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4 MEGA3: Integrated software for Molecular Evolutionary Genetics Analysis and sequence alignment.
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6 Prospects for inferring very large phylogenies by using the neighbor-joining method. Proceedings of
the National Academy of Sciences of the United States of America, 2004, 101, 11030-11035. 7.1 4,158
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14 Temporal Patterns of Fruit Fly (Drosophila) Evolution Revealed by Mutation Clocks. Molecular
Biology and Evolution, 2003, 21, 36-44. 8.9 516

15
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iterative data analysis. Bioinformatics, 2012, 28, 2685-2686. 4.1 332
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18 Improved lignocellulose conversion to biofuels with thermophilic bacteria and thermostable
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31
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of the United States of America, 1998, 95, 12390-12397.
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32 Evolutionary relationships of eukaryotic kingdoms. Journal of Molecular Evolution, 1996, 42, 183-193. 1.8 146

33 Metals bioleaching from electronic waste by <i>Chromobacterium violaceum</i> and
<i>Pseudomonads</i> sp. Waste Management and Research, 2012, 30, 1151-1159. 3.9 142

34 Informal e-waste recycling: environmental risk assessment of heavy metal contamination in Mandoli
industrial area, Delhi, India. Environmental Science and Pollution Research, 2014, 21, 7913-7928. 5.3 142

35 Exceptional reduction of the plastid genome of saguaro cactus (<i>Carnegiea gigantea</i>): Loss of
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36 Genomic sequence of a ranavirus (family Iridoviridae) associated with salamander mortalities in
North America. Virology, 2003, 316, 90-103. 2.4 125
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68 Signatures of nitrogen limitation in the elemental composition of the proteins involved in the
metabolic apparatus. Proceedings of the Royal Society B: Biological Sciences, 2009, 276, 2605-2610. 2.6 36

69 A bag-of-words approach for Drosophila gene expression pattern annotation. BMC Bioinformatics,
2009, 10, 119. 2.6 35
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72 Single pot bioconversion of prairie cordgrass into biohydrogen by thermophiles. Bioresource
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78 Fast and Slow Implementations of Relaxed-Clock Methods Show Similar Patterns of Accuracy in
Estimating Divergence Times. Molecular Biology and Evolution, 2011, 28, 2439-2442. 8.9 30

79 Conformational dynamics of nonsynonymous variants at protein interfaces reveals disease
association. Proteins: Structure, Function and Bioinformatics, 2015, 83, 428-435. 2.6 30

80 Identifying spatially similar gene expression patterns in early stage fruit fly embryo images: binary
feature versus invariant moment digital representations. BMC Bioinformatics, 2004, 5, 202. 2.6 29

81 Genome-wide profiling of human cap-independent translation-enhancing elements. Nature Methods,
2013, 10, 747-750. 19.0 29

82
Purifying Selection Modulates the Estimates of Population Differentiation and Confounds
Genome-Wide Comparisons across Single-Nucleotide Polymorphisms. Molecular Biology and
Evolution, 2012, 29, 3617-3623.

8.9 28
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