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The nucleotide sequence of rat transition protein 2 (TP2) cDNA
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We screened a rat testis cDNA library with an oligonucleotide of
81 mer prepared according to a part of the published aminoacid
sequence of the rat transition protein TP 2 (1). We have isolated
3 independent cDNA clones with the length of 507-540 bp
containing the coding region of 348 bp for rat transition
protein 2. Rat TP2 cDNA encodes a polypeptide of 116 aminocacids.
The insert of the full length cDNA clone contains a 3'-noncoding
region of 155 bp and the polyadenylation signal ATTAAA at
position 468. The 5'-noncoding region is 36 bp long. The known 27
aminoacids of rat TP2 (1) match perfectly with a part of the
deduced aminoacid sequence of our rat TP2 c¢cDNA (underlined).
There is a homology of 86% to mouse TP2 cDNA (2). Comparing the
polypeptides of rat and mouse TP2, rat TP2 is altered in the
aminoacid sequence in 21 positions and shows a gap of 3

aminoacids in position 31.
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CGATGAGTGGTGEGAAGGCTCTGCATCTTGGTGTCC ATG G6A GGC CAC ACT C86 AGG GGC AGA GCi CCC ACC ACT CAT CCC CaC Céﬁ CAC AGC TC‘.Z Ty
Met Gly 6ly His Thr Arg Arg Gly Arg Als Pro Thr Thr His Pro His Pro His Ser Ser Ser
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CGGCCTCMAGICM:ACCMTMCCAGTGTGCCYGCAGCCACCACYGCCGGAGCI’G&AGCCMGCA&GCCACCCGM;C!CCAG! rr.éwc
Arg Pro Gln Ser His Thr Asn Asn 6in Cys Ala Cys Ser His His Cys Arg Ser Cys Ser Gln Ala Gly His Pro Ser Ser Ser Ser Ser
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CCC AGC CCT GGC CC6 CC6 ACG AAG CAC CCC AAA ACA CCC ATG CAC TCT CGT TAC TC'A CCT TCA AGA CCC A6C CAC céc 66C AGC T6C CCC
Pro Ser Pro Gly Pro Pro Thr Lys His Pro Lys Thr Pro Met His Ser Arg Tyr Ser Pro Ser Arg Pro Ser His Arg Gly Ser Cys Pro
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AAG AAC AGG AAG ACC TTG GAA GGA AAC GTG AGC AAG AGA AAG GCG GTC AGG AGG CGG AAG CGG ACT CAC AGA GCT AAG AGG CGT AGC TCA
Lys Asn Arg Lys Thr Leu Glu Gly Asn Val Ser Lys Ar s Ala Val Arg Arg Arg Lys Arg Thr His Arg A S Arg Arg Ser Ser
) 100 10

340 350 360 370 380 390 400 410 420 430 440

GGA CGA m TAC AAG TGA cucucrccncﬁnstrccrGrstccmiwccwﬂwwmcwmrmwmmssamcmucmmumcncmu
Gly Arg Arg Tyr Lys *** :
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