Sequence 1: Icl|1 seq |
Length =259 (1 .. 259)

Sequence 2: Icl|2 seq 2
Length =244 (1 .. 244)

NOTE:Bitscore and expect value are calculated based on the size of the nr database.

Score =

Identities
Query 128
Sbjct 116
Query 184
Sbjct 176
Query 243
Sbjct 236

126 bits (31
(

1), Expect = le=27
= £0/125 (55%), Positives = 847125 (&7%), Gaps = 5/125 (4%)
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