analytical methods often
struggle to balance accuracy and computational efficiency, and they tend to provide primarily qualitative results. This study introduces
PGAP2, an integrated software package that simplifies various processes, including data quality control, pan-genome analysis, and
result visualization. PGAP2 facilitates the rapid and accurate identification of orthologous and paralogous genes by employing fine-
grained feature analysis within constrained regions. Our systematic evaluation with simulated and gold-standard datasets
demonstrates that PGAP2 is more precise, robust, and scalable than state-of-the-art tools for large-scale pan-genome data.
Furthermore, PGAP2 introduces four quantitative parameters derived from the distances between or within clusters, allowing for
detailed homology cluster characterization. Finally, we validate our quantitative findings by applying PGAP2 to construct a pan-
genomic profile of 2,794 zoonotic Streptococcus suis strains. This analysis provides new insights into the gene pool diversity of S.
suis, thereby enhancing our understanding of its genomic structure. PGAP2 is freely available at
https://github.com/bucongfan/PGAP2.

Keywords: Genomic dynamics, Prokaryote, Pan-genome, Algorithm, Clustering

Protein degradation targeting chimeras of FTO can effectively alleviate obesity and related metabolic
diseases

Running title: Targeting FTO by PROTACs Alleviates Obesity and Comorbidities
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Abstract

Background: Fat mass and obesity-associated protein (FTO) demethylase activity are closely related to the development of obesity
and related metabolic diseases. Protein degradation targeting chimeras (PROTACs) have become a hot technology in biomedical
applications due to their advantages of high specificity and low toxicity. Therefore, we aimed to regulate the expression of FTO by

protein degradation targeting chimeras in order to alleviate obesity and related metabolic diseases.

Methods: Here, we modified Meclofenac, a specific inhibitor of FTO, into PROTAC to target the degradation of FTO. Its targeting
effect was verified by CCK-8 and western blot, and its effects on hepatocytes (HepG2) and adipocytes (3T3-L1) were verified in vitro
by detecting m6A level, triglyceride content, mitochondrial number, ATP content, etc. Subsequently, high-fat diet-induced obese mice
were used to evaluate the in vivo therapeutic effect of FTO-PROTAC and further determine the effect of FTO-PROTAC on fat
deposition in the body.

Results: We found that FTO-PROTAC could effectively enter cells and induce the degradation of FTO protein in HepG2 and 3T3L-
1 cells, increase the content of m6A and the number of mitochondria, and further inhibit intracellular lipid accumulation. In vivo
studies have shown that FTO-PROTAC effectively degrades FTO protein in liver and fat in obese mice induced by high fat diet, and
increases the basal metabolic rate of mice, thereby alleviating the occurrence of obesity induced by high fat diet and metabolically
related fatty liver.

Conclusion: This study reveals a unique therapeutic strategy that targets FTO through the E3 ubiquitin ligase (CRBN) pathway to
sustainably inhibit FTO expression to alleviate obesity and related metabolic diseases.

Keywords: PROTAC, FTO, Obesity, fatty liver

Rhamnosidase from Parabacteroides distasonis exhibit the catabolism of epimedin C in the human gut
microbiota
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Abstract

Epimedin C, an anti-cardiovascular disease natural compound derived from Herba Epimedii, exhibits low oral bioavailability, with

its metabolism closely related to the gut microbiota. In this study, we investigated the roles of intestinal bacteria in the catabolism of
epimedin C. We discovered that a strain of Parabacteroides distasonis QZH 1201 (P. distasonis) from human fecal samples can
convert epimedin C to 2"-O-rhamnosylicariside II and baohuoside 1. More importantly, we identified an o-L-rhamnosidase enzyme
from P. distasonis (PdRha), which plays a crucial role in this process by efficiently transforming epimedin C into icariside I. PdRha
showed optimal activity at pH 6 and a temperature of 50 °C. Under the condition that the final concentration of epimedin C was 0.5
mM, its conversion efficiency reached 78.72%. Additionally, we investigated the substrate profile of PdRha and discovered that it
can hydrolyze rutin, naringin, and icariin, releasing isoquercitrin, prunin, and icariside I. Molecular docking was performed to gain
insights into the enzymatic mechanism. This study elucidates the metabolic pathway of epimedin C within the human gut microbiota
and identifies an intestinal bacterium that effectively transforms this compound. Furthermore, we successfully cloned the
rhamnosidase enzyme, designated as PdRha, from P. distasonis, which exhibits the ability to hydrolyze epimedin C. This study
provides valuable insights into how a common intestinal symbiotic bacterium processes an important natural flavonoid.

Keywords: Rhamnosidase; Drug metabolism; Parabacteroides distasonis; Human intestinal bacteria; Flavonoid
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