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CURRICULUM VITAE 
Personal Information 

Name: Xueling Sim 
Email: ephsx@nus.edu.sg / simxueling@gmail.com  
Office Address: Saw Swee Hock School of Public Health, Tahir Foundation Building, 12 Science 

Drive 2, #09-01G, Singapore 117549 
Contact no: +65 6601 5096 

 
Professional Experience 
• Jan 2015 – present: Assistant Professor, Saw Swee Hock School of Public Health, National University 

of Singapore, Singapore 
• Oct 2011 – Dec 2014: Research fellow, Department of Biostatistics, Center for Statistical Genetics, 

University of Michigan, Ann Arbor, USA 
Advisor: Mike Boehnke (Ph.D.) 

• July 2005 – Sept 2011: Research Assistant, Centre for Molecular Epidemiology, Yong Loo Lin School 
of Medicine, National University of Singapore 
Advisors: Kee-Seng Chia (MD), E-Shyong Tai (MD, Ph.D.), Yik-Ying Teo (Ph.D.)  

 
Education 
• Aug 2007 – Sept 2011: Doctor of Philosophy, Saw Swee Hock School of Public Health, National 

University of Singapore, Singapore 
Advisors: Kee-Seng Chia (MD), E-Shyong Tai (MD, Ph.D.), Yik-Ying Teo (Ph.D.) 

• Aug 2001 – May 2005: BSc. Hons. in Statistics, Department of Statistics and Applied Probability, 
National University of Singapore, Singapore 

 
Grants Held 
NUS Startup   
Principal Investigator S$180,000 April 15 – March 17 
Quantifying rare, deleterious coding variations in drug metabolism genes in Asian populations 
NIDDK/NIH   
Principal Investigaor (Singapore) US$47,058 May 16 – April 17 
Proposal for the AMP T2D-GENES Data Coordination Center and Web Portal 
FNIH, USA   
Principal Investigator US$297,971.14 Aug 16 – July 18 
Deposition of East Asian and South Asian individual-level data into Accelerating Medicines Partnership 
T2D Knowledge Portal  
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(* indicates co-first author, as of 2017-01-05) 
 
1. Blangero J, Teslovich TM, Sim X, Almeida MA, Jun G, Dyer TD, Johnson M, 

Peralta JM, Manning A, Wood AR, Fuchsberger C, Kent JW Jr, Aguilar DA, Below JE, Farook VS, Arya 
R, Fowler S, Blackwell TW, Puppala S, Kumar S, Glahn DC, Moses EK, Curran JE, Thameem F, 
Jenkinson CP, DeFronzo RA, Lehman DM, Hanis C, Abecasis G, Boehnke M, Göring H, Duggirala R, 
Almasy L; T2D-GENES Consortium. Omics-squared: human genomic, transcriptomic and phenotypic 
data for genetic analysis workshop 19. BMC Proc. 2016 Oct 18;10(Suppl 7):71-77. PubMed PMID: 
27980614; PubMed Central PMCID: PMC5133484. 

mailto:simxueling@gmail.com


January 5, 2017 
 

 
2. Dorajoo R, Ong RT, Sim X, Wang L, Liu W, Tai ES, Liu J, Saw SM. The contribution of recently 

identified adult BMI risk loci to paediatric obesity in a Singaporean Chinese childhood dataset. 
Pediatr Obes. 2016 Oct 25. doi:10.1111/ijpo.12175. [Epub ahead of print] PubMed PMID: 27780307. 
 

3. Ehret GB, Ferreira T, Chasman DI, Jackson AU, Schmidt EM, Johnson T, Thorleifsson G, Luan J, 
Donnelly LA, Kanoni S, Petersen AK, Pihur V, Strawbridge RJ, Shungin D, Hughes MF, Meirelles O, 
Kaakinen M, Bouatia-Naji N, Kristiansson K, Shah S, Kleber ME, Guo X, Lyytikäinen LP, Fava C, 
Eriksson N, Nolte IM, Magnusson PK, Salfati EL, Rallidis LS, Theusch E, Smith AJ, Folkersen L, 
Witkowska K, Pers TH, Joehanes R, Kim SK, Lataniotis L, Jansen R, Johnson AD, Warren H, Kim YJ, 
Zhao W, Wu Y, Tayo BO, Bochud M; CHARGE-EchoGen Consortium; CHARGE-HF Consortium; 
Wellcome Trust Case Control Consortium, Absher D, Adair LS, Amin N, Arking DE, Axelsson T, 
Baldassarre D, Balkau B, Bandinelli S, Barnes MR,  Barroso I, Bevan S, Bis JC, Bjornsdottir G, Boehnke 
M, Boerwinkle E, Bonnycastle  LL, Boomsma DI, Bornstein SR, Brown MJ, Burnier M, Cabrera CP, 
Chambers JC, Chang IS, Cheng CY, Chines PS, Chung RH, Collins FS, Connell JM, Döring A, 
Dallongeville J, Danesh J, de Faire U, Delgado G, Dominiczak AF, Doney AS, Drenos F, Edkins S, Eicher 
JD, Elosua R, Enroth S, Erdmann J, Eriksson P, Esko T, Evangelou E, Evans A, Fall T, Farrall M, Felix JF, 
Ferrières J, Ferrucci L, Fornage M, Forrester T, Franceschini N, Franco OH, Franco-Cereceda A, Fraser 
RM,  Ganesh SK, Gao H, Gertow K, Gianfagna F, Gigante B, Giulianini F, Goel A, Goodall AH, Goodarzi 
MO, Gorski M, Gräßler J, Groves CJ, Gudnason V, Gyllensten U, Hallmans G, Hartikainen AL, Hassinen 
M, Havulinna AS, Hayward C, Hercberg S, Herzig KH, Hicks AA, Hingorani AD, Hirschhorn JN, Hofman 
A, Holmen J, Holmen OL,  Hottenga JJ, Howard P, Hsiung CA, Hunt SC, Ikram MA, Illig T, Iribarren C, 
Jensen RA, Kähönen M, Kang HM, Kathiresan S, Keating BJ, Khaw KT, Kim YK, Kim E, Kivimaki M, 
Klopp N, Kolovou G, Komulainen P, Kooner JS, Kosova G, Krauss RM, Kuh D, Kutalik Z, Kuusisto J, 
Kvaløy K, Lakka TA, Lee NR, Lee IT, Lee WJ, Levy D, Li  X, Liang KW, Lin H, Lin L, Lindström J, Lobbens 
S, Männistö S, Müller G, Müller-Nurasyid M, Mach F, Markus HS, Marouli E, McCarthy MI, McKenzie 
CA, Meneton P, Menni C, Metspalu A, Mijatovic V, Moilanen L, Montasser ME, Morris AD, Morrison 
AC, Mulas A, Nagaraja R, Narisu N, Nikus K, O'Donnell CJ, O'Reilly PF, Ong KK, Paccaud F, Palmer CD, 
Parsa A, Pedersen NL, Penninx BW, Perola M, Peters  A, Poulter N, Pramstaller PP, Psaty BM, 
Quertermous T, Rao DC, Rasheed A, Rayner NW, Renström F, Rettig R, Rice KM, Roberts R, Rose LM, 
Rossouw J, Samani NJ, Sanna S, Saramies J, Schunkert H, Sebert S, Sheu WH, Shin YA, Sim X, Smit JH, 
Smith AV, Sosa MX, Spector TD, Stančáková A, Stanton AV, Stirrups KE, Stringham HM, Sundstrom J, 
Swift AJ, Syvänen AC, Tai ES, Tanaka T, Tarasov KV, Teumer A, Thorsteinsdottir U, Tobin MD, Tremoli 
E, Uitterlinden AG, Uusitupa M, Vaez A, Vaidya D, van Duijn CM, van Iperen EP, Vasan RS, Verwoert 
GC, Virtamo J, Vitart V, Voight BF, Vollenweider P, Wagner A, Wain LV, Wareham NJ, Watkins H, 
Weder AB, Westra HJ, Wilks R, Wilsgaard T, Wilson JF, Wong TY, Yang TP, Yao J, Yengo L, Zhang W, 
Zhao JH, Zhu X, Bovet P, Cooper RS, Mohlke KL, Saleheen D, Lee JY, Elliott P, Gierman HJ, Willer CJ, 
Franke L, Hovingh GK, Taylor KD, Dedoussis G, Sever P, Wong A, Lind L, Assimes TL, Njølstad I, 
Schwarz PE, Langenberg C, Snieder H, Caulfield MJ, Melander O, Laakso M, Saltevo J, Rauramaa R, 
Tuomilehto J, Ingelsson E, Lehtimäki T, Hveem K, Palmas W, März W, Kumari M, Salomaa V, Chen 
YD, Rotter JI, Froguel P, Jarvelin MR, Lakatta EG, Kuulasmaa K, Franks PW, Hamsten A, Wichmann 
HE, Palmer CN, Stefansson K, Ridker PM, Loos RJ, Chakravarti  A, Deloukas P, Morris AP, Newton-
Cheh C, Munroe PB. The genetics of blood pressure regulation and its target organs from association 
studies in 342,415 individuals. Nat Genet. 2016 Oct;48(10):1171-84. doi: 10.1038/ng.3667. Epub 
2016  Sep 12. PubMed PMID: 27618452; PubMed Central PMCID: PMC5042863. 
 

1. Surendran P*, Drenos F*, Young R*, Warren H*, Cook JP*, Manning AK*, Grarup N*, Sim X*, Barnes DR, 
Witkowska K, Staley JR, Tragante V, Tukiainen T, Yaghootkar H, Masca N, Freitag DF, Ferreira T, 
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Giannakopoulou O, Tinker A, Harakalova M, Mihailov E, Liu C, Kraja AT, Nielsen SF, Rasheed A, 
Samuel M, Zhao W, Bonnycastle LL, Jackson AU, Narisu N, Swift AJ, Southam L, Marten J, Huyghe JR, 
Stančáková A, Fava C, Ohlsson T, Matchan A, Stirrups KE, Bork-Jensen J, Gjesing AP, Kontto J, Perola 
M, Shaw-Hawkins S, Havulinna AS, Zhang H, Donnelly LA, Groves CJ, Rayner NW, Neville MJ, 
Robertson NR, Yiorkas AM, Herzig KH, Kajantie E, Zhang W, Willems SM, Lannfelt L, Malerba G, 
Soranzo N, Trabetti E, Verweij N, Evangelou E, Moayyeri A, Vergnaud AC, Nelson CP, Poveda A, 
Varga TV, Caslake M, de Craen AJ, Trompet S, Luan J, Scott RA, Harris SE, Liewald DC, Marioni R, 
Menni C, Farmaki AE, Hallmans G, Renström F, Huffman JE, Hassinen M, Burgess S, Vasan RS, Felix 
JF; CHARGE-Heart Failure Consortium, Uria-Nickelsen M, Malarstig A, Reilly DF, Hoek M, Vogt TF, Lin 
H, Lieb W; EchoGen Consortium, Traylor M, Markus HS; METASTROKE Consortium, Highland HM, 
Justice AE, Marouli E; GIANT Consortium, Lindström J, Uusitupa M, Komulainen P, Lakka TA, 
Rauramaa R, Polasek O, Rudan I, Rolandsson O, Franks PW, Dedoussis G, Spector TD; EPIC-InterAct 
Consortium, Jousilahti P, Männistö S, Deary IJ, Starr JM, Langenberg C, Wareham NJ, Brown MJ, 
Dominiczak AF, Connell JM, Jukema JW, Sattar N, Ford I, Packard CJ, Esko T, Mägi  R, Metspalu A, de 
Boer RA, van der Meer P, van der Harst P; Lifelines Cohort Study, Gambaro G, Ingelsson E, Lind L, de 
Bakker PI, Numans ME, Brandslund I, Christensen C, Petersen ER, Korpi-Hyövälti E, Oksa H, 
Chambers JC, Kooner JS, Blakemore AI, Franks S, Jarvelin MR, Husemoen LL, Linneberg A, Skaaby T, 
Thuesen B, Karpe F, Tuomilehto J, Doney AS, Morris AD, Palmer CN, Holmen OL, Hveem K, Willer CJ, 
Tuomi T, Groop L, Käräjämäki A, Palotie A, Ripatti S, Salomaa V, Alam DS, Majumder AA, Di 
Angelantonio E, Chowdhury R, McCarthy MI, Poulter N, Stanton  AV, Sever P, Amouyel P, Arveiler D, 
Blankenberg S, Ferrières J, Kee F, Kuulasmaa  K, Müller-Nurasyid M, Veronesi G, Virtamo J, Deloukas 
P; Wellcome Trust Case Control Consortium, Elliott P; Understanding Society Scientific Group, 
Zeggini E, Kathiresan S, Melander O, Kuusisto J, Laakso M, Padmanabhan S, Porteous DJ, Hayward C, 
Scotland G, Collins FS, Mohlke KL, Hansen T, Pedersen O, Boehnke M, Stringham HM; EPIC-CVD 
Consortium, Frossard P, Newton-Cheh C; CHARGE+ Exome Chip  Blood Pressure Consortium, Tobin 
MD, Nordestgaard BG; T2D-GENES Consortium; GoT2DGenes Consortium; ExomeBP Consortium; 
CHD Exome+ Consortium, Caulfield MJ, Mahajan A, Morris AP, Tomaszewski M, Samani NJ, Saleheen 
D, Asselbergs FW, Lindgren CM, Danesh J, Wain LV, Butterworth AS, Howson JM, Munroe PB. Trans-
ancestry meta-analyses identify rare and common variants associated with blood pressure and 
hypertension. Nat Genet. 2016 Oct;48(10):1151-61. doi:10.1038/ng.3654. Epub 2016 Sep 12. 
PubMed PMID: 27618447. 
 

2. Fuchsberger C, Flannick J, Teslovich TM, Mahajan A, Agarwala V, Gaulton KJ, Ma C, Fontanillas P, 
Moutsianas L, McCarthy DJ, Rivas MA, Perry JR, Sim X, Blackwell TW, Robertson NR, Rayner NW, 
Cingolani P, Locke AE, Tajes JF, Highland HM, Dupuis J, Chines PS, Lindgren CM, Hartl C, Jackson AU, 
Chen H, Huyghe JR, van de Bunt M, Pearson RD, Kumar A, Müller-Nurasyid M, Grarup N, Stringham 
HM, Gamazon ER, Lee J, Chen Y, Scott RA, Below JE, Chen P, Huang J, Go MJ, Stitzel ML, Pasko D, 
Parker SC, Varga TV, Green T, Beer NL, Day-Williams AG, Ferreira T, Fingerlin T, Horikoshi M, Hu C, 
Huh I, Ikram MK, Kim BJ, Kim Y, Kim YJ, Kwon MS, Lee J, Lee S, Lin KH, Maxwell TJ, Nagai Y, Wang X, 
Welch RP, Yoon J, Zhang W, Barzilai N, Voight BF, Han BG, Jenkinson CP, Kuulasmaa T, Kuusisto J, 
Manning A, Ng MC, Palmer ND, Balkau B, Stančáková A, Abboud HE, Boeing H, Giedraitis V, 
Prabhakaran D, Gottesman O, Scott J, Carey J, Kwan P, Grant G, Smith JD, Neale BM, Purcell S, 
Butterworth AS, Howson JM, Lee HM, Lu Y, Kwak SH, Zhao W, Danesh J, Lam VK, Park KS, Saleheen 
D, So WY, Tam CH, Afzal U, Aguilar D, Arya R, Aung T, Chan E, Navarro C, Cheng CY, Palli D, Correa A, 
Curran JE, Rybin D, Farook VS, Fowler SP, Freedman BI, Griswold M, Hale DE, Hicks PJ, Khor CC, 
Kumar S, Lehne B, Thuillier D, Lim WY, Liu J, van der Schouw YT, Loh M, Musani SK, Puppala S, Scott 
WR, Yengo L, Tan ST, Taylor HA Jr, Thameem F, Wilson G, Wong TY, Njølstad PR, Levy JC, Mangino 
M, Bonnycastle LL, Schwarzmayr T, Fadista J, Surdulescu GL, Herder C, Groves CJ, Wieland T, Bork-
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Jensen J, Brandslund I, Christensen C, Koistinen HA, Doney AS, Kinnunen L, Esko T, Farmer AJ, 
Hakaste L, Hodgkiss D, Kravic J, Lyssenko V, Hollensted M, Jørgensen ME, Jørgensen T, Ladenvall C, 
Justesen JM, Käräjämäki A, Kriebel J, Rathmann W, Lannfelt L, Lauritzen T, Narisu N, Linneberg A, 
Melander O, Milani L, Neville M, Orho-Melander M, Qi L, Qi Q, Roden M, Rolandsson O, Swift A, 
Rosengren AH, Stirrups K, Wood AR, Mihailov E, Blancher C, Carneiro MO, Maguire J, Poplin R, Shakir 
K, Fennell T, DePristo M, Hrabé de Angelis M, Deloukas P, Gjesing AP, Jun G, Nilsson P, Murphy J, 
Onofrio R, Thorand B, Hansen T, Meisinger C, Hu FB, Isomaa B, Karpe F, Liang L, Peters A, Huth C, 
O'Rahilly SP, Palmer CN, Pedersen O, Rauramaa R, Tuomilehto J, Salomaa V, Watanabe RM, Syvänen 
AC, Bergman RN, Bharadwaj D, Bottinger EP, Cho YS, Chandak GR, Chan JC, Chia KS, Daly MJ, 
Ebrahim SB, Langenberg C, Elliott P, Jablonski KA, Lehman DM, Jia W, Ma RC, Pollin TI, Sandhu M, 
Tandon N, Froguel P, Barroso I, Teo YY, Zeggini E, Loos RJ, Small KS, Ried JS, DeFronzo RA, Grallert H, 
Glaser B, Metspalu A, Wareham NJ, Walker M, Banks E, Gieger C, Ingelsson E, Im HK, Illig T, Franks 
PW, Buck G, Trakalo J, Buck D, Prokopenko I, Mägi R, Lind L, Farjoun Y, Owen KR, Gloyn AL, Strauch 
K, Tuomi T, Kooner JS, Lee JY, Park T, Donnelly P, Morris AD, Hattersley AT, Bowden DW, Collins FS, 
Atzmon G, Chambers JC, Spector TD, Laakso M, Strom TM, Bell GI, Blangero J, Duggirala R, Tai ES, 
McVean G, Hanis CL, Wilson JG, Seielstad M, Frayling TM, Meigs JB, Cox NJ, Sladek R, Lander ES, 
Gabriel S, Burtt NP, Mohlke KL, Meitinger T, Groop L, Abecasis G, Florez JC, Scott LJ, Morris AP, Kang 
HM, Boehnke M, Altshuler D, McCarthy MI. The genetic architecture of type 2 diabetes. Nature. 
2016 Jul 11. doi: 10.1038/nature18642. [Epub ahead of print]. PMID: 27398621. 
 

3. Horikoshi M, Pasquali L, Wiltshire S, Huyghe JR, Mahajan A, Asimit JL, Ferreira T, Locke AE, 
Robertson NR, Wang X, Sim X, Fujita H, Hara K, Young R, Zhang W, Choi S, Chen H, Kaur I, Takeuchi F, 
Fontanillas P, Thuillier D, Yengo L, Below JE, Tam CH, Wu Y; T2D-GENES Consortium, Abecasis G, 
Altshuler D, Bell GI, Blangero J, Burtt NP, Duggirala R, Florez JC, Hanis CL, Seielstad M, Atzmon G, 
Chan JC, Ma RC, Froguel P, Wilson JG, Bharadwaj D, Dupuis J, Meigs JB, Cho YS, Park T, Kooner JS, 
Chambers JC, Saleheen D, Kadowaki T, Tai ES, Mohlke KL, Cox NJ, Ferrer J, Zeggini E, Kato N, Teo YY, 
Boehnke M, McCarthy MI, Morris AP. Transancestral fine-mapping of four type 2 diabetes 
susceptibility loci highlights potential causal regulatory mechanisms. Hum Mol Genet. 2016 Feb 23. 
pii: ddw048. [Epub ahead of print] PubMed PMID: 26911676. 
 

4. Jensen RA, Sim X, Smith AV, Li X, Jakobsdóttir J, Cheng CY, Brody JA, Cotch MF, McKnight B, Klein R, 
Wang JJ, Kifley A, Harris TB, Launer LJ, Taylor KD, Klein BE, Raffel LJ, Li X, Ikram MA, Klaver CC, van 
der Lee SJ, Mutlu U, Hofman A, Uitterlinden AG, Liu C, Kraja AT; CHARGE Exome Chip Blood Pressure 
Consortium, Mitchell P, Gudnason V, Rotter JI, Boerwinkle E, van Duijn CM, Psaty BM, Wong TY. 
Novel Genetic Loci Associated with Retinal Microvascular Diameter. Circ Cardiovasc Genet. 2015 Nov 
13. pii: CIRCGENETICS.115.001142. PubMed PMID: 26567291. 

 
5. Wang X, Cheng CY, Liao J, Sim X, Liu J, Chia KS, Tai ES, Little P, Khor CC, Aung T, Wong TY, Teo YY. 

Evaluation of transethnic fine mapping with population-specific and cosmopolitan imputation 
reference panels in diverse Asian populations. Eur J Hum Genet. 2015 Jul 1. doi: 
10.1038/ejhg.2015.150. PubMed PMID: 26130488. 

 
6. He M, Xu M, Zhang B, Liang J, Chen P, Lee JY, Johnson TA, Li H, Yang X, Dai J, Liang L, Gui L, Qi Q, 

Huang J, Li Y, Adair LS, Aung T, Cai Q, Cheng CY, Cho MC, Cho YS, Chu M, Cui B, Gao YT, Go MJ, Gu D, 
Gu W, Guo H, Hao Y, Hong J, Hu Z, Hu Y, Huang J, Hwang JY, Ikram MK, Jin G, Kang DH, Khor CC, Kim 
BJ, Kim HT, Kubo M, Lee J, Lee J, Lee NR, Li R, Li J, Liu J, Longe J, Lu W, Lu X, Miao X, Okada Y, Ong RT, 
Qiu G, Seielstad M, Sim X, Song H, Takeuchi F, Tanaka T, Taylor PR, Wang L, Wang W, Wang Y, Wu C, 
Wu Y, Xiang YB, Yamamoto K, Yang H, Liao M, Yokota M, Young T, Zhang X, Kato N, Wang QK, Zheng 
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W, Hu FB, Lin D, Shen H, Teo YY, Mo Z, Wong TY, Lin X, Mohlke KL, Ning G, Tsunoda T, Han BG, Shu 
XO, Tai ES, Wu T, Qi L. Meta-analysis of genome-wide association studies of adult height in East 
Asians identifies 17 novel loci. Hum Mol Genet. 2015 Mar 15;24(6):1791-800. 
doi:10.1093/hmg/ddu583. Epub 2014 Nov 26. PubMed PMID: 25429064; PubMed Central PMCID: 
PMC4351379. 

 
7. Hwang JY*, Sim X*, Wu Y*, Liang J*, Tabara Y*, Hu C*, Hara K*, Tam CH*, Cai Q*, Zhao Q*, Jee S*, 

Takeuchi F*, Go MJ, Ong RT, Ohkubo T, Kim YJ, Zhang R, Yamauchi T, So WY, Long J, Gu D, Lee NR, 
Kim S, Katsuya T, Oh JH, Liu J, Umemura S, Kim YJ, Jiang F, Maeda S, Chan JC, Lu W, Hixson JE, Adair 
LS, Jung KJ, Nabika T, Bae JB, Lee MH, Seielstad M, Young TL, Teo YY, Kita Y, Takashima N, Osawa H, 
Lee SH, Shin MH, Shin DH, Choi BY, Shi J, Gao YT, Xiang YB, Zheng W, Kato N, Yoon M, He J, Shu XO, 
Ma RC, Kadowaki T, Jia W, Miki T, Qi L, Tai ES, Mohlke KL, Han BG, Cho YS, Kim BJ. Genome-Wide 
Association Meta-analysis Identifies Novel Variants Associated With Fasting Plasma Glucose in East 
Asians. Diabetes. 2015 Jan;64(1):291-8. Epub 2014 Sep 3. PubMed PMID: 25187374; PubMed 
Central PMCID: PMC4274808. 
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Rauramaa R, Surdulescu GL, Doney AS, Lannfelt L, Linneberg A, Isomaa B, Tuomi T, Jørgensen ME, 
Jørgensen T, Kuusisto J, Uusitupa M, Salomaa V, Spector TD, Morris AD, Palmer CN, Collins FS, 
Mohlke KL, Bergman RN, Ingelsson E, Lind L, Tuomilehto J, Hansen T, Watanabe RM, Prokopenko I, 
Dupuis J, Karpe F, Groop L, Laakso M, Pedersen O, Florez JC, Morris AP, Altshuler D, Meigs JB, 
Boehnke M, McCarthy MI, Lindgren CM, Gloyn AL; On Behalf of the T2D-GENES consortium and 
GoT2D consortium. Identification and Functional Characterization of G6PC2 Coding Variants 
Influencing Glycemic Traits Define an Effector Transcript at the G6PC2-ABCB11 Locus. PLoS Genet. 
2015 Jan 27;11(1):e1004876. doi:10.1371/journal.pgen.1004876. eCollection 2015 Jan. PubMed 
PMID: 25625282; PubMed Central PMCID: PMC4307976. 

 
9. Wen W, Zheng W, Okada Y, Takeuchi F, Tabara Y, Hwang JY, Dorajoo R, Li H, Tsai FJ, Yang X, He J, Wu 

Y, He M, Zhang Y, Liang J, Guo X, Sheu WH, Delahanty R, Guo X, Kubo M, Yamamoto K, Ohkubo T, Go 
MJ, Liu JJ, Gan W, Chen CC, Gao Y, Li S, Lee NR, Wu C, Zhou X, Song H, Yao J, Lee IT, Long J, Tsunoda 
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ancestry populations identifies four new loci for body mass index. Hum Mol Genet. 2014 Oct 
15;23(20):5492-504. Epub 2014 May 26.  
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Invited/Conference Presentations 
• Sim X. Genomics and Type 2 Diabetes. Invited speaker for the c-BIG Symposium, November 11, 

2016, Exploration Theatrette, Matrix, Biopolis, Singapore. 
• Sim X, Wang C, Chai JF, Kao SL, Podgornaia AI, Chothani S, Liu X, Cheng CY, Sabanayagam C, Teo YY, 

Wong TY, van Dam RM, Liu J, Reilly DF, Paterson A, Tai ES. A coding 27bp deletion in SLC4A1 is 
associated with 0.53% lower HbA1c in Malays. Presented at the 66th Annual Meeting of The 
American Society of Human Genetics, October 21, 2016, Vancouver, Canada. (Poster Presentation; 
Reviewers’ Choice Abstract) 

• Sim X on behalf of AGEN and DIAMANTE consortia. Type 2 diabetes genetics in East Asians. Invited 
speaker for the 12th KOGO Winter Symposium 2016, February 2, 2016, Hong-Cheon, Korea. (Invited 
Presentation).  

• Sim X, Welch RP, Jackson AU, Stringham HM, Teslovich TM, Chines PS, Narisu N, Fuchsberger C, 
Huyghe JR, Locke AE, Cannon ME, Ala-Korpela M, Boehnke M, Mohlke KL, Laakso M. Identification of 
novel and rare coding variants associated with free fatty acids and serum fatty acid profile. 
Presented at the 64th Annual Meeting of The American Society of Human Genetics, October 21, 
2014, San Diego, CA, USA. (Poster Presentation). 

• Sim X, Highland HM, Rivas MA, Im HK, Manning AK, Mahajan A, Locke AE, Grarup N, Fontanillas P, 
Teslovich TM, Flannick J, Fuchsberger C, Gaulton K, Kang HM, Meigs JB, Lindgren CM, T2D-GENES 
and GoT2D Consortia, Contribution of coding variation to type 2 diabetes-related quantitative traits 
in 13,000 exomes from multiple ancestries. Presented at the 63th Annual Meeting of The American 
Society of Human Genetics, October 24, 2013, Boston, MA, USA. (Oral Presentation). 

• Sim X, Mahajan A, Manning AK, Rivas MA, Grarup N, Locke AE, Highland HM, Im HK, Meigs JB, 
Lindgren CM, T2D-GENES and GoT2D Consortia, Exome chip genotyping in >30,000 non-diabetic 
European individuals identifies low frequency coding variants associated with glycemic traits. 
Selected for poster presentation at The Genomics of Common Diseases 2013, September, Oxford, 
UK. (Poster Presentation). 

• Sim X, Rivas MA, Manning AK, Locke AE, Lindgren CM, GoT2D Consortium, Mapping quantitative 
traits with integrated whole exome/genome/array panel in individuals of European descent. 
Presented at the 62th Annual Meeting of The American Society of Human Genetics, November 8, 
2012, San Francisco, CA, USA. (Oral Presentation). 

• Sim X, Highland HM, Manning AK, Rivas MA, Im HK, .., McCarthy MI, The impact of genetic variation 
on diabetes-related quantitative traits from whole exome sequences, the T2D-GENES Consortium. 
Presented at The Genomics of Common Diseases 2012, September 21, Potomac, MD, USA. (Poster 
Presentation). 

• Sim X, Ong RTH, Tay WT, Suo C, Wong TY, Tai ES, Chia KS, Teo YY, Combining signatures of selection 
and disease-associated loci in three ethnic groups. Presented at the 60th Annual Meeting of The 
American Society of Human Genetics, November, 2010, Washington, DC, USA. (Poster 
Presentation). 

• Teo YY, Sim X, Ku CS, Ong RTH, Tan ATS, Tantoso E, Pawitan Y, Seielstad M, Lee EJD, Chia KS, The 
Singapore Genome Variation Project. Presented at the Integrative Molecular Cancer Epidemiology, 
An IARC-EACR-AACR-ECNIS Symposium, July, 2008, Lyon, France. (Poster Presentation). 

• Sim X, Ali RA, Wedren S, Goh DLM, Tan CS, Hall P, Chia KS, Ethnic differences in the time trend of 
breast cancer incidence: Singapore 1968 – 2002. Presented at the AACR American Association for 
Cancer Research, April 1 – 5, 2006, Washington, DC, USA. (Poster Presentation). 
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Teaching Record 
• Quantitative Epidemiological Methods CO5103 AY15/16. Course coordinator and lecturer 
• Community Health Project (CHP) statistical advisor, 2015. Title: Knowledge, Attitudes and 

Perceptions (KAP) Influencing the Utilization of Home-based Intermediate and Long Term Care 
Services in Singapore. 

• Course Instructor, Genetics and Genomics of Complex Phenotypes, April 26 – 30, 2010 
• Teaching Assistant, Quantitative Epidemiological Methods, Masters of Public Health, National 

University of Singapore (2007 – 2010) 
• Teaching Assistant, Advanced Quantitative Epidemiological Methods, Masters of Public Health, 

National University of Singapore (2008 – 2011) 
 
Students Advising 
• Yeli Wang, PhD in PH, SSHSPH (2015 – present; Project title): co-advisor 
PhD examiner 
• Jin Zhou, PhD in Statistics, Department of Statistics and Applied Probability (15 Dec 2015; Statistical 

challenges in next generation genomics study): examiner 
PhD qualifying examination 
• Ying Chen, PhD in PH, SSHSPH (2016-07-29; oral; Assessing inpatient diabetes mellitus care with data 

science and analytics: Chair  
• Raymond Boon Tar Lim, PhD in PH, SSHSPH (2016-01-18; oral; Efficacy of a health promotion and 

sexually transmitted infection (STI) prevention program for entertainment: Chair  
• Woei-Yuh Saw, PhD in PH, SSHSPH (2015-08-17; oral; Mapping the genetic architecture of global 

populations): Examiner 
• Neelakantan Nithya, PhD in PH, SSHSPH (2015-03-20; oral; Assessment of dietary intakes and 

identification of dietary patterns to reduce risk of coronary heart disease in the Singapore 
population): Chair 

Thesis advisory committee 
• Wei-Chuen Tan-Koi, PhD in PH, SSHSPH (2016 – present; Project title): Chair 
• Xiaohe Li, PhD in PH, SSHSPH (2015 – present; Project title): Chair 
• Woei-Yuh Saw, PhD in PH, SSHSPH (2015 – present; Project title): Chair 
MPH practicum  
• Yafang Dou, MPH full time 2015/2016. The association of physical activity and sedentary behavior 

with incident cardiovascular disease. 
Independent Study Module 
• Wei-Chuen Tan-Koi, PhD in PH, SSHSPH (2016-04-01; Applications of pharmacogenomics in 

regulatory science: a product life cycle review): Examiner 
Community Health Project (CHP) for medical students 
• [2015/2016] Statistical advisor for two Community Health Project groups. CHP group 4: A Study of 

Public Perspectives on the Concept of a Tobacco Endgame and Tobacco Endgame Strategies in 
Singapore and CHP group 3: Prevalence and Epidemiology of Common Skin Conditions and the 
Disease Burden on Quality of Life in the Singaporean Population. Both groups were among the top 
three scoring groups for presentation. 

 
Courses Attended 
• Pathogen Genomics Capacity Building Workshop (02 Feb – 06 Feb 2015) 
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Awards 
• Best Research Publication Award Academic Year 2011 – 2012. 2nd Annual Graduate Scientific 

Congress 2012. Yong Loo Lin School of Medicine. National University of Singapore, Singapore. 
 
Journal Editor 
Genes and Genomics 
 
Journal Reviewer 
BMC Medical Genomics, BMC Genetics, Diabetes, Diabetologia, European Journal of Human Genetics, 
Gene, Human Heredity, Journal of Human Genetics, PLoS One, Sage Open, Scientific Reports 
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