Fig. S4A

# 1: A Sequence: Korl (2.A.76.1.5 homologue)
# 2: B _Sequence: Ccel (2.A.107.1.2 homologue)
# Matrix: EBLOSUMG62
# Gap_ penalty: 8.0
# Extend penalty: 2.0
# Length: 105
# Identity: 26/105 (24.8%)
# Similarity: 58/105 (55.2%)
# Gaps: 9/105 ( 8.6%)
# Score: 80.0
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B Sequence 47 TSIDAL-AVGITFAFLNVNI-IPAVSF--IGIVTFTLSMIGVRIGSVFGE
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B_Sequence 93 KFKS 97
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============ FINISHED =============
Average Quality (AQ) 11.53 +/- 4.99
Standard score (Z): 14.0

Precise score (Z): 13.7
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Fig. S4B
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# 1: A Sequence: Hkul (2.A.77.1.5 homologue)
# 2: B _Sequence: Dvul (2.A.107.1.2 homologue)
# Matrix: EBLOSUMG62

# Gap penalty: 8.0

# Extend penalty: 2.0

# Length: 137

# Identity: 41/137 (29.9%)

# Similarity: 69/137 (50.4%)

# Gaps: 16/137 (11.7%)

# Score: 110.0
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B Sequence 42 MLAVATSIDALAVGL----SLSVLGIDIVTPAIVIGVVCLLFTATGLHLG
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A Sequence 100 PMVS--EIIEKYEKIIVPVVFIALGIYIMYENGTIQT 134
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B Sequence 88 RMLSRAESLGRRAALAGGVVLIGIGLRILYEHGVEDT 124
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# _______________________________________

============ FINISHED =============

Average Quality (AQ) 14.66 +/- 6.04

Standard score (Z): 16.0

Precise score 15.7
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Fig. S4C

# 1: A Sequence: Csp2 (2.A.106.1.1 homologue)
# 2: B _Sequence: Eco2 (2.A.107.1.1 homologue)
# Matrix: EBLOSUMG62
# Gap penalty: 8.0
# Extend penalty: 2.0
# Length: 152
# Identity: 47/152 (30.9%)
# Similarity: 70/152 (46.1%)
# Gaps: 15/152 ( 9.9%)
# Score: 134.0
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B Sequence 1 AVFGSVETLTPLIGWAIGSVAQHYIADWDHWIAFTLLLLLGLRMIYGALQ
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============ FINISHED
Average Quality (AQ)
Standard score (Z): 1
Precise score (Z): 1
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