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Abstract Oomycete includes many destructive pathogens of plants. Several genome databases of important oomy-
cete species had been constructed, which are significant for genomics research. In this paper, the current progres-

ses of these resources were reviewed and the data mining methods were introduced, to facilitate the utility of oo-
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mycete genome data resources and accelerate the research of functional genomics.
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Table 1 Oomycete sequenced genome database resources
YT LR/ /Mb ek gl
Species Genome size  Estimated number of genes Resources
Phytophthora sojae 95 19 027 JGI, http: // genome. jgi-psf. org/Physol_1/Physol_1. home. html
P. ramorum 65 15 743 JGI, http: // genome. jgi-psf. org/Phyral_1/Phyral_1. home. html
B , http: 2 . mit. i h h-
P. in festans 240 99 658 road ) ttp: / www. broad. mit. edu/annotation/genome/phytop
thora_infestans/Home. html
P. capsici 64 19 805 http: // genome. jgi-psf. org/Phycall/Phycall. home, html.
Hyaloperonospora Washington University, http: // genome. wustl. edu/pub/organ-
. 83.6 14 726 . . ..
parasitica ism/Fungi/Hyaloperonospora_parasitica/
1/Michi iversity, http: hium. pl iology.
Pythium ultimum 2 79 15 290 JVCI/Michigan State University, http: // pythium. plantbiology.
msu. edu/
Pseudoperonospora cubensis 64. 4 23 522 www. ncbi. nlm. nih. gov
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Phytophthora infestans AT/TA AAG/TTC12. 18%) AAGTCA/TTCAGT(13. 03%)
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