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Figure S1. Conserved structures of the hit organisms for e-value of the studied sequences based on BlastX similarity analysis. The
ORFfinder program was used to identify the largest ORF and InterProScan program was used to identify conserved structures.



m
|

Specific hits
Superfamilies

| | | | | | I
Query seq.  T{RRLELGEYPPORYHEFAKNDTVIRLATVVA

i) pi] 06
[ [ [

Catalytic resid

1]

i) m 6

?2|2l s i)

o o R N v b oo b e N
SYFY00VVOLERNKRPF UL ORKNCHGAPLRTGYLGTYFERYNSROTRFSADTTAYDANTPP Y] FH 1L TRLAEKCYKDGH IPHYERYLRKKYVGHONAVIVOLPTCKYYPKNRCGGTGOSSTSMONHMGHRARNININ: VY SNKPPSEF Y1 TNSVHNTGOONTHGTDODLOPOOL SR YAKE WL CLOLRYEGREDITOLTYLGKIPKPS 11

?2|$5 u ] 23}1!
I | |

Al

Conseved polymerase motf A W

Conseved polymerase motf B

AMMMMMAMAAM A
Conseved polymerase motf C AMA AMAMAMMA

sp-ssRNAv_RdRp-like superfamily

Figure S2. Conserved motifs and catalytic site in the Hypovirus
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cacaofunestae viral contig. A. Superfamily cl40470 similar to ps-

ssRNAv_RdRp located in the interval 2079-2303, conserved polymerase motif A, located at position 2149-2163, conserved polymerase motif B,
located at position 2217-2233 and 2235-2240, conserved polymerase motif C, located at position 2255-2258 and 2259-2269 B. Species of the
family Hypoviridae with similarity of motifs conserved with HVc, Catalytic site (Yellow), Motif A (Light Grey), Motif B (Light Green), Motif C (Lemon

Green).
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\
Narnavirus cacaofunestae 527 WTEPQDLRQC. [1].LTMVKEPGKARVVTKGHAAL.[2].VLD.[8].PLKKAIKS.[1].ESG.[5].HGWNL.[1].V 594
Rhizoctonia solani ourmia-like virus 1~ 205 SPLPVDEFPA. [1].FMNVLENGKCRSVTVGGADQ. [1].LLG PLHKTIYG.[1].LSR NEWLL.[1].G 258 ALD89131
Magnoporthe oryzae ourmia-like virus 186 ERELLLDPVR. [ 1].VGIARCDGKSRRVTQSPAES. [1].VLS PLHTLIYN.[1].LSR  KDWLL.[1].G 239 SBQ28480
Penicilliun citrinum ourmia-like virus 1 188 RDDLDVSRDV. [ 1].FLVVRENGKDRMVTRSDAST.[1].VLR PLHKALYN.[1].LSR LPWLL.[1].G 241 AYP71797
Sclerotinia sclerotiorum ourmia-like virus 1 183 TIKMPHGSLKG.[1].LLLVNSSGKPRPLTRFESDS.[1].YLR PLHGLIYD.[1].ISK NPWLL.[1].G 236 ALD89138
Sclerotinia sclerotiorum ourmia-like virus 3 188 NGPFCQRNVV.[1].LGCAKTKGKFRVVTMQSAEV.[2].VLT PLHNALYR.[1].ISD KKWCV.[1].G 242 AWY11006
Aspergillus fumigatus mitovirus 1 101 ECQDLDCGRV. [ 1].SSVAKTKGKARVVTLQNSYV.[2].VLR PTHEGLYD. [1].LSK KDWLV.[1].G 155 AXE72932
Phomopsis longicolla RNA virus 1 234 WNREPFSRFA.[1].AECVFSSGKPRIVTMYSSRN.[2].LLS PLHDALYA AIR KGWLL.[1].G 287 YP_009345044
Penicilliun sumatrense ourmia-like virus 1 308 WNRQEFDAEP. [ 1].VKLVHSAGKPRIVTLYSSHN. [2].TLK PLHDRLYS.[1].LKR KGWLL.[1].G 362 QDB75000
Narnavirus cacaofunestae 595 DLFNEEE.[7].AERD|. [18][. FSSTDYQEATDAMQHEVASLIAE.[3].RL.[11].H.[3].YQPREIF.[3].TG 685
Rhizoctonia solani ourmia-like virus 1 259 AAKPSAF.[6].PGHV FVSGDYESATDNLS)|EVAEAILD VL.[10].L WSVAALS.[3].TL 323 ALD89131
Magnoporthe oryzae ourmia-like virus - 240 EATPDKF.[6].DGHV] FVSGDYESASDNLS[LEAAETVLS AI.[12].R VAMDSLR.[1].VL 304 SBQ28480
Penicilliun citrinum ourmia-like virus 1 242 EATPGKF.[6].QGHT FVSGDYEAATDFLPLEVARAVLE VA.[11].G RAAVASL.[4].HY 308 AYP71797
Sclerotinia sclerotiorum ourmia-like virus 1 237 DVTAEKL.[8].SETS] LISGDYVSASDNLPLETAELILD VI.[12].R FAIAAQR.[5].ER 307 ALD89138
Sclerotinia sclerotiorum ourmia-like virus 3 243 DVLKEDF.[8].EGEL LISGDYTAATNKIYREAVEVIVR EI.[ 9].E REVFVES.[3].MR 308 AWY11006
Aspergillus fumigatus mitovirus 1 156 ELTEDHL.|8].EGED FISGDYSQATNLISRKATLAVVE VL.[11].R VLWESFE.[3].HV 223 AXE72932
Phomopsis longicolla RNA virus 1 288 SPTDELV.[4].GS¢P YVSVDYRSATDNIRAVYVRASIE VL.[20].L RFASGDF.[4].TR 361 YP_009345044
Penicilliun sumatrense ourmia-like virus 1 363 SPTCERL.[7].VGHN WLSFDYASATDNIK) EYVRAMIR VL.[ 5].6 MSNDEAA.[3].VL 423 QDB75000
Narnavirus cacaofunestae 686 .[9].EDKG.[2].KVTLRTQVLMCDPLTKPVEHLVIT| VRRI P
Rhizoctonia solani ourmia-like virus 1 324 LYPG.[2].EMAQLRAQLMGNYLSFPLLCIQNYfAFRF.[2].R ALD89131
Magnoporthe oryzae ourmia-like virus - 395 VSEG. [1].VGIQARJQLMGNFLCFPLLCLQNYAAFRY.[2].G SBQ28480
Penicilliun citrinum ourmia-like virus 1~ 309 EDCE.[1].PFDQVVJQLMGNLLSFPLLCVQNYSAFRW.[2].P AYP71797
Sclerotinia sclerotiorum ourmia-like virus 1 398 QDHT.[2].SFVPSIQOMMGSYLCFPLLCIQNYLAFRW.[2].K ALD89138
Sclerotinia sclerotiorum ourmia-like virus 3 399 WFER.[2].SGPMLRGSPMGSLVNFPILCLLNKASFEI.[2].D AWY11006
Aspergillus fumigatus mitovirus 1 224 NCET.[2].ETRLKRGQMMGSYLSFPILCILNRAFYLI.[2].Y AXE72932
Phomopsis longicolla RNA virus 1 362 AECL.[2].SEPATRAQPMGSLISFPLLCLINKBVVDL.[2].A YP 009345044
Penicilliun sumatrense ourmia-like virus 1 424 GHLS.[2].GSIAETQQPMGSLMSFPLLCLVNKFVVDL. [2].T QDE75909

Figure S3. Conserved motifs and catalytic site in the Narnavirus cacaofunestae viral contig. A. Superfamily cl40470 similar to ps-
ssRNAv_RdRp located in the interval 527-736, conserved polymerase motif A, located at positions 612 and 631-644 , conserved polymerase
motif B, located at positions 698-724 and 726-729. B. Species of the family Botourmiaviridae and Mitoviridae with similarity of motifs conserved
with NVf, Motif A (light grey), Motif B (light green).
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Specific hits | Endornaviridae RdRi |
Superfamilies sp-ssRNAv RdRp-like superfamil

Alphaendornavirus fimbriatae-3 1491 ATAEWIAERPG.[18].HPINRVNVHIKLESRLKDKPHN. [ [
Soybean leaf-associated endornavirus 1 922 KTLAWISTRSD.[18].HGLDRVNVHLKLESLLKDEPIT.[ 1].YREQQARTIVWQSK.[
Hot pepper alphaendornavirus 4513 KVLDWLRDRPD.[18].HAINRLNVHLKLESLLKSEPAN.[ 17].LKQVKARALLWQCK.[

Bell pepper alphaendornavirus 94 KVLDWLRDRPD.[18].HAINKLNVHLKLESLLKSEPAS.[ 1].LKQVKARALLWQCK.[
Oryza rufipogon alphaendornavirus 4257 DVKNWVEENKD. [18].KPINDVNVHLKLESLLKEKHIS.[ 1].MKEQQARIIVWQRK. [
[ [
[
[
[

9].ISEQRVRLIVWQPK. ] .MTALFAPIFHEAKKRL 1581
].ICAIFSPIFIEAKKRF 1004 ALM62234
].YCAIFSHIFKEAKVRL 4595 YP_0809165596
].YCAIFSHIFKEAKVRL 176 AYA43779
].VCGLFAKLFVRCKERL 4339 YP_438202

Phaseolus vulgaris alphaendornavirus 1 4246 DVEQWIDDNKD.[18].KHISNVNVHLKLESLLKDNPID. [ 1].WRQQQARIIVWQRK.[1]

Cucumis melo alphaendornavirus 4504 DVKKWIEENKD.[18].KPINDVNVHLKLESLLKENFTI.[ 1].TMQQQARIIVWQRK.[1]
Morchella importuna endornavirus 2 4573 EITEWLKERPD.[18].TGLDKVNVHMKLESRLKDVLCA. [11].TEEQRIRLIVWQKK. [1]
Rhizoctonia solani endornavirus 1 516 ATLEWIREHDG.[18].VPLNRVNVHQKLEALLKGFPTK.[ 4].MREQQVRIIVWQSK.

.VCAVYTSVFVEAKRRL 4328 QDF44097
1.VCAIYSNLFVEVKRRL 4586 AYV98025
. ITALFAPVFKKVKENL 4665 AZT88617
[1].MAAIFSPVFIEAKKRL 5245 YP_009552276

Alphaendornavirus fimbriatae-3 1582 KACLRRDVIYTDG.[1].SPPELSAVLS.[7]|LFVEDDLEKQDRQTDNTLIKTEMLIYKWLG. [3].RVVDMAQR 1653
Soybean leaf-associated endornavirus 1 1805 KTILHEKFIYSDG.[1].TPSQINDILA.[6]|FFLEDDLTKQDRQTDPQLLDCEFEIYRYLG.[3].MVLSSWRS 1075 ALM62234
Hot pepper alphaendornavirus 4596 KQVLKPNIVYSDG.[1].RADELSARVR.[6] HEITRFEMALYKLLG.[3].DVITLWHN 4666 YP_609165596
Bell pepper alphaendornavirus 177 KQMLKPNIVYADG .RADELSARVR. [6] HEIIKFEMALYKVLG.[3].DVITLWHN 247 AYA43779
Oryza rufipogon alphaendornavirus 434@ KTLLLDHILYVDG.[1].RPDEISAKLR.[6] PILEVEMLMYLMLG.[3].NIIASWRA 4410 YP_438202
Phaseolus vulgaris alphaendornavirus 1 4329 KAILHDKIVYADG.[1].RPDELSARLR.[6] PIIDAEMIIYDMLG. [3].NVIASWRE 4399 QDF44097
Cucumis melo alphaendornavirus 4587 KEVLHRKIVYADG.[1].RPDEISARVR. [6] PIIEVELMIYDLLG.[3].NVIASWKE 4657 AYV98625
[3]

wwwww

Morchella importuna endornavirus 2 4666 KRCMKQNVVYTDG. [1]. TPMQISALLN.[7] TLIRTEMQIYKKLG. .SVITMWAT 4737 AZT88617
Rhizoctonia solani endornavirus 1 5246 KKILKQQVLYADG.[1].RPDELNNYLR.[7] HQMLLTEMIVYKKYL.[4].HIVDLWYQ 5318 YP_609552276

Alphaendornavirus fimbriatae-3 1654 .[2].EHWSAKGYSISFDG. [2].S QT COATISION NMLVHMRFVK . [6] {VIMMCLGDDNLMVCR ] [3].TENMV 1726
Soybean leaf-associated endornavirus 1 1076 .[2].NKWRFKGKTVKGLF.[2].QRLTGOVTTALGNVIVNLLVHRRLVQ.[6] |QTMLVLGDDNLLFMS |[3].DAKEL 1148 ALM62234
Hot pepper alphaendornavirus 4667 .[2].FNWKYKSKSVRGEG.[2].MRLTGOATTALGNAITNMLVHRKLUN. [6] {RLFLVLGDDGLMFSN{[3].DVSKL 4739 YP_089165596
Bell pepper alphaendornavirus 248 .[2].FNWKYKSRTVRGEG. [2].MRLTGOATTALGNAITNMLVHRRL [6] |JRLFLILGDDGLMFTN{[3].DLSRL 320 AYA43779
Oryza rufipogon alphaendornavirus 4411 .[2].EDWRFKSTNYWGKS. [2].MRLTGOATTALGNCITNMQVHSKF [6] {KFALFLGDDMCMGFS | [3].NTQHL 4483 YP_438202
Phaseolus vulgaris alphaendornavirus 1 440@ .[2].ETWMFKSDNYWGTG. [2].MRLTGQAT TAIGNVLTNMQVHAKFIH. [6] JEVGLFLGDDMCLVFK | [3].SYHHL 4472 QDF44097
Cucumis melo alphaendornavirus 4658 .[2].EVWRFKSNLYWGQG. [2].MRLTGQAT TALGNCLTNLQVHQONFTIK. [6] JQLGLFLGDDMCMVFS | [3].DTSNL 4730 AYV98025
Morchella importuna endornavirus 2 4738 .[2].DHWRAKGIGIKFVG.[2].SRHTGOAT TAIGNAIVNLLVHMRFVK . [6] JKMMLILGDONIMVTT|[3].TEKDI 4810 AZT88617
Rhizoctonia solani endornavirus 1 5319 .[2].NAWSYKGSWVRGIS.[2].MRQTGOATTAIGNVIVNLIVHTRL [6] JICMLVLGDDNLIINR{[3].NAKEH 5391 YP_009552276

Alphaendornavirus fimbriatae-3 1727 SQNSARHFNM 1736

Soybean leaf-associated endornavirus 1 1149 RRTIADYYNM 1158 ALM62234
Hot pepper alphaendornavirus 474© NNETKIKHNM 4749 YP_089165596

Bell pepper alphaendornavirus 321 NNETKIKHNM 33© AYA43779

Oryza rufipogon alphaendornavirus 4484 RQDIACKFNM 4493 YP_438202

Phaseolus vulgaris alphaendornavirus 1 4473 KNDIATMFNM 4482 QDF44097

Cucumis melo alphaendornavirus 4731 RKDIATSFNM 474@ AYV98025

Morchella importuna endornavirus 2 4811 SLNSARHFNM 4820 AZT88617
Rhizoctonia solani endornavirus 1 5392 EKDSALRWNM 5401 YP_809552276

Figure S4. Conserved motifs and catalytic site in the Alphaendornavirus fimbriatae-3 viral contig. A. Superfamily cl40470 similar to ps-
ssRNAv_RdRp located in the interval 1491-1736, conserved polymerase motif A, located at position 1613-1627, conserved polymerase motif B,
located at position 1673-1696, conserved polymerase motif C, located at position 1704-1718 B. Species of the family Endornaviridae with
similarity of motifs conserved with AEVf-3, Catalytic site (Yellow), Motif A (Light Grey), Motif B (Light Green), Motif C (Blue).
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Figure S5. Characterization of RNAi-related genes in Ceratocystis fimbriata. (A) Dendrogram based on sequence similarity. (B) Evaluation
of RNAi-related genes transcriptional activity. Quantification was normalized by Transcripts Per Million (TPM).



