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Human Yentricular plasmid library was constructed using the Okayama-Berger procedure (1 ). The
library was screened with an oligonucleotide probe (17 mer) corresponding to a portion of myosin
light chain 2 loCated nea the amino terninus (2). A full lenght CDNA recombinant plamid
containing a 1,000 bp insert was isolated. The complete nucleotide sequence of the coding region
was determined in M13 subclones using dideoxy chain termination method. Cardic myosin light
chains are particularly interesting for investigation of regulatory mechanisms, since their
expression is switched not only duing nmal development but also in response to specific
stimuli that affect the cardiovascular ststem Furtherrnore the complete nucleotide sequerce of
HVLC2 will be useful in understaning the function and the evolution of this class of myosin
light chain genes.
1 211
ATG GCA CCT AAG AAA GLA AAG AAG AGA GCCG GGC CC AAC TC GTG TTC TC ATG TTC GAA CAG
Met Ala Pro Lys Lys Ala Lys Lys Arg Ala Gly Gly AlaAsn Ser Asn Val Phe Ser Met Phe Glu Gin

40
ACC CAA ATC CAG GA TTT AAG GAG GCC TTC ACT ATC ATG GAL CAG AAC AGG GAT GGC TTC ATT GAC AA3
Thr Gln lie Gin Glu Phe Lys Glu Ala Phe Thr Ile Met Asp Gin Asn Arg Asp Gly Phe lie Asp Lys

60
AACGAT CTG AGA GALACC TTT GLT GLC TT GA GTG AAC GTG AAA AAT GMA GAA ATT GAT GAA ATG
Asn Asp Leu Arg Asp Thr Phe Ala Ala Leu Arg Val Asn Yal Lys Asn Glu Glu Ile Asp Glu Met

80
ATC AG GAG GLT CCG GGT LLA ATT AAC TTT ACT GTG TTC CTC ACA ATG TTT CGG GAG AAA CTT AAG GGA
lie Lys Glu Ala Pro Gly Pro lie Asn Phe Thr Yal Phe Leu Thr Met Phe Gly Glu Lys Leu Lys Gly

100
GLGGAL CCT GAGGAAACCATT CTCAAC GCATTC AAAGTG TTTGAC CCTGAA GGAAA GGG GTGCTG AAG
Ala Asp Pro Glu Glu Thr Ile Leu Asn Ala Phe Lys Yal Phe Asp Pro Glu Gl9 19 Gly Yal Leu Lip

120
GCT GAT TACGTT CGL GAA ATG CTG ACC ACG A GCG GAGAGG TTT TCL AAG GAG GAG GTT GAC CAG ATG
Ala Asp Tyr Yal Arg Glu Met Leu Thr Thr Gln Ala Glu Arg Phe Ser Lys Glu Glu Yal Asp Gln Met

140 160
TTC G GC TTC CCL CCT GAC GTG ACT GG AAC TTG GAC TAC AAG AAC CTG GTG CAC ATC ATC ACC CAC
Phe Ala Ala Phe Pro Pro Asp Yal Thr Gly Asn Leu Asp Tyr LYs Asn Leu Yal His lie Ile Thr His

GGA GAA GAG AAG GAL TAG
Gly GIu Glu Lys Asp
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