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Locus

1q43-44

240364723

End

247179252

Length

(kbp)

6814

State

Number
of probe

4755

Disease Genes

AKT3

CNV(DGV)

Variation 34794, Variation 5570,
Variation 48296, Variation 30464,
Variation 31703, Variation 38176,
Variation 43599, Variation 437609,
Variation 48297,

Variation 34797, ...

7q36.1-36.3

149371184

158811205

9440

3736

SHH., DPP6, LMBRI1

Variation 29787, Variation 3715,
Variation 7617, Variation 1173,
Variation 6583, Variation 23834,
Variation 9589, Variation 57556,
Variation 43253,

Variation_ 57559, ...
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