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A complete sequence, 52145 bp including 10-base 3’ overhang (CGGATGGTAA), Cluster A1, Order 4, Window 96, Step 12, 2/26
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A complete sequence, 52145 bp including 10-base 3’ overhang (CGGATGGTAA), Cluster A1, Order 4, Window 96, Step 12, 3/26
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A complete sequence, 52145 bp including 10-base 3’ overhang (CGGATGGTAA), Cluster A1, Order 4, Window 96, Step 12, 4/26
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A complete sequence, 52145 bp including 10-base 3’ overhang (CGGATGGTAA), Cluster A1, Order 4, Window 96, Step 12, 5/26
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A complete sequence, 52145 bp including 10-base 3’ overhang (CGGATGGTAA), Cluster A1, Order 4, Window 96, Step 12, 6/26

Complementary Sequence
N

Direct Sequence
A

~

Nucleotide Position

1.0
0.5 A Lo I
0 0\ [ | | | \ [ | | | | | \ \ [N L
1.0 B 8800 9200 9600 10000 10400
0.5 Lo
\ \ \ \ [ | | [, | | \ \ L L
9200 9600 10000 10400
A [ |1
0 0\ | | | \ [ | | | | [ \ \ |, | L
> 1.0 B 8800 9200 9600 10000 10400
051 — .
00\ [ | ool || L AN /N | | \ \ [ L
1'0 ) 8800 9200 9600 10000 10400
0.5 I L I oo 1 I e
00\ | Al A | \ [ | | | | [ \ \ |, L
1.0 ~ 8800 9200 9600 10000 10400
05 AT Lo o : k L !
0 0\ [ | | | \ [ | | | | J\/\ N \ \ | ‘
~ 8800 9200 9600 10000 10400



A complete sequence, 52145 bp including 10-base 3’ overhang (CGGATGGTAA), Cluster A1, Order 4, Window 96, Step 12, 7/26
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A complete sequence, 52145 bp including 10-base 3’ overhang (CGGATGGTAA), Cluster A1, Order 4, Window 96, Step 12, 8/26
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A complete sequence, 52145 bp including 10-base 3’ overhang (CGGATGGTAA), Cluster A1, Order 4, Window 96, Step 12, 9/26
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. complete sequence, 52145 bp including 10-base 3’ overhang (CGGATGGTAA), Cluster A1, Order 4, Window 96, Step 12, 10/26
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. complete sequence, 52145 bp including 10-base 3’ overhang (CGGATGGTAA), Cluster A1, Order 4, Window 96, Step 12, 11/26
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. complete sequence, 52145 bp including 10-base 3’ overhang (CGGATGGTAA), Cluster A1, Order 4, Window 96, Step 12, 12/26
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. complete sequence, 52145 bp including 10-base 3’ overhang (CGGATGGTAA), Cluster A1, Order 4, Window 96, Step 12, 13/26

10r

051 : H = T o | I T Y

23600 24000 24400 24800 25200

0.5

Direct Sequence
A

0.0
101

05 e — [ : — — e

> 28 ) 23600 24000 24400 24800 25200

05 . P . . | | | - ”_1‘ ; ‘\ | \HH L u\‘\ | [T | \\‘\H‘ ’J;

10+ 23600 24000 24400 24800 25200

oo4 \ \ [ | L1 \ \ [ | L1 [ S |
1'0 23600 24000 24400 24800 25200

Complementary Sequence
N
o
ol

0.5 — = ! ! I o Lo NI

| A \ || L1 \ \ || L1 [ \ \ L |
23600 24000 24400 24800 25200

Nucleotide Position




. complete sequence, 52145 bp including 10-base 3’ overhang (CGGATGGTAA), Cluster A1, Order 4, Window 96, Step 12, 14/26
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. complete sequence, 52145 bp including 10-base 3’ overhang (CGGATGGTAA), Cluster A1, Order 4, Window 96, Step 12, 15/26
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. complete sequence, 52145 bp including 10-base 3’ overhang (CGGATGGTAA), Cluster A1, Order 4, Window 96, Step 12, 16/26
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. complete sequence, 52145 bp including 10-base 3’ overhang (CGGATGGTAA), Cluster A1, Order 4, Window 96, Step 12, 17/26
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. complete sequence, 52145 bp including 10-base 3’ overhang (CGGATGGTAA), Cluster A1, Order 4, Window 96, Step 12, 18/26
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. complete sequence, 52145 bp including 10-base 3’ overhang (CGGATGGTAA), Cluster A1, Order 4, Window 96, Step 12, 19/26
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. complete sequence, 52145 bp including 10-base 3’ overhang (CGGATGGTAA), Cluster A1, Order 4, Window 96, Step 12, 20/26
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. complete sequence, 52145 bp including 10-base 3’ overhang (CGGATGGTAA), Cluster A1, Order 4, Window 96, Step 12, 21/26
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. complete sequence, 52145 bp including 10-base 3’ overhang (CGGATGGTAA), Cluster A1, Order 4, Window 96, Step 12, 22/26
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. complete sequence, 52145 bp including 10-base 3’ overhang (CGGATGGTAA), Cluster A1, Order 4, Window 96, Step 12, 23/26
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. complete sequence, 52145 bp including 10-base 3’ overhang (CGGATGGTAA), Cluster A1, Order 4, Window 96, Step 12, 24/26
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. complete sequence, 52145 bp including 10-base 3’ overhang (CGGATGGTAA), Cluster A1, Order 4, Window 96, Step 12, 25/26
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. complete sequence, 52145 bp including 10-base 3’ overhang (CGGATGGTAA), Cluster A1, Order 4, Window 96, Step 12, 26/26
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