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# Program: water

# Rundate: Sun Nov 18 2005 19:23:24

# Align format: srspair

# Report file: fly-dscamL.water

G R R ik

# — —
#

# Aligned sequences: 2

# 1: Fly

# 2: Human

# Matrix: EBLOSUM62

# Gap penalty: 10.0

# Extend penalty: 0.5

#

# Length: 2181

# Identity: 633/2181 (29.0%)
# Similarity: 996/2181 (45.7%)
# Gaps: 315/2181 (14.4%)
# Score: 2523.5

#

#

#

fly exon 4 and human Dscam-L homolog (exon 3), with Human Dscam-1. IG-like C2-type
domain #2 underlined, and InterProScan predicted Fly IG PF00047.14 domain underlined

fly exon 6 and human Dscam=L homologous region (exon 5), Human Dscam-1, ITg-like C2-
type 3 underlined, and InterProScan fly predicted IG PF00047.14 underlined

fly exon 9.9 and human Dscam-L homolog (exon 9), with Human Dscam-I Ig-like C2-type
7 underlined, and InterProScan fly predicted IG PF00047.14 underlined

fly exon 17 and human Dscam=L homolog (exon 27), with predicted transmembrane domain
underlined
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Fly 60 ECKASGNPMPEIIWIRSDGTAVGDVPGLRQISSDGKLVFPPFRAEDYRQE 109
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Human 106 PCPAAGSPSAALRWYLATGDDIYDVPHIRHVHANGTLQLYPFSPSAFNSE 155
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