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                                                                   Score        E     Max
Sequences producing significant alignments:                       (Bits)     Value  ident

Query_75155 atpA                                                   343        4e-98  69%         

ALIGNMENTS
>Query_75155 atpA
Length=1533

 Score = 343 bits (380),  Expect = 4e-98
 Identities = 578/832 (69%), Gaps = 26/832 (3%)
 Strand=Plus/Plus

Query  40    GCCCCCGGGATTATTGCTCGCCGTTCTGTACACGAGCCGATGCAAACTGGAATTAAAGCT  99
             || || || |||||||| || |  |||||    || ||  | ||||| ||  ||  ||||
Sbjct  403   GCACCTGGTATTATTGCACGACAATCTGTTTTTGAACCATTACAAACAGGGCTTGTAGCT  462

Query  100   GTGGATAGTCTGGTTCCCATCGGCCGTGGTCAACGGGAATTAATTATTGGGGATCGTCAA  159
              | |||  | || |||| || ||  | || ||||| |||||||||||||| ||| | |||
Sbjct  463   ATCGATTCTATGATTCCTATAGGTAGAGGGCAACGAGAATTAATTATTGGTGATAGACAA  522

Query  160   ACCGGTAAAACAGCAATCGCTTTGGATACTATTTTGAATCAAAAACACAACACTGGAGAG  219
             || || |||||| |||||||| | |||||||||||||||||||||   ||  |||     
Sbjct  523   ACAGGAAAAACATCAATCGCTGTTGATACTATTTTGAATCAAAAAGGTAAATCTG-----  577

Query  220   GCTCAGCTCTATTGTGTCTATGTGGCCATTGGTCAAAAACGGTCAACCGTGGCCCA-GTT  278
                    | |||||  | ||||| || ||||| ||||||   ||  |  | || || |||
Sbjct  578   -------TTTATTGCATTTATGTAGCTATTGGACAAAAAGCTTCCTCTATTGCTCAAGTT  630

Query  279   GGTTAAAATTTTATCTGACGCTCAGGCAATGGAGTATACCACTGTAGTGGCTGCCACGGC  338
             | ||  | ||| |    ||     ||| ||||| ||||| | | | || |||||  | ||
Sbjct  631   GTTTCGACTTTAAAGAAACAAGG-GGCTATGGAATATACTATTATTGTTGCTGCACCAGC  689

Query  339   CTCAGAT---CCCGCGCCTTTACAGTTTTTAGCACCTTATACTGGATGTGCTATATCTGA  395
                ||||   || ||  ||||||| | |||||| |||||||||||   | || |  | ||
Sbjct  690   ---AGATTCTCCAGCTACTTTACAATATTTAGCTCCTTATACTGGTGCTACTTTGGCAGA  746

Query  396   ATTTTTCCGGGATAATGGTATGCATGCGCTCATTATTTTCGATGATCTCAGCAAACAAAG  455
             || ||||  | |||| ||    ||| | ||  | ||||  |||||| |    ||||||  
Sbjct  747   ATATTTCATGTATAAAGGAGGTCATACCCTTGTGATTTATGATGATTTATCTAAACAAGC  806

Query  456   TGTGGCCTATAGGCAAATGTCACTATTGTTGCGTCGACCTCCCGGTAGAGAGGCGTTTCC  515
             |   || |||||  |||||||  || | ||  | ||||| || ||| | || || |||||
Sbjct  807   TCAAGCTTATAGAGAAATGTCTTTACTTTTAAGACGACCACCTGGTCGTGAAGCTTTTCC  866

Query  516   AGGAGATGTATTTTATCTTCATAGTCGACTACTTGAACGGGCTGCGAAACTAAGTGATAC  575
              || ||||| ||||||||||||    ||||  | |||||||| || ||||| | | |   
Sbjct  867   TGGGGATGTTTTTTATCTTCATTCAAGACTTTTAGAACGGGCAGCAAAACTGAATAAACA  926

Query  576   ACTAGGAGCAGGCAGTATGACCGCCTTACCTATCATTGAAACACAATCGGGGGATGTGTC  635
             | | || | ||| |||||||| ||  | |||||  |||||||||||   || ||||| ||
Sbjct  927   AATGGGTGGAGGTAGTATGACAGCTCTTCCTATTGTTGAAACACAAGAAGGAGATGTATC  986

Query  636   GGCTTATATTCCTACCAATGTGATTTCGATTACTGATGGACAAATATTCCTGGAAACATC  695
              ||||||||||| || ||||| ||||| |||||||||||||| || ||  |   | || |
Sbjct  987   TGCTTATATTCCAACAAATGTAATTTCTATTACTGATGGACAGATTTTTTT---ATCAGC  1043

Query  696   A-CTATTTT--ATAAAGGTATTCGTCCAGCAATTAATGTGGGAATTTCTGTGAGTCGTGT  752
             |  ||||||  |||  || ||||||||||| |||||||| || ||||||||   ||||||
Sbjct  1044  AGATATTTTTAATAGTGGAATTCGTCCAGCTATTAATGTTGGTATTTCTGTTTCTCGTGT  1103



Query  753   GGGTTCAGCCGCACAATTAAAAGCAATGAAACAGGTGGCCGGAAGTTTAAAATTGGAATT  812
              || || || || |||  |||||| |||||| | ||||| ||    |||||||| |||||
Sbjct  1104  AGGGTCGGCTGCTCAACCAAAAGCTATGAAAAAAGTGGCTGGTCAATTAAAATTAGAATT  1163

Query  813   AGCTCAGTATAGAGAGGTCGCAGCGTTTGCACAATTTGGTTCTGACTTAGAT  864
             |||||| | |   ||  | | ||| ||| |||||||   ||| || ||||||
Sbjct  1164  AGCTCAATTTGCTGAACTTGAAGCTTTTTCACAATTCTCTTCAGATTTAGAT  1215


