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44 Estimation of Confidence in Phylogeny: The Complete-and-Partial Bootstrap Technique. Molecular
Phylogenetics and Evolution, 1995, 4, 44-63. 1.2 168

45 Trichromatic vision in prosimians. Nature, 1999, 402, 36-36. 13.7 167
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48 Natural selection on <i>cis</i> and <i>trans</i> regulation in yeasts. Genome Research, 2010, 20,
826-836. 2.4 156

49 Characterizing Regulatory and Functional Differentiation between Maize Mesophyll and Bundle
Sheath Cells by Transcriptomic Analysis Â  Â . Plant Physiology, 2012, 160, 165-177. 2.3 156

50 Accumulation of mutations in sexual and asexual populations. Genetical Research, 1987, 49, 135-146. 0.3 153
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69 Opsin gene and photopigment polymorphism in a prosimian primate. Vision Research, 2002, 42, 11-18. 0.7 119

70 Inheritance of Gene Expression Level and Selective Constraints on Trans- and Cis-Regulatory Changes
in Yeast. Molecular Biology and Evolution, 2013, 30, 2121-2133. 3.5 113
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2004, 168, 2245-2260. 1.2 88

97 Proportion of Solvent-Exposed Amino Acids in a Protein and Rate of Protein Evolution. Molecular
Biology and Evolution, 2007, 24, 1005-1011. 3.5 88

98 The Chicken Frizzle Feather Is Due to an Î±-Keratin (KRT75) Mutation That Causes a Defective Rachis. PLoS
Genetics, 2012, 8, e1002748. 1.5 88

99 MAINTENANCE OF GENETIC VARIABILITY UNDER THE JOINT EFFECT OF MUTATION, SELECTION AND RANDOM
DRIFT. Genetics, 1978, 90, 349-382. 1.2 87

100 Molecular Evolution of Bat Color Vision Genes. Molecular Biology and Evolution, 2003, 21, 295-302. 3.5 86

101 Lowly Expressed Human MicroRNA Genes Evolve Rapidly. Molecular Biology and Evolution, 2009, 26,
1195-1198. 3.5 86

102 Non-random association between electromorphs and inversion chromosomes in finite populations.
Genetical Research, 1980, 35, 65-83. 0.3 85

103
Molecular Phylogenetic Studies of Brassica,Rorippa,Arabidopsis and Allied Genera Based on the
Internal Transcribed Spacer Region of 18Sâ€“25S rDNA. Molecular Phylogenetics and Evolution, 1999, 13,
455-462.

1.2 85

104 Nucleotide Diversity in Gorillas. Genetics, 2004, 166, 1375-1383. 1.2 85

105 Expansion of Hexose Transporter Genes Was Associated with the Evolution of Aerobic Fermentation
in Yeasts. Molecular Biology and Evolution, 2011, 28, 131-142. 3.5 82

106 The molecular clock ticks regularly in muroid rodents and hamsters. Journal of Molecular
Evolution, 1992, 35, 377-84. 0.8 81

107 Evolutionary Persistence of Functional Compensation by Duplicate Genes in Arabidopsis. Genome
Biology and Evolution, 2009, 1, 409-414. 1.1 81

108 Higher rates of amino acid substitution in rodents than in humans. Molecular Phylogenetics and
Evolution, 1992, 1, 211-214. 1.2 80



8

Wen-Hsiung Li

# Article IF Citations

109 Gene admixture in the Silk Road region of China: Evidence from mtDNA and melanocortin 1 receptor
polymorphism.. Genes and Genetic Systems, 2000, 75, 173-178. 0.2 79

110 Role of positive selection in the retention of duplicate genes in mammalian genomes. Proceedings of
the National Academy of Sciences of the United States of America, 2006, 103, 2232-2236. 3.3 79

111 Human TRIM71 and Its Nematode Homologue Are Targets of let-7 MicroRNA and Its Zebrafish
Orthologue Is Essential for Development. Molecular Biology and Evolution, 2007, 24, 2525-2534. 3.5 79

112
Genomic and transcriptomic analyses of the medicinal fungus <i>Antrodia cinnamomea</i> for its
metabolite biosynthesis and sexual development. Proceedings of the National Academy of Sciences of
the United States of America, 2014, 111, E4743-52.

3.3 79

113 Studying Tumorigenesis through Network Evolution and Somatic Mutational Perturbations in the
Cancer Interactome. Molecular Biology and Evolution, 2014, 31, 2156-2169. 3.5 79

114
The Nonsynonymous/Synonymous Substitution Rate Ratio versus the Radical/Conservative
Replacement Rate Ratio in the Evolution of Mammalian Genes. Molecular Biology and Evolution, 2007,
24, 2235-2241.

3.5 77

115
Evolution of paired domains: Isolation and sequencing of jellyfish and hydra Pax genes related to
Pax-5 and Pax-6. Proceedings of the National Academy of Sciences of the United States of America, 1997,
94, 5156-5161.

3.3 76

116 Functional Compensation of Primary and Secondary Metabolites by Duplicate Genes in Arabidopsis
thaliana. Molecular Biology and Evolution, 2011, 28, 377-382. 3.5 76

117 The rises and falls of opsin genes in 59 ray-finned fish genomes and their implications for
environmental adaptation. Scientific Reports, 2017, 7, 15568. 1.6 76

118 Protein Function, Connectivity, and Duplicability in Yeast. Molecular Biology and Evolution, 2006, 23,
30-39. 3.5 74

119 Functional characterization of cellulases identified from the cow rumen fungus Neocallimastix
patriciarum W5 by transcriptomic and secretomic analyses. Biotechnology for Biofuels, 2011, 4, 24. 6.2 74

120 Anatomical and transcriptional dynamics of maize embryonic leaves during seed germination.
Proceedings of the National Academy of Sciences of the United States of America, 2013, 110, 3979-3984. 3.3 74

121
Topographical mapping of Î±- and Î²-keratins on developing chicken skin integuments: Functional
interaction and evolutionary perspectives. Proceedings of the National Academy of Sciences of the
United States of America, 2015, 112, E6770-9.

3.3 74

122 Evolution of the Hominoid Semenogelin Genes, the Major Proteins of Ejaculated Semen. Journal of
Molecular Evolution, 2003, 57, 261-270. 0.8 73

123 Origins, Lineage-Specific Expansions, and Multiple Losses of Tyrosine Kinases in Eukaryotes. Molecular
Biology and Evolution, 2004, 21, 828-840. 3.5 73

124 Comparison of Three Methods for Estimating Rates of Synonymous and Nonsynonymous Nucleotide
Substitutions. Molecular Biology and Evolution, 2004, 21, 2290-2298. 3.5 73

125
Transcriptome dynamics of developing maize leaves and genomewide prediction of <i>cis</i> elements
and their cognate transcription factors. Proceedings of the National Academy of Sciences of the
United States of America, 2015, 112, E2477-86.

3.3 73

126 So, what about the molecular clock hypothesis?. Current Opinion in Genetics and Development, 1993, 3,
896-901. 1.5 72



9

Wen-Hsiung Li

# Article IF Citations

127 Evolution of the yeast protein interaction network. Proceedings of the National Academy of Sciences
of the United States of America, 2003, 100, 12820-12824. 3.3 72

128 Prediction of splice sites with dependency graphs and their expanded bayesian networks.
Bioinformatics, 2005, 21, 471-482. 1.8 72

129 Assembling a cellulase cocktail and a cellodextrin transporter into a yeast host for CBP ethanol
production. Biotechnology for Biofuels, 2013, 6, 19. 6.2 72

130 A new measure of the robustness of biochemical networks. Bioinformatics, 2005, 21, 2698-2705. 1.8 71

131 Human SNPs Reveal No Evidence of Frequent Positive Selection. Molecular Biology and Evolution,
2005, 22, 2504-2507. 3.5 71

132
Estimation of evolutionary distances under stationary and nonstationary models of nucleotide
substitution. Proceedings of the National Academy of Sciences of the United States of America, 1998,
95, 5899-5905.

3.3 69

133
Comparative transcriptomics method to infer gene coexpression networks and its applications to
maize and rice leaf transcriptomes. Proceedings of the National Academy of Sciences of the United
States of America, 2019, 116, 3091-3099.

3.3 69

134 A study of the phylogeny of Brassica rapa, B. nigra, Raphanus sativus, and their related genera using
noncoding regions of chloroplast DNA. Molecular Phylogenetics and Evolution, 2002, 23, 268-275. 1.2 68

135 Gene Expression Evolves Faster in Narrowly Than in Broadly Expressed Mammalian Genes. Molecular
Biology and Evolution, 2005, 22, 2113-2118. 3.5 68

136 Comparative Methods for the Analysis of Gene-Expression Evolution: An Example Using Yeast
Functional Genomic Data. Molecular Biology and Evolution, 2005, 22, 40-50. 3.5 68

137 The genetic basis of evolutionary change in gene expression levels. Philosophical Transactions of the
Royal Society B: Biological Sciences, 2010, 365, 2581-2590. 1.8 68

138 Title is missing!. Genetica, 1998, 102/103, 383-391. 0.5 67

139 Isolation and expression of a Pax-6 gene in the regenerating and intact Planarian Dugesia(G)tigrina.
Proceedings of the National Academy of Sciences of the United States of America, 1999, 96, 558-563. 3.3 67

140 Genomic Organization, Transcriptomic Analysis, and Functional Characterization of Avian Î±- and
Î²-Keratins in Diverse Feather Forms. Genome Biology and Evolution, 2014, 6, 2258-2273. 1.1 67

141 Understanding the origins of AIDS viruses. Nature, 1988, 336, 315-315. 13.7 66

142 Episodic Evolution of Growth Hormone in Primates and Emergence of the Species Specificity of Human
Growth Hormone Receptor. Molecular Biology and Evolution, 2001, 18, 945-953. 3.5 66

143 A general additive distance with time-reversibility and rate variation among nucleotide sites..
Proceedings of the National Academy of Sciences of the United States of America, 1996, 93, 4671-4676. 3.3 65
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