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Database Summary SR
HD-CGH
CGHRZ7O—JF—4~_—X(HD-CGH) HD-ChIP
Species Probe# Median Density Build Annotation
Human 28.7Million <50 bp NCBI Build 36
Mouse 7.3 Million 200 bp NCBI Build 37
Rat 6.9 Million 200 bp UCSC Rn4

In addition to - C. elegans; G.gallus: B.taurus: C.familiaris: P.troglodytes: M.mulatta

ChIP-on-chipff70—J 57 —42~—X(HD-ChIP)

Species Probe# Median Density Build Annotation
Human 23.8 Million <100 bp NCBI Build 36
Mouse 27.4 Million <100 bp NCBI Build 37
Rat 22.1 Million <100 bp UCSC Rn4

In addition to - A. gambiae; A. thaliana; C. elegans; D. melanogaster; S. cerevisiae (~ 1.0 M each)
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Rhesus monkey rhadinovirus

Drosophila willistoni

Glycine max

Cricetulus griseus

Drosophila yakuba

Populus trichocarpa

Mareks disease virus type 2
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Direct and sensitive miRNA profiling from low-input total RNA, Wang H et al. RNA. 13 (1): 151-9, 2007
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