Supplementary Figure S1:

A biological guiation { |
cellular component organization or biogenesis
cellular

immune system process
localization

metabolic process

mui-organism process

muliceular organismal process
negative regulation of biological process
positive regulation of biological process
rogulation of biological process
roproduction

roproductive process

response 1o stimulus

signaling

single-organism process

cell

celljunction
ool part
extraceular region
extracetular region part
macromoleculas complex
membrane
membrane part |
mombrane-enciosed lumen
organete
organolio part
‘supamolecular fiber
synapse
synapse part
antoxidant activity
binding
catalytic activity
‘molecular function regulator
molecular transducer activty
rucisic acid binding transcription factor activity
signal transducer activity
structural molecule activity
vanseription factor activity, protein binding
Wansportor activity

B

‘Sphingolipid metabolism
Retrograde endocannabinoid signaling
Pyrimidine metabolism

Purine metabotsm

Peroxisome

One carbon pool by folate

£ Nicotne addicton

=g

Neuroactive ligand-receptor interaction

Morphine addiction

Metabokc pathways

Lysine degradation

TORGOALS TEINes

yeosphingolipid biosynthesis - globo series
% sosphingolipid biosynthesis - ganglio series
& Giycine, serine and threonine metabolism
g’ GABAergic synapse
FoxO signaling pathway

Cirate cycle (TCA cycle)

Carbon metabolism

Biosynthesis of amino acids

2-Oxocarboxylic acid metabolism

03
RichFactor

Figure S1. (A). GO functional classification of DEGs beween CLso infected and uninfected midguts of B.
trigonica. (B). Pathway enrichment statistics of DEGs between CLso infected and uninfected midguts of B.
trigonica. Accession numbers: The transcriptome de novo assembly generated in this study is available at
the DDBJ/EMBL/GenBank database under the BioProject ID: PRINA561752. Accession number of the raw
reads are SRR10019128 and the transcriptome assembly is GHUW0100000000.



