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dsRpn6 TTGAGC-T----GGGAGT TTGACAGCAAGCTGTATGAT G- ===—====—mm==mm = 35
XM_006568751.3 ATAAGGATGATCCATATTTAAAGAACAAACTGTTAGATGCCATTAAAGCAGAAAATATGG 240 dsRpn6 TGGGAGTTT---GA--CAGCAAGCTGTATGATGAGATGTGTGTCGCCAACACAAAGCGGC
ik LGB o B A XM_026443943.1 ACTGAATTTCTTGATACAATAA ———AACGCGGAAATATGACTCGTTACTATGAAGATGT
PR T
dsRpN6 e AGATGTGTGTCGCCAACACAAAGCGGC---TTGAG 67 dsRpné ATGAGAA
XM_006568751.3 CTCCATTTTATGAAGAAGTTTGTAAAGATTTGAATTGGCCGGTCGATGATACTCTTTTAA 300 XM_026443943.1 TTGCAAAGAATTCAATTGGAAAATTGATGAAGA1CTTA'ICAACGCGATGAAGCATAAAM
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dsRpn6 ATGAG-AAC TGTGATGGACGAAG 107 dsRpné CAATGTGATGGACGAAGAGGACCAGAGTCAGCTAT ~—-—=--—---=-GTGGTG-~--—-
XM_006568751.3 CTTCTATGAAAACTAAGAATATGGAACAATTGAAAGAATTAGATGATGCAATTGAAGATG 360 XM_026443943.1 CGAGGTTA —CATGGAATGAMTAGAGTCTTCYGATM1Tc1ACTCTYGAGGACAcmAA
Kok K RRKAAE K KR KRR KK KK AR X
dsRpn6 AGGACCAGAGTCAGCTATGTGGTGTG---~TGGCAGA-GC—~=---—=— AAACTCGATT 152 dsRpn6 ------T-GTGGCAGAGCAAACTCGATTACCTGTGCTCCATCGGGGATAGTGAAAATGCA
XM_006568751.3 CTGAAAAGA-—ATTTAGGTGAARTGGAAGTGAGAGAGCTAATCTTARRARATCAGAAC 417 XM_026443943.1 MAAAGAATTGGAGMMAAATTCGAATTTTTTTGCGAGATYQGYGATCTCGATCGYGCT
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dsRpn6 ACCTGTGCTCCATCGGGGATAGTGAAAATGCAACGGTCCTAGCCAACTCTAAGGTGGATG 212 dsRpn6 ACGGTCCTAGCCAACTCTAAGGTGGATGATAAGACAGT GCCCAAGAGTCACAGGATCGAT
XM_006568751.3 ATTTATGTAGAATAGGTGATAAGGAAGGTTCCATTTC---GGCATTCAAAAAAACTTACG 474 XM_626443943.1 ACAAATATCGCTACCVCAA'VTTTAAAAGATGAMATAA"TCATCTAGCATTAGAAYVGM
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dsRpn6 ATAAGACAGTGCCCAAGAGTCACAGGATCGATGCGGTTTTTTCTCTCTTCAGAATCTCTT 272 dsRpné GCGGTTTTTTCTCTCTTCAGAATCTCTTTTTTCCATGGATGTAACAT TAAGGGAATGAGC
XM_006568751.3 ATARAACTGTATCATTAGGACATAGATTAGATATTGTATTTCATAACATTAGAATTGGAT 534 XM_026443943.1 GCTGCTTTTGGCTTATTTAGAATAGCATACA-~~TAAGAAATAATATTCGTTCGATGGGA
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XM_006568751.3 TATTTTATTTAGATCATGATCATG--~TTACAAGAAATATAGAAAAAGCTAAAAGTTTAA 591 XM_026443943.1 MAAHATTGCCGAGATAA(GGATCTAAYGGAAGGATGCCMGCATCGGGYAGCMTYGG
KKK KK K KK KR K KK K K KK KK KK AR X * * Kok KRR R KK AR KR KR KR RRRAR P
dsRpn6 TTGAAGGTATCAGTGGAGGTGACTGGAGTGCTCGCAACAAGC TGAAAGCGTATGAGGGTG 392 dsRpn6 AGTGCTCGCAACAAGCTGAAAGCGTATGAGGGTGTGTGGAGCCTGGCTATCAGAGATTTC
XM_006568751.3 TAGAAGA---——- AGGTGGTGATTGGGATAGACGAAATCGTTTAAAGGTATATCAAGGAA 645 XM_026443943.1 TGTTGTCGTAATAAM'lGAMGTATACGAAGCTGTTTHTA'ICTTGCAACA(GAAGCTTT
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XM_006568751.3 CATATTGTATAGCTGTTCGTGATTTCAMGAAGCTGCARATTTCTTTITGGATACAATTA 705 XM_026443943.1 TCCCGTGCTGCAACAC'IT(TATTGGATTGTATACCTACYTY"GAATCTTATGAATTATTA
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Fig. SI1: sequence alignment (supporting data summarised in Table 1)

a) Scaphoideus titanus (GJQL01135962.1) and Fuscelidius variegatus (GFTU01006765.1) CDS
aligned. Yellow highlighted region indicates the dsSRNA sequence used in the study.

b, ¢) dsRpn6 sequence used in this study aligned with Apis mellifera XM_006568751.3 (b) and
XM 026443943.1 (c). Stars indicate nucleotidic identity between aligned sequences. Alignments

realised with ClustalOmega (EMBL-EBI).
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