Fig. S8A

# 1l: A Sequence: Aurl (2.A.76.1.2 homologue)
# 2: B_Sequence: Bcol (2.A.113.1.9 homologue)
# Matrix: EBLOSUM62
# Gap_penalty: 8.0
# Extend penalty: 2.0
# Length: 209
# Identity: 52/209 (24.9%)
# Similarity: 93/209 (44.5%)
# Gaps: 18/209 ( 8.6%)
# Score: 128.0
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Fig. S8B

# 1l: A Sequence = Acy3 (2.A.77.1.4 homologue)
# 2: B _Sequence = Garl (2.A.113.1.9 homologue)
# Matrix: EBLOSUM62
# Gap_penalty: 8.0
# Extend_penalty: 2.0
# Length: 195
# Identity: 55/195 (28.2%)
# Similarity: 94/195 (48.2%)
# Gaps: 23/195 (11.8%)
# Score: 129.0
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Average Quality (AQ) 18.67 +/- 7.32
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Fig. S8C

# 1l: A Sequence: Bdil (2.A.109.1.5 homologue)
# 2: B_Sequence: Cull (2.A.113.1.9 homologue)
# Matrix: EBLOSUM62
# Gap_penalty: 8.0
# Extend penalty: 2.0
# Length: 196
# Identity: 55/196 (28.1%)
# Similarity: 83/196 (42.3%)
# Gaps: 19/196 ( 9.7%)
# Score: 117.0
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Fig. S8D

# 1l: A Sequence: Mfol (2.A.95.1.4 homologue)
# 2: B Sequence: Orf5 (2.A.113.2.1 homologue)
# Matrix: EBLOSUM62
# Gap penalty: 8.0
# Extgndipenalty: 2.
# Length: 128
# Identity: 33/128 (25.8%)
# Similarity: 66/128 (51.6%)
# Gaps: 11/128 ( 8.6%)
# Score: 109.0
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