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Drosophila simulans Cu-Zn superoside dianutase gene sequence
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'Departamento de Genetka, Fac. Ciencias Biologicas, Universitat de Valencia, Dr. Moliner 50, E-46100

Burjasot, Valencia, Spain

Submitted July 17, 1989 EMBL accession no. X15685

The sequence of 1793 bp given belou, isolated fron a lambda
EMBL4 genovlc library of Drosophila aimulana, codes for Cu-Zn
superoxide dismutase (SOD). This saquonce is vary oinilar to that
of D. sxalsuiogaster (1,2). The putativa regulatory sequencao found
in D. melanogaster sequence are identifiable in honologoue
positions in D. simulans. These include the TATA box starting at
position -26 and a polyadenylation signal at 1400. An open reading
frame and a termination codon start at positions 69 and 1258,
respectively. The overall identity of the sequence herein to the
D. melanogaster SOD sequence from a Canton S strain (2) is 93.8%,
but 4 and 10 gaps, constituting 95 nucleotides in all (the largest
one of 28 nucleotides), are introduced in the D. melanogaater and
D. simulans sequences, respectively. The transcribed region
(capitalized; inferred by analogy with the D. Btelanogaster one)
displays 95.3% identity. The coding region consists of two exons;
the 729bp-long intron, spanning fron position 135 to 864,
separates the codons for anino acids 22 and 23, siailarly as for
D. melanogaster. The coding region is 97.6% identical in the two
species (i.e., 11 substitutions out of 459 sites). The inferred
sequence of 153 amino acids is the saae as in D. mal&nog&Bter.

eoottccccTittccctttttQtttatccoaooattooototttcccccccct
-270 etcottesoatoosteeoooecttccooetaocccccteattcatttcccocctccocacogtocccgtootttotsccotocctccau
-180 tgttccgttttoooottttecootttetcecttttcecctoocaaaoeeo30ccccot(pocttsaC3ttttccc==ccottQtocttcc

-90 oet*oce9eotmtoatetsoocceocftttteccca»teocctcccetoca=atttccctesifitii£toccctsctctectocgetc
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161 TSTaCKTCAAGTGCCTACAOCAAACCTCACCAAAnASTACTaTCETTAAAAeESCnAASTTATAAMSTCTTTCATCACTTCTTAG
451 TAAA6TATC«TTAAATATCAACAAAT6TTTeTTTTAAAATAATCATTAC8AATATTGGAATAAnACAATCATGnGTTCATCAnAATT
S41 TCTACATCCAACTTAAAGCACCCATCTCAATTtTCAATTAAACCATTAnAftCTTCATTACACSTTAT8TTTTA6T8TCCAC8A*ftTnA
631 TGTTTTTAATCTATAAAGATAACCAAATGTTTATTAACCCGCCTAAAAATATTTCCATTTGACSTGTETCTATTAACAMTCTTAACTTC
721 TATAATAACCTATTAACAUTAAAGTTGCCCACTCTAaTTATCATAATCAnCACTACTATACACAACTTTTGTCTTATCACTATTTGAG
811 1ATAATCTGAAGCGTTGCCCTAATTSTAACCCAATrXCTTCATCCC6CCCACAMGCAGCGtTAaXCCGTSAAGfiTCTCCCGTGACGTG
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1031 AA6GTCAACATCACC8flCTCCAfl6ATCACSCTCTTCeCCtCC6ACA6CATCATC«AC6CACCGTT8TC8TGCACSCCCATGCCCATCAT
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1351 TflflTTflTATfc£ECT«TeBTCTBTTACTT6ATfcCSCAACCTTTtAOCTTCAATAAAnUUIUI 11 ICAAATTGCttCACAAACMtotltl
1441 ttpatototcotttottBtteeoteoottc

ACJMQWXJ5PGE!HgMTS; D. ssimilana l ibrary provided by D. Haisr (Yale
Univ . ) . Raooarch supported by U.S. DOB.
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