1 aggaagtaaacacagtcttgtcaagattaaaagctgegecacaaacctetgecgtatgttegagtgtaacacttgetagtgttcagttta
91 ctgactaatccagettttacgegecagatcggagcagaATGTCGGTGACAGTGAAGGCCTACCTGCTGGGGAAGGACGAGGTGGTCAAGGA
1 M S VTV KAY LLGZKUDEVVKTE

181 GGTCCGGAGGTTTGCGGTGGACCAGGACGTCTCATCCAGCTTTGAGTACCTCTGCCGGAAGACCGCAGAGATCTTTAACAACCTGAAAAA
9 VRRFAVDQDVSSSFEYLCRIEKTAZETITTFNNTILIKN

271 CAGCGGATTTAACATGTTCTACAAAGATGAAGATGGAGACCTGGTTGCATTTTCCTCTGACGATGAACTTCTGATGGGACTGGCCTGCAT
49 S G F NMFY KDEVDGDTILVAFSSDDETLTLMMGLATCM

361 GAAGGACTCCACCTTCCGCATCTTTATCAAAGAGAAGAAGGAGCACCGTCGAGACTTCCCTCTTCATGCCTTCCCTCCTTTCGGGTTTGG
9 _K DS TFRTITFTKEZKIKEHRRDFPLHATFZPPTFGTFG

451 CCACCCTCCTCCCCCACCCGGAGCTCATCATACTCTGCCGCACCCAATGGCCCCTCCCCAGGTGCTGCACCCTAATGTCACCTGTGACGG

09 H PPPPPGAHHTLPHPMAPPQV LHPNUVTCDG

541 CTGCGAGGGGCCTGTTGTTGGAACTCGTTTCAAGTGTTCAGTCTGTCCAAACTACGATCTTTGCTCTGCCTGCCAGGCTAGAGGGATGCA

39 _C E G P VV GTREKCSVCPNYUDILCSACQARGMH

631 CACTGAGCACGTTCTGCTGCCTATCTGGCACCCGCTGCAGTGGTTTCCACGTGGGAAGTGGATGAAGTGGATGAGACACTGCATGTGGAA
69 T E H VL LPTITWHPLAQWEFPRGKWMIKWMPRHECMWN
721 TCAGAACCAGTCTCAGAATGTGAGCCAGAGCCAGAGCCAGAGCCAGGCCCCTGATCAGCCTCCAGCTTCTACACCTGCTGCTGAGAGCAG
99 Q@ NQ S QNVSQ@SQSQSQAPDQPPASTPAAESS
811 TCTCCCCTCTGACTCCCAGGCTAATGTGGATTTCCTGAAGAATATTGGTGAGGGCGTGGCAGCCATGCTGAGTCCACTGGGTATTGATGT
29 L PSDSQANVDFLIKNTIGETGVAAMLSPLGTITDV
901 GGACATCGATGTGGAACACGAGGGCCAGCGGGCTAAGGTGGTACCACCCCTTCAGAATGAGAGGGGTGAGGAAGACCTGGGGGGTGGAGC
29 DI DVEHEGAQRAKVVPPLQNETRGETETDTLSGS® GG GA
991 CAATGATGGGGGTGGAGTCAAGACTGACTGTAGCACCAGTGTGGGAACACAAGGAAACAGGGACTCTGATGAGGAGTGGACCCACCTGAG
289 NDGGGVKTDCSTSVGTAQGNRDSDETEWTHTLS
1081 CCCCAAAGAGGTTGATCCTTCTACTGGAGAGCTGCAGTCACTGCAGGCCCAGAGTCTGCCTTCAGGTGGACAGCAACATCCAACAGGTCT
39 P K EVDPSTGELA QSLAQAQSLPSGGQQHPTGL
1171 AAAGGAGGCAGCTTTATACCCCCACCTTCCAGACGAGGCAGATCCTCGTCTAGTAGAGTCTTTGGCTCAGATGCTGTCAATGGGCTTCAC
3499 K EAALYPHLPDEADZPRLVESTLAQMLSMGEFT

1261 AGATGAAGGCGGTTGGTTGACGCGTCTTCTGCAAGCCAAAAACTATGACATTGGCGCCGCCCTTGATGCCATCCAGTACGCCAGACAACC
379D E G G W L TRULLQAKNYDTIOGAATLDATAQYARZ QTP

1351 TAACCCCCAACAGCCCTGAagctgtcacggtgecaaccatgttgettectgtegtetggttcatetecagtgteattgagtaatacetgacg
409 N P Q Q P =

1441 tgattacatgtttatgggaacaattaaaatgtacacttccaaaaanaaaaaaaaaaaaaaaaaaaaaa

Figure S3 Nucleotide and amino acid sequences of P62 of T. fasciatus. Note: The predicted PB1
domain is marked with straight line in black and Znf box is marked wavy line inred in red and

UBA domain is marked with double wave line in blue. The start codon and end codon are in blue.



