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NF_003156.2/1-155
NP_034625.1/1-148
NP_589921.1/1-118
XP_006639577.0/1-134
AFK11302.171-141
NP_002157.2/1-134
NP_034626.1/1-139
NP_990333.1/1-134
NP_988885.1/1-132
XP_00E626185.1/1-135
XP_Q07904857.9/1-141
NF_002158.3/1-119
NFP_032347.1/1-119
NP_989920.1/1-125
NP_001018271.9/1-118
XP_008631574.1/1-118
XP_007893088.1/1-108
NP_001537.1/1-181
NP_112443.174-181
NFP_989813.1/1-134
NP_001004839.4/1-131
XP_008636033.1/1-134
AFK10823.1/1-131
XP_032817410.1/1-1563
XP_032810759.14/1-105
XP_036667560.1/1-149
NP_001161570.9/1-161
XP_780755.2/1-220
EFXB7275.171-161
XP_S70015.2/1-135
NP_523876.2/1-199

NP_002156.2/1-155
NP_034625.1/1-148
NP_989921.1/1-118
XP_O0EE395TT.0/1-134
AFK11302.1/1-141
NP_002157.2/1-139
NF_039626.1/1-139
NF_990333.1/1-139
NFP_988885.1/1-132
XP_008628185.1/1-135
XP_007904857.1/1-141
NP_002158.3/4-119
NP_032347.1/1-118
NP_989920.1/1-125
NP_001018271.1/1-118
XP_006631574.1/1-118
XP_007893088.1/1-108
NP_0015637.1/1-181
NP_112443.1/1-161
NP_989613.1/1-134
NP_001004839.9/1-131
XP_008636033.1/1-134
AFK10823.171-131
XP_032817410.1/1-153
XP_032810759.1/1-105
XP_035667560.1/1-149
NP_001161570.%/1-161
XP_780755.2/1-220
EFXB7275.1/1-181
XP_970015.2/1-135
NP_523876.2/1-199

NP_002156.2/1-155
NP_034825.1/1-148
NP_989921.1/1-118
XP_006839577.1/1-134
AFK11302.171-141
NP_002157.2/1-134
NP_034826.1/1-134
NP_990333.1/1-134
NP_988885.1/1-132
XP_006626185.1/1-135
XP_007904657.%/1-141
NFP_002158.3/1-119
NP_032347.1/1-118
NP_989920.1/1-125
NP_001016271.9/1-118
XP_006631574.1/1-118
XP_007893088.1/1-108
NP_001637.1/1-161
NP_112443.1/1-181
NP_989613.1/1-134
NP_001004839.9/1-131
XP_006636033.1/1-134
AFK10823.1/1-131
XP_032817410.1/1-1563
XP_032810759.1/1-105
XP_035667560.1/1-149
NP_001161570.%/1-161
XP_T7B0755.2/1-220
EFXBT275.171-161
XP_970015.2¢1-135
NF_523876.2/1-199
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Figure S1. Multiple sequence alignments of E proteins (A) and Id proteins (B). The alignments were
visualized using Jalview (version 2.11.1.4) [1].
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