Supplementary Table S1 Numerical data of the gut microbiota metagenome of C. medinalis

Insert Clean
RawReads RawBase % Cleaned Clean Clean
Sample ID  Size reads
#) (GB) GC (%) Q20 (%) Q30 (%)
(bp) #)
CnmeGV24 350 26739451 8.02 39 25268233 94.5 98.97 95.79
CnmeGV48 350 26222897 7.87 39 24887590 94.91 98.91 95.59
CnmeGV72 350 26712575 8.01 38 25358657 94.93 98.95 95.69
control24 350 26822439 8.05 38 25461569 94.93 98.97 95.77
control48 350 26956893 8.09 38 25536954 94.73 98.95 95.7
control72 350 28806158 8.64 38 27244287 94.58 98.96 95.76

Sample ID: sample name; InsertSize (bp): represents the use of a 350 bp Library; RawReads: sequencing number of
raw reads; RawBase: total base pair number in the sequencing raw data, calculated by the product of RawReads and
the sequence length; %GC: the percentage of GC content in the bases; Clean reads: the valid reads number after
filtered; Cleaned (%): the percentage of Cleanreads to Rawreads. Clean Q20, Q30: the percentage of base numbers

in CleanData with a mass value greater than 20 and 30.

Supplementary Table S2 Sequence number of different species in the C. medinalis gut

Bacteria Fungi Archaea Viruses
Sequence Number 6018759 28906 38 111

Supplementary Table S3 Sequence number of OTU classified as virus

#OTU ID CnmeGV24 CnmeGV48 CnmeGV72 control24  control48 control72
Taxon00149 49 57 5 0 0 0
taxonomy

k Viruses;p ;c_;o ;f Baculoviridae;g Betabaculovirus;s Cnaphalocrocis_medinalis_granulovirus
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Supplementary FIGURE S1 Rarefaction curves of the observed OTUs in different samples.

Supplementary FIGURE S2 Box plots of frequency for the gut microbiota at the phylum level
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Supplementary FIGURE S3 Krona plots display the classification and composition changes
of bacteria in the larvae gut of C. medinalis after CnmeGYV infection. (A) Mock-infected at 24
hpi, (B) CnmeG V-infected at 24 hpi, (C) Mock-infected at 48 hpi, (D) CnmeG V-infected at 48

hpi.



Em CnmeGV24

B control24 B CnmeGV48

p_Proteobacteria
9_Wolbachia

1_Anaplasmataceae

o_Ricketisiales

c_Alphaproteobacteria

9_Xenoabaus

s_Xenorhabdus_nematophila

1_Morganellaceae

o_Enterobacterales

_Gammaproteobacteria
s_Wolbachia_endosymbiont.of_Drosophila_simulans
s_Wolbachia_sp_wRi

s_Wolbachia_endosymbiont_ of_Drosophila_incompta
. Wolbachia_endosymbiont_of_Trchogramma_pretiosum
. Wolbachia_endosymbiont_of_Drosophila_melanogaster
s_{Wolbachia_endosymbiont_of_Dactylopius_coccus
a_acidovorans

s_Deit
_Paeniglutamicibacter

1_Micrococcaceae
s_Pacniglutamicibacter_antarcticus
s__Cutibacterium_acnes
o_Cutibacterium

1_Propionibacteriaceae

o_Propionibacterales
s_Delfia_sp_Cs1_4
Pseudomonas_protegens

:

1_Comamonadaceae
o_Spirochacta
s_Spirochacta_lutea

Spirochactales

>_Spirochaetes

{_Spirochaetaceae

c_Spirochastia
s_Plautia_stali_symbiont

r

Bacillales

o_Acinetobacter

1_Moraxellaceae

o_Synechococcus
Synechococcales

s_Synechococeus_sp_JA;

1_Synechococcaceae
1_Bacillaceae
1_Enterobacteriaceac
s_Lellottia_amnigena
o_Lellottia
s_Pscudomonas_putida
s_Pscudomonas_sp_02C_26
»_Actinabacteria

_Actinobacteria

r

s_filamentous_cyanobacterium_ESFC_1

s_Microbacterium_barker

o_Microbacterium
1_Microbacteriaceae

1_Gioeomargaritaceae

{_Pseudomonadaceae

9_Pseudomonas.
s_Pseudomonas_plecoglossicida

o_Sanguibacteroides.
1_Pomhyromonadaceae’
o__Themobaculum

©_Bacteroidia
s_Pasteurella_muitocida
1_Pasteurellaceae
o_Pasteurcia
Pasteurcliales

s_Themobaculum_temenum
Bacteroidales
s_Sanguibacteroides_jstesenil

p_Bacteroidetes
s_Enterobacter_sp_633

p_Cyanobacteria
o_Enterobacter
o_Pantoea

(_Enviniaceae
s_Pantoea_dispersa
s_Clostridium_botulinum

o_Clostidium

Clostridiaceas

c_Clostidia

Clostridiales

Lactobacillales

Enterococcaceas

o_Enterococcus

_Bacilli
Fimnicutes
i

N
IN

0
LDASCORE (log 10)

2

IN

= control72

B CnmeGV72

@l control48

o__Enterobacterales
1_Enterdbacteriaceae

s

_Gammaproteobacteria
s_Kiebsiglla_varicola
9__Xenorhabdus

- Xenomabdus_ nematophila
1_Momganellaceae

5_Klebsiella: pneumoniae
_Klebsiella_sp__P1CD1
1_Laclobacillaceae

B ot
5_Lactobacillys_plantarum
5__Kiebsiella_michiganensis

s
_Enterococcus_faecalis
9_Staphylococcus
1_Staphylococcaceae

__Staphylococcus_epidemnidis
s_Pseudoronas_putida

Sphingoactertum_psychroaquaticum :
g__Pantoea B B =

9_Bacillus :
;_Wolbachia_endosymbiont_of_Dactylopius_coccus

1_Bradymizobiaceas
Bradyihizobium_enythrophiei
o_Bradyihizobium
__Pantoea_tispersa
_Crnaliun_epipsammunt

9_Crinalium;
Gomontieliaceae
Wolbachia_pipientis
9__Synechococcus
o__Synechococcales
s_Synechococcus_sp__JA_3_3Ab

Synechococcaceae :
Wolbachia_endosymbiont_of_Drosophila_melanogaster

9_Themnobaculum

s__Thermobaculum_terenum

o_Alteromonadales

1_Colwelliaceae
Colwellia_myti

o_Colvellia
o_Nitatirediictor
1_Phyliobacleriaceae

_ Nitatireductor_soli
o__Rnizobiales
Domibacillus_aminovorans

9_Domibaciilus
o_Bacillales
1_Bacillaceae

rr

filamentous_cyanobacterum_ESFC_1
o_Oscillatoriales :
p_Actinobacteria
c_Actinobacteria
o_Micrococcales
Microbacierium_barker *

9_Microbacterium

1_Microbacteriaceae
Pseudomonas_brenneri -

_Pasteurella_multocida

1_Pasteursliaceae
o_Pasteurella
o_Pasteurellales
{_Pseudomonadaceae
_Pseudomonas

Pp_Cyanobacteria
o_Pseudomonadales
;__Clostridium_botulinum

9_Clostridium
Clostidia¢eae

c_Clostridia
o_Clostridiales
:_Wolbachia_endosymbiont_of_Drosophila_simulans

9__Wolbachia

1_Anaplasmataceae

o_Ricketlsiales

c_Alphaproteobacteria
)

i
1 2 3 4

o-

-1
LDASCORE (log 10)

0
N

_Entersssocus_squimainus
‘5_Bacillus_thuingiensis.
_Enterscancus_hemsnniensis

LDASCORE (log 10)

Supplementary FIGURE S4 LDA score plot from LEfSe analysis shows the microbial
taxa with significant differences between the CnmeGV-infected group (blue) and mock-

infected group (red) (LDA score > 2).
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Supplementary FIGURE S5 Cladogram plot showing the taxonomic groups that explain
the most variation among the bacterial communities. Differences are represented in the color
of the significantly enriched class (red indicating mock-infected, blue indicating CnmeGV-

infected, yellow non-significant).
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Supplementary FIGURE S6 ROC curve displaying the discriminatory potential of the
random forest model in distinguishing CnmeGV-infection. AUC, area under curve.
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Supplementary FIGURE S7 KEGG pathways found at significantly different
abundances in the gut microbiota metagenomics profiles as identified by PICRUSt and
STAMP analysis.



