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ig. S2A

# 1: A Sequence: Pstl (2.A.75.1.1 homologue)
# 2: B _Sequence: Bthl (2.A.76.1.5 homologue)
# Matrix: EBLOSUMG62
# Gap_ penalty: 8.0
# Extend penalty: 2.
#
# Length: 171
# Identity: 57/171 (33.3%)
# Similarity: 87/171 (50.9%)
# Gaps: 20/171 (11.7%)
# Score: 159.0
S R
1 2
A Sequence 1 LILPLGPQNAFVLN----QGVKRHYHLMTATLCSLSDVVLICAGIFGGSA
AN dll: s S [
B Sequence 1 ILLP-GPNSMYVLSLAAQRGVKAGYRAACGVF--VGDTVLMVLSAAGVA
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Fig. S2B

# 1: A Sequence: Hall (2.A.76.1.5 homologue)
# 2: B _Sequence: Okil (2.A.77.1.1 homologue)
# Matrix: EBLOSUMG62
# Gap penalty: 8.0
# Extend penalty: 2.0
#
# Length: 124
# Identity: 33/124 (26.6%)
# Similarity: 63/124 (50.8%)
# Gaps: 12/124 ( 9.7%)
# Score: 107.0
S R
2 3
A Sequence 1 IGDAVLIFCAYIGIASLIRSSPFLFSLVKMLGALYLLYLGLKILYSTLAK
N N R U s e
B Sequence 1 IGNGILIVMSLL-LAYLLKFIPESW-ILGLLG-LFPITVGLKTFFS----
2 3
4
AfSequence 51 KGQEQSAAKEEPEHTFRKALTLSLTNPKA--ILFYVSFFVQFIDMDYAHT
[ s 1 [ el N A  IHE
Bisequence 44 KEDETAKAKASDAHLIRDVVLMTLTTCSADNLAIYIPFFA———SVDFSYE
4
5
A Sequence 99 GVSFAILAVILEMISFCYMTLLIF 122
| N I N I I
B Sequence 91 PVILIVFLLILSAVSFTALKITKF 114
5
W
============ FINISHED =============
Average Quality (AQ) 23.76 +/- 7.02
Standard score (Z): 12.0
Precise score (Z): 11.9
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Fig. S2C

# 1: A Sequence: Asp2 (2.A.75.1.3 homologue)
# 2: B _Sequence: Cthl (2.A.77.1.2 homologue)
# Matrix: EBLOSUMG62

# Gap penalty: 8.0

# Extend penalty: 2.0

#

# Length: 144

# Identity: 38/144 (26.4%)

# Similarity: 65/144 (45.1%)

# Gaps: 14/144 ( 9.7%)

# Score: 92.0
S R

A _Sequence

B_Sequence

A _Sequence

B_Sequence

1 LRQGLRREHVMP%VLVCALSDAVLLQVGVWGMGGVLLARPEW;QFMRWAG
1 INANF&&RQ;;—;GQYLGF;TIéiASLPGF—Féé;;;Pé—é%IGLL———é
2 . 3
51 ALFLLMYAAQTAARALRPGQLLVATSGPGTSLRTTLATVVALTWLNPHVY
45 LLPITIGEKQLYNEKIBTVOUOTVTSFENSSYRNSTESFL-LOLINPATY
4

5

AfSequence 100 LDTVVLLGTMATPYPAWGRALFAAGGSLAS----- ALWFLLIGL 139
[ : N [eellee]e

B Sequence 94 KVAAVTLANGGDNISIY-IPLF-AGSQLASLSIILAVFFLMVGV 135
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# _______________________________________

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

Average Quality (AQ) 16.11 +/- 6.25

Standard score (Z): 12.0

Precise score (Z): 12.1

50

44

100

93



