Fig. S14A

# 1: A Sequence: Ceul TMS #1-3 (A8SU47 ; 2.A.107 homologue)
# 2: B _Sequence: Ceul TMS #4-6
# Matrix: EBLOSUMG62
# Gap penalty: 8.0
# Extend penalty: 2.0
#
# Length: 98
# Identity: 22/98 (22.4%)
# Similarity: 42/98 (42.9%)
# Gaps: 8/98 ( 8.2%)
# Score: 82.0
#
#
S R
1 Fully conserved D
A Sequence 1 ---MSIVELFMLAVGLSMDAFAVSICKGLSLRDIKVKHMVIAGVWFGGFQ
[ N e O e O O : : A
B Sequence 1 NADMSAKVMFLLAVATSIDALAVGV--SFAFLKLSTLYIVLAVIFIGCIT
4 Fully conserved D
2 3
A Sequence 48 ALMPTLGYVLGSFFADLVSKWSHWIAFVLLLFIGGSMIKESFGGEEEV
[l : R
B Sequence 49 FIFSAAGVKIGSIFGTKYKSKAELAGGIILILIGIKVVLDGLGIL---
5 6
W
============ FINISHED =============
Average Quality (AQ) 24.98 +/- 7.01

Standard score (Z): 8.0
Precise score (Z): 8.1
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Fig. S14B

# 1: A Sequence: Rsp2 TMS #1-3 (R9SLI6 ; 2.A.107 homologue)
# 2: B _Sequence: Rsp2 TMS #4-6
# Matrix: EBLOSUMG62
# Gap penalty: 8.0
# Extend penalty: 2.0
#
# Length: 102
# Identity: 22/102 (21.6%)
# Similarity: 40/102 (39.2%)
# Gaps: 20/102 (19.6%)
# Score: 64.0
#
#
S R
1 Fully conserved D
A Sequence 1l ————————— MNIFELFILAIGLSMDAFAVSVCKGLSLGRINAKHMCIAG
R | =: A
B Sequence 1 SKEEEHVNADMDIKSMFILAVATSIDALAV----GVTFAFLKVE-IVSAV
4 Fully conserved D o
2 3
A Sequence 41 AWFGGFQALMPLVGYFGGRFFADKVTRYSHWVAFVLLVFIGAGMIKE---
HE : | | | | : HE HE
B Sequence 46 SFIGVITFVCSAAGVKIGSLFGMKYKSKAELCGGIILILIGTKILLEGLG
5 6
A Sequence 87 —- 87
B_Sequence 96 MI 97
W
============ FINISHED =============
Average Quality (AQ) 19.03 +/- 6.10

Standard score (Z): 7.0
Precise score (Z): 7.4



Fig. S14C

# 1: A Sequence: Mspl TMS #1-3 (C6JCYl ; 2.A.107 homologue)
# 2: B _Sequence: Mspl TMS #4-6
# Matrix: EBLOSUMG62
# Gap penalty: 8.0
# Extend penalty: 2.0
#
# Length: 103
# Identity: 22/103 (21.4%)
# Similarity: 43/103 (41.7%)
# Gaps: 20/103 (19.4%)
# Score: 67.0
#
#
S R
1 Fully conserved D
A Sequence 1l - MDIVSTLLIAVALAMDAFSVSLTKGFTLKNITLKQILWE
A - N N N Il |
B Sequence 1 FSDDLDDDEDTFSFAELILLAVATSIDAFAVGVTYA-VLKIDILIPVIII
4 Fully conserved D
2 3
A Sequence 40 GVFFGGFQSLMPILGWTLGVQLQLIVSEVAPWIAFILLVLIGANMIRES-
| = N | N : R
B Sequence 50 GLV--AF--IFTIIGIYLGKKIGDYFGDKFEILGGVILILLGCRILLEGL
5 6
A Sequence 88 —--- 88
B_Sequence 96 GFL 98
# _______________________________________
============ FINISHED =============
Average Quality (AQ) 21.80 +/- 6.60

Standard score (Z): 7.0
Precise score (Z): 6.9



