Supplementary Material

Table S1 - Classification of the remaining readings - post treatment step - through the Kraken program.

Pools Raw Reads Classified Chordate  Microbial Bacteria  Virus Fungi Protozoa Artificial Clafs?;e d
Pool 1 8,788,360 2,615,962 1,144,380 1,456,181 617,651 6,647 161,960 33,490 47 6,172,398
Pool2 5,791,928 1,775,079 723,778 1,039,607 455,682 4,556 108,131 25,489 20 4,016,849
Pool 3 10,501,770 2,860,820 1,166,721 1,671,871 805,581 6,704 163,840 37,176 55 7,640,950
Pool4 7,949,828 2,093,072 787,066 1,292,840 664,204 4,792 115,057 25,905 44 5,856,756
Pool 5 7,033,326 2,016,559 789,500 1,214978 654,420 4,346 103,960 24,062 53 5,016,767
Pool 6 3,664,802 998,618 390,012 602,904 281,042 2,537 59,958 13,648 25 2,666,184
Pool 7 7,022,764 2,272,494 1,068,943 1,188,713 517,672 5,578 136,920 25,752 33 4,750,270
Pool 8 11,943,996 3,330,159 1,233,522 2,066,947 1,110,316 7,186 178,610 39,398 58 8,613,837
Pool9 5,697,544 1,738,026 660,552 1,066,281 458,355 4,970 115,488 25,941 47 3,959,518
Pool 10 9,923,418 2,928,160 1,309,218 1,601,480 702,103 6,987 172,945 36,060 44 6,995,258
Pool 11 10,668,342 3,564,162 1,627,686 1,916,910 807,758 8,493 209,718 45,357 68 7,104,180
Pool 12 5,800,918 1,822,946 790,588 1,020,662 444,757 4,626 111,520 24,094 36 3,977,972
Pool 13 10,399,992 2,831,252 1,087,258 1,721,676 795,689 7,383 173,872 39,106 44 7,568,740

Total 105,186,988 30,847,309 12,779,224 1,7861,050 8,315,230 74,805 1,811,979 395,478 574 74,339,679




Table S2 - Nucleotide and amino acid identity matrix of the MBMYV sequence with sequences from other Morbilliviruses.

1 2 3 4 5 6 7 8 9 10 11

1 - Molossus bat mobilivirus 858 | 84.0 852 838 798 816 778 768 768 64.1
2 - Porcine morbillivirus 72.6 83.7 90.8 84.2 79.6 83.0 78.4 77.6 77.4 65.5
3 - Canine morbillivirus 72.1 61.3 834 93.0 81.8 83.8 80.2 79.0 79.0 64.1
4 - Phyllostomus bat 717 702 603 848 808 838 778 780 784 663
morbillivirus

5 - Phocine morbillivirus 71.4 609 747 60.6 82.4 83.8 804 80.0 804 64.7
6 - Cetacean morbillivirus 69.4 58.8 61.1 59.2 61.1 79.0 80.8 77.0 81.2 63.5
7 - Myotis bat morbillivirus 69.3 57.3 59 575 587 57.8 792 792 802 645
8 - Small ruminant 689 571 583 57.1 582 616 56.6 824 830 653
morbillivirus

9 - Rinderpest morbillivirus 68.7 570 58.0 572 582 60.5 56.7 622 88.6  62.5
10 - Measles morbillivirus 67.0 57.2 58.3 57.0 58.1 61.0 56.1 61.4 68.3 64.5
11 - Feline morbillivirus 60.6 46.7 469 470 47.8 477 472 460 465 464

Legend: Blue — amino acid indentity values; Yellow — nucleotide identity values



Figure S1 - Eleven Morbilliviruses amino acid sequences alignment, including the Molossus bat morbillivirus sequence.
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Molossus bat morbillivirus APIIGG - NYENVSRISFVRNIIGDPV TS L ADIKRMV < AGINET E © | FHQUMTQR < GD'S S FIEDWASDPY:S ANIEP C T QSIFTRINIKNIFTAR H VARINSPNPMERGINFH © E

Porcine morbillivirus APIIGG - NYENVSRIBEVRNIGDPVTSIS L ADIKRVI < AN E | | BHQUMTQ/ PGDSIS FIIDWASDPYS ANIIP C | @SMTRVIKNVTAR HVIEVNSPNPMIEKGIIEH - £
Canine morbillivirus APIIGG - NYENMSRIEVRNIGDPVTSS | ADIKRMI - SGIE\/E | BHQVMTQ ' PGDS'S VEDWASDPY:S ANI P CVQSIFTRINIKNITFAR HVANINSPNPMER GIEHD E
Phyllostomus bat morbillivirus ARIIGE - NNENVSRISEVRNIGDRVARSS - ADEKRIVI < AGIENE /| HHQVMTE K PEDSIS EEDWASDRNSANIEPC T QISNITRVASKINVATAR H VASINSIINPNIEK GINEH - E
Phocine morbillivirus APIIGG  NYENVISRISEVRNIGDPVTS'S | ADIKRVI < SGINECE E | BHQUMTQ\ PGDS| | VIEDWASDPRY:S ANI P C VQSIFTRIBEKNITTAR HVANINS PNPMIEK GINEHD D
Cetacean morbillivirus APIIGG NYENMSRIEEVRNIGDPVTSS L ADEKRNI | AGHN ' £ E - IHQVMTQ ) P GDS'S FEDWASDPY:S ANL P C VQSITRIEEKNITAR HVIINSPNPMER GIEEH D
Myotis bat morbillivirus APIIGG - NYENVSRIEEVRNIGDPVTSIS L ADIKRVII N AGHI - ' EVIHQUMTQ " P GDSNFIEDWASDPY:S ANI P C VQSITRIBEKNITTAR H VARINSPNPMIEK GIIFHD
Small ruminant virus APTGG NYLNMSRLFVRNIGDPVTSS | ADEKRMIIAGEM ' EE | EHQVMTQ | PGES'S YEDWASDPYSANLP CVQSTTRELKNITARY LT - SPNPMEKGLFHE
Rinderpest virus APIIGG NYENVMSRIEFVRNIGDPVTSS | ADEKRMICA S EMF EE | BHQVMTQOPEDS S FEDWASDPYSANE /C | @SIFTRISEKNITTAK Y VISINSPNPMER GISEHD D
Measles morbillivirus APIIGG  NYENVSRIEEVRNIGDPVTSIS | ADIKRVII | AEM " E E | MHQUMTQ  PGDSIS FIEDWASDPYS AN/ CVQSITRIBEKNITAR - VNI HSPNPMEKGIFHDD
Feline morbillivirus APLGG NYMNMSRLEVRNIGDPITAS ADIKRMIK « GEL Il QIM QG S YLDWASDPYS |NLP ' - QSMTKVLKNVTARYVLEMHSPNPMLK LFHE
110 120 130 140 150 160 170 180 190 200
Consensus SQE EDE LA/ FIEMDR - il | PRAAHENIDNTI T GAREANAGVMEDTTKGINIR ASMRRGGIETP R IMITRIES T¥DYEQFRAGHR L L TGKGRN | LIIDQDSESV.QIARAL
Molossus bat morbillivirus SQAEDEKX TA | FIEVMDR \ I | PRAAHENEDNTNITGARESIAGVIEDITTKGINIR | S L QRGGINTP RIMI TRIES TVDY.EQFKAGMOL F TGKG I NH LEID S DSESVQIARAE
Porcine morbillivirus SIQE EDE | LA S FEVMDR VAl | PRAAHIENDNTITGAREATAGVEDTTKGINIR ASMQRGGINT P RIMI TRIES TVDYDQFKAGMR L - IGK G VN LIIDQDSESVQIARAMN
Canine morbillivirus SQDEDE/ LA/ FEVMDR < Nl | PRAAHENEDNTITGAREATAGMEDTTKGINIR ASMK RGGITP RN TRIES TYDYEQFRAGHR L - SGKG DO LNDQDSESVQIARAL
Phyllostomus bat morbillivirus SQEEDE s LA EEVDR G VAl | PRAAHENNND NG AREANAGVEDITKGINIR ASVIQREGINP RINITRIEITVBNDRFK TGNR L VGKG TN LIDQDSESNQEARAN
Phocine morbillivirus SQ/ EDE A LA/ FEMDR < Vall | PRAAHENDNTIT GAREAIAGMEDTTKGINIRASVMRRGGIETP RN TRIES T¥DYEQFRAGHIR L | SGKR RD P LIIDQDSESVQIARAN
Cetacean morbillivirus SHEVDES LA TEEVMDR - 18- PRAAHENEDNSH / / ARESINAGVMEDTTKGINIR ASMK RGGINT P RINITRIES/ ¥DYDE s KIVGH S LL TVKKRNNLIDRESESVQIARAN
Myotis bat morbillivirus SISEEDK LA FEVMDR < VAl | PRAAHENND HTNTGAREATAGVIEDTTKGINIR | SMRRGGINTP RN SKIES TYDYNQFRAGHK L - TSK TRNL LIIDQDSESVQIARAN
small ruminant virus SRDEDE LA FEVMDR 15V PRAAHEINED HSI T GAREATAGMEDTTKGINR | SMKRGGINTP RV RIS ¥DYEQFRSGH T L | TKKGOC Y LIIDK DSTSV.QIA | All
Rinderpest virus SK E EDIEC LA T FIEMDR S ViV PRAAHESNNED HISHI T G AREAIAGMEDTTKGINIR 1S s RRGGINT T RV RIESTYDYEQFRSGMVL L TGS K RNY LIIDRDSESVQEARAL
Measles morbillivirus SK E EDER LA/ FIEVMDR - 181V PRAAHEIED HSV T GARESIAGVMEDTTKGINIR ASMRKGGIET 5 RVAITRIES! ¥DYEQFRAGM\/ L | TGRK RNV LIIDK ESESVQIAR A
Feline morbillivirus SQEEDE | LA FNEDR - | RRAAHENE S NSV/TGARESIAGVIEDINIKGINIR ASV S REGINT S SV . KNSTYDNYOQFRTCHEWL YAPTTG | AMS V/DISKSH - K TH
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Cetacean morbillivirus RS HVMWAKEARGR © IVGINEVP / VINE SMK G YIEIK RHE S@° L@: TGS | NY.GWEE C PANCQEDNIS K - ISSERVRYIGSTTEERTDMKEAF - KSPSR S EKSAVRIAT
Myotis bat morbillivirus RNHMWA ° EAKGR P IVGINEV/P D INEE SMR G HISIRRHE S@ /L@~ | GS | HYGWEEVPA  GQEDNITE - MSSERVPYIGSTTEERTDMKIAEVRSPSR S EKSAVRIAT
Small ruminant virus RS HMWAREARGR PIYGINEVPDISE SV G YK RHE SEA | @¢ 1 GSIS HYGWERVPACEQEDDYS - : MSAERVPYVGSTTEERTDMKIZAEVRSPSR S BKSAVRIAT
Rinderpest virus RS HMWAREARGR P INGINEV/P DVINE SMR G HIBIQRH/A T | LED | GS NY.GWEEVPSNEQEDDID : ¢ SAERVPYIIGSTTDERTDVKIAEVKSPSR TERSAVRIAT
Measles morbillivirus RS HMWAREARGR P INY:GINEVP DVAZE SMR G HISIRRHE T@/ 1 @' ( GS'/NY.GWEEVPS  CQEDDN K - FSSERVPYAIGSTTDERTDMKIARYRAPSR S ERSAVRIAT
Feline morbillivirus RICRIW Y HIE T KGR - IIAGINENVARIDINNE C QN NI DEED@Y S | QESIR YN TIWEIEVRISNGQIED Ol K S INSIERVNVGSIMEERSDVIKINSY.VRISPISR » IKAZRVRIA
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Consensus VYSWAYGDDD SW [EAW ' LARQRANITLEELRMITP ISTSTNLAHRLRDRSTQVKYSGTSL IRVARYTT I SNDNLSFVIADKKVDTNF I YQQGMLLGLGILE

Motif 6 Motif 7

Molossus bat morbillivirus VYSWAYGDDD SW EAW LARQRANITLEELRMITPISTSTNLAHRLRDRSTQVKYSGTSL IRVARYTTISNDNLSF | TADKKVDTNF IYQQGMLLGLGILE

Porcine morbillivirus VYSWAYGDDE SW EAW LAKQRANITLEELRMITPVSTSTNLAHRLRDKSTQVKYSGTSL IRVARYTTISNDNLSF | IIAEKKVDTNFYQQGMLLGLGILE
Canine morbillivirus VYSWAYGDDD SW EAW ' LAKQRADISLEELRMITP ISTSTNLAHRLRDKSTQVKYSGTSL IRVARY TISNDNLSF Il DKKVDTNFIYQQGMLLGLGILE
Phyllostomus bat morbillivirus VASWAVGHED = SW\ EAW - IARQRAN NN L EEERNINRIISTSTIN AR RIERD KISV KN SGISIIRVARN. T IISNDNESIE T 1ADKKVDINENQQGNINNGEGVANE
Phocine morbillivirus VYSWAYGDDD SW EAW ' LAKQRANISLEELRMITPISTSTNLAHRLRDKSTQVKYSGTSL IRVARYTTISNDNLSFVIADKKVDTNFIYQQGMLLGLGILE
Cetacean morbillivirus VYSWAYGDDD SW EAW LARQRANITLEELRMITPISTSTNLAHRLRDRNTQVKYSGTSL IRVARYTTISNDNLSF | IADKKVDTNF I YQQGMLLGLGILE
Myotis bat morbillivirus VYSWAYGDDD SW EAW LARQRANVTLEELRMITPVSTSTNLAHRLRDKSTQVKYSGTSLVRVARYTTISNDNLSFVIADKKVDTNFIYQQGMLLGLGVLE |
Small ruminant virus VYSWAYGDDE SW EAW LARQRANITLDELRMITPVSTSTNLAHRLRDRSTQVKYSGTSLVRVARYTTISNDNLSFVI'SEKKVDTNFTYQQGMLLGLGILE
Rinderpest virus VYSWAYGDDD SW EA' LAQQRA VSLEELKMITPISTSTNLAHRLRDRSTQVKYSGTSLVRVARYTTISNDNLSFVISDKKVDTNFIYQQGMLLGLGVLE
Measles morbillivirus VYSWAYGDDD SW EAW LARQRANVSLEELRVITPISTSTNLAHRLRDRSTQVKYSGTSLVRVARYTTISNDNLSFVISDKKVDTNFYQQGMLLGLGVLE
Feline morbillivirus VYTWAYGDD SW EAW LAR RANIT DELKLITPTATSTNLAHRLRDRSTQVKYSGTSLVRVARYTTISNDNMSF Il ' KKVDTNFVYQQGMLLGL [ILE
420 430 440 450 460 470 480 490 499
Consensus LERL S XNIG X SNTVIEHIEHVETDEEVAIPMTBHPRVP SLRKLVVPR T I CTNPERD < NPINFEK DAVREVNQSHRR HEVEEVTWST < QEY
Motif 8
Molossus bat morbillivirus LIERL 7D S TG E TNTVANEINEVETDE@VMPMTBYP S VP'S H HNVVR PO TICTNPEMGD < S PEMNEKDAVRIN - @ - HRR O VAGEEY/ /W - 1 S QmY
Porcine morbillivirus LERL/DNNG > ANTVASHINEVET E@EVAIPMTBYP SVPSLRQLROSOTVCTNPINIVD < T PINIEKDA | RINNG - HRR O VAVEEY TWS TN QEY
Canine morbillivirus LERL S S TIGD S NIVANHINEVETDEEVAIPMSDHPRVP CLRKVV | RN | CTNPIEEVD S NPINIEK DA VRIENVNG SHR K HINEEV TWTHCQEY
Phyllostomus bat morbillivirus LERLA TNIGCANTVASHINEVETEG@VAIPMTBHP TVP'S | H QMR K P HTICTINPEMINGD N NEINIEK DA | RUN @ - MRR C INVEEVTWST S QY
Phocine morbillivirus HERL S SNIG - SNTVANHIEEVETDEEVAIPMTDHPRY L ALRQV VP RN | CTNPEIVD S NPINIEK DA | RIBVNG SHR K HINERYV TWTHCQEY
Cetacean morbillivirus VERLOTNEG S SNTVANHINEVE A EGEVAIPMTDHPRVP S HR TAP S ARKMCTNPERVD !\ SPHNNEK DAVRINY SQ SHR K HIEVERYV TWSTCQEY
Myotis bat morbillivirus LERP S K DINGD S NIVASHINHVETDE@VAIPMSBY | RVPSC HKLGD P | TKCONPIEIND O NPHBNEK DA VRINVNG S MR R OMVIEEY TWS TG QY
Small ruminant virus LERL £ A TG\ S NIVANHEHVET E@E@AZPM /BHPR | PSLRNIKVTDELCTNPIENIVDR SPINIE - DA T RIS QSHRR HIEVERY TWST S QEY
Rinderpest virus LERL DK DG S NIVASHINVETDE@VAIPMVBHPR I PSL HELK FRR £ LCTNPINIVD S A PHNIDREA | KINY 1 @SHRR HIEVERV TWST © QEY
Measles morbillivirus LERL - < DIFG S S NIVANHIEHVETDEEVAIPM | DHPR I PSSRKLE [ RAELCTNPINAVD N A PINIDRDA T RIEY T QSHRR HIEVERY TWST > QEY
Feline morbillivirus TER Y C T S IEQSNMVAREINE A D/ \ @@ OMTBOP Y TRSLTKK L PD | RP | NNK VD P ABNEID TDA A RINS@KN | S HEMIDE SWSH TN

Legend: Annotations in blue highlight regions that appear to be the protein motifs of Morbillivirus genus. The motifs are regions
with conserved amino acids, seen in green. Yellow indicates amino acid sites that are conserved in most, but not all, sequences.
The regions in gray are those with highly divergent sites among the sequences



Table S3 - Nucleotide and amino acid identity matrix of Culex dicistrovirus 2
SR0O20/CDV with sequences of other Cripaviruses.

1 2 3 4 5 6

1 - Culex dicistrovirus 2

94.3 918 422 247 238
5R020/CDV
2 - Culex dicistrovirus 2 89.5 9.6 431 250 238
3 - Rhopalosiphum padi virus 834 909 429 256 244
4 - Aphid lethal paralysis virus 51.7 523 52.6 243 256
5 - Cricket paralysis virus 358 364 364 342 56.3
6 - Drosophila C virus 352 363 364 355 593

Legend: Blue - amino acid identity values; Yellow - nucleotide identity values.



Figure S2 - Alignment of the amino acid sequences of six Dicistroviruses, including the Culex dicistrovirus 2 5RO20/CDV sequence.
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Consensus PGXRD I.S-L_l-X SELENXWKR LDTVTNE LWTw- | TNABK X E - - NV | PRSD.LDS.S K.XNX.E
Motif 1
Culex_dicistrovirus 2 5R020/CDV S S SRD I BISIENI . RIBDIRI PIRA - SGLENMWKRLD TV TNE LWTWNIE | TMIBKRIE - -NV | PRSDEIL D SM S KW E NDINE
Culex dicistrovirus 2 P'S SRD I DSEN . RIEDR PRA - SGLENMWKRLD TV TNE LWTWNIE | TMBKRIE - -NV | PR'SDMIL D SM S KWl E NDINE
Rhopalosiphum padi virus PTSRDIESEHE . N - THEENEWK RED TV TNEEWTWERY THKEE - -NV | PRSDEED SH S Kl ENENE
Aphid lethal paralysis virus PGKNT/IDE M TRIBDR - PKA | SGLESMWSKLDVVVKQIYTFMEE - MMEKKH--NRFNNTDML QDML DINASIEME
Cricket paralysis virus PG K QDWEINNE S RINRREES  EESE<KEVDYCSEYFNL SVD ENMEK VEElIGE - - - EBKGTQGHYDEMH VA K IHlR
Drosophila C virus PG K QDWESHE T RINRRES  cEABRKETDYCSEYFNI! ANDQEEMVEEMGHETKE EIMQRANGHEY GEHQANA QENIR
80 90 100 110 120 130 140
Consensus QXETHOKX X EMIQXD L EmMQOHAAGR XN S EGIMRILMR XCKDLNLSKGNTEIMARNEPAAK L N TEANMSIGADK SK
Culex_dicistrovirus 2 5R020/CDVQ L MTIHOKHREMQS S LEMOHAAGRNN S EGIMRILMRVCKDLNLESKGNTEITMMARNBEPAAK L IHL TEANMSIGADK SK
Culex dicistrovirus 2 QLIETIHOKHREMNQS S LEMQHAAGRNY S EGIRIL MRVCKDLNLSKGNTEIMARNEPAAK L. TEANMSIGADK S K
Rhopalosiphum padi virus QLIETHOKHREMQTNLEMQOHAAGRNY S EGIRIL MR | CKDLNLSKGNTEIMARNEPAAK L. TEANMSIGADK S K
Aphid lethal paralysis virus KYMEBANRNENKRDP ANV LAAS KNP REMRBLTKECTQLEKINSP ANL NENR S LINPATHQEADIEA | KEGALKQA
Cricket paralysis virus HYMDEMDERNEMTLDTEMAAKVEDEMKRIEEEY S ---EEK | PDRD |ARFEETTVIEMF PARMSHEYEQV LIEEPVKGGG
Drosophila C virus QYMNENDQRNENND LDTEMNANRVEQINN | KIBIEF K - - - SEP LINSKEMSAEIMHTTHEL PANMCHEYE YVISICHPVKGGG
150 160 170 180 190 200 210
Consensus LRTEPM | MWF SGASIGNGKING X SNPIF | BDVIMRY YGD P - PD TWQQNVNARE P ENRENVWDIGY: | NQEY Il X MDD X X @
Culex_dicistrovirus 2 5SR020/CDV/LIRIT EIPM | MANF SEASIGN GRINGINSNRF | INDVIMRYV YED P - P S TINQQNVNARIE P ENRENANDIGY | NQIEY IVADD - | @
Culex dicistrovirus 2 LRTEPM | MWF SGASGNGKIMGESYPF | BDVMMRY YGD P - P S TWQQNVNARE P ENRENVWDGY. | NQEYINVYDD - | @
Rhopalosiphum padi virus LRITEPM | MWF SIGASIGNGKIMGIESYPF | BDMMRY YGD P - PD TWQQNVMARIE P ERRENVWDGY | NQEYINVYDD - | @
Aphid lethal paralysis virus LRIP EIPIN | MW F CIGKSIGVIGKIMGM S ¥PIF MMBDMMRY FGD | - P TDEQKNINMGR P ENRENAWDIGY, I DQE Y INIDD A - @
Cricket paralysis virus PKIVRPERTNAN . TIGESIG | GRENOM | MiP . CHIDINERI = Vi@ | VKPDANMKHQANMARQ \/ ENRENANDIGY \ C QK | VANDD A - @
Drosophila C virus PRIVREEICINN . VG E SIG\/GKENE M/ ¥R | CIIDVARRI E V@V | K KDDIHHQV.G.QV_K GIOK | VDD A F@
220 230 240 250 270 280
Consensus I'KiD'S Q L K P INPIENSFEVIIR L GNVIER v O X [HVIZAISHE | DIKININ TIEZAE PRIL I X L-LQR-I-NC-VS RRIDF
Motif 3 Motif 4
Culex_dicistrovirus 2 5R020/CDV I-SQLKP_L GNVIER Y O C HMASIE . DKNN TIEAE PKILIC LISNL ORIEQ | ESSIEN CPEAV S -RR | DF
Culex dicistrovirus 2 IKIDIS Q L K P NPIEINEENIPRIL GNIVIER Y O C HVASIE . DKINN TIEFAEPKILNIC LINSINL ORINQ | ESSIENCPIBAV S -RR | DF
Rhopalosiphum padi virus I KIDIS Q L K P INPIENBEENVIER L GNIVIER Y O C HVASHE L DKINN TIFAE PKILIIC LIBSINL ORINQ | ESSIEN CPIEAV S -RR | DF
Aphid lethal paralysis virus I'KIDIN \/ L K P INIPIENBEIERINER L GN AER\/ Vi L HIVAISM £ IERKINN TIEA N PKICM L LINSINL D RINKI T EISIEN S PIEAVO -RR | DF
Cricket paralysis virus LKDDK TKPNPENEENVAIR T CNTEROH L FvIAZARCQDKN - VNSIQ AEVEL YINENC F QVQ LIESH T - PDA - YNRIVIK TH
Drosophila C virus KKBRDK T AANPIENNRENINR S CIN TIERIQ H L VAN H DIKIN - TES A ABLCEL Y EEND Y NVIKILIESH T - BDA - F NRIVGDV
290 300 310 320 330 340 350
Consensus X NMIR'I X P EYQMEY TSAN - DK | YRIBDAAKIAR XD F GDVE- - - - - - CEEVYRED\V/F XAS S RRDI L TDITM T E
Culex_dicistrovirus 2 5R020/CDVIAIEINMR | | PIEYQMEY TSAN-GDK L YRIBDAAKIARRDF GDVIE- - - - - - CEHEVYREDMVFEDASISRRDI L IDINTMTE
Culex dicistrovirus 2 AENMR T | PEIYQMEY TSAN-GEDK L YRIBDAAKIARRDF GDVIl- - - - - - CEHEVYRIEDMVFDASISRRHI L MDINTMET E
Rhopalosiphum padi virus AENMR 'V PEYQMEYMSAN-GDK L YRIBDAAKIARQD F GDVIl- - - - - - CFEVYRFDLFDASSRRNI LTDINTMTE
Aphid lethal paralysis virus ENINNID WA EBYRE YYVDQN-ENEK YKIENAVEARAAARKEMGTSVSNNLDVYRETKFSAFDGRTIE TDMTHAQ
Cricket paralysis virus ENIRMQIIK QEK SIBWVRNAR -EEEYNABEY THLNKDE A | DES - - -VY EEQKMRIEDD E SATKW | DDGE PIISHEIDE
Drosophila C virus ENKESPKKINMGIETEKGNSEKTY LKIEEKSELDKTKA IDES---VYERF®GK | VRBEKSDAGW IDSGSPEDEED
360 370 380 390 400 410 420
Consensus VVKLCQDKMRDRANNFXDYAN-S.RNKGVAQVEKPKHETDDSYBGETXVFTSTAQVHLGDVTNL.XLQP
Culex_dicistrovirus 2 5R020/CDVMVKLCQDKMRDRASNF TDYANEINESMRNK GVAQVEKPKHETDD -YNGE TVIIFTSTAQVHL EDITNLMVPQP
Culex dicistrovirus 2 VVKECQDKMRERANNFNDYANEEESERNKGVAQVEKPKHETDBDSYEMGETLMFTSTAQYWHL DDV TNLENLQP
Rhopalosiphum padi virus VVKLCODKMRDRANNFNDYANBINESMRNKGVAQVEKPKHETDDSYNGETLVMFTSTAQVHLDDVTNLMILQP
Aphid lethal paralysis virus VTEECSVMKMASRFNQHVDE TNNMIBDANMRN - - --PTYEPED | VEHP | BIAEAQIGN - AARVAAGNVAGFIBVTNH
Cricket paralysis virus FART I CKAWKIBEKEKTFHQL QEIENANASRTVAQGGSETSEYYDVWHEETYFSNLLSQGFMAGKSL | EMEAEF
Drosophila C virus FAKILEVCSKWKIEAKQSISMNK L KIEIMEEMA |R-AQVGSEENSEYGDC |B---FMDD | AKRIBIQKGETLEEMEFDY
430 440 450 460 470 480 490 493
Consensus SY XKRIEYWN- - | CKRYY STXLWLSKTDXSAFEVESRGDRD- - - - GAYDKCHS | VRET X CEBNSMINR
Culex_dicistrovirus 2 5R020/CDVISY LKRILYWN--MCKQYYSTKLWLTGSDTSVFEVMEL LGDRD----GAYDKCLA | VRETKCEBNNMINK
Culex dicistrovirus 2 SYMKRLEYWN-- | CKRYYSTRLWLSRTDVMSAFEVBSRGDRD----GAYDKCLES | VRETRCEBNSMINR
Rhopalosiphum padi virus SYMKRLEYWN-- I CKRYYSTRLWLSKTDVMSAFEVIBLRGDRD----GAYDKCLS | VRETRCEBNSMINR
Aphid lethal paralysis virus CLRKYMHGBDDDT I LMALLRKTKRIBMEN | LD¥TGHE ! PRARD IWEQPSWDYHEY YARQ | KQYBMKDASTG
Cricket paralysis virus ASDAETENAY | EYKIKIN | PKETKWSIKWMT | LDEQESALSTKIRELKNKAYKFISEHPYLTAMG
Drosophila C virus ASDPEMETQYYHFKISTI KPASRWQKYKDRMD | CMMSDCKTYLAKKYEE | KKMILAEHP | LT I HG

Legend: Blue annotations highlight regions that appear to be the protein motifs of the Cripavirus genus. The motifs are regions with
conserved amino acids, seen in green. In yellow we see amino acid sites that are conserved in most, but not all, sequences. The regions
in gray are those with very divergent sites between the sequences.



