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EMPLOYMENT AND PROFESSIONAL EXPERIENCE

03/23/15 — present  Assistant Professor/Research, Department of Human Genetics & South
Texas Diabetes and Obesity Institute (STDOI), University of Texas Rio
Grande Valley (UTRGV) School of Medicine.

At STDOI, my focus of research is to develop iPSC-based methodologies and disease models for
assessing genes influencing human common complex diseases particularly, where assessment of
genetic influence is difficult due to availability of relevant tissue types, environmental factors
and medical interventions.

At STDOI we have a rich resource of lymphoblastoid cell lines (LCLs) established using the
peripheral blood mononuclear cells (PBMCs) collected from more than 1400 Mexican American
participants of our San Antonio Family Heart Study (SAFHS). Whole genome sequence data and
extensive phenotype data for common complex human diseases are available for most of these
SAFHS participants. Our large, well characterized LCL resource provides a unique opportunity
to generate iPSCs from any of these individuals. I have optimized an efficient LCL to iPSC
reprogramming method, achieving 100% reprogramming success and high reprogramming
efficiency (~50-200 colonies/million nucleofected cells).Using this optimized methodology, I
have generated > 190 iPSC and >185 NSC lines, which are being used in various ongoing
disease modeling and gene identification studies.

I used iPSC generated NSCs to model the effect of a rare genetic variant in the y-adducine
(ADD3) gene on the integrity of adherens junctions in neural stem cells. This non-synonymous
variant was identified in our SAFHS cohort and shows highly significant association with mental
depression. The 3D neurosphere generated from iPSC derived NSCs of 11 cases carrying the rare
variant and 12 normal controls were analyzed for various adherens junction related phenotypes.

In another ongoing project “Novel Approaches to Understanding the Role of Genetics in
Parkinson’s disease (PD)” we used state-of-the-art iPSC technology to make neural stem cells
(NSCs) from existing PD specific blood cell lines. Using genome wide RNA sequencing of the
neural stem cells, I discovered an expression phenotype, which suggests a strong developmental
component to sporadic PD. The discovered expression phenotype influences stem cell
proliferation and neural crest cell development. The role of this phenotype in the maintenance of
Isthmus and in the development of the dopaminergic system is being studied in iPSC generated
ventral neuroepithelium, brain organoids, and dopaminergic neurons.

I have developed an iPSC based hepatic culture system consisting of mature hepatocytes and
biliary/cholangiocytic structures, which better recapitulate the developmental and functional
characteristics of the liver. This culture system is being used to model fat induced hepatic
steatosis in our laboratory.

I have also used the reprogrammed iPSC lines to generate functional cardiomyocytes, pancreatic
B cells, adipocytes and cerebral organoids to model the cardiomyopathies, metabolic and brain
related disorders.
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Apart from my current research in developing iPSC methodology in our laboratory, I have
also had a major role in several large-scale human genetics projects at our institute. I have
been largely involved in the molecular aspect of identifying genes influencing human
cardiovascular health and other age-related metabolic diseases.

02/01/09 — 03/22/15 Staff Scientist I, Texas Biomedical Research Institute, San Antonio, TX,
USA

While working at Texas Biomed, I was largely involved in the molecular aspect of identifying
genes influencing human cardiovascular health and other age-related metabolic diseases. The
brief outline of each of the major research projects I worked on is as follows:

Genetics of Atherosclerosis in Mexican Americans: Atherosclerosis is one of the leading
causes of morbidity and mortality worldwide. Recently, oxidative stress has been shown to be
a significant contributor to atherosclerosis. Plasma total antioxidant status (TAS) is a novel
summary measure of an individual’s ability to accommodate oxidative stress. While there is
strong evidence that genetic factors play a major role in determination of plasma TAS levels,
specific genes are yet to be identified. I was responsible for the molecular methods to identify
potential functional regulatory variants in novel candidate genes influencing TAS levels, in
Mexican American individuals from the San Antonio Family Heart Study (SAFHS).

Telomere Length Variation, its Genetic Regulation and Maintenance Mechanisms: Telomeres
are terminal chromosomal structures. Given their age and disease related reduction, in
association with p53 activation, they have emerged as prime instigators of a functional decline
of tissue stem cells and also adversely affect renewal and bio-energetic support in diverse
tissues, influencing ageing and age-related diseases. I performed telomere length assays and
analysis in several of the large family-based studies at Texas Biomed.

Nuclear Gene Response to Depletion and Repopulation of Mitochondrial DNA in Human
cells: A new era in mitochondrial research has emerged that concerns the role of mitochondria
in intracellular signaling - a process that is likely to have far-reaching implications in
development, aging, disease, and environmental adaptation. I employed a novel approach of
generating various functional states of mitochondria by depleting and repopulating
mitochondrial DNA experimentally in human cell lines. The genome wide transcriptome data
generated from these cells is being analyzed to evaluate transcriptomic and functional changes
that take place at the cellular level consequent to the change in mitochondria functional state.

Novel Approaches to Understanding the Role of Genetics in Parkinson’s disease (PD): To
identify novel neuronal biomarkers relevant for PD risk and the neuronal functional pathways
that are most important in PD, we used induced pluripotent stem cell (iPSC) technology to
make dopaminergic neurons from existing PD specific blood cell lines. I was responsible for
generating iPSCs, their differentiation into dopaminergic neurons and performing functional
assays relevant to understanding the pathophysiology of PD.

I have also had a major role in several large-scale human genetics projects at Texas Biomed. I
performed whole genome genotyping on more than 15,000 human samples and whole genome
gene expression on more than 3,000 samples from various studies. I was also responsible for
critical aspects of quality control in our next generation sequencing efforts and served as the
main molecular trouble-shooter for keeping our innovative research programs moving
forward.
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12/05/01 — 12/26/08 Assistant Anthropologist (Physical), Group ‘B’ (Gazetted) at
Anthropological Survey of India, Govt. of India, Southern Regional
Centre, Mysore

While working in Anthropological Survey of India I developed a Molecular Anthropology
Facility at the Southern Regional Centre, Mysore and worked on the following research projects.

Principal Investigator: “Genetic Structure, Health Profile and phylogeny of Tribal Groups of
Southern, Karnataka”.

Collected blood samples and epidemiological data among three scheduled tribes inhabiting
southern districts of Karnataka, India. Analyzed collected blood samples and data to evaluate
genetic structure, phylogenetic interrelationships and health profile of the studied tribes.

Co-Principal Investigator: “DNA polymorphism in contemporary Indian populations and
ancient Human skeleton remains: Human Evolution and Peopling of India”.

In this collective effort of Anthropological Survey of India, my colleagues and I sequenced
1000 complete and ~2000 partial mitochondrial genomes collected from over 32 relic tribal
populations of India. The research evaluating the early dispersal of modern humans from their
African origins and phylogeny of southern Asian populations has been published in peer
reviewed Journals in the form of five research papers.

Co-Investigator: “Role of FLT3 and NPMI mutations in acute myeloid leukemia”. A
collaborative project with Osmania University, Hyderabad, India.

Co-Investigator: “A validation study of type 2 diabetes-related variants of the TCF7L2,
HHEX, KCNJI11, and ADIPOQ genes in an endogamous ethnic group of India”. A
collaborative project with Department of Anthropology, University of Delhi, Delhi, India.

Research Coordinator: Ph.D. assistance program of Anthropological Survey of India. 1
coordinated molecular genetics analysis of the sample for following Ph.D. research programs.

(a) Angiotensinogen Gene - M268T variant in Indian Populations and predisposition to
essential hypertension, obesity and hyperlipidemia.

(b) Mitochondrial genome qualitative and quantitative variations and Type 2 Diabetes.”
(¢) ADIPOQ and TCF7L2 Gene Polymorphisms among southern Indians and their
implications to Type 2 Diabetes.
12/23/99 — 12/01/01 Scientific Assistant (Biology) at Forensic Science Laboratory, Govt. of
NCT of Delhi, New Delhi.

Performed documentation and serological/biological/ DNA finger printing analysis of crime
exhibits of various medico-legal cases.

Actively contributed towards the establishment of a DNA finger printing (DNA profiling)
facility in the Laboratory.
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PUBLICATIONS
Original publications in peer-reviewed Journals

Kumar S, Curran JE, Espinosa EC, Glahn DC, Blangero J. Highly efficient induced pluripotent
stem cell reprogramming of cryopreserved Lymphoblastoid cell lines. J. Biol. Methods,
Submitted

Kumar S, Espinosa EC, Leandro AC, Curran JE, Blangero J. MicroRNA and mRNA
interactions in induced pluripotent stem cell reprogramming of lymphoblastoid cell lines.
American Journal of Stem Cells. Am J Stem Cells. 2019; 8(2):28-37.

Hanson RL, Safabakhsh S, Curtis JM, Hsueh WC, Jones LI, Aflague TF, Duenas Sarmiento J,
Kumar S, Blackburn NB, Curran JE, Mahkee D, Baier LJ, Knowler WC, Nelson RG.
Association of CREBREF variants with obesity and diabetes in Pacific Islanders from Guam and
Saipan. Diabetologia. 2019; 62(9):1647-1652. doi: 10.1007/s00125-019-4932-z. PubMed PMID:
31280340.

Blackburn NB, Michael LF, Meikle PJ, Peralta JM, Mosior M, McAhren S, Bui HH, Bellinger
MA, Giles C, Kumar S, Leandro AC, Almeida M, Weir JM, Mahaney MC, Dyer TD, Almasy L,
VandeBerg JL, Williams-Blangero S, Glahn DC, Duggirala R, Kowala M, Blangero J, Curran
JE. Rare DEGSI1 variant significantly alters de novo ceramide synthesis pathway. J Lipid Res.
2019; 60(9): 1630-1639. doi: 10.1194/j1r.P094433. PubMed PMID: 31227640.

Johnson MP, Keyho R, Blackburn NB, Laston S, Kumar S, Peralta J, Thapa SS, Towne B,
Subedi J, Blangero J, Williams-Blangero S. Glycated serum protein genetics and pleiotropy with
cardiometabolic risk factors. J Diabetes Res. 2019; 2310235. doi: 10.1155/2019/2310235.
eCollection 2019

Kumar S, Curran JE. Human Genome Project. The SAGE Encyclopedia of Intellectual and
Developmental Disorders. Braaten EB. (eds). SAGE Publications, Thousand Oaks, CA, pp. 766-
769, 2018.

Arya R, Escalante A, Farook VS, Restrepo JF, Battafarano DF, Almeida M, Kos MZ,
Fourcaudot MJ, Mummidi S, Kumar S, Curran JE, Jenkinson CP, Blangero J, Duggirala R, Del
Rincon I. Data on genetic associations of carotid atherosclerosis markers in Mexican American
and European American rheumatoid arthritis subjects. Data Brief. 2018 Feb 8; 17:820-829. doi:
10.1016/5.dib.2018.02.006. eCollection 2018 Apr. PMID:29527544

Arya R, Escalante A, Farook VS, Restrepo JF, Battafarano DF, Almeida M, Kos MZ,
Fourcaudot MJ, Mummidi S, Kumar S, Curran JE, Jenkinson CP, Blangero J, Duggirala R, Del
Rincon I. A genetic association study of carotid intima-media thickness (CIMT) and plaque in
Mexican Americans and European Americans with rheumatoid arthritis. Atherosclerosis. 2018
Apr; 271:92-101. doi: 10.1016/j.atherosclerosis.2017.11.024. Epub 2017 Nov 26. PubMed
PMID: 29482039.

Flannick J, Fuchsberger C, Mahajan A, Teslovich TM, Agarwala V, Gaulton KJ, Caulkins L,
Koesterer R, Ma C, Moutsianas L, McCarthy DJ, Rivas MA, Perry JRB, 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, Miiller-Nurasyid M, Grarup N, Stringham HM, Gamazon ER, Lee J, Chen Y, Scott
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RA, Below JE, Chen P, Huang J, Go MJ, Stitzel ML, Pasko D, Parker SCJ, 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 MCY, Palmer ND, Balkau B, Stancakova 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 JMM, Lee HM, Lu Y, Kwak SH, Zhao W, Danesh J,LLam
VKL, Park KS, Saleheen D, So WY, Tam CHT, 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,
Loh M, Musani SK, Puppala S, Scott WR, Yengo L, Tan ST, Taylor HA, Thameem F, Wilson G,
Wong TY, Njelstad PR, Levy JC, Mangino M,Bonnycastle LL, Schwarzmayr T, Fadista J,
Surdulescu GL, Herder C, Groves CJ, Wieland T, Bork-Jensen J, Brandslund I, Christensen C,
Koistinen HA, Doney ASF, Kinnunen L, Esko T, Farmer AJ, Hakaste L, Hodgkiss D, Kravic J,
Lyssenko V, Hollensted M, Jargensen ME,Jorgensen T, Ladenvall C, Justesen JM, Kérdjaméki
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, de Angelis MH, 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, PalmerCNA, Pedersen O, Rauramaa R, Tuomilehto J, Salomaa V,
Watanabe RM, Syvénen 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 RCW, Pollin TI, Sandhu M, Tandon N, Froguel P, Barroso I, Teo YY, Zeggini E,
Loos RJF, 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, Migi 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, Mohlke KL, Meitinger T, Groop L, AbecasisG, Scott LJ, Morris AP,
Kang HM, Altshuler D, Burtt NP, Florez JC, Boehnke M, McCarthy MI. Sequence data and
association statistics from 12,940 type 2 diabetes cases and controls. Sci Data. 2017 Dec 19; 4:
170179. doi: 10.1038/sdata.2017.179. PMID:29257133

Manning A, Highland HM, Gasser J, Sim X, Tukiainen T, Fontanillas P, Grarup N, Rivas MA,
Mahajan A, Locke AE, Cingolani P, Pers TH, Vifuela A, Brown AA, Wu Y, Flannick J,
Fuchsberger C, Gamazon ER, Gaulton KJ, Im HK, Teslovich TM, Blackwell TW, Bork-Jensen
J, Burtt NP, Chen Y, Green T, Hartl C, Kang HM, Kumar A, Ladenvall C, Ma C, Moutsianas L,
Pearson RD, Perry JR, Rayner NW, Robertson NR, Scott LJ, van de Bunt M, Eriksson JG, Jula
A, Koskinen S, Lehtiméki T, Palotie A, Raitakari OT, Jacobs SB, Wessel J, Chu AY, Scott RA,
Goodarzi MO, Blancher C, Buck G, Buck D, Chines PS, Gabriel S, Gjesing AP, Groves CJ,
Hollensted M, Huyghe JR, Jackson AU, Jun G, Justesen JM, Mangino M, Murphy J, Neville M,
Onofrio R, Small KS, Stringham HM, Trakalo J, Banks E, Carey J, Carneiro MO, DePristo M,
Farjoun Y, Fennell T, Goldstein JI, Grant G, Hrabé de Angelis M, Maguire J, Neale BM, Poplin
R, Purcell S, Schwarzmayr T, Shakir K, Smith JD, Strom TM, Wieland T, Lindstrom J,
Brandslund I, Christensen C, Surdulescu GL, Lakka TA, Doney AS, Nilsson P, Wareham NJ,
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Langenberg C, Varga TV, Franks PW, Rolandsson O, Rosengren AH, Farook VS, Thameem F,
Puppala S, Kumar S, Lehman DM, Jenkinson CP, Curran JE, Hale DE, Fowler SP, Arya R,
DeFronzo RA, Abboud HE, Syvénen AC, Hicks PJ, Palmer ND, Ng MC, Bowden DW,
Freedman BI, Esko T, Mégi R, Milani L, Mihailov E, Metspalu A, Narisu N, Kinnunen L,
Bonnycastle LL, Swift A, Pasko D, Wood AR, Fadista J, Pollin TI, Barzilai N, Atzmon G,
Glaser B, Thorand B, Strauch K, Peters A, Roden M, Miiller-Nurasyid M, Liang L, Kriebel J,
Illig T, Grallert H, Gieger C, Meisinger C, Lannfelt L, Musani SK, Griswold M, Taylor HA Jr,
Wilson G Sr, Correa A, Oksa H, Scott WR, Afzal U, Tan ST, Loh M, Chambers JC, Sehmi J,
Kooner JS, Lehne B, Cho YS, Lee JY, Han BG, Kérdjaméki A, Qi Q, Qi L, Huang J, Hu FB,
Melander O, Orho-Melander M, Below JE, Aguilar D, Wong TY, Liu J, Khor CC, Chia KS, Lim
WY, Cheng CY, Chan E, Tai ES, Aung T, Linneberg A, Isomaa B, Meitinger T, Tuomi T,
Hakaste L, Kravic J, Jorgensen ME, Lauritzen T, Deloukas P, Stirrups KE, Owen KR, Farmer
AlJ, Frayling TM, O'Rahilly SP, Walker M, Levy JC, Hodgkiss D, Hattersley AT, Kuulasmaa T,
Stanc¢édkova A, Barroso I, Bharadwaj D, Chan J, Chandak GR, Daly MJ, Donnelly PJ, Ebrahim
SB, Elliott P, Fingerlin T, Froguel P, Hu C, Jia W, Ma RC, McVean G, Park T, Prabhakaran D,
Sandhu M, Scott J, Sladek R, Tandon N, Teo YY, Zeggini E, Watanabe RM, Koistinen HA,
Kesaniemi YA, Uusitupa M, Spector TD, Salomaa V, Rauramaa R, Palmer CN, Prokopenko I,
Morris AD, Bergman RN, Collins FS, Lind L, Ingelsson E, Tuomilehto J, Karpe F, Groop L,
Jorgensen T, Hansen T, Pedersen O, Kuusisto J, Abecasis G, Bell GI, Blangero J, Cox NJ,
Duggirala R, Seielstad M, Wilson JG, Dupuis J, Ripatti S, Hanis CL, Florez JC, Mohlke KL,
Meigs JB, Laakso M, Morris AP, Boehnke M, Altshuler D, McCarthy MI, Gloyn AL, Lindgren
CM. A low-frequency inactivating AK7?2 variant enriched in the Finnish population is associated
with fasting insulin levels and type 2 diabetes risk. Diabetes. 2017; 66(7): 2019-2032. doi:
10.2337/db16-1329. PubMed PMID: 28341696.

Yao L, Liu Y, Qiu Z, Kumar S, Curran JE, Blangero J, Chen Y, Lehman DM. Molecular
profiling of human iPS-derived hypothalamic neurons provides developmental insights to genetic
loci for body weight regulation. J Neuroendocrinology. 2017; 29(2): 12455. doi:
10.1111/jne.12455. PMID: 28071834

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, Goring H,
Duggirala R, Almasy L. Omics-squared: human genomic, transcriptomic and phenotypic data for
genetic analysis workshop 19. BMC Proceedings. 2016; 10(Suppl 7): 71-77. PMID: 27980614
PMCID: PMC5133484

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, Miiller-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 [, 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, Stancakova A, Abboud HE, Boeing H, Giedraitis V,
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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, Njelstad PR, Levy JC, Mangino M, Bonnycastle LL,
Schwarzmayr T, Fadista J, Surdulescu GL, Herder C, Groves CJ, Wieland T, Bork-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, Jorgensen ME, Jorgensen T,
Ladenvall C, Justesen JM, Kérdjaméaki 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, Onoftrio 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, Syvanen 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, Mégi 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.
2019; 536(7614): 41-7. PMID: 27398621 PMCID: PMC5034897

Nicholson AM, Finch NA, Almeida M, Perkerson RB, van Blitterswijk M, Wojtas A, Cenik B,
Rotondo S, Inskeep V, Almasy L, Dyer T, Peralta J, Jun G, Wood AR, Frayling TM,
Fuchsberger C, Fowler S, Teslovich TM, Manning AK, Kumar S, Curran J, Lehman D,
Abecasis G, Duggirala R, Pottier C, Zahir HA, Crook JE, Karydas A, Mitic L, Sun Y, Dickson
DW, Bu G, Herz J, Yu G, Miller BL, Ferguson S, Petersen RC, Graff-Radford N, Blangero J,
Rademakers R. Prosaposin is a regulator of progranulin levels and oligomerization. Nat
Commun. 2016; 7: 11992.

Kumar S, Curran JE, Glahn DC, Blangero J. Utility of lymphoblastoid cell lines for induced
pluripotent stem cell generation. Stem Cell Int. 2016: 2349261, 20 pages. PMCID: PMC4914736

Mamtani M, Kulkarni H, Dyer TD, Goring HHH, Neary J, Cole SA, Kent JW, Kumar S, Glahn
DC, Mahaney MC, Comuzzie AG, Almasy L, Curran JE, Duggirala R, Blangero J, Carless MA.

Genome-and epigenome-wide association study of hypertriglyceridemic waist in Mexican
American families. Clinical Epigenetics. 2016; 8: 6. PMCID: PMC4721061

Arya R, Del Rincon I, Farook VS, Restrepo JF, Winnier DA, Fourcaudot MJ, Battafarano DF, de
Almeida M, Kumar S, Curran JE, Jenkinson CP, Blangero J, Duggirala R, Escalante A. Genetic
variants influencing joint damage in Mexican Americans and European Americans with

Page 8 of 16



rheumatoid arthritis. Genetic Epidemiology. 2015; 39(8): 678-688. doi: 10.1002/gepi.21938.
Epub 2015 Oct 26.

Traurig M, Hanson RL, Marinelarena A, Kobes S, Piaggi P, Cole S, Curran JE, Blangero J,
Goring H, Kumar S, Nelson RG, Howard BV, Knowler WC, Baier LJ, Bogardus C. Analysis of
SLC16A11 variants in 12,811 American Indians: Genotype-obesity interaction for type 2
diabetes and an association with RNASEK expression. Diabetes. 2015; 65: 510-519. PMCID:
PMC4747458.

Blackburn A, Almeida M, Dean A, Curran JE, Johnson MP, Moses EK, Abraham LJ, Carless
MA, Dyer TD, Kumar S, Almasy L, Mahaney MC, Comuzzie A, Williams-Blangero S,
Blangero J, Lehman DM, Goring HHH. Effects of copy number variable regions on local gene
expression in white blood cells of Mexican Americans. Eur J Hum Genet. 2015; 23(9): 1229-35.
PMCID: PMC4538210

Winnier DA, Fourcaudot M, Norton L, Abdul-Ghani MA, Hu SL, Farook VS, Coletta DK,
Kumar S, Puppala S, Chittoor G, Dyer TD, Arya R, Carless M, Lehman DM, Curran JE,
Cromack D, Tripathy D, Blangero J, Duggirala R, Géring HH, DeFronzo RA, Jenkinson CP.
Transcriptomic identification of ADH1B as a novel candidate gene for obesity and insulin
resistance in human adipose tissue in Mexican Americans from the Veterans Administration
Genetic Epidemiology Study (VAGES). PLoS One. 2015; 10(4): e0119941. PMCID:
PMC(C4382323

Almasy A, Dyer TD, Peralta JM, Jun G, Wood AR, Fuchsberger C, Almeida MA, Kent JW,
Fowler S, Blackwell TW, Puppala S, Kumar S, Curran JE, Lehman D, Abecasis G, Duggirala,
Blangero J, The T2D-GENES Consortium. Data for Genetic Analysis Workshop 18: human

whole genome sequence, blood pressure, and simulated phenotypes in extended pedigrees. BMC
Proceedings. 2014; 8 (Suppl 1): S2. PMCID: PMC4145406

Blackburn A, Goring HH, Dean A, Carless M, Dyer T, Kumar S, Fowler S, Curran J, Almasy L,
Mahaney M, Comuzzie A, Duggirala R, Blangero J, Lehman DM. Utilization of extended

pedigree information for discovery and confirmation of copy number variable regions among
Mexican Americans. Eur ] Hum Genet. 2013; 21: 404-409.

Williams-Blangero S, Criscione C, VandeBerg JL, Correa-Oliveira R, Williams KD, Subedi J,
Kent JW, Jr., Williams J, Kumar S, Blangero J. Host genetics and population structure effects
on parasitic disease. Philos Trans R Soc Lond B Biol Sci. 2012; 367(1590): 887-94. PMCID:
PMC3267115

Kumar S, Bellis C, Zlojutro M, Melton P, Blangero J, Curran JE. Large scale mitochondrial
sequencing in Mexican Americans suggests a reappraisal of Native American origins. BMC Evol
Biol. 2011; 11(1): 293. PMCID: PMC3217880

Gopichand M, Srinath J, Rao RS, Lakkakula BV, Kumar S, Rao VR. Association between the
M268T polymorphism in the angiotensinogen gene and essential hypertension in a South Indian
population. Biochem Genet. 2011; 49(7-8): 474-82.

Kumar S, Bhasin MK. Sero-genetic profile and phylogenetic relationships of Rajasthan tribes.
The Anthropologist. 2011; 13(2): 83-93.

Dunna NR, Rajappa S, Digumarti R, Vure S, Kagita S, Damineni S, Rao VR, YadavKumar S,
Ravuri RR, Satti V. Fms like tyrosine kinase (FLT3) and nucleophosmin 1 (NPM1) mutations in
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de novo normal karyotype acute myeloid leukemia (AML). Asian Pac J Cancer Prev. 2010;
11(6): 1811-6.

Gupta V, Khadgawat R, Ng HKT, Kumar S, Rao VR, Sachdeva MP. Population structure of
Aggarwals of North India as revealed by molecular markers. Genet Test Mol Biomarkers. 2010;
14(6): 781-785.

Gupta V, Khadgawat R, Ng HK, Kumar S, Aggarwal A, Rao VR, Sachdeva MP. A validation
study of type 2 diabetes-related variants of the TCF7L2, HHEX, KCNJ11, and ADIPOQ genes in
one endogamous ethnic group of North India. Ann Hum Genet. 2010; 74: 361-368.

Chandrasekar A, Kumar S, Sreenath J, Sarkar BN, Urade BP, Mallick S, Bandopadhyay SS,
Barua P, Barik SS, Basu D, Kiran U, Gangopadyay P, Sahani R, Raviprasad BV, Gangopadyay
S, Lakshmi GR, Reddy RR, Padmaja K, Venugopal PN, Sharma MB, Rao VR. Updating
phylogeny of mitochondrial DNA macrohaplogroup M in India: Dispersal of modern humans in
South Asian corridor. Plos One. 2009; 4(10): €7447. PMCID: PMC2757894

Kumar S, Ravuri RR, Koneru P, Urade BP, Sarkar BN, Chandrasekar A, Rao VR.
Reconstructing Indian-Australian phylogenetic link. BMC Evolutionary Biology. 2009; 9: 173.
PMCID: PMC2720955

Saviour P, Kumar S, Kiran U, Ravuri RR, Rao VR, Ramachandra NB. Allelic variants of
DYXICI are not associated with dyslexia in India. Indian J] Hum Genet. 2008; 14(3): 99-102.
PMC2840802

Kumar S, Padmanabham PBSV, Ravuri RR, Uttaravalli K, Koneru P, Mukherjee PA, Das B,
Kotal M, Xaviour B, Saheb SY, Rao VR. The earliest settlers' antiquity and evolutionary history
of Indian populations: evidence from M2 mtDNA lineage. BMC Evolutionary Biology. 2008; 8:
230. PMCID: PM(C2528015

Kumar S. Genetic structure of the three tribes of Southern Karnataka and their Phylogenetic
relationship. The Anthropologist. 2008; 10(1): 11-20.

Chandrasekar A, Saheb SY, Gangopadyaya P, Gangopadyaya S, Mukherjee A, Basu D, Lakshmi
GR, Sahani AK, Das B, Battacharya S, Kumar S, Xaviour D, Sun D, Rao VR. YAP insertion
signature in South Asia. Ann Hum Biol. 2007; 34(5): 582-6.

Kumar S, Kushwaha KPS, Rao MB, Bhasin MK. Serogenetic characterization of the Bhil Tribe
of Rajasthan. The Anthropologist. 1999; 1(1): 57-60.

Book chapters

Kumar S, Blangero J, Curran JE. (2018) Induced Pluripotent Stem Cells in Disease Modeling
and Gene Identification. In: DiStefano J. (Eds) Disease Gene Identification. Methods in
Molecular Biology, vol 1706 (pp 17-38). Humana Press, New York, NY. PMID: 29423791.

Kumar S, Kingsley C, DiStefano JK. (2015) The human genome project: where are we now and
where are we going, Chapter: 2. In: R. Duggirala, L. Almasy, S. Williams-Blangero, S. F. D.
Paul, C. Kole (Eds) Genome Mapping and Genomics in Human and Non-Human Primates (pp 7-
31). Springer-Verlag Berlin Heidelberg.

Williams-Blangero S, Fenstad MH, Kumar S, Blangero J. (2013) Genetics of human host
susceptibility to ascariasis. In: C. Holland (Eds) Ascaris: The Neglected Parasite (pp 315-340).
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Elsevier Inc., USA.

Kumar S, Rao VR. (2007) Ancient DNA methods and applications: A Review. In: A.

R. Sankhyan and V. R. Rao (Eds) Human Origins, Genome and People of India: Genomic,
Palaeontological & Archaeological Perspectives (pp 36-76). Allied Publishers Pvt. Ltd, New
Delhi.

Xaviour D, Yaseen SS, Kumar S, Vijayendra BR. (2007) Health profile of Betta Kuruba Tribe
of Mysore district, Karnataka. In T. Subramanyam Naidu (Eds): Tribal Health in India: Problems
and Future Prespectives (pp 81-91). Puducherry, Dept. Anthropology, Podicherry University.

Kumar S, Yaseen SS, Xaviour D, Vijayendra BR. (2007) Health status of Jenu Kuruba primitive
tribe of Mysore district, Karnataka. In T. Subramanyam Naidu (Eds): Tribal Health in India:
Problems and Future Prespectives (pp 65-80). Puducherry, Dept. Anthropology, Podicherry
University.

Kumar S. (2007) Concept of DNA and RNA. In M.K Bhasin et al. (Eds) ebook: Fundamentals
of Human Genetics and Human Growth. National Digital Science Library at National Institute of

Science Communication and Information Resources (NISCAIR), Government of India, India.
http://nsdl.niscair.res.in/jspui/handle/123456789/242.

Bhasin MK, Kumar S. (2006) Human blood analysis: Review of leukocyte typing, DNA
fingerprinting & profiling. In: M.K. Bhasin, S. Nath and V.N. Sehgal (Eds): Studies in Forensic
Science-02: Human Blood Analysis (pp 91-169). Kamala Raj Enterprises, Delhi (2006).

Kumar S, Bhasin MK. (1999) Biology of the people of Rajasthan. In: M.K. Bhasin and Veena
Bhasin (Eds.) Rajasthan: Ecology, Culture and Society (pp 43-64). Kamla-Raj Enterprises,
Delhi.

Kumar S, Kumbnani HK. (1998) A study of sex chromatin among the Rajput females of
Sirmaur District, Himachal Pradesh. In. M.K. Bhasin and S.L. Malik (Eds) Contemporary
Studies in Human Ecology: Human Factor, Resource Management and Development (pp 367-
371). Indian Society Hum. Ecol, Delhi.

Book Reviews

Kumar SY. Book Review [Review of the book “Chromosomal Abnormalities and Genetic
Counseling, 3™ Edition by RJ McKinlay Gardner and GR Sutherland. Oxford Univ. Press Inc.
(2004)]. Int J Hum Genet. 2006; 6(3): 275-276

Kumar S. Book Review [Review of the book Human Growth: Assessment and Interpretation by
AF Roche and SS Sun (formerly Guo). Cambridge University Press, Cambridge (2005)]. J Hum
Ecol. 2005; 17 (1): 67-69.

Kumar S. Book Review [Review of the book Lowly Origin: Where, when and why our
ancestors first stood up, by J Kingdon. Princetion University Press, Princeton and Oxford, New
Jersey (2003)]. J Hum Ecol. 2005; 17 (2): 159-160.

Kumar S. Book Review [Review of the book Genomic Diversity: Applications in Human
Population Genetics by SS Papiha, R Deka and R Chakraborty. Kluwer Academic/Plenum
Publishers, New York (1999)]. J Hum Ecol. 2004; 15 (4): 299-300.
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Yadav S. Book Review [Review of the book God — Apes and Fossil Men: Paleoanthropology in
South Asia, by Kenneth AR Kennedy. The University of Michigan Press, (2000)]. J Hum Ecol.
2003; 14 (5):403-404.

Kumar S. Book Review [Review of the book Adaptation to Malaria: The Interaction of Biology
and Culture, by LS Greene and ME Danubio. Gordon and Breach Publishers, The Netherlands,
(1997)]. J Hum Ecol. 1999; 10 (5-6): 447-448.

CONFERENCE PRESENTATIONS

Kumar S, Curran J, Peralta JM, Leandro AC, Lehman DM, Glahn DC, Blangero J. (2019)
Identifying the role of genetics and neurodevelopment in sporadic late onset Parkinson’s disease.
(Podium presentation; Program #256; session #72: Integrated Genomics and Transcriptomics in
Parkinson's Disease. Accepted for presentation at the 2019 Annual Meeting of The American
Society of Human Genetics, October 18, 2019, Houston, TX. 77010.

Kumar S, Blackburn, NB, Leandro AC, Leandro M, Peralta JM, Blangero J, Curran JE. (2019)
Human iPSC-derived hepatocytes reveal the functional consequences of an Hispanic rare
sequence variant in the DEGS1 gene; (Flash Talk and Poster Presentation # FSO-FT3 & FSO-
30). Presented at the UTRGYV School of Medicine 3rd Annual Research Symposium 2019 —
Health Disparities: Community Engagement, September 14, 2019, McAllen Convention Center,
McAllen, Texas.

Kumar S, Curran JE, Espinosa EC, Lehman DM, Duggirala R, Glahn DC, Blangero J. (2018)
Utility of iPSC generated NSCs in modeling complex neurological disorders: from candidate
gene prioritization to gene validation; (Podium Presentation; Plenary Session #3 - Translational
Science). Presented at the UTRGV School of Medicine Research Symposium — Health
Disparities 2018: Closing the Gap, September 15, 2018, McAllen Convention Center, McAllen,
Texas.

Kumar S, Curran J, Lehman DM, Duggirala R, Glahn D, Blangero J. (2017) Parkinson’s disease
gene identification using differential gene expression analysis of iPSC generated neural stem
cells; (Podium presentation; Program #145; session #34: Genetic architecture of neurological
traits). Presented at the 2017 Annual Meeting of The American Society of Human Genetics,
October 19, 2017, Orlando, FL. 2017.

Kumar S, Curran J, Blangero J. (2016, February) Role of microRNA in LCL to iPSC
reprogramming. Presented at the HUGO’s Human Genome Meeting 2016 (Podium presentation;
HGM16-ABS-1084), Houston Texas.

Kumar S, Curran J, Blangero J. (2014, October) microRNA profiling of human lymphoblastoid,
iPS and neural stem cell lines shows overlapping but distinct expression patterns. Presented at
The American Society of Human Genetics Annual Meeting (ASHG14-537T), San Diego, CA.

Kumar S, Bellis C, Johnson MP, Goring HHH, Dyer TD, Blangero J, Curran JE. (2012,
November) Experimental depletion and regeneration of human mitochondrial DNA to

investigate its role in nuclear gene regulation. Presented at The American Society of Human
Genetics Annual Meeting (ASHG12-533F), San Francisco, CA.
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Kumar S, Curran JE, Carless MA, Drigalenko EI, Dyer TD, Johnson MP, Almasy L, Moses EK,
Goring HH, Mahaney MC, Blangero J. (2010, November) Identification of a novel gene
influencing total antioxidant status using an integrative genomic approach. Presented at the
American Society of Human Genetics Annual Meeting (ASHG10-1115/F), Washington, DC.

Kumar SY, Rao VR. (2008, September) Going India to Australia: New genetic evidence on
modern human colonization. Presented at the Human Genome Meeting 2008 (HGM2008-ABS-
164), Hyderabad, India

Kumar S, Phylogeny group AnSlI. (2007, February) The internal structure of M2 lineage among
Indian tribes. Presented at the XXXII Annual Conference of Indian Society of Human Genetics
(P101), Kolkata, India.

CURRENT GRANTS

R21 OD026625 Kumar/Vandeberg (PIs) 08/15/19 - 07/31/21
NIH/OD

Effort — 18.3% each year

$399,575 total cost, all years

Laboratory Opossum iPSC Lines for Biomedical Research

Goal: To develop efficient iPSC reprogramming methodology for Monodelphs domestica and
generation of well characterized and validated iPSC lines for Biomedical research.

Role and responsibilities: PI, responsible for developing all laboratory-based methods and
reprogramming of iPSCs from 6 animals of different strains.

RO1 DK111201 Lee/Curran (Pls) 09/23/16 — 08/31/21
NIH/NIDDK

Effort — 20% each year

Telomere Length Dynamics in Relation to Changes in Adiposity and Metabolic Risk

Goal: The major goals are to determine the phenotypic and genotypic relationships between body
composition measures and telomere length and telomerase activity, and to investigate the role of
telomere length and telomerase activity on metabolic risk factors of disease and on disease
manifestation in adults.

Role and responsibilities: Co-I, responsible for performing the telomere and telomerase assays
to obtain quantitative measures of telomere length and telomerase activity, respectively.

RO1 DK114661 Lehman (PI) 09/15/18 — 06/30/22
NIH/NIDDK

Effort — 5% each year

Human hypothalamic neuronal epigenomics and risk for obesity

Goal: The goal of this project is to map dynamic epigenomic landscape of hypothalamic neurons
across development and under obesogenic conditions.

Role and responsibilities: Co-I, helping PI in iPSC generation, neuronal differentiation and in
performing various phenotypic and genomic assays.
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TEACHING

2019

Courses taught

MSI1 course: Molecules to Medicine - Bioinformatics-Part I
Bioinformatics-Part II

MSI1 course: Molecules to Medicine - Stem cell Basics
Stem cell applications

MSI1 course: Molecules to Medicine - Cell Signaling Basic
Signal Transduction Pathways-Short Term Cellular
Response
Signal Transduction Pathways-Longer Term
Cellular Response

Research mentoring and staff and student trainings

Mentored one MS1 scholarly (MEDI-8127) research project in 2019: titled “Develop an iPSC
derived hepatic cell culture based in-vitro model to study nonalcoholic fatty liver disease
(NAFLD).” Student Name: Daniel Nwosuocha, MS1

Mentored/Trained Ms. Erica De Leon, Research Associate I in the Department of Human
genetics and STDOI, in LCL culture, iPSC reprograming, differentiation of iPSCs into disease
target cells and in her research on “Transcriptomic and functional profiles of iPSC generated
cardiomyocytes”.

Trained Ms. Laura Valdez, Graduate Student in the Molecular Science Laboratory, Department
of Biomedical Sciences, UTRGV SOM in iPSC culture and cryopreservation

2018

Courses taught

MSI1 course: Molecules to Medicine - Bioinformatics-Part 1
Bioinformatics-Part 11
MST1 course: Molecules to Medicine - Stem cell Basics and applications

Research mentoring and staff and student trainings

Mentored/Trained Ms. Erika Espinosa, Research Associate I, Research Associate I in the
Department of Human genetics and STDOI, in cardiomyocyte and hepatic cell differentiation
from iPSCs, DNA and RNA extraction, genome wide ATAC sequencing and RNA sequencing
technologies and mentioned her research on “Generation of functional cardiomyocytes from
cryopreserved LCLs using iPSC technology”.

2017

Courses taught
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MS1 course: Molecules to Medicine - Bioinformatics-Part |
Bioinformatics-Part 11

Research mentoring and staff and student trainings

Trained Ms. Erika Espinosa, Research Associate I, Research Associate I, STDOIL, in iPSC
reprogramming methodology, differentiation of generated iPSC lines into neural stem cells (NSC),
culturing, cryopreservation, Immunocytochemistry analysis of generated NSC lines and bright field and
epi-fluorescence microscopy techniques using both research microscope and high content screening
system.

2015-2016

Research mentoring and staff and student trainings

Trained Mr. Heriberto DeLeon III, Research Associate II, STDOI, in general cell culture techniques
and iPSC reprogramming methodology.

2006-2008

Research mentoring and staff and student trainings

While working at Anthropological Survey of India, I was the coordinator of Survey’s Ph.D.
assistance program and I mentored following students in their Ph.D. research programs and
trained several graduate students in molecular genetics techniques.

Mr. Gopichand M., research topic “Angiotensinogen Gene - M268T variant in Indian
Populations and predisposition to essential hypertension, obesity and hyperlipidemia”.

Mr. Mr. Rajasekhara Reddy Ravuri, research topic “Mitochondrial DNA and TCF7L2 Gene
Polymorphisms in Type II Diabetes”.

Ms. Padmaja Koneru, research topic “ADIPOQ, HHEX and KCNJ11 Gene Polymorphisms in Type
II Diabetes”.

PROFESSIONAL ACTIVITIES AND SERVICES

Member, editorial board, Journal of Human and Clinical Genetics (2019 to present)
Member, editorial board, AIMS Cell and Tissue Engineering (2017 to 2019)
Manuscript reviewer, Journal of Advanced Research (2019 to present)

Manuscript reviewer, International Journal of Genomics (2018 to present)
Manuscript reviewer, Plos-One (2015-2017)

Manuscript reviewer, International Journal of Human genetics 2016 - 2017)
Manuscript reviewer, Universitas Scientiarum (2014)

OTHER
I developed a molecular genetic facility at Anthropological Survey of India in 2004-2005.

I was Laboratory Resource in-Charge and Lecturer for “Diversity to Discovery” training courses
conducted in 2007, 2008 and 2009 at Anthropological Survey of India in collaboration with
Southwest Foundation for Biomedical Research (now Texas Biomedical Research Institute), San
Antonio.
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PROFESSIONAL AFFILIATIONS/MEMBERSHIPS

The American Society of Human Genetics (ASHG).

The Human Genome Organization (HUGO).

American Heart Association/American Stroke Association member.

The Indian Society for Human Ecology, Department of Anthropology, University of Delhi,
Delhi, India.
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