Supplementary Table 2. Bacterial GO Biological Process and KEGG pathway enrichment analysis!

Category Fold - Benjamini
i Enrichment |
Wild Type: LSMMG versus control

GO Biological Process

GOTERM_BP DIRECT : Chemotaxis 15 4.5 8.20E-10 7.4 1.40E-07

GOTERM_BP_DIRECT : Pathogenesis 21 6.2 1.40E-06 3.4 1.20E-04

GOTERM_BP_DIRECT : Bacterial-type flagellum-dependent 7 2.1 5.10E-06 11.2 1.70E-04
swarming motility

GOTERM_BP_DIRECT : Tricarboxylic acid (TCA) cycle 11 3.3 3.10E-06 6.1 1.70E-04

GOTERM_BP_DIRECT : Bacterial-type flagellum-dependent cell 10 3 4.10E-06 6.7 1.70E-04
motility

GOTERM BP DIRECT : Cell adhesion 10 3 5.10E-04 4 1.40E-02

GOTERM_BP DIRECT : Pilus organization 6 1.8 2.10E-03 5.9 4.80E-02

KEGG Pathway

KEGG PATHWAY Flagellar assembly 19 5.6 2.80E-11 6.4 1.80E-09

KEGG PATHWAY Bacterial chemotaxis 14 4.2 1.80E-09 7.6 5.60E-08

KEGG_PATHWAY Sulfur metabolism 13 3.9 1.90E-05 4.2 3.90E-04

KEGG PATHWAY TCA cycle 8 2.4 3.20E-03 3.8 4.00E-02

KEGG_PATHWAY Microbial metabolism in diverse 32 9.5 3.10E-03 16 4.80E-02

environments
A N A A

Ahfg: LSMMG versus control
GO Biological Process

GOTERM BP DIRECT : Pathogenesis 37 7.9 6.80E-14 3.8 1.60E-11
GOTERM BP DIRECT : Chemotaxis 14 3 2.10E-06 4.5 2.60E-04
GOTERM_BP_DIRECT : Bacterial-type flagellum-dependent cell 11 2.3 1.90E-05 4.8 1.50E-03
motility
GOTERM_BP_DIRECT : Bacterial-type flagellum-dependent 7 15 6.60E-05 7.2 3.90E-03
swarming motility

KEGG Pathway
KEGG _PATHWAY Flagellar assembly 24 51 2.60E-13 5.4 2.20E-11
KEGG_PATHWAY Bacterial chemotaxis 14 3 2.70E-07 5.1 1.20E-05
KEGG _PATHWAY Sulfur metabolism 15 3.2 5.60E-05 3.3 1.60E-03
KEGG PATHWAY Salmonella infection 12 2.6 8.40E-05 3.8 1.80E-03
KEGG_PATHWAY Bacterial invasion of epithelial cells 6 1.3 2.00E-03 5.5 3.30E-02

LSMMG cultures only: Ahfg versus Wild type
GO Biological Process

GOTERM BP DIRECT : Pathogenesis 28 74 3.80E-10 3.8 8.20E-08
GOTERM _BP DIRECT : Arginine biosynthetic process 7 1.8 1.70E-04 7 1.80E-02

KEGG Pathway
KEGG_PATHWAY . Bacterial invasion of epithelial cells 6 1.6 7.30E-04 6.8 5.40E-02

Control cultures only: Ahfq versus Wild type
GO Biological Process

GOTERM BP DIRECT : TCA cycle 13 2.6 6.40E-07 5.4 1.50E-04

KEGG Pathway
KEGG PATHWAY - TCAcycle 10 2 . 4.60E-04 3.9 3.80E-02

* GO Biological process a{nd KEGG pathway enrichment analyses Were perfo:rmed using:DAVID 6.8:using a threshoid count of 2 and
an EASE score of 0.05. Only terms and pathways with Benjamini-Hochberg values less than 0.05 are shown.
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