#=======================================

# Aligned_sequences: 2

# 1: ENSMUSG78816

# 2: IPI00122069.1

# Matrix: EBLOSUM62

# Gap_penalty: 10.0

# Extend_penalty: 0.5

#

# Length: 697

# Identity:     693/697 (99.4%)

# Similarity:   696/697 (99.9%)

# Gaps:           0/697 ( 0.0%)

# Score: 3779.0

#=======================================

ENSMUSG78816     301 KFEACNYPLELYERVQMEPSNNPIPSPSPSPTDSKRCFFGASPGRLHISD    350

                     |||||||||||||||:|.||::||||||||||||||||||||||||||||

IPI00122069.1    301 KFEACNYPLELYERVRMGPSSSPIPSPSPSPTDSKRCFFGASPGRLHISD    350

N (spans splice site)

