Table S1. Sequences of primers used in this study

Primer name

Primer sequences (5°-3°)

Virus-F1
Virus-R1
Virus-F2
Virus-R2

B01

02

CRO1 (DNA-B)
CRO2 (DNA-B)
UNAI101(DNAT)
UNA102(DNAT1)
SbYLCV-Sall-1F
SYLCV-1R
SYLCV-2F

SYLCV-EcoRI-2R

CATTCCTCAAGTTCTTCCGG
GAATGGATGTCAGAGAACGTCA
CTAAATCAAGTTACATAGCCGGATC
TTTAGCTGACTGTATAATGGAATTAGAATA
GGTACCACTACGCTACGCAGCAGCC
GGTACCTACCCTCCCAGGGGTACAC
CATATTTACRARWATGCCA
CARTGRTCKATCTTCATACA
AAGCTTGCGACTATTGTATGAAAGAGG
AAGCTTCGTCTGTCTTACGAGCTCGCTG
CTTGCATGCCTGCAGGTCGACCATTCCTCAAGTTCTTCCGG
TTGAGGAATGGATGTCAGAGAACGTCAAGG
CTCTGACATCCATTCCTCAAGTTCTTCCGG

GTAATTGTTAATTAAGAATTCGATGTCAGAGAACGTCAAGG




Figure S1. Matrix plot showing the pairwise identity of the complete genome sequences of

SbYLCYV and representative geminiviruses using the Sequence Demarcation Tool (SDT) software.
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Figure S2. Matrix plot showing the pairwise identity of the amino acid sequences of SbYLCV CP
and the CP of representative geminiviruses using the SDT software.

AJZ68896.1

APP87696.1
AUT11865.1
AHM88322.1

Begomovirus

Becurtovirus

=}
(=}
o
S
I
S
o

{2}
o
o
N
© ¢
HESN

Capulavirus

8

Sana=nnf

NP_6122
1

>
Q
% 65

Citlodavirus

Curtovirus

>
2]
3
®©
o
a
®y®

ADV5152

>
(=
pr
=y
Y
®
b1
o

Eragrovirus

s}
=
&
3
a
-
=3
-
oy

AGA19552.1
ASU08496.1
AUF71981.1

QHU79218.1
QHU79380.1 |
gtl;{YUIZgS-IZA Mastrevirus

AFV73364.1 I
AGV05477.1 Mulcrilevirus
0N oo

BAD11108.1 ’ Pairwise identity (%) Opunwrus
CAH17665.1 | 100 o
YP_008060399.1 91 Topilevirus
QIA55781.1

QHA80056.1 83

CAJ43222.1 7
YP_003622549.1

YP_003622555.1 L] 66
AVN97895.1 57
ASU45677.1

Grablovirus

Maldovirus

Turncurtovirus

QYL35603.1
ANA76294.1

1
1
1
1
1
1
1
1
1
1

AJZ68896.1
APP87696.1
AUT11865.1
AHM88322
QDO73340.
QDO073334
NP_612220
ABE67101
ACO088028
ADV51528.1
AUT11876.1
QLJ85111.1
AGA19552.1
ASU08496.1
AUF71981.1
QHU79218.1
QHU79380.1
QHU79572.1
ShYLCV
AFV73364.1
AGV05477.1
ACN42977.1
YP_009506489.1
BAD11108.1
CAH17665.1
YP_008060399.1
QIH55781.1
QHAB80056.1
CAJ43222.1
YP_003622549.1
YP_003622555.1
AVN97895.1
ASU45677.1
QJX74422.1
YP_009553194.1
AJW66419.1
YP_006590004.1
QYL35603.1
ANA76294.1



Figure S3. Neighbor-joining phylogeny tree constructed based on the amino acid sequences of

SbYLCV Rep and the Rep of the representative geminiviruses. The statistical significance of the

branches was estimated with a bootstrap of 1000 replicates.
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Figure S4. Matrix plot showing the pairwise identity of the amino acid sequences of SbYLCV

Rep and the Rep of representative geminiviruses.
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