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The sequence of 1793 bp given belovy, isolated froo a lambda
EMBL4 genomic 1library of Drosophila simulans, codes for Cu-ZIn
superoxide dismutase (SOD) This 2s ?uenco is very sinilar to that
of D. melanogaster (1,2). The putative regulatory sequencas found
in D. melanogaster sequance &are identifiable in honologous
positions in D. simulans. Thesa include thse 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 %-ps constituting 95 nucleotides in all (the largest
one of 28 nuc eotides), are introduced in the D. melanogaster and

D. simulans ences, respectively. The transcribed region
écapitalized; nferred by analoqy wvith the D. melan%?aster one)
isplays 95.3% identity. The coding region consists twvo exons;

the 729bp-long intron, spanning from position 135 to 864,
separates the codons for amino acids 22 and 23, similarly a= for
D. melanogaster. The coding region is 97.6% identical in the two
species (l.e., 11 substitutions out of 459 sites). Thse inferred
sequence of 153 amino acids is the same as in D. melanogaster.

goottecepoattecetttttotttotcronooottpontottteccpeeoct
-270 gtcottesoatongtesosogct tecongtaocoecetest tegtttootore teoncoonoatoeceatontttgtgeeatorctocass
-180 tpttccattttoooottttacootttgtogettttopoetonoonooeRooooecceoteoiettgacatttteceoocrottatecttee
-90 optaoccepeotootogtatgooccpocettttecceocetgocstosogtocorgttteectoatatttctoccotgotetactocgate
1 ACACCTTACAARATACCTGRAAAGTTCTCAACTTTTTTCRCTTTRATAMTTRATTAATTCATTEGAAATESTEITTAAAGCTGTCTGEG
QY vKAVC
91 TAATTAACOGCEATGCCAAGGGLACERT TTTCT TCRAACARCALSTCAGAA TCCAMMTCAT T TGAACT TCTCTECTCESCAAATATAL
viineoaKkeT Vv FFEGGQE
181 GAAAACARAAGTTCTAAGET CAA TARCCCLCASCACCCEEGELLCCTCT TCCALT TCAAMATGLTGCTTTAAATGCTTTCAAGCATT
271 TCAATTAAGTCCEAT T TGAGTT TACGCCTAGTCACCCAGCAABTCCACCTT TATATYTATATAAGCCECACAAMMTGCECATATATGTA
361 TGTACECTCAAGTGCCTACAGCAAAGG TCALGAM TTAGTACTESTCGT TAAMAGESGTTAAST TATAAAMRSTCTTTCATCACTTGTTAG
451 TAAAGTATCRTTAAMTATCAACAAATCTTTETTTTAAMATAATCAT TAGRAATATTGGAATAATTAGAATCATGTTETTCATCATTAATT
541 TGTACATCCAAGTTAAAGCAGCCATGTCAATTGTCAATTAMCGATTATTAACTTGATTACAGGTTATET TTTAGTGTCGAGGAAATTTA
631 TATTTTTAATCTATAAMGATAACCAAATGTTTATTAAGCCGECTAAMAATATTTCCATT TGACGTGTGTCTATTAACARATGTTAACTTC
T21 TATAATAACCTATTAACATATAMGT TGGCCACTCTAGTTATCATAATCATTCACTACTATACACAACTTTTGTCTTATCAGTATTTGAG
811 TATAATCTGAAGCGT TGGLCTAATTGTAACCLAATCCLT TCATCCCGCCLACAGAGCAGCGE TACGLLLE TGAAGG TCTCCGGTGAGGTG
$ 8 G T PV KVY $ G EV
$01 TCCCLCCTORUCAAGGETCTCCACORA T TCLACE TBCACRACT T TOGAGACAALACCA T GECTGCATET CGTCCOGACCCLACT TCAAT
cC €L AKGL 4@ FfHBHVYDETFGDOUODTHNGECHGS S G P HFH
991 CCCTATGGLAAGRAGCACGGLGL TCOLG T CRACGAGANLTRT CACCT GBGCEATT TRERCAACAT TRAGETCACCGOCGACTGCLCCACA
PY @K EDNGAPVYVYODEDND®RLTGDILOGY T EATGDCPT
1031 AAGGTCAACATCACCGACTCCAAGATCACGLTCT TOBGCELCRACAGCATCATCERACGCALCET TATCOTGLACGCCGATGLCGATGAT
K v o1l vo 8 K1 T LFGAD S 11 eaTVY VY VYV NADATDD

L6606 66 HELSK ST EUHAEGADRIGCGVIEI AKY?
1281 ECRATAATCTATTCCRATGTCOGCCACTCTELTRATCTACTCTATTTALCACTACCCACTGRABATATGLAACBATATACTTCTACACA
1351 TAATTATATARCCTGTRGTCTGTTAGTTEATACBLAACCTT TRAGGTTCAATAM TTAGTSTTTTGAAATTGCCCCACAAA st Otats
1441 toootototeotttottgctepotpootte

ACENOWIENGELPNTS;: D. ginulans library provided by D. Maier (Yale
Univ.). Racoarch supported by U.8. DORE.

1. Ssto, N.O.L., Hayeehi, 8. and Toner, G.Ii. (1987) Nucl. Acids
Rec. 38, 10601.

2. Ruviatowcki, J., Patol, K. and Ayocla, P.J. (1989) Nucl. Acids
Roo. 47, 1264.

©IRL Press 8735

GTOZ ‘92 8UNC U0 3UIAJ] ‘BILIOLIED JO A1SBAIUN Te /BI0'S[euInopIo xo jeu//:0ny woJj papeojumoq


http://nar.oxfordjournals.org/



