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Figure S1. T. urticae RNA-seq libraries acquisition flowchart. All available RNA deep sequencing
projects on the NCBI-SRA database were cataloged. From these, eighteen projects were selected: 16
libraries from mites collected in laboratory-controlled environments and 14 libraries from two pro-
jects with field-collected mites. All thirty RNA-seq SRAs were processed through the virus discov-
ery pipeline in this study.
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Figure S2. Tetranychus urticae virome characterization pipeline. Flowchart displaying the detailed
pipeline used to characterize the virome associated with Tetranychus urticae. The process begins with
the acquisition of RNA-seq libraries from the NCBI-SRA database. The selected libraries undergo
quality control and filtering to remove low-quality reads and contaminants. Subsequently, bioinfor-
matics tools are used to assemble the sequences. The assembled contigs are screened for viral se-

quences using BLAST searches. Identified viral sequences are then put through phylogenetic anal-
ysis.



1302159793, 1 - Bean common mos3lc Wins

1 = B 1T

OL4T2106.1 - Plant associated bobamodlke vinus 1

OL4T2260.1 - P‘a;lfamﬂi‘hd fombus-le virus 2

—

DQT50583.1 - Phaseolus vugars aiphaendomavinus 1

Known viruses best hits

B vethyitransfersse ] Polyprotein Coat_protein [JJ] Matrix_protein
. mRMA-capping . Helicase . Polymerase Glycoprotein

q

>

OLA72184.1 - Ljubllana clclstrovinis 1
— e S —
MK533151.1 - Tetrarychus uricas-assodabed namaninis

—

OLAT2190.1 - MAG: APHIS Glycines wrus 1

— > -

MKS33147.1 - TEiranyThus Uricae-associated dicistrovirus 1

MNZ95516.1 - Reiranychus ulicae-assoclated ploomadie vins 1

— A

Picornavirales
NC_033212.1 Hubed plcoma-lee virus 75

— - >
MES33138.1 Tetranychus uricas-assocl ated plooma-ike vinus 2
— -
Modaviridae
OL472290.1 -%rmﬂalmvrusd
Kitaviridae

BKOG3T00.1 - TPA_ASIM: Pamprredoniius angid

Rhabdoviridae

KP5EE353. 1 Vesloular stomalitis Nesw Jersey vius

MNS50631.1 Rondonla rhiabdovinus

Mew viruses best hits

Phenuiviridae

W|21Q!-E¥IEEE EEE i

Bimaviridae
NC_078110.1 - Drosopiila Melanogaster bimavins

MES33150.1 - Tetranychus uicae-associated entomebimavinus

Qinviridae

OLA72568.1 - MAG: Bring shiimp gin-Ike wirus 5
~ F
Reovirales

OL&72613.1 - Bring shrimp rerus 1

) r F

Figure S3. Genome characteristics and conserved structures of characterized viral sequences. Figure
displays the open reading frames (ORFs) and conserved domains of characterized known viral se-

quences.
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Figure S4. RNA density plot. RNA density plot of the viruses BCMV(A) and PV1(B). Positive sense
strand is the depicted in blue and negative sense strand is depicted in brown.



