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from the reindeer lichen Cladonia rangiferina. BMC Research Notes, 2009, 2, 204.

Construction, database integration, and application of an Oenothera EST library. Genomics, 2006, 88, 1
372-380. 3 12



STEPHEN A RUDD

# ARTICLE IF CITATIONS

Prospecting for pig single nucleotide polymorphisms in the human genome: have we struck gold?.

Journal of Animal Breeding and Genetics, 2006, 123, 145-151.

Draft Genome Sequences of Helicobacter pylori Isolates from Malaysia, Cultured from Patients with

38 Functional Dyspepsia and Gastric Cancer. Journal of Bacteriology, 2012, 194, 5695-5696.

1.0 7

Eclair--a web service for unravelling species origin of sequences sampled from mixed host interfaces.
Nucleic Acids Research, 2005, 33, W724-W727.

40 Arabidopsis genome analysis as exemplified by analysis of chromosome 4. Briefings in Bioinformatics, 3.9 3
2000, 1, 389-397. :

Genomeless Genomics in Crop Improvement. , 2007, , 151-176.

42 Expressed Sequence Tag Analysis in Cycas. , 2011, , 21-35. 1

The Arabidopsis Genome and Its Use in Cereal Genomics. , 2004, , 515-534.




