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icterium phage Schnapsidee complete sequence, 41872 bp, circularly permuted, Cluster EA1, Order 4, Window 96, Step 12, 2/21
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icterium phage Schnapsidee complete sequence, 41872 bp, circularly permuted, Cluster EA1, Order 4, Window 96, Step 12, 3/21
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icterium phage Schnapsidee complete sequence, 41872 bp, circularly permuted, Cluster EA1, Order 4, Window 96, Step 12, 4/21
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icterium phage Schnapsidee complete sequence, 41872 bp, circularly permuted, Cluster EA1, Order 4, Window 96, Step 12, 5/21
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icterium phage Schnapsidee complete sequence, 41872 bp, circularly permuted, Cluster EA1, Order 4, Window 96, Step 12, 6/21
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icterium phage Schnapsidee complete sequence, 41872 bp, circularly permuted, Cluster EA1, Order 4, Window 96, Step 12, 7/21
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icterium phage Schnapsidee complete sequence, 41872 bp, circularly permuted, Cluster EA1, Order 4, Window 96, Step 12, 8/21
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icterium phage Schnapsidee complete sequence, 41872 bp, circularly permuted, Cluster EA1, Order 4, Window 96, Step 12, 9/21
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terium phage Schnapsidee complete sequence, 41872 bp, circularly permuted, Cluster EA1, Order 4, Window 96, Step 12, 10/21
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terium phage Schnapsidee complete sequence, 41872 bp, circularly permuted, Cluster EA1, Order 4, Window 96, Step 12, 11/21
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terium phage Schnapsidee complete sequence, 41872 bp, circularly permuted, Cluster EA1, Order 4, Window 96, Step 12, 12/21
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terium phage Schnapsidee complete sequence, 41872 bp, circularly permuted, Cluster EA1, Order 4, Window 96, Step 12, 13/21
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terium phage Schnapsidee complete sequence, 41872 bp, circularly permuted, Cluster EA1, Order 4, Window 96, Step 12, 14/21
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terium phage Schnapsidee complete sequence, 41872 bp, circularly permuted, Cluster EA1, Order 4, Window 96, Step 12, 15/21
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terium phage Schnapsidee complete sequence, 41872 bp, circularly permuted, Cluster EA1, Order 4, Window 96, Step 12, 16/21
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terium phage Schnapsidee complete sequence, 41872 bp, circularly permuted, Cluster EA1, Order 4, Window 96, Step 12, 17/21
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terium phage Schnapsidee complete sequence, 41872 bp, circularly permuted, Cluster EA1, Order 4, Window 96, Step 12, 18/21
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terium phage Schnapsidee complete sequence, 41872 bp, circularly permuted, Cluster EA1, Order 4, Window 96, Step 12, 19/21
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terium phage Schnapsidee complete sequence, 41872 bp, circularly permuted, Cluster EA1, Order 4, Window 96, Step 12, 20/21

10r

05" — ‘ — : e e T A TR B B B B I

004 \ \ L | /\MA \ \ L1 | | .| | | [ | \ \

38400 38800 39200 39600 40000

0.5 H I g — [N [ B [ o —

Direct Sequence
A

101

05F — ! ' o ' ' E— I

> 28 ) 38400 38800 39200 39600 40000

1.0

0.5 ¢ PP ‘ : L |

\ \ \ L1 | | )| \ \ L1 | [ 1] [ . | [\ \ \
0.0
10 38400 38800 39200 39600 40000

Complementary Sequence
N

O5F—1 1} — no— I

\ \ \ L1 | | \ \ L1 | | .| | | [ | \ \
0.0
- 38400 38800 39200 39600 40000

Nucleotide Position



terium phage Schnapsidee complete sequence, 41872 bp, circularly permuted, Cluster EA1, Order 4, Window 96, Step 12, 21/21
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