Fig. S10A

# 1l: A Sequence: Btr2 (2.A.76.1.2 homologue)
# 2: B_Sequence: Cbal (5.A.1.2.1 homologue)
# Matrix: EBLOSUM62
# Gap_penalty: 8.0
# Extend penalty: 2.0
# Length: 196
# Identity: 52/196 (26.5%)
# Similarity: 90/196 (45.9%)
# Gaps: 24/196 (12.2%)
# Score: 134.0
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Fig. S10B

# 1l: A Sequence = Sne3 (2.A.106.1.2 homologue)
# 2: B_Sequence = Orf5 (5.A.1.2.1 homologue)
# Matrix: EBLOSUM62
# Gap_penalty: 8.0
# Extend penalty: 2.0
# Length: 161
# Identity: 52/161 (32.3%)
# Similarity: 82/161 (50.9%)
# Gaps: 22/161 (13.7%)
# Score: 130.0
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B Sequence 1 LVGFSVIFIFLGYSSSLVGTFFYQY--QDLLRQI-GAIFIVIFGLMILGF
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A Sequence 50 RNKREEIK-TKYHFEN-P--FYSGFI--LIFVSEWGDKTQIATG---LFA
e
B Sequence 48 FTPKFLMKEKKLQFKNRPAGYFGTFLIGLAFAAGWTPCTGPITGAVEFMMA
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A Sequence 135 FLFISMGVLFF 145
A

B_Sequence 145 YLMIALGILLF 155
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============ FINISHED =============
Average Quality (AQ) 26.20 +/- 7.85
Standard score (Z): 13.0

Precise score (Z): 13.2
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Fig. S10C

# 1l: A Sequence: Cacl (2.A.107.2.1 homologue)
# 2: B_Sequence: Dsp2 (5.A.1.2.1 homologue)
# Matrix: EBLOSUM62
# Gap_penalty: 8.0
# Extend penalty: 2.0
# Length: 154
# Identity: 47/154 (30.5%)
# Similarity: 79/154 (51.3%)
# Gaps: 14/154 ( 9.1%)
# Score: 146.0
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Fig. S10D

H = H FH Ik

l: A _Sequence: Pful (2.A.95.1.4 homologue)
2: B Sequence: Dtol (5.A.1.2.1 homologue)
Matrix: EBLOSUM62

Gap_penalty: 8.0

Extend penalty: 2.0

# Length: 213
# Identity: 57/213 (26.8%)
# Similarity: 104/213 (48.8%)
# Gaps: 25/213 (11.7%)
# Score: 140.0
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B Sequence 1 GLLSFFSPCILPLIPAYFSFITGLSLDELKENKRQTRQKVFLS-TVFYVA
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B Sequence 50 GFSFIFILFGASASFLGGLASQYAWVVRYIGGGIILV-FGLHLL-GIINI
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============ FINISHED =============
Average Quality (AQ) 22.82 +/- 7.67
Standard score (Z): 15.0
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Fig. S10E

# 1l: A Sequence: Snil (2.A.116.1.4 homologue)
# 2: B_Sequence: Psp5 (5.A.1.2.1 homologue)
# Matrix: EBLOSUM62
# Gap_penalty: 8.0
# Extend penalty: 2.0
# Length: 194
# Identity: 46/194 (23.7%)
# Similarity: 97/194 (50.0%)
# Gaps: 15/194 ( 7.7%)
# Score: 117.0
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A Sequence 145 AGERLDPTMARIKDWMDRNLGAMEAVVLVVIGLMVIEKGISSLS 188
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B Sequence 143 LIDNLTAYLRKVTKHLPK-ISVASGVVMMLMGVLVFTNQLEVFS 185
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============ FINISHED =============
Average Quality (AQ) 21.78 +/- 7.27
Standard score (Z): 13.0

Precise score (Z): 13.1

50

50

94

96

144

142



