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Figure S1. Chromatofram of standard chlorfenapyr and tralopyril showing the retention time of

these two chemicals.
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Figure S2. Total small RNA length distribution of the chlorfenapyr treated B. mori
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Figure S3. The volcano figure of Differential expressed miRNAs between chlorfenapyr treatment
and healthy B. mori larvae. Gray dots represent the non-differentially expressed miRNAs, red dots
(up-regulated) and green dots (down-regulated) represent the differentially expressed miRNAs



T-vg-CK(Total): Gene Ontology Classification
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Figure S4. Functional categories of the differentially expressed target genes in the GO database.



T-vs—-CK(Total): KEGG Pathway Classification
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Figure S5. Functional categories of target genes of differentially expressed miRNAs in KEGG

pathways. These genes were significantly enriched in 27 subpathways under five main pathways.



CYP337A2 / bmo-miR-6497-5p predicted interation
mle: =35.7 keal/mol
target 5 GG A3
GC CUGGUCCUCAGAG
CG GGCCAGGAGUCHC
miRNA 3" CUGUG G G5

CYPGAE3P / bmo-miR-6497-5p predicted interation
mfe: -31.1 keal/mol
target 5 U CA A GA A3
GOGC G CCCC GGL CUCGGAG
LGUG € GGGG CCA  GAGUCLC
mikhA 37 C G G5

CYP49A1 / bmo-miR-6497-5p predicted interation
mfe: =25.5 keal/mol
target 5 G A GGA u 3
GACAC € GGUL  UCGGAGU
CUGUG G CCAG  AGUCLCG
mikhA 3’ C GGG G

o

CYP333B1 / bmo-miR-6497-5p predicted interation
mfe: =28, 6 keal/mol
target 5 C G AUUCG AY
GOGOGE 1C LCUCAGAG
LGUGCG GG GGAGUCUC
miRvA 3" C G CCA G5

Figure S6. Prediction of target gene binding regions between Bmo-miR-6497-5P and P450s.



