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Supplementary Figure S4A

CLUSTAL multiple sequence alignment by MUSCLE (3.8)
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Supplementary Figure S5A

Cluster 187538 Original Location: ChrlS5Z:5288318-5288521 Displayed Location: {hrl5Z:5280485-5188526 Stramnd: +
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Supplementary Figure S5B
Score = 212 bits (234), Expect = d4e—-34
Identities = 121/122 (99%), Gap=z = 1/122 (l%)
Strand=Plus/Minus

Query 1 GEAGGCACTGATGATGTTGTTGACAGARAGATAGAGAGCACAGATGATGETATGCAATGEE
I FErrrn Frrerrrrrrrrerenrnl FErrrnl PP Errrrrererrrnl
Sbjct 4026837 GGAGGCACTGATGATGTTGTTGACAGARCGATAGAGAGCACAGATGATGETATGCRATEGE
Query 61 CICTGCATCCCACTCCTTTGTGCTCTCTARGCTTCTGTCATCACTTTCAGCCCCCGRECT
I RN LErrrrrrrrerrrrid LErEeni e LErreni
Sbjet 4026877 CTCTGCATCCCACTCCTTTGTGCTCTCTAAGCTTCTGTCATCACTTTCAG-CCCCGRCCC
Query 121 cC 122
I
Sbjct 4026818 cCCc 4026817
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Supplementary Figure S7
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