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The Tiger Rattlesnake genome reveals a complex genotype underlying a simple venom phenotype.
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The Chemosensory Repertoire of the Eastern Diamondback Rattlesnake (Crotalus adamanteus) Reveals
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Identification and Characterization of Novel Proteins from Arizona Bark Scorpion Venom That Inhibit
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Translational Science, 2020, 3, 119-134.

Gradual and Discrete Ontogenetic Shifts in Rattlesnake Venom Composition and Assessment of
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Trait differentiation and modular toxin expression in palm-pitvipers. BMC Genomics, 2020, 21, 147.
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Comparative venom-gland transcriptomics and venom proteomics of four Sidewinder Rattlesnake
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Report from the First Snake Genomics and Integrative Biology Meeting. Standards in Genomic Sciences,
2012, 7, 150-152.

The venom-gland transcriptome of the eastern diamondback rattlesnake (Crotalus adamanteus). BMC 12 250
Genomics, 2012, 13, 312. :

The Consistency of Beneficial Fitness Effects of Mutations across Diverse Genetic Backgrounds. PLoS
ONE, 2012, 7, e43864.

A high-throughput venom-gland transcriptome for the Eastern Diamondback Rattlesnake (Crotalus) Tj ETQqO O O rgBT /Overlock 10 Tf 5
0.8 116
657-671.

Epistasis between Beneficial Mutations and the Phenotype-to-Fitness Map for a ssDNA Virus. PLoS
Genetics, 2011, 7, e1002075.

Genic Incompatibilities in Two Hybrid Bacteriophages. Molecular Biology and Evolution, 2009, 26,
2831-2839. 35 24

The Genetics of Adaptation for Eight Microvirid Bacteriophages. Journal of Molecular Evolution,
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