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Supplementary Table S1. Primer sequences used for RT-qPCR analysis in this study.

Gene Forward Primer Reverse Primer
Pten AACCTGCTCGGTTGGAACAT ACACTATCAGCACCACACGAA
Set1 AAAACTTCAACCGCCAGTGC GGCGGTGCATTTCCAAAAGT
Cyp6a8 GAAAGCAAGGCACCGTTTGT GGCACCGTCCAGATTGAAGA
LysD CTGCAACGCTCTCCTGACC TGCGCAATCGITITAATCGGG
Jon25Bi GCGGTGGTTCTATCATCGCC GGCCAGTTGTGGTTCTGGAT
Mal-Al AGTGGTGGGAGAGTGGAAACT GCCGATGTCTTTCAGGTACTG
Mal-A4 TTCAAAGACAGTGACGGAAATGG TTTCAGAAAAGGAGACAGCCAG
Mal-A6 GCAGCGATACTCGTTTTGGG TGCCACTTGCCACCAATCTC
Gbala CAGGGACTTCGGTTCTCCAC GACAGGATTGTCGCATTCGC
LysB TCTTGACCGACGACATCACC CGAAGAGGAGATGCTGGTGTTA
LysE TAAGGGCCCATTGCGAGGA CCAATTGGTCACGAGGAACG
SPH93 GCAATCGGAACTCTACTCTTAGC TGGAGCGGTAATCAAATGTTGG
Hsp23 ATTCCATTGTTGTTGAGCCTTGC GGCCAAGTAGGGATTCCTCTG
Hsp68 CGACAACGGCAAACCAAAGAT TAGTGCCCAGGTAGGCTITCTG
Lip2 CGGCAGCACATCGACTTGA GGAGTGTCCAATTAGTACCACCT
CG6283 GCTCCGTTCTCTACTACGCC GTAGGTGCTTCCGCAGTTCT
CG5246 CTGTCTCAATGTTCGGCGAAA CCTCCAATCACACGGGTCTC
Jon25Bi GCGGTGGTTCTATCATCGCC GGCCAGTTGTGGTTCTGGAT
Npc2e CACTTCCTGGGCAATAACAACA GACACTTCGTCGGGTAGGG
Intr GACCGCTCCGCAGTTTAATGT CTCTGGTAGGGATAGGGCACT
Lectin-37Da AAACCCGTACAACTTGACCGT TTCTCGTAGGCGACATACCAA
Gbala CAGGGACTTCGGTTCTCCAC GACAGGATTGTCGCATTCGC
CtrlB TGGTGTCCTTCCTGTATGAGG CTCGTTCTTCCTACGCTGCT
SPHI3 GCAATCGGAACTCTACTCTTAGC TGGAGCGGTAATCAAATGTTGG
Rp49 GCCCAAGGGTATCGACAACA ACCTCCAGCTCGCGCACGTT




Class Order Genus

1001 Unclassified 1004 Unclassified 100+ Unclassified
. 904 W Other . 90+ W Other . 90 W Other
o o
£ 80- Verrucomicrobiae % 80+ Pseudomonadales 5% 804 Pseudomonas
§ 704 B Deltaproteobacteria 2 70 B Sphingomonadales £ 79 W Coriobacteriaceae
Ly 504 M Coriobacteriia L 60 W Bacteroidales L 60- W Alicycliphilus
5 W Erysipelotrichia E 5 ¥ Betaproteobacteriales § . = Fusibacter
C W Bacteroidia = B Rhizobiales 8 B Methylobacterium
9 40- Clostridia £ 401 Clostridiales £ 401 Staphylococcus
=] -
® 30+ B Actinobacteria '_ﬁ 30+ W Bacillales % 304 M Enterococcus
ﬁ 20- B Alphaproteobacteria & 204 B Acetobacterales o 20+ W Acetobacter
10 = Bacilli 104 ¥ Lactobacillales 104 W Lactobacillus
" Gammaproteobacteria g 1 Enterobacteriales 0 W Serratia
0-
c SB (@ SB c SB
groups groups groups
Family Species
i Unclassified 1007 Unclassified
_ 904 W Other . 90+ W Other
Cd (-]
:’% 804 Family-XII % 804 M Lactobacillus-reuteri
2 704 B Muribaculaceae 2 70- Methylobacterium-radiotolerans
3 60 B Sphingomonadaceae  § 604 W Weissella-confusa
§ W Burkholderiaceae 5 50 B Lactobacillus-gasseri
ﬁ 504 M Beijerinckiaceae ﬁ [ Melaminivora-alkalimesophila
$ 404 Staphylococcaceae _g 401 M Lactobacillus-fructivorans
® 304 W Enterococcaceae ;f 304 B Enterococcus-faecalis
&' 204 W Acetobacteraceae © 204 [ Acetobacter-pasteurianus
104 1 Lactobacillaceae 101 % Lactobacillus-brevis
o I Enterobacteriaceae 0- et e )
C sB c SB
groups groups

Supplementary Figure S1. Gut microbiome analysis of bacterial structure at the class, order, family, genus,
species level, respectively. 16S rDNA sequencing data from conventional Drosophila (C) and sodium
butyrate-treated Drosophila (SB) were used, n=3.
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Supplementary Figure S2. Quantitative RT-PCR validation of genes from conventional Drosophila (C) and
sodium butyrate-treated Drosophila (SB). (A) Relative expression of up-regulated transcripts in the
transcriptome data. (B) Relative expression of down-regulated transcripts in the transcriptome data.
Significant differences are determined by the unpaired Student's t-test. “P < 0.05, P < 0.01.



