1 F2R

Homo sapiens coagulation factor IT (thrombin) receptor (F2R), mRNA. RefSeq Summary (NM_001992):
Coagulation factor II receptor is a 7-transmembrane receptor involved in the regulation of thrombotic
response. Proteolytic cleavage leads to the activation of the receptor. F2R is a G-protein coupled receptor
family member. [provided by RefSeq, Jul 2008].

This gene is weakly expressed in human cells and moderately expressed in bat cells.
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Figure 1: IGV Genome Browser screenshot of gene F2R.
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Figure 2: Sashimi plot of gene F2R.
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Figure 3: UCSC Genome Browser screenshot of gene F2R



	F2R

