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Education
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Professional Experiences
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Assistant Professor, University of California, Riverside, 7/1995-6/1999.
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American Association for the Advancement of Science (AAAS), 2004 — present.
Genetics Society of America, 1995-present.
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Presidential Chair of the University of California, awarded in 2001.
Fellow of the American Association for the Advancement of Science (AAAS), elected in 2006.

Teaching at UC Riverside
STAT231B — Statistics for Biological Sciences (Graduate)
BPSC148 — Quantitative Genetics (Undergraduate)
GEN240B — Advances in Bioinformatics & Genomics (Graduate)
BPSC234 — Statistical Genomics (Graduate)
STAT288 — Lecture Seminar in Statistics (Graduate)
STAT183 — Statistical Consulting (Undergraduate Senior)
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Extramual Grant Activities

PI, United States Department of Agriculture (USDA CSREES 9503837), “Multistage Selection
for Multiple Trait Genetic Improvement," $80,000, 10/1995 — 10/1997.

PI, United States Department of Agriculture (USDA CSREES 95-37205-2313), “Multipoint
Mapping of QTL and Marker-Assisted Selection in Outbred Populations," $140,000,
11/1997 — 10/2000.

PI, National Institutes of Health (NIH R01 GM55321-01-05), “Random Model Methodology for
Genetic Mapping," $556,259, 1/1997 — 12/2001.

Co-PI (PI, Hans Cheng at Michigan State University), United States Department of Agriculture
(USDA CSREES 58-3635-9131), “Identification of Quantitative Trait Loci for
Production Traits in Poultry," $215,000, 10/1998 — 9/2001.

PI, United States Department of Agriculture (USDA CSREES 00-35300-9245), “Bayesian
Analysis of Quantitative Traits Under the Plant Model,” $150,000, 9/2000-9/2003.

PI, National Institutes of Health (NIH R01 GM55321-06-09), “Mixed Model Approach to
Genetic Mapping for Complex Traits,” $503,365, 1/2002 — 12/2006.

PI, National Science Foundation (NSF DBI-0345205), "Optimal Utilization of Genomic
Information for Dissecting Complex Traits," $126,843, 9/1/2005 — 8/31/2007.

PI, United States Department of Agriculture (USDA CSREES 2007-35300-18285), “Mapping
QTL for Multiple Traits Using Bayesian Statistics,” $394,500, 7/15/2007-7/14/2012.

PI, International Rice Research Institute (IRRI, A-2015-50. DRPC2015-49), “Green Super Rice
for the Resource-Poor of Africa and Asia Phase II1,” $130,000, 9/1/2016 — 8/31/2018.

PI, National Science Foundation (NSF DBI - 1458515), "Collaborative Research: ABI
Innovation: Plant Genotype-Phenotype (G2P) Association Discovery via Integrative
Genome-scale Biological Network & Genome-wide Association Analysis," $246,123,
7/1/2015 — 6/30/2020.

Editorial Board Service
Section Editor of “National Science Review”, 2022 — Present
Associate Editor of “Frontiers in Genetics, Statistical Genetics Section” 2021 - Present
Associated Editor of “Forestry Research”, 2021 — Present
Associate Editor of “The Crop Journal”, 2013 — Present
Associate Editor of "Heredity", 2005 — 2016
Associate Editor of "International Journal of Plant Genomics", 2006 — 2017
Associate Editor of "Molecular Biology and Evolution", 2012 — 2015

Executive Editor of “Genetics Research”, 2008 — 2012
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Publications
A Technical Journal Articles

1. Xu, S. 1986. Studies on combined selection. Acta Genetica Sinica. 13:221-226 (in Chinese
with English abstract).

2. Xu, S. 1986. Application of computer simulation to artificial selection. Journal of Northeast
Agricultural College. 17:429-434 (in Chinese with English abstract).

3. Xu, S. and W. M. Muir. 1990. The application of ridge regression to multiple trait selection
indices. Journal of Animal Breeding and Genetics. 107:81-88.

4. Xu, S. and W. M. Muir. 1991. Multistage selection for genetic gain by orthogonal
transformation. Genetics. 129:963-974.

5. Muir, W. M. and S. Xu. 1991. An approximate method for optimal independent culling level
selection for N traits with explicit solutions. Theoretical and Applied Genetics. 82:450-
459.

6. Xu, S. and W. M. Muir. 1992. Selection index updating. Theoretical and Applied Genetics. 83:
451-458.

7. Muir, W. M., W. E. Nyquist and S. Xu. 1992. Alternative partitioning of the genotype by
environment interaction. Theoretical and Applied Genetics. 84:193-200.

8. Levy, M., F. J. Correa-Victoria, R. S. Zeigler, S. Xuand J. E. Hamer. 1993. Genetic diversity
of the rice blast fungus in a disease nursery in Colombia. Phytopathology. 83:1427-1433.

9. Atchley, W. R., S. Xu and C. Vogl. 1994. Developmental quantitative genetic models of
evolutionary change. Developmental Genetics. 15:92-103.

10. Xu, S. 1994. Weighted least squares estimation of DNA fragment lengths. The Journal of
Heredity. 85:151-152.

11. Xu, S., C.J. Kobak and P.E. Smouse. 1994. Constrained least squares estimation of mixed
population stock composition from mtDNA haplotype frequency data. Canadian Journal
of Fisheries and Aquatic Sciences. 51:417-425.

12. Vogl, C., W. R. Atchley and S. Xu. 1994. The ontogeny of morphological differences in the
mandible in two inbred strains of mice. Journal of Craniofacial Genetics and
Developmental Biology. 14:97-110.

13. Xu, S., W. R. Atchley and W. M. Muir. 1994. Partial and conditional maximum likelihood
for variance component estimation. Journal of Animal Breeding and Genetics. 111:178-
188.

14. Xu, S., W. R. Atchley and W. Fitch. 1994. Phylogenetic inference under the pure drift model.
Molecular Biology and Evolution. 11:949-960.

15. Xu, S., T. G. Martin and W.M. Muir. 1995. Multistage selection for maximum economic
return with an application to beef cattle breeding. Journal of Animal Science. 73:699-710.

16. Xu, S. and W. R. Atchley. 1995. A random model approach to interval mapping of
quantitative trait loci. Genetics. 141:1189-1197.

17. Xu, S. and W. R. Atchley. 1995. Heterozygosity of F2 from two segregating populations. The
Journal of Heredity. 86:477-480.

18. Xu, S. 1995. A comment on the simple regression method for interval mapping. Genetics.
141:1657-1659.
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. Xu, S. and W. R. Atchley. 1996. Mapping quantitative trait loci for complex binary diseases
using line crosses. Genetics. 143:1417-1424.

. Xu, S. 1996. Mapping quantitative trait loci using four-way crosses. Genetical Research.
68:175-181

. Xu, S. and W. R. Atchley. 1996. A Monte Carlo algorithm for maximum likelihood
estimation of variance components. Genetics, Selection and Evolution. 28:329-343.

. Xu, S. 1996. Computation of the full likelihood function for estimating variance at a
quantitative trait locus. Genetics. 144:1951-1960.

. Gessler, D. D. G. and S. Xu. 1996. Using the expectation or the distribution of identical-by-
descent for mapping quantitative trait loci under the random model. American Journal of
Human Genetics. 59:1382-1390.

. Xie, C. and S. Xu. 1996. Best linear unbiased prediction under selection. Journal of Genetics
and Breeding. 50:287-294.

. Atchley, W.R., S. Xu and D. E. Cowley. 1997. Altering developmental trajectories in mice
by restricted index selection. Genetics. 146:629-640.

. Xie, C. and S. Xu. 1997. Restricted multistage selection indices. Genetics, Selection and

Evolution. 29:193-203.

Xie, C., S. Xu and J. A. Mosjidis. 1997. Multistage selection indices for maximum genetic
gain and economic efficiency in red clover. Euphytica. 98:75-82.

Xu, S. 1998. Further investigation on the regression method of mapping quantitative trait loci.
Heredity. 80:364-373.

Xie, C. and S. Xu. 1998. Efficiency of marker-assisted multistage selection in the
improvement of multiple quantitative traits. Heredity. 80:489-498.

Xu, S. 1998. Mapping quantitative trait loci using multiple families of line crosses. Genetics.
148:517-524.

Xu, S. and D. D. G. Gessler. 1998. Multipoint genetic mapping of quantitative trait loci using
a variable number of sibs per family. Genetical Research. 71:73-83.

Xie, C., D. D. G. Gessler and S. Xu. 1998. Combining different line crosses for mapping
quantitative trait loci using the identical by descent based variance component method. Genetics.
149:1139-1146.

Gessler, D. D. G. and S. Xu. 1998. An embarrassment of riches: the stochastic generation of
beneficial mutations. Genetica. 102/103:145-155.

Rao, 8. Q. and S. Xu. 1998. Mapping quantitative trait loci for categorical traits in four-way
crosses. Heredity. 81:214-224.

Xie, C, D. Gessler and S. Xu. 1998. Sib mating designs for mapping quantitative trait loci.
Genetica. 104:9-19.

Xie, C. and S. Xu. 1998. Strategies of marker-aided recurrent selection. Crop Science.
38:1526-1535.

Xu, S. 1998. Iteratively reweighted least squares mapping of quantitative trait loci. Behavior
Genetics. 28:341-355.

Xu, S.,N. Yonash, R. L. Vallejo and H. H. Cheng. 1998. Mapping quantitative trait loci for
binary traits using a heterogeneous residual variance model: An application to Marek’s
disease susceptibility in chickens. Genetica. 104:171-178.

Gessler, D. D. G. and S. Xu. 1999. On the evolution of recombination and meiosis. Genetical
Research. 73:119-131.



January 4, 2024

40. Xie, C. and S. Xu. 1999. Mapping quantitative trait loci with dominant and missing markers
in four-way crosses. Theoretical and Applied Genetics. 98:1014-1021.

41.Yi, N. and S. Xu. 1999. Mapping quantitative trait loci for complex binary traits in outbred
populations. Heredity. 82:668-676.

42.Yi, N. and S. Xu. 1999. A random model approach to mapping quantitative trait loci for
complex binary traits in outbred populations. Gernetics. 153:1029-1040.

43. Gessler, D. D. G. and S. Xu. 1999. Multipoint genetic mapping of quantitative trait loci with
dominant markers in outbred populations. Genefica. 105:281-291.

44. Xu, S. 2000. Phylogenetic analysis under reticulate evolution. Molecular Biology and
Evolution. 17:897-907.

45. Xu, S. and C. Vogl. 2000. Maximum likelihood analysis of quantitative trait loci under
selective genotyping. Heredity. 84:525-537.

46. Yi, N. and S. Xu. 2000. Bayesian mapping of quantitative trait loci for complex binary traits.
Genetics. 155:1391-1403

47. Vogl, C. and S. Xu. 2000. Multipoint mapping of segregation distorting loci using molecular
markers. Genetics. 155:1439-1447

48. Xie, C. and S. Xu. 2000. Mapping quantitative trait loci in tetraploid populations. Genetical
Reseach. 76:105-115

49.Yi, N. and S. Xu. 2000. Bayesian mapping of quantitative trait loci under the IBD-based
variance component model. Genetics. 156:411-422

50. Gessler, D. D. G. and S. Xu. 2000. Meiosis and recombination at low mutation rates.
Genetics. 156:449-456.

51. Xu, S. and N. Yi. 2000. Mixed model analysis of quantitative trait loci. Proc. Natl. Acad. Sci.
USA. 97:14542-14547.

52.7Yi, N. and S. Xu. 2001. Bayesian mapping of quantitative trait loci under complicated mating
designs. Genetics. 157:1759-1771.

53.Li, X., W. Gu, G. Masinde, M. Hamilton-Ulland, S. Xu, S. Mohan and D. J. Baylink. 2001.
Genetic control of the rate of wound healing in mice. Heredity. 86: 668-674.

54. Li, X., G. Masinde, W. Gu, J. Wergedal, M. Hamilton-Ulland, S. Xu, S. Mohan and D. J.
Baylink. 2002. Chromosomal regions harboring genes for the work to femur failure in
mice. Functional and Integrative Genomics. 1:367-374.

55.7Yi, N. and S. Xu. 2002. Mapping quantitative trait loci with epistatic effects. Genetical
Research. 79:185-198

56. Y1, N. and S. Xu. 2002. Linkage analysis of quantitative trait loci in multiple line crosses.
Genetica. 114:217-230.

57. Vogl, C. and S. Xu. 2002. QTL analysis in arbitrary pedigrees with incomplete marker
information. Heredity. 89:339-345.

58. Kopp, A.,R. M. Graze, S. Xu, S. B. Carroll and S. V. Nuzhdin. 2003. Quantitative trait loci
responsible for variation in sexually dimorphic traits in Drosophila melanogaster.
Genetics. 163:771-787.

59. Xu, S. 2003. Estimating polygenic effects using markers of the entire genome. Genetics
163:789-801.

60. Xu, C., X. He and S. Xu. 2003. Mapping quantitative trait loci underlying triploid endosperm
traits in cereals. Heredity. 90:228-235.
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Luo, L., Y. Mao and S. Xu. 2003. Correcting the bias in estimation of genetic variances
contributed by individual QTL. Genetica. 119:107-113.

Luo, L. and S. Xu. 2003. Mapping viability loci using molecular markers. Heredity. 90:459-
467.

Yi, N., S. Xu and D. B. Allison. 2003. Bayesian model choice and search strategies for
mapping interacting quantitative trait loci. Genetics. 165:867-883.

Xu, S, N. Yi, D. Burke, A. Galecki, and R. A. Miller. 2003. An EM algorithm for mapping
binary disease loci: application to fibrosarcoma in a four-way cross mouse family.
Genetical Research. 82:127-138.

Xu, S. 2003. Theoretical basis of the Beavis effect. Genetics. 165:2259-2268.

Yi, N., S. Xu, V. George and D. B. Allison. 2004. Mapping multiple quantitative trait loci for
ordinal traits. Behavior Genetics. 34:3-14.

Qu, Y. and S. Xu. 2004. Supervised cluster analysis for microarray data based on
multivariate Gaussian mixture. Bioinformatics. 20:1905-1913.

Zhang, Y.-M. and S. Xu. 2004. Mapping quantitative trait loci in F2 incorporating
phenotypes of Fs progeny. Genetics. 166:1981-1993.

Mao, Y. and S. Xu. 2004. Mapping QTL for traits measured as percentage. Genetical
Research. 83:159-168.

Beasley, T. M., D. Yang, N. Yi, D. C. Bullard, C. I. Amos, S. Xu and D. B. Allison. 2004.
Joint tests for quantitative trait loci in experimental crosses. Genetics, Selection &
Evolution. 36:601-619.

Xu, C., Y.-M. Zhang and S. Xu. 2005. An EM algorithm for mapping quantitative resistance
loci. Heredity. 94:119-128.

Mao, Y. and S. Xu. 2005. A Monte Carlo algorithm for computing the IBD matrices using
incomplete marker information. Heredity. 94:305-315.

Luo, L, Y. -M. Zhang and S. Xu. 2005. A quantitative genetics model for viability selection.
Heredity. 94:347-355.

Xu, C,, Z. Li and S. Xu. 2005. Joint mapping of quantitative trait loci for multiple binary
characters. Genetics. 169:1045-1059.

Zhang, Y.-M., Y. Mao, C. Xie, H. Smith, L. Luo and S. Xu. 2005. Mapping quantitative
trait loci using naturally occurring genetic variance among commercial inbred lines of
maize (Zea mays L.). Genetics. 169:2267-2275.

Wang, H., Y. -M. Zhang, X. Li, G. L. Masinde, S. Mohan, D. J. Baylink and S. Xu. 2005.
Bayesian shrinkage estimation of quantitative trait locus parameters. Genetics. 170:465-
480.

Zhang, Y. -M. and S. Xu. 2005. A penalized maximum likelihood method for estimating
epistatic effects of QTL. Heredity. 95:96-104.

Hansen, C., N. Yi, Y. -M. Zhang, S. Xu, J. Gavora and H. H. Cheng. 2005. Identification of
QTL for production traits in chickens. Animal Biotechnology. 16:67-79.

Jia, Z. and S. Xu. 2005. Clustering expressed genes based on their association with a
quantitative phenotype. Genetical Research. 86:193-207.

Li, X, R. J. Quigg, J. Zhou, S. Xu, G. Masinde, S. Mohan and D. J. Baylink. 2006. A critical
evaluation of the effect of population size and phenotypic measurement on QTL detection
and localization using a large F2 murine mapping population. Genetics and Molecular
Biology. 29:166-173.
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.Qu, Y. and S. Xu. 2006. Quantitative trait associated microarray gene expression data
analysis. Molecular Biology and Evolution. 23:1558-1573.

. Yang, R., Q. Tian and S. Xu. 2006. Mapping QTL for longitudinal traits in line crosses.

Genetics. 173:2339-2356.

Yang, R., N. Yiand S. Xu. 2006. Box-Cox transformation for QTL mapping, Genefica.
128:133-143.

Xu, S. and C. Xu. 2006. A multivariate model for ordinal trait analysis. Heredity. 97:409-417.

. Xu, S. 2007. An empirical Bayes method for estimating epistatic effects of quantitative trait
loci. Biometrics. 63:513-521.

Xu, S. and Z. Jia. 2007. Genomewide analysis of epistatic effects for quantitative traits in
barley. Genetics. 175:1955-1963.

Jia, Z. and S. Xu. 2007. Mapping quantitative trait loci for expression abundance. Genetics.
176:611-623.

Yang, R. and S. Xu. 2007. Bayesian shrinkage analysis of quantitative trait loci for dynamic
traits. Genetics. 176:1169-1185.

Chen, H., V. E. T. M. Ashworth, S. Xu and M. T. Clegg. 2007. Quantitative genetic analysis
of growth rate in avocado. Journal of American Society of Horticultural Science.
132:691-696.

Xu, S. 2007. Derivation of the shrinkage estimates of quantitative trait locus effects. Genetics.
177:1255-1259.

Yu, H., D. J. Baylink, G. L. Masinde, R. Li, B. Nguyen, H. M. Davidson, S. Xu and S.
Mohan. 2007. Mouse chromosome 9 quantitative trait loci for soft tissue
regeneration: Congenic analysis and fine mapping. Wound Repair and
Regeneration. 15:922-927.

Yang, R., J. Liand S. Xu. 2008. Mapping quantitative trait loci for traits defined as
ratios. Genetica. 132: 323-329.

Hu, Z. and S. Xu. 2008. A simple method for calculating the statistical power for
detecting a QTL located in a marker interval. Heredity. 101:48-52.

Yi, N. and S. Xu. 2008. Bayesian LASSO for quantitative trait locus mapping. Genetics.
179: 1045-1055.

Jia, Z. and S. Xu. 2008. Bayesian mixture model analysis for detecting differentially
expressed genes. International Journal of Plant Genomics. Volume 2008, Article
ID 892927, 12 pages. doi:10.1155/2008/892927.

Han, L and S. Xu. 2008. A Fisher scoring algorithm for the weighted regression method
of QTL mapping. Heredity. 101:453-464.

Xu, S. 2008. Quantitative trait locus mapping can benefit from segregation distortion.
Genetics. 180: 2201-2208.

. Muir, W. M, G.J.M. Rosa, B.R. Pittendrigh, S. Xu, S.D. Rider, M. Fountain and J. Ogas
2009. A mixture model approach for the analysis of small exploratory microarray
experiments. Computational Statistics and Data Analysis. 53: 1566-1576.

. Xu, C., X. Wang, Z. Li and S. Xu. 2009. Mapping QTL for multiple traits using
Bayesian statistics. Genetics Research. 91:23-37.

100. Xu, N. W, S. Xu and J. Ehlers. 2009. Estimating the broad-sense heritability of early

growth of cowpea. International Journal of Plant Genomics. Vol. 2009, Article ID
984521. doi:10.1155/2009/984521.
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Xu, S.2010. An expectation-maximization algorithm for the Lasso estimation of
quantitative trait locus effects. Heredity. 105: 483-494, doi:10.1038/hdy.2009.180.

Xu, S. and Z. Hu. 2010. Mapping quantitative trait loci using distorted markers.
International Journal of Plant Genomics. Vol 2009, Article ID 410825, 11 pages,
doi:10.1155/2009/410825.

Xu, S. and Z. Hu. 2010. Generalized linear model for interval mapping of quantitative trait
loci. Theoretical and Applied Genetics. 121: 47-63. doi: 10.1007/s00122-1290-0.

Che, X. and S. Xu. 2010. Significance test and genomic selection in Bayesian
shrinkage analysis. International Journal of Plant Genomics. Volume 2010, Article
ID 893206, 11 pages, doi:10.1155/2010/893206.

Chen, X., F. Zhao and S. Xu. 2010. Mapping environment-specific quantitative trait
loci. Genetics. 186: 1053-1066, doi: 10.1534/genetics.110.120311.

Han, L. and S. Xu. 2010. Genome-wide evaluation for quantitative trait loci under the
variance component model. Genetica. 138:1099-1109, doi 10.1007/s10709-010-
9497-1.

Xu, S.and Z. Hu. 2011. Mapping quantitative trait loci using the MCMC procedure in SAS.
Heredity. 106:357-369, doi:10.1038/hdy.2010.77.

Zhan, H., X. Chen and S. Xu. 2011. A stochastic expectation and maximization (SEM)
algorithm for detecting quantitative trait associated genes. Bioinformatics. 27: 63-
69, doi:10.1093/bioinformatics/btq558.

Sharma, S., S. Xu, B. Ehdaie, A. Hoops, T. Close, A. Lukaszewski and J. Waines.
2011. Dissection of QTL effects for root traits using a chromosome arm-specific
mapping population in bread wheat. Theoretical and Applied Genetics. 122: 759—
769, doi 10.1007/s00122-010-1484-5.

Hu, Z.,Y. Li, X. Song, Y. Han, X. Cai, S. Xu and W. Li. 2011. Genomic value
prediction for quantitative traits under the epistatic model. BMC Genetics. 12:15 (11
pages), doi:10.1186/1471-2156-12-15.

Cai, X, A. Huang and S. Xu. 2011. Fast empirical Bayesian Lasso for multiple
quantitative trait locus mapping. BMC Bioinformatics. 12: 211, doi:10.1186/1471-
2105-12-211.

Zhan, H. and S. Xu. 2011. Generalized linear mixed model for segregation distortion
analysis. BMC Genetics. 12:97, http://www.biomedcentral.com/1471-2156/12/97.

Zhao, F. and S. Xu. 2012. An expectation and maximization algorithm for estimating

QxE interaction effects. Theoretical and Applied Genetics. 124(8):1375-1387.
doi:10.1007/s00122-012-1794-x.

Xing, I, I. Li, R. Yang, X. Zhou and S. Xu. 2012. Bayesian B-spline mapping for
dynamic quantitative traits. Genetics Research, Cambridge. 94: 85-95.
doi:10.1017/S0016672312000249.

Che, X. and S. Xu. 2012. Generalized linear mixed models for mapping multiple
quantitative trait loci. Heredity. 109:41-49. doi:10.1038/hdy.2012.10.

Zhao, F. and S. Xu. 2012. Genotype by environment interaction of quantitative traits —
A case study in barley. G3: Genes|Genomes|Genetics. 2:779-788. doi:
10.1534/g3.112.002980
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Hu, Z., Z. Wang and S. Xu. 2012. An infinitesimal model for quantitative trait
genomic value prediction. PLoS One. 7(7): e41336.
doi:10.1371/journal.pone.0041336.

Zhan, H. and S. Xu. 2012. Adaptive ridge regression for rare variant detection. PLoS
One. 7(8): e44173. doi:10.1371/journal.pone.0044173.

Chen X, Xu S, McClelland M, Rahmatpanah F, Sawyers A, Z. Jia and D. Mercola.

2012. An accurate prostate cancer prognosticator using a seven-gene signature plus
gleason score and taking cell type heterogeneity into account. PLoS One.
7(9):e45178.d0i:10.1371/journal.pone.0045178.

Xu, S. 2012. Testing Hardy-Weinberg disequilibrium using the generalized linear
model. Genetics Research, Cambridge. 94: 319-330,
doi:10.1017/S0016672312000511.

Huang, A., S. Xu and X. Cai. 2013. Empirical Bayesian LASSO-logistic regression for
multiple binary trait locus mapping. BMC Genetics. 14:5,
http://www.biomedcentral.com/1471-2156/14/5.

Xu, S.2013. Genetic mapping and genomic selection using recombination breakpoint
data. Genetics. 195:1103-1115, doi: 10.1534/genetics.113.155309.

Xu, S. 2013. Mapping quantitative trait loci by controlling polygenic background
effects. Genetics. 195:1209-1222, doi:10.1534/genetics.113.157032/-/DC1.

Yi, N., S. Xu, H. Mallick and X. —Y. Lou. 2014. Multiple comparisons in genetic
association studies: a hierarchical modeling approach. Statistical Applications in
Genetics and Molecular Biology (SAGMB). 13(1) 35-48. doi: 10.1515/sagmb-2012-
0040.

Xu, P, S. Xu, X. Wu, Y. Tao, B. Wang, S. Wang, D. Qin, Z. Luand G. Li. 2014.
Population genomic analyses from low-coverage RAD-Seq data: A case study on
the non-model cucurbit gourd. The Plant Journal. 77:430-442. doi:
10.1111/tpj.12370.

Huang, A., S. Xu and X. Cai. 2014. Whole-genome quantitative trait locus mapping
reveals major role of epistasis on yield of rice. PLoS One. 9(1): ¢87330. doi:
10.1371/journal.pone.0087330.

Xu, Shizhong, Dan Zhu and Qifa Zhang. 2014. Predicting hybrid performance in rice using
genomic best linear unbiased prediction. Proc. Natl. Acad. Sci. USA. 111: 12456-12461.

Huang, Anhui, Shizhong Xu and Xiaodong Cai. 2015. Empirical Bayesian elastic net
for multiple quantitative trait locus mapping. Heredity. 114:107-115.

Ma, Shujie and Shizhong Xu. 2015. Semiparametric nonlinear regression for detecting gene
and environment interactions. Journal of Statistical Planning and Inference. 156:31-47.

Ma,Shujie, Raymond J. Carroll, Hua Liang and Shizhong Xu. 2015. Estimation and
inference in generalized additive coefficient models for nonlinear interactions with high-
dimensional covariates. The Annals of Statistics. 43(5): 2102-2131.

Cui, Yanru, Fan Zhang, Zhikang Li and Shizhong Xu. 2015. Mapping quantitative trait loci
in selected breeding populations: A segregation distortion approach. Heredity. 115:538-
546, doi:10.1038/hdy.2015.56.
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