
1 IQSEC1

Homo sapiens IQ motif and Sec7 domain 1 (IQSEC1), transcript variant 2, mRNA. Gene is highly ex-
pressed in human and twofold downregulated in MARV 23h. The bat homolog is upregulated in MARV
7h.
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Figure 3: UCSC Genome Browser screenshot of gene IQSEC1.
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