




















Add genome

Which genome do you add ?
(¥ = installed)

v hgl9 (Human)
hg18 (Human)

v mm9 (Mouse)

v mm8 (Mouse)
rnS (Rat)

rn4 (Rat)

canFam3 (Dog)
canFam?2 (Dog)
galCal4 (Chick)
galGal3 (Chick)
xenTro3 (Xenopus)
danRer7 (Zebrafish)
danRer6 (Zebrafish)
orylLat2 (Medaka)
fr3 (Fugu)

fr2 (Fugu)

v dm3 (Drosophila)
v dm2 (Drosophila)
cel0 (C.elegans)

v ceb (C.elegans)
v sacCer3 (S.cerevisiae)
v sacCer2 (S.cerevisiae)

| Cancel | OK
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