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Complete cDNA sequence of rat phosphoribosylpyrophosphate synthetase subunit I (PRS I)
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Rat phosphoribosylpyrophosphate synthetase (EC 2.7.6.1) has
two distinct types of subunit, referred to as PRS I and PRS II
(1), and the coding sequences of the cDNAs for the two subunits
were reported (1). We now report a full cDNA sequence for rat
PRS I. The sequence contains a 5' untranslated region of 111 bp,
a protein coding region of 954 bp, a 3' untranslated region of
916 bp and a 78 base poly(A) tract. The initiation and
termination codons and the putative poly(A) signal are boxed. In
the following paper (2), we report a cDNA sequence for rat PRS
II. While the deduced amino acid sequences of rat PRS I and PRS
II are highly homologous (96% identical)(1), the number of
synomynous substitutions per site was calculated to be 0.735,
according to Miyata and Yasunaga (3). This value is comparable
to 0.75, a value expected for completely random codon choice,
suggesting that there is a long evolutionary distance between the
two subunits, with highly selective functional constraints
operating on the amino acid sequences.

1 CAA ICT TCACAC AGGCGGCAGTGGCSGCGGCA AGC&CTGAGCACGTTTGGGT
101 AG IIGIA ATCAAATCTTCAGGGGG CCCCGGTATC AAATGCTGACCGCCTG GCCC
201 GATG&CTA&TAAACTTCGGCAACGCCTGATGOGa. AG&GQ&TQTac&EGTTC A s_GAGO0GTGAG&TA
301 AATGACAATCTAAT¢G&GCT TTTGATCATG&ATCAATGCTT AGATlCNT-CGC T_ A?G-C-&GC-CGG
401 AGGTA&GAoATAATAGCTC-TCA0AATTATGCTAAC0TCA TTCACCkT&ATCTACA
501 TGCATCTCAATTCAGGGCT TCTTTGATATCOTGGAC AATTTATCGCLGCCAGC TGCATTT C00G AGA&CATATCTAGTGGAGA
601 AACTGTACATTGCTC&CC TGCCGCGA GaCCCCCTTCGAC CG&TTGA&TGTGG&TCC TTTG&TTC&CAAAGAACGGA
701 AGCGGCCCTGAAGT0AC CGCATGGThACAAGAG&A GC A TG CTGCT CTTGTACAATTTG
801 GMTTCC GTTC0&¶TCS G_ W CCATC9CTCICAAT
901 G AGTACCATCCTACC C CC T CGACMTCTCYATATCMG

1001 C&G&AGCCATCAGGAC C&CA&TGG&AlAASCTlC CTACTG CAOC&TTCA A!C&?AAATT T& AA
1101 A I ?RCTGTGGSG C&GAAG C I CATTACTACATTAGGA
1201 TflATCCAA-G G ACACTCTATTGC A TTCCAIG TTTTSTG
1301 CTTTAAAAGTCCCTG TTCVAAGCTGCATAGACTTGTCC STC GATT GGTCCA?TG
1401 CATGTGAAGGC&TTG TCC1CATCAG&&?AACTA GTOaAc&TmCAGG TATGCACACTGCAGCAAGT
1501 TalCCTOCTGAAC_CTOTA GCTCAMCAUA&TTCAGGT 1G
1601 TCTATTATCACTTAATTCTCTGTACCTTTCCTCTAaTsCCGTGC_coraTc _
1701 TATCTTGAACTCAGOATCA S CAAAATC TAGCAG&ACTT TACT TGCAGOA& WTA
1801 TAGCACAATCTNCCTAGCC ==CECTG T 0TTQTQ_VG cwTT aAT T?AAGTATTTAATTTTTATC
1901 I TAACAATTTGATNTTCTCATGTACATCTTf a
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