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The apocytochrome B gene (below) of white sturgeon (Acipenser transmontanus) mitochondrial
DNA and some flanking sequences were subcloned into M13MP18/MP19 or pucl9 (1, Buroker et al.
in preparation). Nucleotide sequence was determined using the dideoxy nucleotide chain termination
method (2). In this primitive vertebrate, the arrangement and transcriptional polarity of the D-loop
region and the genes tRNA(Pro), tRNA(Thr), apocytochrome B and tRNA(Glu) are consistent with
that observed in higher vertebrates including Xenopus laevis (3.4.5). Sturgeon and X, laevis
apocytochrome B genes have nucleotide and amino acid identities of 73.0 % and 79.2 %, respectively.

M ANITRKTHRPLLKTIINGAFIDLPTPSNISVYWWWNEF
ATGGCAAACATCCGAAAAACACACCCACTACTTAAAATTATTAATGGAGCATTTATTGATCTCCCCACACCCTCCAACATCTCCGTGTGATGAAATTTTG 100
G SLLGLCLI!ITAQI!lLTGLFLAMHYTADISTATFSSVA
GCTCACTCCTGGGCCTCTGCCTTATCACACAAATCCTAACAGGAT TATTTCT TGCAATACACTACACAGCTGACAT TTCAACAGCCTTCTCCTCTGTCGE 200
W1 CRDVNYGWLIRNTIUHANGASTFTFTFICLYLHVAR
CCACATCTGCCGAGATGTGAATTACGGATGACTAATTCGAAACAT TCATGCAAACGGGGCCTCTTTCTTCTTCATCTGCTTGTATCTTCACGTGGCACGA 300
G MY Y GSYLQKETUWNIGVYILLLLTMNMNMNTAFVGYVL
GGTATATACTACGGCTCATACCTCCAAAAAGAAACCTGAAACATCGGAGTAATCCTCTTGCTTCTCACCATAATAACCGCCTTCGTAGGATATGTACTGC 400
PWGQMS FWGATVITNLLSAFPDIGD T TLVQ@WVWIWGGEGEG
CCTGAGGACAAATGTCATTTTGAGGCGCAACCGTGATCACTAACCTCCTCTCCGCTTTCCCGGACATCGGCGACACACTAGT TCAATGAATCTGAGGCGG 500
F SVDNATLTREFFAFHFLLPFVYIAGASHMIMNWLLEFL
CTTTTCAGTAGACAATGCCACCCTTACCCGATTCTTCGCCTTCCACTTTCTCCTACCATTCGTAATCGCCGGAGCTAGCATAATCCACCTCTTATTCCTA 600
HQTGSNNPTGLNSDADIKVYTFHPYTFSYKDLFGEFT
CACCAAACAGGT TCAAACAACCCAACAGGACTAAACT CAGACGCGGACAAAGTAACAT TCCACCCATATTTCTCATACAAAGACCTCTTCGGATTTACTT 700
LMLVGLTSVALFSPNLLGDPDNTFTPANPLVTIPPH
TAATGCTAGTCGGACTCACCTCTGTGGCACTATTCTCCCCCAACCTCCTGGGTGACCCAGACAACTTTACACCCGCCAACCCCCTTGTCACACCCCCACA 800
1 XPEWMYFLFAYAILILRSIPNEKLGGVLALLEFSILYV
CATCAAACCCGAATGATACTTTCTCTTTGCCTACGCCAT TCTCCGATCCATCCCAAACAAACTGGGCGGAGTACTAGCCCTTCTATTTTCCATTCTAGTC 900
LMNLVPMHLHET SKQRGNTTFRPLSOQILFWALVYADMHWL
CTAATATTAGTACCAATACTCCACACCTCTAAACAACGAGGAAACACAT TCCGACCCCTCTCTCAAATCCTATTCTGGGCCCTAGTAGCCGACATACTAG 1000
VLILTWIGGAQPVEHWPFVLIGAQVASTVYTFALEFLIALTP
TACTCACATGAATTGGAGGCCAACCAGTCGAACACCCATTCGTCTTAATCGGACAAGTAGCCTCCACAGTCTATTTCGCCCTATTTCTAATCGCCCTCCC 1100
LT GWLENKALNUWN
CCTGACCGGCTGACTAGAAAATAAAGCCT TAAACTGAAAC 1140
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