Supplementary Material

Table S1. Oligonucleotides used for KITV PCR.

Primer Sequence T°C
Segment 1
S1-1F GCCCTTGACTGCAAGTGCAAA 57,6
S1-1R TATCTACGTGCCAGGGCTTGAC 55,7
S1-2F TGAAGAACGTCAAGCCCTGG 59,8
S1-2R GCTGACCCACGAACCTGTTT 60,5
S1-3F AAAAGAAGGGCTCTGAGGGC 59,5
S1-3R CTTATACAGGCCCTGTCCCG 59,2
S1-4F GAAGTGCGGATGGAGCGTAG 60,5
S1-4R ACCTGTGGGAGCAGAAGGAT 60,1
S1-5F CATAGTGGACGTGAAAGAAATATCC 57,4
S1-5R ITTTACTTTTTCCCCCAATTCAGTTT 57,9
Segment 2
S2-1F GCCGGTGGCAAGTGGCATACATC 61,2
S2-1R GACCACTGCCTGGACCTTCTCTGC 62,0
S2-2F GAACAAAAAAAATAGAGAAAGAAACTGCTA 57,9
S2-2R GGAAGGTTGTGTTCATGTGC 57,6
S2-3F CGAGGACGCGAAATATGCC 58,7
S2-3R CTCTGATGGTGAGCCTATGC 57,4
S2-4F AACTTTGGGAGTGACCAGGG 59,1
S2-4R GATAAGGCCGTCAGAGCGAG 59,9
S2-5F CAGGGACGAGACATTGCCAA 59,9
S2-5R CCGTGGAGTAGTGGACCGTA 60,3
S2-6F ACCCACCATTCTCACTCGCA 61,0
S2-6R GGGGCTTTAGCACTTGCCA 60,2
S2-7F TCTATCTTATGCTATGACGCCCG 55,7
S2-7R CCCTTCCGGATCCTCCTAGCTCA 60,1
Segment 3
S3-1F GCTGAGACTGCAAGTGCACA 60,7
S3-1R CGGTCCGATGTGCTCAAAGA 60,0
S3-2F AATTGGAGAGGCAGAGGGGA 59,8




S3-2R GACCTTGTTGGACCAGGTCA 59,1
S3-3F GGCAACTCATGACCTGGTCC 60,3
S3-3R AGGACCACTGTGGCGTAGT 60,1
S3-4F GCTAAACAGATCAGGCAGCTCA 60,2
S3-4R TGCTCACGGCTTCTTCTTCC 59,9
S3-5F GCGATGTATAACGTTGAAGGCG 59,9
S3-5R TCGGTCGCTTCAACTACAGACT 61,0
Segment 4
S4-1F CTCTGAGTTGCAAGTGCTATAGC 59,0
S4-1R TTTCCGGGTATAGTCTTGGTAGC 59,2
S4-2F CGTGTATGCGGCTACCAAGA 59,8
S4-2R GAATCCAGTGGTACGTCCCG 59,8
S4-3F CCCTACCAGGCCTGATACGA 60,0
S4-3R TAGTAGCGGGCCAGGTTGTA 59,9
S4-4F GCGGAGAGAGAGAAAACGCA 60,0
S4-4R ACAGGTTCACGAACACAGCC 60,4
S4-5F GGCAACAATAGTGGGAATCGC 59,5
S4-5R TCCGGAGTATGGAACGAGATCA 60,0

Table S2. Amino acid substitutions between isolates KITV/2018/1, KITV/2018/2 and
KITV/2017/1. Amino acid substitutions relative to KITV/2018/1 and KITV/2018/2 are highlighted

in blue.

Amino Region Isolate Isolate Isolate
acid KITV/2018/1 KITV/2018/2 KITV/2017/1
position

135 Val
217 o~ Ala
233 % Lys
277 = Ser
610 2 Arg
674 = Ala
747 & Tyr
908 i Gln
76 ~ Phe Phe Ser
89 = His His Pro
103 = Gln Gln His
160 %" ~ Phe Phe Leu
247 g Val Val Gly
368 = e [ val ] Ile




380 Thr Thr Ala
435 Glu Glu Lys
465 Gly Gly Ser
604 Val Val Ala
622 | Aa [ Thr | Ala
236 Val Val Ala
247 Val Val Ala
291 o Val
379 2 Val Val Ala
459 - Lys Lys Asn
474 g Ser
476 £ Ser
604 %0 Arg
625 Lys
673 Glu
146 Ser Ser Asn
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6 . Asp Asp Val
18 o Met Met Ile
79 2 Asn
208 A Lys

=
338 g Val Val Gly
353 &b Phe Phe Leu
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Table S3. Location of putative UAG binding sites for MSI1 protein in the 3' UTRs of KITV and
MGTV. Red color — conserved site between Y-3 and Y-2 structures; yellow color — conserved site

in the stem of the Y-2 structure; green color - conserved site in the stem of the Y-1 structure.

The name of the KITV and Coordinates of the location of sites
MGTYV isolate, the place of Segment 1 | Segment 2 Segment 3* | Segment 4
isolation
KITV/2017/1, Guinea, Africa 12,43, 94,
202, 373 104, 138
KITV/2018/1, Guinea, Africa 12, 43,94,
167, , 338 104, 138
KITV/2018/2, Guinea, Africa 43, 48, 80 43,94, 104,
167, , 338 138 51,123
MGTYV Yunnan2016, China, Asia 168, 94, 104, 138

Note: *- results for this region are not discussed in this work, since the region is undersequenced.



Table S4. Nucleotide substitutions in the 5’ and 3” UTRs between different KITV i1solates.
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Table S5. Conserved regions in 5’ UTR of the KITV Segment 1.
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Alongshan 5 3
) 0 0 0 0 0
virus (8) (62,5%) (37,5%)
Yanggou 2 4
88 0 0 0 0 0
virus (6) (33,33%) (66,67%)
Takachi virus 5
0 0 0 0 0 0
(5) (100%)
Harz
7
mountain 0 0 0 0 0 0
) (100%)
virus (7)
Table S6. Conserved regions in 3' UTR of the KITV Segment 1.
Name of the virus (number of Motifs Motif Motifs characteristic of KITV
strains) 1,3 1 were not found
18
KITV (18) 0 0
(100%)
74 4 1
IMTV (79)
(93,67%) (5,1%) (1,27%)
3
MGTV (3) 0 0
(100%)
10
Alongshan virus (10) 0 0
(100%)
Y irus (6) 0 6 0
anggou virus
&8 (100%)
5
Takachi virus (5) 0 0
(100%)
7
Harz mountain virus (7) 0 0
(100%)
Table S7. Conserved regions in 5’ UTR of the KITV Segment 2.
Motifs
Name of the virus Motifs Motifs Motifs Motif Motifs Motifs characteristic
(number of strains) 1,2,3,4 1,2,3 1,2 4 2,4 1,2,4 of KITV were
not found
1 2 15
KITV (18) 0 0 0 0
(5,56%) (11,11%) (83,33%)
35 1 30 14 1
IMTV (81) 0 0
(43,21%) (1,23%) (37,04%) (17,28%) (1,23%)




1 2
MGTV (3) 0 0 0 0 0
(33,33%) (66,67%)
1 6
Alongshan virus (7) 0 0 0 0 0
(14,29%) (85,71%)
Y irus (3) 0 0 0 0 0 0 3
anggou virus
88 (100%)
2 1
Sichuan tick virus (3) 0 0 0 0 0
(66,67%) (33,33%)
Harz mountain virus 5
0 0 0 0 0 0
(5) (100%)
1
SCWL (1) 0 0 0 0 0 0
(100%)
Table S8. Conserved regions in 3' UTR of the KITV Segment 2.
Motifs
Name of
i Motifs ) i ) ) ) ) ) i characteristic
the virus Motifs Motifs Motif Motifs Motif Motifs Motifs Motif
1,2,3,4, of KITV
(number 1,2,3,5 1,2,3 1 1,4 4 2,3 1,3 2
5 were not
of strains)
found
18
KITV (18) 0 0 0 0 0 0 0 0 0
(100%)
14
IMTV 44 2 8 1 4 9
(17,07 0 0 0
(82) (53,66%) | (2,44%) % (9,76%) | (1,22%) | (4,88%) (10,98%)
(]
MGTV 1 2
0 0 0 0 0 0 0 0
3) (33,33%) | (66,67%)
Alongshan 5 1 3
0 0 0 0 0 0 0
virus (9) (55,56%) | (11,11%) (33,33%)
Yanggou 1 2
88 0 0 0 0 0 0 0 0
virus (3) (33,33%) (66,67%)
Sichuan
1 1 1
tick virus 0 0 0 0 0 0 0
3 (33,33%) | (33,33%) | (33,33%)
Harz s
mountain 0 0 0 0 0 0 0 0 0
(100%)
virus (5)
1
SCWL (1) 0 0 0 0 0 0 0 0 0
(100%)




Table S9. Conserved regions in 5’ UTR of the KITV Segment 3.

Name of the virus (number of Motifs Motif Motif Motifs characteristic of
strains) 1,2 1 2 KITV were not found
18
KITV (18) 0 0 0
(100%)
42 2 18 12
IMTV (74)
(56,76%) (2,70%) (24,32%) (16,22%)
3
MGTV (3) 0 0 0
(100%)
8
Alongshan virus (8) 0 0 0
(100%)
Y irus (3) 0 0 0 >
anggou virus
&8 (100%)
3
Sichuan tick virus (3) 0 0 0
(100%)
7
Harz mountain virus (7) 0 0 0
(100%)
1
SCWL (1) 0 0 0
(100%)
Table S10. Conserved regions in 5' UTR of the KITV Segment 4.
Motifs
Name of the virus Motifs Motifs Motifs Motif Motif Motif characteristic of
(number of strains) 1,2,3 2,3 1,2 1 2 3 KITV were not
found
18
KITV (18) 0 0 0 0 0 0
(100%)
42 1 14 2 5 3 4
IMTV (71)
(59,15%) (1,41%) (19,72%) (2,82%) (7,04%) (4,23%) (5,63%)
3
MGTV (3) 0 0 0 0 0 0
(100%)
8
Alongshan virus (8) 0 0 0 0 0 0
(100%)
1 2
Yanggou virus (3) 0 0 0 0 0
(33,33%) (66,67%)
3
Sichuan tick virus (3) 0 0 0 0 0 0
(100%)
Harz mountain virus 7
0 0 0 0 0 0
7 (100%)
1
SCWL (1) 0 0 0 0 0 0
(100%)




Table S11. Conserved regions in 3' UTR of the KITV Segment 4.

Motifs
Name of © characteris
-~ O
the virus @ o @ e = @ e |a w & o b tic of
z ¥ E=RS z Z g =z B=) Z & B
(number of | 2 2 S o S o S g |3~ S S = S KITV
strains) - - were not
found
18
KITV (18) 0 0 0 0 0 0 0 0
(100%)
51 10 24 3 1 3 1
IMTV (93) 0 0
(54,84%) | (10,75%) | (25.81%) | (3,23%) | (1,08%) | (3,23%) (1,08%)
3
MGTV (3) 0 0 0 0 0 0 0 0
(100%)
Alongshan 1 7
0 0 0 0 0 0 0
virus (8) (12,5%) (87,5%)
Yanggou 3
) 0 0 0 0 0 0 0 0
virus (3) (100%)
Sichuan
3
tick virus 0 0 0 0 0 0 0 0
3 (100%)
Harz ;
mountain 0 0 0 0 0 0 0 0
) (100%)
virus (7)
1
SCWL (1) 0 0 0 0 0 0 0 0
(100%)
A B 0. C D E
o

),

Figure S1. Models of secondary structures of the 5> UTR of the first segment of viruses (A)
MGTV, (B) ALSV, (C) YGTV, (D) HMV, (E) JMTV. The area of the highly conservative
sequence 5'-CAAGUG-3' is marked in blue. The models from the top were obtained in the UNA

MFOLD 3.6 program, from the bottom in the Vienna RNA Fold program.




Figure S2. Models of secondary structures of the 5° UTR of the second segment of viruses (A)
MGTV, (B) IMTV, (C) SCWLTV, (D) STV. The area of the highly conservative sequence 5'-
CAAGUG-3' is marked in blue. The models from the top were obtained in the UNA MFOLD 3.6
program, from the bottom in the Vienna RNA Fold program.

Figure S3. Models of secondary structures of the 5° UTR of the third segment of viruses (A)
MGTV, (B) STV, (C) IMTV, (D) SCWLT. The area of the highly conservative sequence 5'-
CAAGUG-3' is marked in blue. The models from the top were obtained in the UNA MFOLD 3.6
program, from the bottom in the Vienna RNA Fold program.
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Figure S4. Models of secondary structures of the 5 UTR of the fourth segment of viruses (A)
ALSV, (B) HMV, (C) SCWLTV, (D) STV, (E) IMTV, (F) YGTV. The area of the highly

conservative sequence 5'-CAAGUG-3" is marked in blue. The models from the top were obtained

in the UNA MFOLD 3.6 program, from the bottom in the Vienna RNA Fold program.
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Figure S5. Models of secondary structures of the 3> UTR of the first segment of viruses (A)
TAKV, (B) ALSV, (C) MGTV, (D) HMV, (E) JMTV, (F) YGTV. The area of the highly



conservative sequence 5'-CAAGUG-3' is marked in blue. The models from the top were obtained

in the UNA MFOLD 3.6 program, from the bottom in the Vienna RNA Fold program.
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Figure S6. Models of secondary structures of the 3° UTR of the second segment of viruses (A)
MGTV, (B) HMV, (C) ALSV, (D) YGTV, (E) STV, (F) JMTV. The area of the highly

conservative sequence 5'-CAAGUG-3' is marked in blue. The models from the top were obtained

in the UNA MFOLD 3.6 program, from the bottom in the Vienna RNA Fold program.
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Figure S7. Models of secondary structures of the 3’ UTR of the fourth segment of viruses (A)
ALSV, (B) MGTV, (C) HMV, (D) SCWLTV, (E) STV, (F) JMTV. The area of the highly

conservative sequence 5'-CAAGUG-3' is marked in blue. The models from the top were obtained

in the UNA MFOLD 3.6 program, from the bottom in the Vienna RNA Fold program.
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Figure S8. Conservative motifs in the 5' UTR of segment 1 of segmented flavi-like viruses.



Hame
00153603.1_SCWL_tick s

0Qs20756.1_Sehuan ek virus
070 1_Sichuan_ek s
0Q30764.1_Sichuan_tck virua
OROGEA01 1 Jingmen ok via
046983 1_Jingmen_tick_viuss
OMMEE842.1 Jinaman ek vie
OUMSE845.1_lingmen_tck vius

OM188508.1_Jingmen ik irus

ONTBS11.1_Jingmen sk vinss
ON18512 1 Jingmen ok vius
LCG2E148.1_damen. LK vius.
Lo828183.1 dnamen tek s,

LE528157.1_dingmen_tck_vis.
LCE2B161.1_dngmen_lck_vius.
L5528 165 1_lingmen,_ick_»
LGA28169 1_dingmen_tk v
LC828173 1_ingmen,_ick_

LGE2B177 1_fingmen_ick_vin
MWF21979.1_Jrgmen.tick_virs
MWF21860.1_ingmen.tck virs.
MAT21981.1_ingmen. ik vius.
MWF21882.1 dingmon tk virus
MWT21983.1_Jingmnen. ek s,
MWT21884.1_Jingmen.tck_virs.
MWT21885.1_lingmen,_tck_uive.
MWT2 18686 1_lingmen,_ick_uius.
\AWF21087 1_sigren_tick_veus
NANT21988,1_Sngrmen_tick_veus
MW721082.1 Sngmen tek vius
\Y721960.1_singmen_tck_veus
MIWT21981.1_sngmen ik veus
MAWTZ1982.1_Sigmen 1ok vius
MINT21683 1_Sngmen_iok_vaus
\WT21854.1_singrman ik _veus
NAN721695,1_Sngren_ick_vus
MT21096,1_dngmen tok vius
MWT21967.1_Sigmen tck_veus
MW721098.1_Ingmen 1k veus
MAWTZ1998:1 Sngmen 1ok vius
MIWT22000.1_Singmen_ick_veus
MINT22001.1_sngrmen_tk_veus
\AW22002 1_Sngrn_tick_vaus
MWF22003.1_Sigimen Lk _veus
MZBAGEY 1 _ingmen_iek_unz
MAWS61148.1_Singrmen_fick_vius
MIT74TOB8.1 dngmen ek vis
MKTZ1554.1_lingmen_tek uirus
MK?21558.1 lingman ek virvo
MK721552 1_lingman tek uirus
WKT21535.1_lingmen ek sirus
WKTZISTO 1 ingren ek sirvs
WKT21574.1_lingren_ck sira
MIT21578.1 ingrran_ ek vins
\IK721587 1 g, ek sins
MKF21586 1 _lingmen_ck sinva
MIKTZI590.1 ngTan tek urus
WKTZA534.1_lingmen_tok iruo
MKT21588.1_ingmen_tek vz
MKF21502 _lingmen,_ek_yinus
MI21606 1 _ingmen_tek s
MIZ21610.1 dngmen tek vius
MIKT215141_dngmen_tek vine
MKTZI513.1 _ingmen_tek e
MKT21622 1_singmen

b vinis

WT71678 1 _irgmen

ek s
WKFZ1630.1 lingmen ek s
MKFZ16341 Jngmen_tek ving
WKTEIE3 1 _lingmen_tek e
MKTZI548.1_lingmen_tek vius
MK721850.1 ingman_Lck viis
MKT21554 1 lingmen,_iek iz
MIKFZ1658 1 _lingmen_ck inua
MKG216621 dngman tek s
MKFZ16881_tingmen_tck vius
MKT2IE70.1 ingmen_tek s
MKFT21576 |_ingmen,

b sins
MIG21678.1_irgman tick vius
MNA8256.1_Jingmen_te irvs
MNABG25T 1 Jingmen b vins
MNABE2S8 1_lingmen 1k Lirve
MWOS4135.1_tare_montain_vins
MWOG4139 1_tars_moumiai_vins
MWO4143.1_Harz. moumtain_viv
MWOG4147 1_iars_moumtai_vine
NANDS4 145, 1_Harz_mcuni
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[ —
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Figure S9. Conservative motifs in the 5’ UTR of segment 2 of segmented flavi-like viruses.



Name
ORD38952.1_Singmen_tick_vinus
MIWT22028.1_Jingmen_ck_vins
MIWT22007 1 _Jingmen_bck_vins
MIWT22026.1_Jingmen_ck_vins
MWT22025.1_Jingmen_tick_virz
MWT22024 1_Jlingmen_ck_vinss
MINT22023.1_Jingmen_ck_ins
MINT22022 1_lingmen_ick_irus
MIWT22021 1_Jingmen ek vins
MWT22020 1

MWT22019 1 _lingmen_bk_vins
MWT22071.1_Jingmen_ ok
MWTZ2017.1_Jngmen_tek s
MWTZ2016.1 Jingmen ek
MWIZ20151

MIWT22014 1_ingen_bok
MIWT22013.1_Jingen_bek_ins
MIWTZ2012 1_Jingmen_bek s
MIWT22011.1_Jingmen_bek_vins
MIWTZ2010.1_Jingmen_bck_vins
MWT22009.1

MIWT32008 1_Jingmen_tck_vins
MIWT32007 1_lingmen_tck_vins
MIWT22006.1_Jingmen_tck_vins
MIWT22005.1_Jingmen_tick vinis
MIWT22004 1_Jingmen_tck vins
MZHEA984 1_Jingmen_tick_vinis.
MNDSE539.1_lingmen, tick_vinss
MNDSE529.1_Jlingmen tick_vius
MNOSE525 1_lingmen. tick_virus
MN0SEE21 1_lingmen. tick_vinus:
MN025518.1

MING25514.1_Jgmen, uck_vius
NG_024114.1_dingroen tick_vies
KIDD1581.1_Jngrmen_tek_wrus
GMHEOBAT._Jfingrmen_tich_vinss
GMHEOBA2.1_Jlingmen_tich_vinss
OME0B0.1_lingmen_tick_vinss
1529051

MHISS95 1_ingmen. ick_vins

MIHIS5891 1_lingmen, ick_vins
MIHIZ22 1_Jingmen. ek vins
MHIZ3181_Jingmen. ek vinss
WIHI3331 1 ngmen Vex s
WIKF1631.1_dngmen_tik sanis
WIKF21656.1_dngmen_tik anis
MIKT1675.1_Ingmen_tek unss
MKP21607.1_Jngmen tek nus
MIT1505.1_ingmen_ick_sinus
MIKT21578 1_dingrmen_tick_sinis
MKT21571 1

MINAB5786 1_Jingmen_ick vis
MNABE271 1

MINASG265,1_Jingmen_ick vius
MINABG264 1_Jingmen_ick_vius
ontBes1a |

ingmen_tick_virus
ON1BEs18.1

pren_tick_vinus
ONtBBEI.1
onteesie.]
oNtBgsts 1
ON10G14.1_Jingmen ik s

fingrmen_tick_virus

ON1BES131_ingrmen_tick s
LOR28178 1 Jmgmen ek s
LEAZR174 1_lingmen_ick_sinss
LCAZR1T0 1_tingmen_tickuinss
LCR23186 1_lingmen_tick inus
Lenzstez 1

Lensise

Lonzaisa.i
Le025150.1_Jingmen_tick_sinss
HWee1149.1
WIT74T999.1_ngrmen ok vius
MKiz4232 1

MK174291 1_angmen_tiee_urus
OQISE0M.1_SOWL Tk vins
0QA20765.1_Sichuian ick_vius
0Q320761.1_Sichuan_tick_vrus
00320757.1_Sichusan_ick_vrus
NG_054229 1_Mogana_te s
390305 2_Mogiana._fek vius
MT080099.1_Mogana_lck_virus
MDA 156.1_Harz_mountain_virus
MWDS4152.1_Harz_mouetain_inis
MDA 150 1_Harr_mouetain_unis
MWDS4144.1_Harz_mountai
MIWOS 140.1_Harz_moundain

WIWDS4156.1_Harz_mountain_virus
MWDS4152.1_Harz_mountain_uinis
ORS21086 1_Alongshan_vinus
MNGABTTS.2_Alongshan, vinus
MNS4771.2_plongsnan,_vius
ON403081.1_Asongshan_urus
MWS25316.2_Alongsnan_virus
MWS25320 1_Alangsnan_virus
MWE26424.2 Yanggou_tek_vius
WW25316 24Jongshan
WWS25320 1_Abngshan
WWS55736.1_Yanggou_lck.
MWSSETI2.1_ Yanggou lick vine
MWAT212.1_Kinga_tek_y

a4 108 1 1

MK73135 1_Kndia_Sck_vins_2017.
0612443 1 Kinda ik vinss
0PG12442 1_Kinda ik vinss
0P612441.1_Kinda ik s
0512420 1_Kinda bk s
0P512429.1_Kinda bk s
0PA12438 1 Kinga Bk vins
OPB12437 1_Kkinaa_ber s
0612436 1_Kinda ik vinss
0P512435.1_Kinda_ber_vius
OP612434.1_Kinda bk vinss
0P512433 1_Kindia_bek s
0P512432.1_Kinda bk s
0PE124311_Kinga bk vins
0P§12130.1_Kinda bk vins
0F612425.1_Kinda Tk vins
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Figure S10. Conservative motifs in the 5" UTR of segment 3 of segmented flavi-like viruses.
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Figure S11. Conservative motifs in the 5" UTR of segment 4 of segmented flavi-like viruses.



Name
OMaSEE37.1 ngmsn uok wrus
OMaSBB411_Ingmen ok s
QMMS9845.1_Ingmen ek vnue
(O848 1_lngmen_tck s
QN1SBS0L1_tingmen tek s
ON1BBA1 1_lingron_tck i
©N18502.1_dngmen tok vio
ON186503.1 Ingmen tek vius
ON1BE504.1_dngmen_tek _vius
LCB28148.1_dingmen ek e
LCa25152 1_Jlingmen_Sck_vius
LGB28185 1_Jingmen sk vinss
LC628160 1_Jingmon._sek. i
LEB28184 1 Jinamon sk vinws
LeB28168 1 Jingmen tk s
10625172 1_Jingmen Sk vius
LOB28176 1_Jingmin_sk_vinus
BATE1954.1_lingmen _sick s
MNT21956.1_Jinamentiek s
AAT1067.1_lingmen ok v
MNTZ196.1 Jingmen tek vrus
seTII058

MWT21962.1 Jiramen tick vrus
AAT215638.3_lingmen_tick_vrus
BWT21964.1_lingmen

NTZ1865.1_Jigmen_tick vius
BNTZ1067.1_lingmen sk vrus
MWT21968.1 Jmgman ek s
IT21059.1 Jngemen ok virus
ITZIGT0.1 Jmgeren Uk in
IATZHGT11_Sigeen_ick_vlus
MWTZ1972.1_dmgeren Lok ving
WANT21074.1_Fngeman tick_virs
IWT21674.1_Jmgrman ok virss
MWT21075 1 Smgeman ik vins
IWT21075.1_Jingemen ok virus
ITZIGTT. 1 Jmgeren Uk vin
IAT21673.1_Singeen_ick_vius
PAWSTAT.1_mpan_ b virss
MKT21683.1_lingrmon,_ick vinss
MKT21557.1 Jinamen_ tok vius
7215611 Jingmen. ok vis
MKT21565.1_lingmen_tih vius
MKT21560.1_iingrnen_ick vium
WKT215731_lingmen_ick_vins
WKT21577.1_linamen_ick viua
MKT21581.1_lingren_ck vis
MKT21585.1 Jinamen_ tek vius
WAKT21580.1_iingren_ek e
MT21505.1_lingren_ick_vins
WKT21507.1_lingren_ick s
WKT21601.1_lingmen_ick_vins
MT21605.1_tinaron_tek s
WACT21608.1_iingren_ick_viue
MT21615.1_lingmen_ick_vius
WAT216171_iingren_ick_viue
MKT218211_snpymen_tek sirue
MKT21425 1_segren_ick sirus
7216251 Lingrnon, ik vius
MKT21628.1_lingren ik viuo
HIKT21633.1_Ingen_ tek 1ius
WKT21637.1_lingren_ick_vina
MAT21641.1_iingrmon_ick_vis
MK7216451_lingrnon_ick_vius
MK721648.1_lingrnen_ic_vius
HKT21653 1_iimgren_ick s
WKT21657 1_lingren_ick _vin
WAKT21681.1_iingren_ick =
MKT21665.1_iingmen_ick_vnus
MK721685.1_lingrien_ick_vius
WACT21673.1_iingren_ick_vnus
MKT21677.1_lingren_tick vius
MNASG250.1 Jingmen tiek vrus
PNABEZS1_lingren_lck_vius
MNABB262 1_lingrmn sk vrus
MN486263.1_dngmon tok_veus
LE828180.1 Takochi
LCE28184.1_Takachi
LA | Takachi
LC828192 1 Takachi
Les28108 1_Takaehi
MHEBESZ 1_Yongpeu
MIHEBES.1_vangoeu
WT248415.1_Yarggou
IWS5E730.1_Yenggou
MWSSE734.1_Tenggou
MWE25322 2 Yanggou
158415 1 Alorgshan
MNAOTIS 1 Alorashan
NNAO7156,1_Nongshan
NNAO7180.1_Nengshen
MWS25318.1_Akngzhan
MT514946.1_Alongaan
MTS14947.1 Aongsnen
NEA8TT0.2_Aongahen
MNEAST4.2_Nongehan
ANS25314.2_Alngehan
OPOZ1056.1 Angshen
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Figure S12. Conservative motifs in the 3’ UTR of segment 1 of segmented flavi-like viruses.



Hame
Q30031 SCWL Uk vins
00320756.1_Sichuan_tek virus
00320760.1_Sichuan_Yck s
©0320754.1_Sichuan Yk s
ORN3ESS1 1_sngmen_tie_vius
Onsen 1
OMASE842 1 g 1k vires
OMAI845.1 ingmen 1k vires
(018506 1_sngmen_ick_vius
ON1BESOT 1_sngmen_tiex_vius
ON1BSOR. 1_ingman_tie_vius
ON188509 1_sngmen_ i vius
ON1BBS10.1_dngmen ik vius
ON1B8511.1_Jngman tick vius
ON188512.1_ingman_tick_vius
Los2staet

e _lck_virus

LO828153.1_Jmgmen_ti i
Les28157.1_dmgman_tex_vis
LE828161.1_smgman_ti_vinn
L028165 1_smgrman ik v
LE628469.1_Jimgrman_tick_vius
LO828173.1_dmgmen_ti_vins
Les28177.1_dmgman_ties i
MITZ1075.3_singmen_tek inn
MTZ1800.3_sinrmen ek i
MIAT21801 3_singmen_ick i
MIT21962 1_singmen bk s
MIZ21868.1 Siggmen bk vinus
MWTZ1984.1_Jingmen.ti viris
MWTZ1988.1_lingmen_te, viris

MATZ1588.1_Jingmen_ck_vinss
MAT21987.1_Jlingmen_ick_vinss
MWT21968.1_Jingmen_tick_vins

1 ek vinss

MAT1965.1_ingmen_ick_virus
MATZ1966.1 ingmen._fck virus
MATZ1967.1_ingmen_tck virus
ingmon_tck vis
ingman,_ick_vinss
ingmen ik vinss
ingmen ick vinss
WAT22002.1_lingmen_tck_vinsa
MAAT22003.1_Jingmen_ick virus
MZ64983.1_Jlingmen_ ek vius
MANSE1148.1_ingman_c_sinus
MITT47988.1_Jlingmen_ ck_vivs

MK721664.1_Jingmen_sek_virus

WKr21556.1_Igren_tek s
WKP21552.1_Jigrmen_tik_vius
MKT21566.1_Jmgrmen_tek_vinis
MKT21570.1_dgrmen_tek_vins
WIT21574.1_Jmarren ik vrus
WIT21578.1_imgrmen_tek_vius
WIr21582.1_tigmen_tex_wnus
WIT21585.1 Jrgrren ik vius
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Figure S13. Conservative motifs in the 3’ UTR of segment 2 of segmented flavi-like viruses.
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Figure S14. Conservative motifs in the 3' UTR of segment 4 of segmented flavi-like viruses.
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