NCBI data base; control M/M, clone # 9

Score = 456 bits (237), Expect = 2e-123 Identities = 237/237 (100%), Gaps = 0/237 (0%)

Strand=Plus/PlusQuery

10970 TAATCCCAGCACTTTGAGAGGCCGAGGCAGGTGGATCACGAGGTCAGGAGATCGAGACCA 11029
Frrrrrrrrrrrrererererererrrrrrrr ettt ettt e e

Sbjct 1 TAATCCCAGCACTTTGAGAGGCCGAGGCAGGTGGATCACGAGGTCAGGAGATCGAGACCA 60Query

11030 TCCTGGCTAACATGGTGAAACCCCGTCTCTACTAAAAACACAAAAAATTAGCCGGGTGTG 11089
Frrrrrrrrrrrrererererererrrrrrrr ettt ettt e e

Sbjct 61 TCCTGGCTAACATGGTGAAACCCCGTCTCTACTAAAAACACAAAAAATTAGCCGGGTGTG 120Query

11090 GTGGCGGGCGCCTGTAGTCCCTGCTACTCGGGAGGCTGAGGCAGGAGAATGGCATGAACC 11149

Crrrrrrrrrrrerreerrrerrrrrrrrrrrrrrr ettt
Sbjct 121 GTGGCGGGCGCCTGTAGTCCCTGCTACTCGGGAGGCTGAGGCAGGAGAATGGCATGAACC 180

Query 11150 CGGGAGGTGGAGCTGGCAGTGAGCTGAGATCACACCACTGCAGTCCAGCCTGGGTGG 11206
FErrrrrrrrrrrrrrerrrerrrerrr et ettt et r e

Sbjct 181 CGGGAGGTGGAGCTGGCAGTGAGCTGAGATCACACCACTGCAGTCCAGCCTGGGTGG 237

Fig. 1 supplem.
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Fig. 2 supplem.
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Fig. 3 supplem.
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control M/V, clone # 2

NCBI database
intergenic

Fig. 4 supplem.
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