A Isolate query aligned to C. kamaaina subject

Range 1: 12 to 692 GenBank Graphics

Range 1: 76 to 706 GenBank Graphics

Isolate query aligned to_C. oiwi subject

A/

A/Ga?

Score Expect Identities Strand Score Expect Identities Gaps Strand
815 bits(441) 0.0 619/698(89%) 42/698(6%) Plus/Minus 1157 bits(626) 0.0 630/632(99%) 1/632(0%) Plus/Minus
Query 1 AATCGTAAGGACTTCGGACATACGACA' 'ATACGCCACATGTC Query 1 GCACCCTCTCTGGTTTATG! CATACGACATCACTGGAA
HHHHHHIII\HIHHHHIIHIIIHHHHIIHIIHHHHHH X \HIIIHIIIIIH\HHHH\HHIIHHIIIHHHHHHHHHHH
Sbjct 692 AATCGTAAGGACTTCGGACATACGACAT! TACACCTATACGCCACATGTC 33 Sbjct 706 GCACCCTCTCTGGTTTATGGCCT! ACGACATCACTGGAA
Query 61 'CGGCGCTGGGCTCTTCCCGTTTCACTCGCCGTTACT 120 Query 61 GACTACACCTATACGCCACATGTCGTAGCAGCCAATGACTGAACGATTCGGCGCTGGGCT
HHHHHHIII\HIHHHHIIHIIHHHHIIIHIIHHHHHH . FELECEVEELEEE L P L ER LT LT
sbjct 632 TGAACGATTCGGCGCTGGGCTCTTCCCGTTTCACTCGCCGTTACT 573 Sbjct 646 GACTACACCTATACGCCACATGTCGTAGCAGCCAATGACTGAACGATTCGGCGCTGGGCT
e R
Sbjct 572 GGAATCCTTTTTAGTTTCTTTTCCTCCGCTAAATGATATGCTTAAGTTCAGCGGGTA 513 Sbjct 586 CTTCCCGTTTCACTCGH CTTTTTAGTTTCTTTTCCTCCGCTAAA
e o Dl I SR
HHHHHHIII\HIHHHHIIHIIHHH\ 11
Sbject 512 ACGACTGAGTTH A A-TCG | 459 Sbjct 526 | TGATATGCTTAAGTTCAGCGGGTAATCACGACTGAGTTCAGGTTGAGAATAGCARGACGC
S IR T 3 i b B )
Sbjct 458 | A-GACGA-CGA- AATCTCTTAARACGTTAGGCAATCGAGCGGCATA | 407 Sbjct 466 | ACACTGTTAGGTCAACGTCAATCAATGACGATCGTCGTCGACCAACAACGAATCTCTTTA
- S e i Do B~ B
Sbijct e CCGGTCTGACTTCAARATAGGCAGCAACATTCTCCGCCAGCCGCACAATCAGAGACACGT | 347 Sbijct @ TATGTTTGCAATCGAGCGGCACACCGGTCTGACTTCACATAAGCAGCAACATCCGATTCG
Query 356 | TATGATACACGTCTTGATGCACAA 'CAAGTTGGTCGCC-T | 414 Query 361 ACACGTTATGATACACGTCTTGATGCAC!
FLLELTLLTLLL IH\IHHH I IHIIHHHHIIIHIIHHHHH | \HIIIHIIIIIH\HHHH\HHIIHHIIIHHHHHHHHHHH
Sbjct 346 | TATGATACACGTCCTGATGCACAACGAGE' 'CARGTTGGTCGCCAT | 287 Sbjct 346 ACGTTATGATACACGTCTTGATGCAC!
Query 415 TTA(‘Z‘C}‘\C‘{TC‘C‘TTfTC(‘}‘CTC}‘\C‘}‘\AT}‘\‘GTTﬁ(‘}TTﬁCﬁITT‘GTTTT}‘\TTTTC‘;ATT??‘CTC‘C“T 473 Query 421 GCCTTTAGCAGCCCTATCG AGAAGCGCGTCC
\HIIIHIIIIIH\HHHH\HHIIHHIIIHHHHHHHHHHH
Sbjct 286 | TTGGCAGCCCAAATTGCTAACACAAGCAAAGAGAAGCGCGTCCCATTACGGATGACTCGT | 227 Sbjct 286 CCTTTAGCAGCCCTATC: AGAAGCGCGTCC
Query 474 T C. GGAATAAGATCAGACGACGC- | 532 Query 481 | CATTACGAATGACTCCT 'CACCCGACTTGAGATGCTTCTTTACTGGAA
i [T T IHIHHHHI IHHHIIIHIIIHHH\ CELVRLLTT LT LTV TLL LTI ]
sbjct 226 N\ CTTGAGAAU Jll.“.L:A TGGAATAAGATCGGGCGACAC, 170 Sbjct 226 CAT’]‘ACGAATGACTCCTAGGAGAGAGGAGCCACCCGACTTGAGATGCTTCTTTACTGGy
Query 533 TT*?**?}T**T?T*T**T** C‘(‘3C‘}ﬁ\TTTTACTCG?T??T?TTWTT?A*??*fP‘\}‘\C‘f 577 Query 541 ATAAGATCAGACGACGC!
HIIIHIIIIIHH\HHHHHHIHHIIIHHHHHHH\HH H
Sbjct 169 CGTATGAAAACGCGCGCTGCACCCA. CAAGCCGAAAACGACGAATGAACG 110 Sbjct 166 -TAARGATCAGACGACG
R AR e
Sbjct 109 AAGAATTCGACAGTAAGT AGACGTACCGACTGGAGACCCAGTCG Sbjct 107 ACGAATTCGACAGTAGGTTAAACAACCCTGAA
e R T T L L L L T 7
Sbjct 49 GTGCTATGCGTTCGARATTTCACCACTCTARGCGTCTG
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