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Drosophila viritis Cu-Zn superoxide dismutase gene sequence

Jan Kwiatowski and Francisco J.AyaJa

Department of Ecology and Evolutionary Biology, University of California, Irvine, CA 92717, USA
Submitted January 23, 1989 EMBL accession no. X13831

The sequence of 2103 bp given below, isolated from a lambda EMBL3 gaxndc library of
Drosorhila v i r i l i s . rrxVft for Cu-Zn superoxide fii ratirt-am (SCD). to open reading frane
andatcrminart:irarrrim«rpiriPTTHfiflMp>^rHrijprt-^ respectively.
The putative TATA box that starts at position 15 correspcnJs to one of three putatively
identified in the D. inalanoaasterSaDqenB (1). There are three putative pcayadenylatim
signals (at 1311, 1359 and 1377); the middle one (xmaqxiifato the one identified in D̂
inelancoaster. The coding region consists of two excns; the 549 bp intron separates the
codons for amino acids 22 and 23, similarly as for D. melanoaaster and for the first
intron of the human gene (2). The inferred sequence of 153 amino acids has the same
length as in D. melanogaster. but differs at 20 si tes; the EHA coding sequences exhibit
81.4% identity. TVro stretches in rrncoding regions are also very sdnrilflr in both species.
One i s 26 bp long, starting 60 nudeotides downstream from the 5' end of the intron,
with 88% identity, but 1 bp is missing in p. vji-jJiff? i t might be involved in splicing. The
other, extending from positions 1329 to 1384 in D. v i r i l i s (1369 to 1430 in p. n*>ifTP-
aastex). includes the putative polyadenylatkn signal in the mteffls, and exhibits 6 differ-
ent and47 identical (89%) bp, but gaps of 3bpinD. Tn°JanQCBsterand9bpinD. virilis.

1 AAGCTTACAAACGAIAJUS.TATCGATAGCTTTTGTGCCCTACCAGTTAGTGACATTAAGCATTCCGTAGCTTGCTCTTCGCACGACAAG
91 TTCAGTGACTAAAATTOTTTAATTATTTTTCTATCTACGTTTCCGAATAAGCAAAACACAAAAATGGTGGTCAAAGCTGTATGCGTTATC

MetV«lV»lLy»Al»VilCy«VBlIle
181 AATGGCGATGCCAAGGGCACAGTTTTCTTCGAACAGGAGGTAAGAGACTGTATATTATCTGCTTTCAACTTGAAACAAATATGGCAGCCC

AtnGtyAtpAlaLytGlyThrValPhtPhsGtuGlnGlu

361 ATGTGCATACATATGTCATTGTGGACTGTTGCGGCGCTACTTGAATTTCAATTGCGTGTAGTTTGTGCTGTGTCATCTGATAAATGCATA
4S1 ATTATATAAGCACAACAACATTGCACACATGCATGCCAGAAATGCGCAAGTATGTGTGTACGGTTAAAGGCAAACGGCGAAAATTCAATT
5*1 CGCCTCTTATACCTCTCTTTAACCGTATACACATTTACTCTTGGCTTAGGTATTGAATTGTTTTCTCGAUCGGATTAGAATATGACCTTA
631 ATTTCAACCTACCTTTGCCCAGCTAAAATGTTTCTGTCCTCATGGTTAGTTGATTCAGCTTATCAGCTTGTTGTGGCATTTTAATTGTTC
721 CTATCTCGTTTTAACCCTATGCGTATCTGTTTTCGATCCACTTCAACAGGGCGAGGGTTGCCCCGTGAAGGTTACCGGCGAGGTAACCGG

GtyGluGlyCysProValLysVatThrGlyGluVaUhrGly
811 CTTGGCAAAGGGTCAGCATGGCTTCCATGTGCATGAGTTCGGCGACAACACCAATGGCTGCATGTCGTCGGGACCGCACTTCAATCCCTA

LeuAlaLytGlyfllnHltGlyPheHltVilHItGtuPheGlyAfpAinThrAsnClyCytNetSerSerGlyProHlsPheAinProTyr

GlnLyiGluHlsGlyAlaProThrAtpGiuAtnArgH<tL*uStyA>pLtuGlyAtnlleIleAlaAtnGlyA<pGlyProThrProVal
991 GAACATCTGCGATTGCAAGATCACATTGCTCGGCGCCAATASCATTATTGGACGCACCGTTGTGGTGCACGCCGATCCAGATGACCTGGG

Ainn*CysAtpCyiLytIttThrLeuLeuGlyAlaAtnS«rIltIlaGlyArgThrValValValH<fAlaAtpProAipAtpLeuGly
1081 CAAGGGCGGACACGAGCTGAGCAAGACAACTGGCAACGCGEGAGCTCGCATTGGCTGCGGTGTCATCGGCATTGCCAAAATCTAAACAAC

LytGlyGtyHlsGluL«uS(rLy>ThrThrGlyAtnAlaGlyAlaArgII«GlyCyiGlyVaUleGlylleAlaLytlle**«
1171 TCTAGAGCZTAAAAGCATTTCAAGCAAATGCATGCATAATAACCCACAAATATATATATATAAATATTGTATATGGATTTAATTTAGTGT
1261 ATCCACGGCGCGTAAATAC6GTTTAAACTTTCGATTGGATATATACGTACATTAAAGAGATTTTCCTTTGTTAGTTGTTCAAAAGCAACC
1351 TTTAAGGCAATAAATGCTGTTATCAAATTAAAACTTGCTCTCACTAGGAGCCAGAATTGCTATGAGCAACAATTTTACGTACTAGTCCAA

1531 GAAACAATATCAACGGGTTTAGAAACAAAAACAGGATTTCTAATTTAGAATATGGGTTTGGTGGCGAGTGCTTCTGTTGGCTTCCATTAT
1621 GTCTTGTTGAAGTAGGACTGATAGACGATGCCCAGTGAAGAAGTGGCAAAGAGCGTAAAGTAGCTCCACCAGGTGCAAAGCCCAGAAAGC
1711
1801
1891
1981
2071 GACAATATATCAGTCGTTAATTATCCAAAGCTI
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