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Protein Tyrosine Kinase
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These polypeptides are divided into those with intrinsic enzymatic
activity and those without known catalytic domains, which may act as
adaptors to couple tyrosine kinases lo downstream targets. No cata-
Iytic activity has been shown for Vav, but it contains a region of homaol-
ogy lo Dbl (indicated as DBL), which has guanine nucleotide exchange
activity. ISGF3a is three closely related proteins of 84, 91, and 113 kd.
3, SH3 domain; PTPase, phosphotyrosine phosphatase domain, GLY/

PRO, glycine/proline-rich region.
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