Fig. S3A

# 1: A Sequence: Efal (2.A.77.1.1 homologue)
# 2: B _Sequence: Ptr2 (2.A.106.1.1 homologue)
# Matrix: EBLOSUMG62
# Gap penalty: 8.0
# Extend penalty: 2.0
# Length: 115
# Identity: 32/115 (27.8%)
# Similarity: 57/115 (49.6%)
# Gaps: 11/115 ( 9.6%)
# Score: 108.0
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Fig. S3B

# 1: A Sequence: Cac2 (2.A.75.1.1 homologue)
# 2: B _Sequence: Mpu4 (2.A.106.1.1 homologue)
# Matrix: EBLOSUMG62
# Gap_ penalty: 8.0
# Extend penalty: 2.0
# Length: 139
# Identity: 38/139 (27.3%)
# Similarity: 62/139 (44.6%)
# Gaps: 16/139 (11.5%)
# Score: 91.0
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============ FINISHED =============
Average Quality (AQ) 12.36 +/- 5.83
Standard score (Z): 13.0
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Fig. S3C

# 1: A Sequence: Hall (2.A.76.1.5 homologue)
# 2: B _Sequence: Cmil (2.A.106.1.1 homologue)
# Matrix: EBLOSUMG62
# Gap penalty: 8.0
# Extend penalty: 2.0
# Length: 166
# Identity: 42/166 (25.3%)
# Similarity: 81/166 (48.8%)
# Gaps: 19/166 (11.4%)
# Score: 103.0
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============ FINISHED =============
Average Quality (AQ) 18.42 +/- 6.49
Standard score (Z): 13.0
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