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Sequence Alignment of Opt ND1 (upper line) and ND1(lower line)
Identity=79.00%(756/957) Gap=0.00%(0/957)
1 ATGCCCATGGCCAACCTGCTGCTGCTGATCGTGCCCATCCTGATCGCCATGGCCTTCCTG
Frereerrereereerr v e rr rrrerrr rr e rrrrr rrred
1 ATGCCCATGGCCAACCTCCTACTCCTCATTGTACCCATTCTAATCGCAATGGCATTCCTA
6l ATGCTGACCGAGCGCAAGATCCTGGGCTACATGCAGCTGCGCAAGGGCCCCAACGTGGTG
AR R e R R R RN
6l ATGCTTACCGAACGAAAAATTCTAGGCTATATGCAACTACGCAAAGGCCCCAACGTTGTA
121 GGCCCCTACGGCCTGCTGCAGCCCTTCGCCGACGCCATGAAGCTGTTCACCAAGGAGCCC
Frerrerrerr e e e rrererrr rrrrrrerrrr o rrrrrr et rrrend
121 GGCCCCTACGGGCTACTACAACCCTTCGCTGACGCCATGAAACTCTTCACCAAAGAGCCC
181 CTGAAGCCCGCCACCAGCACCATCACCCTGTACATCACCGCCCCCACCCTGGCCCTGACC
Pt el FErrrrrrrer cerrerrreererr e e e i
181 CTAAAACCCGCCACATCTACCATCACCCTCTACATCACCGCCCCGACCTTAGCTCTCACC
241 ATCGCCCTGCTGCTGTGGACCCCCCTGCCCATGCCCAACCCCCTGGTGAACCTGAACCTG
Feere e e e rrrrrrrrere rerrr e rrrr e e rrrrr rrred
241 ATCGCTCTTCTACTATGGACCCCCCTCCCCATGCCCAACCCCCTGGTCAACCTCAACCTA
301 GGCCTGCTGTTCATCCTGGCCACCAGCAGCCTGGCCGTGTACAGCATCCTGTGGAGCGGC
FEErE e e et i FEErr rreer 1l FEEEr 1l [
301 GGCCTCCTATTTATTCTAGCCACCTCTAGCCTAGCCGTTTACTCAATCCTCTGGTCAGGG
361 TGGGCCAGCAACAGCAACTACGCCCTGATCGGCGCCCTGCGCGCCGTGGCCCAGACCATC
[ [l Frrrrrerrererererr e rerer e v rerrr e i
361 TGGGCATCAAACTCAAACTACGCCCTGATCGGCGCACTGCGAGCAGTAGCCCAAACAATC
421 AGCTACGAGGTGACCCTGGCCATCATCCTGCTGAGCACCCTGCTGATGAGCGGCAGCTTC
FErr rr et re i [ e N N N N R
421 TCATATGAAGTCACCCTAGCCATCATTCTACTATCAACATTACTAATGAGTGGCTCCTTT

481  AACCTGAGCACCCTGATCACCACCCAGGAGCACCTGTGGCTGCTGCTGCCCAGCTGGCCC
L R e LT
481  AACCTCTCCACCCTTATCACAACACAAGAACACCTCTGGTTACTCCTGCCATCATGGCCC
541  CTGGCCATGATGTGGTTCATCAGCACCCTGGCCGAGACCAACCGCACCCCCTTCGACCTG
L T T e
541  TTGGCCATGATGTGGTTTATCTCCACACTAGCAGAGACCAACCGAACCCCCTTCGACCTT
601  GCCGAGGGCGAGAGCGAGCTGGTGAGCGGCTTCAACATCGAGTACGCCGCCGGCCCCTTC
FErer e ree rer e FEErrrrrrrreer rerrrrrr rrrrrrrrd
601  GCCGAAGGGGAGTCCGAACTAGTCTCAGGCTTCAACATCGAATACGCCGCAGGCCCCTTC
661  GCCCTGTTCTTCATGGCCGAGTACACCAACATCATCATGATGAACACCCTGACCACCACC
FEErr rrrrrrerrrerrr rerer reeer v rrrr e e e e et el
661  GCCCTATTCTTCATGGCCGAATACACAAACATTATTATGATGAACACCCTCACCACTACA
721  ATCTTCCTGGGCACCACCTACGACGCCCTGAGCCCCGAGCTGTACACCACCTACTTCGTG
R R e
721  ATCTTCCTAGGAACAACATATGACGCACTCTCCCCTGAACTCTACACAACATATTTTGTC
781  ACCAAGACCCTGCTGCTGACCAGCCTGTTCCTGTGGATCCGCACCGCCTACCCCCGCTTC
R e N  E EanEEE
781  ACCAAGACCCTACTTCTAACCTCCCTGTTCTTATGGATTCGAACAGCATACCCCCGATTC
841  CGCTACGACCAGCTGATGCACCTGCTGTGGAAGAACTTCCTGCCCCTGACCCTGGCCCTG
T T e A T O O O e e e
841  CGCTACGACCAACTCATGCACCTCCTATGGAAAAACTTCCTACCACTCACCCTAGCATTA
901  CTGATGTGGTACGTGAGCATGCCCATCACCATCAGCAGCATCCCCCCCCAGACCTAA
FEPrrrrrrr Frerrrerr e rer rerrrr o rrrrr e rrrrn
901  CTTATGTGGTATGTCTCCATGCCCATTACAATCTCCAGCATTCCCCCTCAAACCTAA
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Sequence Alignment of COX10-opt ND1 (upper line) and
COX10-ND1 (lower line)
Identity=81% (840/1041) Gap=0.00%(0/1041)

121
121
181
181
241
241
301
301
36l
36l
421
421
481
481
541
541
601
601
661
661
721
721
781
781
841
841
901
901
961
961
1021
1021

ATGGCCGCATCTCCGCACACTCTCTCCTCACGCCTCCTGACAGGTTGCGTAGGAGGCTCT

LT LT T L LD LT T LT
ATGGCCGCATCTCCGCACACTCTCTCCTCACGCCTCCT GACAGGTTGCGTAGGAGGCTCT

GTCTGGTATCTTGAAAGAAGAACTATGCCCATGGCCAACCTGCTGCTGCTGATCGTGCCC

||||||||||||||||||||||||||||||||||||||||| L Il
GTCTGGTATCTTGAAA AACTATGCCCATGGCCAACCTCCTACTCCTCATTGTACCC

ATCCTGATCGCCATGGCCTTCCTGATGCTGACCGAGCGCAAGATCCTGGGCTACATGCAG

N N N e N e N RN
ATTCTAATCGCAATGGCATTCCTAATGCTTACCGAACGAAAAATTCTAGGCTATATGCAA

CTGCGCAAGGGCCCCAACGTGGTGGGCCCCTACGGCCTGCTGCAGCCCTTCGCCGACGCC

|| RN N R N A O AN N
TACGCAAAGGCCCCAACGTTGTAGGCCCCTACGGGCTACTACAACCCTTCGCTGACGCC

ATGAAGCTGTTCACCAAGGAGCCCCTGAAGCCCGCCACCAGCACCATCACCCTGTACATC

||||| L AL L T L] FLLILLELEEL LT
TGAAACTCTTCACCAAAGAGCCCCTAAAACCCGCCACATCTACCATCACCCTCTACATC

ACCGCCCCCACCCTGGCCCTGACCATCGCCCTGCTGCTGTGGACCCCCCTGCCCATGCCC

NN N N N R N N e N N N N B N NN
ACCGCCCCGACCTTAGCTCTCACCATCGCTCTTCTACTATGGACCCCCCTCCCCATGCCC

AACCCCCTGGTGAACCTGAACCTGGGCCTGCTGTTCATCCTGGCCACCAGCAGCCTGGCC

RN N N N A A R A LI ]
AACCCCCTGGTCAACCTCAACCTAGGCCTCCTATTTATTCTAGCCACCTCTAGCCTAGCC

GTGTACAGCATCCTGTGGAGCGGCTGGGCCAGCAACAGCAACTACGCCCTGATCGGCGCC

[l 111 LI 1] L1 I]] FLL LT LT
GTTTACTCAATCCTCTGGTCAGGGT GGGCATCAAACTCAAACTACGCCCTGATCGGCGCA

CTGCGCGCCGTGGCCCAGACCATCAGCTACGAGGTGACCCTGGCCATCATCCTGCTGAGC

N R N LT T LT T ]
CTGCGAGCAGTAGCCCAAACAATCT CATATGAAGT CACCCTAGCCATCATTCTACTATCA

ACCCTGCTGATGAGCGGCAGCTTCAACCTGAGCACCCTGATCACCACCCAGGAGCACCTG

N N RN LULTLE L L L LT
ACATTACTAATGAGTGGCTCCTTTAACCTCTCCACCCTTATCACAACACAAGAACACCTC

TGGCTGCTGCTGCCCAGCTGGCCCCTGGCCATGATGTGGTTCATCAGCACCCTGGCCGAG

LLL LT ] NN N N N A A N
TGGTTACTCCTGCCATCATGGCCCTTGGCCATGATGT GGTTTATCTCCACACTAGCAGAG

ACCAACCGCACCCCCTTCGACCTGGCCGAGGGCGAGAGCGAGCTGGTGAGCGGCTTCAAC

1 1 1 1 1 1 I N S W G N B LI
ACCAACCGAACCCCCTTCGACCTTGCCGAAGGGGAGTCCGAACTAGT CTCAGGCTTCAAC

ATCGAGTACGCCGCCGGCCCCTTCGCCCTGTTCTTCATGGCCGAGTACACCAACATCATC

NN NN RN N N AR O A N A N R .
ATCGAATACGCCGCAGGCCCCTTCGCCCTATTCTTCATGGCCGAATACACAAACATTATT

ATGATGAACACCCTGACCACCACCATCTTCCTGGGCACCACCTACGACGCCCTGAGCCCC

|II||||||||II| R R N A A e R N Ll
GATGAACACCCTCACCACTACAATCTTCCTAGGAACAACATATGACGCACTCTCCCCT

GAGCTGTACACCACCTACTTCGTGACCAAGACCCTGCTGCTGACCAGCCTGTTCCTGTGG

N N N e N N N A R N NN R R
GAACTCTACACAACATATTTTGTCACCAAGACCCTACTTCTAACCTCCCTGTTCTTATGG

ATCCGCACCGCCTACCCCCGCTTCCGCTACGACCAGCTGATGCACCTGCTGTGGAAGAAC

N A N R N e N N N A R A N e
ATTCGAACAGCATACCCCCGATTCCGCTACGACCAACTCATGCACCTCCTAT GGAAAAAC

TTCCTGCCCCTGACCCTGGCCCTGCTGATGTGGTACGTGAGCATGCCCATCACCATCAGC

[ I N o o e S e e NN N N [
TTCCTACCACTCACCCTAGCATTACTTATGTGGTATGTCTCCATGCCCATTACAATCTCC

AGCATCCCCCCCCAGACCTAA

FLLIE LT L L]
AGCATTCCCCCTCAAACCTAA
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