Fig. S5A

# 1: A Sequence: Lbrl (2.A.77.1.1 homologue)
# 2: B _Sequence: Sma2 (2.A.108.2.4 homologue)
# Matrix: EBLOSUMG62
# Gap penalty: 8.0
# Extend penalty: 2.0
# Length: 207
# Identity: 55/207 (26.6%)
# Similarity: 101/207 (48.8%)
# Gaps: 31/207 (15.0%)
# Score: 138.0
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Fig. S5B

# 1: A Sequence: Aaul (2.A.76.1.5 homologue)

# 2: B Sequence: Elil (2.A.108.2.1 homologue)

# Matrix: EBLOSUM62

# Gap_penalty: 8.0

# Extend penalty: 2.0

# Length: 104

# Identity: 25/104 (24.0%)

# Similarity: 48/104 (46.2%)

# Gaps: 5/104 ( 4.8%)

# Score: 84.0
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Fig. S5C

# 1: A Sequence: Aanl (2.A.106.1.1 homologue)

# 2: B Sequence: Ssol (2.A.108.3.3 homologue)

# Matrix: EBLOSUM62

# Gap_penalty: 8.0

# Extend penalty: 2.0

# Length: 82

# Identity: 28/82 (34.1%)

# Similarity: 47/82 (57.3%)

# Gaps: 2/82 ( 2.4%)

# Score: 104.0
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