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Sequences producing significant alignnments: (Bits) Value
Nonane No definition line 2546 OEOO
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Nonane No definition line 24 4E-01
Nonane No definition line 24 4E-01
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ALl GNVENTS

>Nonanme No definition |ine
Lengt h=1635

Score = 2545.8 bits (1284), Expect = 0EOQO
Identities = 1293/1296 (100), Gaps = 0/1296 (0)
Strand = Pl us/ M nus

Query 54 TGGAATTGCTGATTCTGAAATCTCATCCATTATACCACCGTAAGGGTACAACACATACAT 113

R A A A A ANy
Sbj ct 1296 TGGAATTGCTGATTCTGAAATCTCATCCATTATACCACCGTAAGGGTACAACACATACAT 1237

Query 114 CCCAACTCCTACCTCTTCTTCATATAATTTTTCCAAAATTTTGACCATTGCAGITTCAGG 173

A A A A R AR
Sbj ct 1236 CCCAACTCCTACCTCTTCTTCATATAATTTTTCCAAAATTTTGACCATTGCAGTTTCAGG 1177

Query 174  TATTAGITTCTTAACATAGICTAACTTAATTGAGAAAGCCGTCTTCTTCCCAGCTGATCT 233

AR R A R R A AR AR A A
Sbjct 1176 TATTAGITTCTTAACATAGTCTAACTTAATTGAGAAAGCCGTCTTCTTCCCAGCTGATCT 1117

Query 234  ATCAAGCAAAATTTCCTTTTTAAAATTAGCAGIGITGTAATTTACAACACCACTGTAGAA 293

R R R N R A A A AN
Sbjct 1116 ATCAAGCAAAATTTCCTTTTTAAAATTAGCAGTGTTGTAATTTACAACACCACTGTAGAA 1057

Query 294 GATGGTTGTATCAATCCAGCTCAATTCTTTGCAATCAGITTTTTTAATACCCAACTCAGG 353

R R AN A AR
Sbj ct 1056 GATGGTTGTATCAATCCAGCTCAATTCTTTGCAATCAGTTTTTTTAATACCCAACTCAGG 997

Query 354  AAAGCTCTTGTITCATCAAGTCAACTAGACTATCCACTCCACCAAGAAAAATGGAAGAGAA 413

R RN AN RN EA AN
Sbjct 996  AAAGCTCTTGITCATCAAGICAACTAGACTATCCACTCCACCAAGAAAAATGGAAGAGAA 937

Query 414  GTAACCATGTACTGTAGTCTTATTCTTCCCATGATTATCTGTAATATTCCTAGTTCTGAA 473
R N R R A A Ay
Sbjct 936  GTAACCATGTACTGTAGTCTTATTCTTCCCATGATTATCTGTAATATTCCTAGTTCTGAA 877

Query 474 GTGAGTCGTGAGCATTAAATCTTTGTCATACTTGTAAGCAATATTTTGCCATTTGITAAA 533
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N R R R A R R AR RN ARy
GTGAGTCGTGAGCATTAAATCT TTGTCATACT TGTAAGCAATAT TTTGCCATTTGT TAAA

TAACTTGACAAGCCCATGTATCTCCATGTTCTTTTTAACACTGAATATAGTAGCCTTTGA

R R RN AR AN ARy
TAACTTGACAAGCCCATGTATCTCCATGT TCTTTTTAACACTGAATATAGTAGCCTTTGA

TGGGACAACAACAAGT TTGATTTTCCATGCTGCAATGATTCCAAAGTI TTTCTCCTCCTCC

U A A A N AR R ARy
TGGGACAACAACAAGT TTGATTTTCCATGCTGCAATGATTCCAAAGT TTTCTCCTCCTCC

ACCACGTATAGCCCAAAATAGATCTTCTCCCATGGATTTTCGATCTAGAACTTTTCCATC

R R R A AN AN AR RRA RN
ACCACGTATAGCCCAAAAT AGATCTTCTCCCATGGAT TTTCGATCTAGAACTTTTCCATC

AACATTGACTAAGT GTGCATCAATGATATTATCAGCCGCAAGGCCATAATTTCGCATCAA

R N R R A RN
AACATTGACTAAGT GTGCATCAATGATATTATCAGCCGCAAGGCCATAATTTCGCATCAA

TGCTCCATAGCCT CCTCCACTAAAGT GTCCACCTACGCCAACAGT AGGGCAATACCCACC

R R A A ANy
TGCTCCATAGCCT CCTCCACTAAAGT GT CCACCT ACGCCAACAGT AGGGCAATACCCACC

AGGAAAACTAAAATTCTCATTCATCTCATTGATCCAATAATAAACT TCTCCAAGGGTAGC

R R A R A A AN AR AR
AGGAAAACTAAAAT TCTCATTCATCTCATTGATCCAATAATAAACT TCTCCAAGGGTAGC

TCCGGCTTCAACCCACGCAGI TTGECTATGAATATCTACTTTGACCGTATGCATGI TTCT

R R RN A A RN
TCOGGCTTCAACCCACGCAGT TTGGCTATGAATATCTACT TTGACCGTATGCATGT TTCT

CAAGT CTACTATAGCAAAT GGGACTTGAGATAT GTAGGACAAACCCTCAGCATCATGGCC

U R R A AR A A AR RN
CAAGTCTACTATAGCAAAT GGGACT TGAGATAT GTAGGACAAACCCT CAGCATCATGGCC

ACCGCTTCGAGT TCGAATCTGCAAACCAACT TTCTTGGAGCAGAGAATACT GGCCTGGAT

R R R AR A AR AN
ACCGCT TCGAGT TCGAATCTGCAAACCAACT TTCT TGGAGCAGAGAATACT GGCCTGGAT

ATGGGAGACATTTGAAGGAGT GACAATAACGAGT GGT TTTGGGGT TGTATCAGAGGTGAA

R R R NN RN TR AN
ATGGGAGACAT TTGAAGGAGT GACAATAACGAGT GGT TTTGGGGT TGTATCAGAGGT GAA

TCTAAGATTTTGTATTGTCGAATTCAGGACAGACATATACAATTGGTCGTGT TGAGTGTA

R RN R R AR A AR ARy
TCTAAGATTTTGTATTGTCGAATTCAGGACAGACATATACAATTGGTCGTGT TGAGTGTA

TATGAATTTTGGATTTCCTGGATTGT TAGGAATATATTCCGAGAAGCATTTAAGGAAGT T

AR N R R A
TATGAATTTTGGAT TTGCTGGAT TGT TAGGAATATAT TCCGAGAAGCAT TTAAGGAAGT T

TTCTTGAGGATTAGCTATTGAAATTTGGATAT TGAATGAGAGAAAGAAAAATATTATTTT

R R A R A R A AR AR AN
TTCTTGAGGAT TAGCTAATGAAAT TTGGATAT TGAATGAGAGAAAGAAAAATATTATTTT

GCAAACAAACCAAAAGGAGAATGI TGAGCAATTCAT 1349

R U R R Ry
GCAAACAAACCAAAAGGAAAATGCTGAGCAATTCAT 1
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Score = 26.3 bits (13), Expect = 9E-02
Identities = 13/13 (100), Gaps = 0/13 (0)
Strand = Pl us/ Pl us

Query 2859 TGGAAAAATTATA 2871

LEEEETELTLT
Sbjct 1202 TGGAAAAATTATA 1214

Score = 24.3 bits (12), Expect = 4E-01
Identities = 12/12 (100), Gaps = 0/12 (0)
Strand = Pl us/ Pl us

Query 1222 GGAATATATTCC 1233

RAREARNARN
Sbjct 117  GGAATATATTCC 128

Score = 24.3 bits (12), Expect = 4E-01
Identities = 12/12 (100), Gaps = 0/12 (0)
Strand = Pl us/ M nus

Query 2515 ATATGGGAGACA 2526

NERRRAARARA
Sbjct 278  ATATGGGAGACA 267

Score = 24.3 bits (12), Expect = 4E-01
Identities = 12/12 (100), Gaps = 0/12 (0)
Strand = Pl us/Plus

Query 3865 AATTTTAGTTTT 3876

NNERRARAARY
Sbjct 502  AATTTTAGTTTT 513

Score = 22.3 bits (11), Expect = 1E00
Identities = 11/11 (100), Gaps = 0/11 (0)
Strand = Pl us/Plus

Query 3682 GCTACTATATT 3692

ARARNARIRE
Sbjct 763  GCTACTATATT 773



