BlastN results: JalFarm20_36
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We have more than 4 bp overlaps.
[bookmark: _GoBack]Gap between 36 and 37 is -211.
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Mycobacterium phage Flathead, complete genome
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Score Expect Identities Gaps Strand
438 bits(237) 7e-119 237/237(100%) 0/237(0%) Plus/Minus
Query 1 GTGGCCGACGCCGTTCCGGGGTTTCCGCGGCGTTCGGCGCCGATCGACATCAGCAGTGAT 60

Sbjct 29342 GTGGCCGACGCCGTTCCGGGGTTTCCGCGGCGTTCGGCGCCGATCGACATCAGCAGTGAT 29283

Query 61 ACGACGGCCGCGCCGCCGGACACGGACAGCACCGATATCCAGTCGGTGGTCATCAGGTCG 120
Sbjct 29282 ACGACGGCCGCGCCGCCGGACACGGACAGCACCGATATCCAGTCGGTGGTCATCAGG#&A 29223
Query 121 ACTGCCCCGGCGCCGAGGGTGGCGATCGCGGTTTGGGCGAATGTGCGTATGGCCCGCTCG 180
Sbjct 29222 ACTGCCCCGGCGCCGAGGGTGGCGATCGCGGTTTGGGCGAATGTGCGTATGGCCCGC#&A 29163

Query 181 GCGGCGTCGATCCAGAATGAACGTGTCAGCATGGGTGCCTCCTATGTGCGTAGGTAG 237

Sbjct 29162 GCGGCGTCGATCCAGAATGAACGTGTCAGCATGGGTGCCTCCTATGTGCGTAGGTAG 29106
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Mycobacterium phage MilleniumForce, complete genome
Sequence ID: NC_051683.1 Length: 58106 Number of Matches: 1
See 1 more title(s) v See all Identical Proteins(IPG)

Range 1: 29443 to 29679 GenBank Graphics

Score

438 bits(237)

Query
Sbjct
Query
Sbjct
Query
Sbjct
Query
Sbjct

1

29679

61

29619

121

29559

181

29499

Expect Identities Gaps Strand
7e-119 237/237(100%) 0/237(0%) Plus/Minus

GTGGCCGACGCCGTTCCGGGGTTTCCGCGGCGTTCGGCGCCGATCGACATCAGCAGTGAT

GTGGCCGACGCCGTTCCGGGGTTTCCGCGGCGTTCGGCGCCGATCGACATCAGCAGTGAT

CGACGGCCGCGCCGCCGGACACGGACAGCACCGATATCCAGTCGGTGGTCATCAGGTCG

CGACGGCCGCGCCGCCGGACACGGACAGCACCGATATCCAGTCGGTGGTCATCAGGTCG

CTGCCCCGGCGCCGAGGGTGGCGATCGCGGTTTGGGCGAATGTGCGTATGGCCCGCTCG

A
A
A
A CGAATGTGCGTATGGCCCGCTCG

CT

@
0
[a)
[a)
0
@
@
0
@
0
[a)
[a)
>
@
@
@
i
@
[n)
0
@
b
et
()
@
[a)
@
@
it
—
—
@
@
@
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