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N = too far 4= out of order v =0K
(b) Read AAAAlACCCcTGlGGGTT
s1 s3

100 101 102 103 104 105 106 107 108 109 110 111 112 113 114 115

Genome .. TIAAAAICCCCGIGGGTT|T ...
s1 S3

200 201 202 203 204 205

Genome ..T CCCTT ..

Seeds sorted r 101 110 : r 201 -:
by position : I s1 I FEEN I 53 I : : :
| 9 (| 1
o o -l
Final AAAAACCCTGIGGGTT
alignment AAAA-CCCCGIGGGTT




