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Nucleotide sequence of the Oenothera ATPase subunit 6 gene
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The ATPase subunit 6 is encoded by a single copy gene in
Oenothera mitochondria. The nucleotide sequence predicts a pro-
tein of 316 amino acids. This polypeptide is larger than the
maize ATPase subunit 6 (1) due to a reading frame extension at
the 3' terminus. The Oenothera mitochondrial gene is transcribed
in a single mRNA species of 1300 nucleotides as determined by
northern blot eperiments. S-1 protection analysis of the 5' and
3" mRNA ends locate the termini in classical plant mitochondrial
signal regions. The sequence around the 5' terminus shows the
consensus sequence for a putative plant mitochondrial promoter.
The sequence preceding the 3' mRNA terminus can be folded into
stem loop structures (indicated by horizontal arrows in the
figure) that have been proposed to function as terminator signals
in plant mitochondria (2).

‘ S' mRNA
-280  TTGGATTCCAATTTTCCTTCTATACATTGTGAGATTAGAGATCGGCATATATTATCATAAGTGAGGAGACC T GATCAAAAI AMATAGAC GGGUL. 161 IAT ICAT 1TCAIACGAAGAAC

160 GTTCCAAAGACAL TCTTTAGGCCCC CGCCCCATGCTTTCTGTTGGTCAACAACCACAGLT CTCTATCARI AAGAATCT TCACI ALTCAIACAGGCTTGAC
M K R F Y K T AT f S £ 1 6 S € F VvV §

-40 TATTTGATCTCAATCA  ATG AAA AGA TTT TAT ABA ACC GCT TTT TTT TCT GAA ATA GGT AGI GAA GAA GIA AGT
W F W ADT WS S H S P L EQF s I t P L I P MW NI GNIL Y

58 CAT 11T T66 GCA GAT ACG ATG TCT TCC CAC AGC CCC CTT GAG CAA TTT TCC ATT CIC CCA TTG ATY CCT ATG AAT ATA GGA AAC 1TG TAT
F s F T N P S L F M L L T L S L VL LLVNEFEUVYIT KK KTEGTGSE

148 TTC TCA TTC ACA AAT CCA TCT TTG TTT ATG CTG CTA ACT CTC AGT TTG GTC CTA CTT CTT GTG AAT TTT GTT ACT AAA AAG GGA GGA GGA

6 6

N S V P N A W Q S L VvV E L I Y D F v P NP VNEQI L
238 AAC TCA GTA CCA AAT GCT TGG CAA TCC TTG GTA GAG CTT ATT TAT GAT TTC GTG CCG AAC CCG GTA AAC GAA CAA ATA GGC GGT CT'
6 N V K Q K F F P R I § v T F T F § L F R NP Q G M I P
328 GGA AAT GTG AAA CAA AAG TTT TTC CCT CGC ATC TCG GTC ACT TTT ACT TIT TCG TTA TTT CGT AAT CCC CAG GGC ATG ATA CCG TAT AGC
F T VvV T S H F LI T L 6L S F s I F I 61711 Vv G6F QRNG
418  TTC ACA GTG ACA AGT CAT TTT CTC ATT ACT TTG GGT CTC TCA TTT TCT ATT TIT ATT GGT ATT ACT ATA GTT GGA TTT CAA AGA AAT GGG
L W F L $ F § L P A GV P L P L AP F L VLLETLTITPH
CTT CAT TTT TTA AGC TTC TCA TTA CCC GCA GGA GTC CCA CTG CCG TTA GCA CCT TTT TTA GTA CTC CTT GAG CTA ATC CCT CAT TGT TTT
A W T N
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