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£ &1+ (CONFERENCE INTRODUCTION)
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W, MR EREN, N TRAEFRBEHL A EK. BE. ARkt
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SMERMRFO T MREHGRETTREELTERAEM. 2017 £ H
WE 2k E RAAT S, P E AR A KR, o E B ATR
T, BES W, AR FRRCERE, DRI AMAAE 7R R R E 2 M
BB 2 At LT B A B A R KR, BRI B A RS A R R R K
F, UALFHRFERERHEAAR. AMPELGEZ ML FRHER, B
FHELEAHSZETHEE, XAFPHEALENTARMRRE. BT, LA
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M ARREARARGURAG AT TR ERERR, FROCEEKIR,
AT RM A F R R ERA (R 207, 30 R R R LRI X
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FRER, F—XFEFERBAFFIRGETC, BEEFEAFMEEXRK
FREAZAHECHEF: 2018 R REFEFERMAF S HWRMER AKX
SWHRFEWARBAE. HHE HURH BREY. PEHMFEZA
BRWHARBFZR, 2018 F XA, FREAERE, XARIBTESLRENEY
W& A Fn g R IR, SEIINOR R AT 2R o 25 (2 40) BF 50 W0 SE BT I R
FrEHEFERBAFEARGURBONT K, EREF R RRAFIOR
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X£FEHE (SCIENTIFIC COMMITTEE)
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Ok SFEHREIHHE (ABSTRACTS)

I M B WARATIESE 2 L4 (Oral Presentation) FuigR (Poster) ¥ XHE.

fEEETMT:
KRB AFFEAZT ¥ (Innovative Methods for Metabolomics Assay)

FEHRBAY¥ (Metabolomics for Chinese Medicine, Chinmedomics)
W& MAY  (Pharmacometabolomics)

A 5 K% (Drug Analysis and Metabolism)

Ao %53 % (Systems Pharmacology)

R M st #/FER S A% (Pharmacokinetics/Toxicokinetics )

¥ 2 /2% 4 B3R (Quality Analysis of Chinese Materia Medica/Drugs )

& A% (Bioanalytical Chemistry)

A MRS 4% (Biological Mass Spectrometry and Omics)

HAREFMERFEARERGAXFLRMAF 12, PXREF
W 5 Mt £ & 3 XE A (Short-Bio) , R4dAk R 5 ALK E LI 4+ 3,
7 Mt 2B LI 4
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S BsirER LA (REGISTRATION AND FEE)
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Supplementary File 1

Abstract format shall be as the example here,

Abstract CHINMEDOMICS 2018 5 Abstract CHINMEDOMICS 2018 >

only one figure
owed >

Large-Scale Precision-Targeted Metabolomics Method «

for Multiple-Matrixes Assay +
Author(s): >

Title: > Font: Times New Roman, Size:
2

Font: Times New Roman, Size:
16, Font style: Bold »

11, Font style: Regular »

Kialio.Luo', Kg Chen', and Haitzo Lu'* » highlight the conesponding
author with * »

. . - j——
Shanghai Center of Systems Biomedicine, Shanghai Jiao Tong University Figure 1. Schematic illustration of {argeted-metabolomics method by LC-TQ MS sysiem. >

Shanghai 20040, China, *E~mail: haitao lu@stu.cdu.cn > B

2 Acknowledgements 5| Acknowledgements (if any) >

Body text; »
Targeted metabolomics avempts to determine the Mu’imm 400 words » National Natural Science Foundation of China Grant (No. c010201) and Startup Funding
activities of the known metabolic pathways BY | pouy. Times New Roman, Size: 11, Font style: Regular 2 for Specialized Professorship Provided by Shanghai Jiso Tong University (No.

specifically profiling the involved metabolites!, | Aligament: Jusiified Line spacing: 1.5 lines +

WF220441502). =
Compared 10 untargeted metabolomics, this method has unique features, including higher N

sensitivity, lower interference but low coverage to small-molecule metabolites’. To achieve Refe References: up 1o 2 references 2

high-throughput metabolite assay by targeted mebolomics method, our effort aimed at 1 Ly H. T2 (2013): Mass based towards of
profiling 200+ the known metabolites with significantly biological functions by employing fil?;m with  diversity of biological conexis, Mass Spectrometry Reviews,

DMRM scan-mode with UPLC-TQ system, the fundamental strategy is showed in Figure 1.

Lv, H.T,, Palacios, G., Hanil, K. and Kurland, 1J. (2011): Advaniages of Tandem
LC-MS for the Rapid Assessment of Tissue-specific Metabolic Complexity using a
Pemiafluorophenylpropyl Stationary Phase. Jowrnal Proteome Research, 10,
product ions and the collision energy of each metabolites. Multiple-parameters optimization 21082012, 2

We cagaged in the optimization of MRM-Paramcters databasc that involved precursor,

of UPLC-MS/MS was done further to successfully develop the DMRM sean mode for each
metabolite of interest. Numerous metabolites with key functions were profiled by this B

proposed method, which cover orgamic acids, fatty acids, sugars,

hate-sugars, amino

acids and lipids, ete. The developed precision-targeted metabolomics method was eapable of B

profiling the metbolites covered by 100+ key metabolic pathways, which has greatly

in . d orecision medicine, »

Keywords: Metabolomics; LC-MS; Small-Molecules; Metabolic Pathways >
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Supplementary File 2

Poster Size in 42cm x<57cm as the example here,

o

Metabolic Reprogramming Triggered Biofilm Formation
Rui Guo', Xialin Luo', Xin Xu!, Ke Chen! and Haitao Lu'*

!Key Laboratory of Systems Biomedicine, Ministry of Education, Shanghai Center for Systems Biomedicine,
Shanghai liae Tong University, Shanghar 200240, China:  *Email.: haitao luispio. edo.cn

INTRODUCTION

Urinary Tract Infection (UT1) is a prevalent infectious discase worldwide and pathogenic E. coli {UPEC) accounts for approximate 85%,
clinical cases (1}, Previous studies confirmed the biofilm formation contributes significantly to the virulence of UPEC sirains, and associated
antibiotic resistance (2, 31, Our data has found that the mechamstic link between pathogenicity of Esclierichia colf and the metabaolic
moditication (4). This study was designed to identify the key small-molecule metabolites that have the capacity to drive bisfilm formation via
comparing the metabolic ditferences between biofilm and planktonic cells of UPEC. Then we combined the distinguished molecules with
tunctional studies to clarify the mechanisms to metabolic reprogramming of biofilm farmation, which is supposed to provide new hims for

biofilm clearance.
METHODS
Firstly, we globally profiled the metabolome of biofilm and planktonic cells of wild type UTIES by using UPLC/QTOF MS. Secondly,
multivariate statistical analvsis were performed to analyze the ditferential metabolome between biofilm and planktonic cells and identify the
difterential metabolites. Thirdly, moditicd metabolic pathweays involving these key molecules were mapped to annotate the metabolic
mechanizm of biofilm formation from metabolic perspective.

RESULTS

Distinet changes with morphalogy and intracellular microstructure have
been visualized {Figure 1), and global metabolome were shifted remarkably
during biofilm formation of UPEC (Figure 2), the key metabolites were
profiled whose hissynthetic differentiation can significantly distinguish
Biofilm and planktonic cells { Figure 3). At last, mostly affected metabolic 3
pathwavs were annetated to phenotype biofilm formation | Figare 4. i _./ ,\._
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Figure 4. The medif

CONCLUSION

Score phat Oelin Pk jonic celle , RE}E RE\CES
,' {1} Ferrieres L, Haneoek W, Klemm P Specific selection for vinulent
g L ! unnary tract infectious Escherichia coll strains during catheter-
" o associated biofilm formation. FEMS Immunol Med Microbiol, 2007,
£ 51: 212-9,
= {2} Romling U1, Balsalobre C. Biofilm infections, their resilience w0
therapy and innovative treatment strategies. J Interm Med, 2002, 272
BTN 541-n1.

(3} Hannan TJ, Totsika M. Mansficld KJ, Moore KH. Schembn MA,
Hultgren 51, Host-pathogen checkpoints and population bottlenecks

¢ was stuflad makedly Surisg biof
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=:' HH in persistent and intracellular uropathogenie Escherichia coli bladder
E infection. FEMS Microbiol Rev, 2002, 36 61648,
E x (4} LYan, W Nie, and H Lv. Metabolic phenotyping of the Yersinia
E : E high-pathogenicity island that regulates central carbon metabolism.
s s Analyst, 2015, 140: 3356-61.
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Please prepare short-bio as below,

| 35mm | Haitao-Tao Lu, Ph.D.

T Faculty Director & Professor

Laboratory for Functional Metabolomics Science
PHOTO ssmm  Shanghai Center for Systems Biomedicine
Shanghai Jiao Tong University
Shanghai, China

Please provide us electronic photo with size 35mm*49mm (width*length)

Dr. Haitao Lu is a Professor/Principal Investigator at Shanghai Center for Systems
Biomedicine, Shanghai Jiao Tong University (Shanghai, China). He is a high-profile
young scientist with over 10 years’ research, teaching and management experience in
the fields of functional metabolomics, microbial metabolism and systems biology of
Chinese Herbal Medicine. Dr. Lu was conferred a B.SC degree in 2004 and a PhD
degree in 2009 by Heilongjiang University of Chinese Medicine in China. After
Postdoctoral Trainings in Albert Einstein College of Medicine, Washington University
School of Medicine, MIT in USA from 2009 to 2012, he took over a professor position
in Chongging University in China until December 2015, where he was in charge of
Laboratory of Functional Omics and Innovative Chinese Medicine. Since December
2015, He started to lead the development and innovation of The Laboratory for
Functional Metabolomics Science in SJTU. In addition, he was granted with the
prestigious Vice Chancellor’s Research Fellowship by QUT in July 2013. He has
authored and co-authored 40 peer reviewed papers in many high-profile journals, such
as Mass Spectrometry Reviews, Journal of Proteome Research, Molecular and Cellular
Proteomics, etc. as well as 30+ conference publications. In recent five years, He
successfully secured three national competitive grants and several prestigious
fellowships from different Funding Agencies and Universities in China, USA and
Australia, with total funding is more than US $ 1 million. He is also acting as an
academic membership for the Editorial Board of several peer-reviewed journals,
Scientific Reports, Frontiers in Microbiology, Bioanalysis, Frontiers in Bioscience,
Phytomedicine, Current Metabolomics, etc., as well as resuming a peer-referee for
National Natural Science Foundation of China, NHMRC in Australia and plus 20+
high-impact journals. (Maximum: 350 words)
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