Figure S2. Spearman’s correlation between relative abundance of gut microbial genera and the
expression of selected markers in head kidney biopsies. A positive correlation is indicated by dark
red, a negative correlation by dark blue. Stars indicate statistically significance after FDR correction
(*p <0.05, *p < 0.01, **p < 0.001). Families and genera were reported as “Unassigned” when they
could not be assigned to any genus (g) or family (f) within the reference database
(http://greengenes.lbl.gov), at a percent-age sequence homology of 95% or 90%, respectively for
genus and family.
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f __mitochondria;g__Unassigned genus
f Pseudomonadaceae;g_Pseudomonas
f Enterobacteriaceae;g__Unassigned genus 1
f Ruminococcaceae;g__Unassigned genus
f Lactobacillaceae;g__Lactobacillus
f _Enterobacteriaceae;g_ Unassigned genus 2
f Leuconostocaceae: :g__ Weissella [
f Lachnospiraceae;g_ Blautia
f Moraxellaceae;g__ Acinetobacter ]
f _Enterococcaceae;g__ Enterococcus
f _Propionibacteriaceae;g Proplonlbacterlum
f _Leuconostocaceae;g__ Leuconostoc
f Bacillaceae;g__ Bacillus
f Mycoplasmataceae;g__Mycoplasma H B
o__Actinomycetales;f _Unassigned family
f __Actinomycetaceae;g__Actinomyces
f _Corynebacteriaceae;g__Corynebacterium

f _Bacteroidaceae;g__Bacteroides 1
f Prevotellaceae;g_ Prevotella
f Bacillaceae;g__Oceanobacillus 0.8
f__Paenibacillaceae;g__Paenibacillus
f_Planococcaceae;g__Lysinibacillus 0.6

f __Enterococcaceae;g__Unassigned genus

f Streptococcaceae;g Lactococcus 0.4
f Streptococcaceae;g Streptococcus B
o__ Clostridiales;f _Unassigned family 02
f Clostridiaceae;g__ Clostridium —0
f _Eubacteriaceae;g__Pseudoramibacter_Eubacterium
f _Lachnospiraceae;g__ Dorea || ] _ 002
f __Lachnospiraceae;g___Unassigned genus 2
f Peptostreptococcaceae;g__ Paeniclostridium ] 04
f Peptostreptococcaceae;g Peptostreptococcus
f _Erysipelotrichaceae;g__ Erysipelothrix -0.6
f _Rhizobiaceae;g__ Agrobacterium
f Comamonadaceae;g_ Delftia 0.8

f _Aeromonadaceae;g_Unassigned genus
f _Vibrionaceae;g__Photobacterium -1



