Supplementary Fig. S1. Taxonomic classification of Bacteria in two metagenomic of the gall-inducing mite Fragariocoptes
setiger in Kraken2. There was a total of 49,514,852 and 3,830,185 classified bacterial reads in samples 1 and 2, respectively. OTUs
(genera) were filtered based on a normalized abundance threshold of >0.0338% in either sample, resulting in 83 OTUs (genera) rep-

resented by 46,906,755 and 1,895,438 reads (sample 1 and 2, respectively). Data are given in Supplementary Table S2.

Sample1 Sample2
— 0.0005 0.9123 Bacteroidetes:Sphingobacteriaceae:Mucilaginibacter Read % (log,)
— 0.0007 0.7856 Proteobacteria:Neisseriaceae:Vitreoscilla - 2:88
— 0.0003 2.0375 Actinobacteria:Kineosporiaceae:Kineococcus 3.00
— 0.0007 1.6399 Actinobacteria:Microbacteriaceae:Agrococcus ?é(.)(?o
N 0.0035 0.5243 Actinobacteria:Microbacteriaceae:Rathayibacter -6.00
I 0.0018 0.3773 Firmicutes:Bacillaceae:Bacillus :?.2980
0.0013 0.4357 Firmicutes:Enterococcaceae:Enterococcus -15.00
| 0.0013 0.5995 Actinobacteria:Microbacteriaceae:Curtobacterium 118.00
— 0.0036 2.4905 Bacteroidetes:Hymenobacteraceae:Hymenobacter Read %
— 0.0016 1.2027 Actinobacteria:Nocardioidaceae:Aeromicrobium 0.0027
— 0.0105 1.4430 Proteobacteria:Bradyrhizobiaceae:Bradyrhizobium
ol 0.0063 2.3793 Bacteroidetes:Sphingobacteriaceae:Pedobacter
+E 0.0073 2.3591 Actinobacteria:Nocardioidaceae:Nocardioides
I 0.0075 2.2715 Proteobacteria:Oxalobacteraceae:Massilia
0.0226 0.6101 Actinobacteria:Micrococcaceae:Micrococcus
0.0082 0.4203 Actinobacteria:Microbacteriaceae:Plantibacter
0.0141 0.7308 Proteobacteria:Burkholderiaceae:Ralstonia
0.0099 0.9088 Proteobacteria:Rhodobacteraceae:Paracoccus
1 — 0.0068 0.1013 Proteobacteria:Comamonadaceae:Ottowia
— 0.0055 0.1226 Proteobacteria:Rhizobiaceae:Neorhizobium
— 0.0064 0.1755 Bacteroidetes:Prevotellaceae:Prevotella
— 0.0098 0.1569 Proteobacteria:Comamonadaceae:Hydrogenophaga
— 0.0010 0.0898 Proteobacteria:Caulobacteraceae:Caulobacter
11 0.0014 0.1620 Actinobacteria:Pseudonocardiaceae:Pseudonocardia
1 — 0.0013 0.1407 Actinobacteria:Lawsonella
— 0.0010 0.1171 Proteobacteria:Leptothrix
| 0.0011 0.1411 Firmicutes:Lactobacillaceae:Lactobacillus
{ 0.0009 0.1426 Actinobacteria:Bifidobacteriaceae:Bifidobacterium
— 0.0027 0.1353 Firmicutes:Bacillaceae:Anoxybacillus
— 0.0028 0.1588 Proteobacteria:Enterobacteriaceae:Klebsiella
— 0.0027 0.2028 Actinobacteria:Micrococcaceae:Kocuria
— 0.0023 0.2541 Actinobacteria:Nocardioidaceae:Marmoricola
—_ 2.2018 Actinobacteria:Sanguibacteraceae:Sanguibacter
0.0006 12.5798 Actinobacteria:Microbacteriaceae:Clavibacter
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— 0.0002 0.1622 Firmicutes:Clostridiaceae:Clostridium
— 0.0002 0.1126 Actinobacteria:Bifidobacteriaceae:Gardnerella
— 0.0006 0.1367 Proteobacteria:Acetobacteraceae:Roseomonas
0.0004 0.0755 Spirochaetes:Spirochaetaceae:Treponema
1 { 0.0004 0.0794 Actinobacteria:Microbacteriaceae:Frondihabitans
0.2042 Actinobacteria:Microbacteriaceae:Microterricola
0.1522 Actinobacteria:Microbacteriaceae:Cryobacterium
0.1143 Proteobacteria:lnhella
0.0712 Proteobacteria:Rhizobiaceae:Liberibacter
0.5405 Actinobacteria:Microbacteriaceae:Salinibacterium
0.1247 Proteobacteria:Oxalobacteraceae:Herminiimonas
— 0.0659 0.0038 Proteobacteria:Comamonadaceae:Alicycliphilus
— 0.0368 0.0078 Proteobacteria:Xanthomonadaceae:Pseudoxanthomonas
— 0.1616 0.0219 Proteobacteria:Burkholderiaceae:Paraburkholderia
— 0.2063 0.0051 Proteobacteria:Comamonadaceae:Diaphorobacter
| 0.0358 0.0202 Proteobacteria:Rhodanobacteraceae:Luteibacter
F 0.0758 0.0339 Proteobacteria:Sphingomonadaceae:Novosphingobium
— 0.0409 0.0455 Proteobacteria:Erwiniaceae:Erwinia
| 0.0177 0.2456 Proteobacteria:Erwiniaceae:Pantoea
— 0.0210 0.1322 Actinobacteria:Actinomycetaceae:Actinomyces
— 0.0256 0.1718 Proteobacteria:Comamonadaceae:Variovorax
1 — 0.0302 0.0973 Proteobacteria:Rhizobiaceae:Rhizobium
_ 0.0776 Bacteroidetes:Hymenobacteraceae:Rufibacter
{ 0.0357 0.0773 Actinobacteria:Gordoniaceae:Gordonia
1 |— 0.0451 0.1710 Proteobacteria:Comamonadaceae:Comamonas
— 0.0604 0.1169 Proteobacteria:Comamonadaceae:Delftia
11.6407 0.1839 Proteobacteria:Rhizobiaceae:Agrobacterium
— 2.4916 1.0212 Proteobacteria:Burkholderiaceae:Burkholderia
— 1.3256 0.1408 Proteobacteria:Comamonadaceae:Acidovorax
— 16.6873 9.7380 Proteobacteria:Anaplasmataceae:Wolbachia
— 64.2375 1.3400 Proteobacteria:Pseudomonadaceae:Pseudomonas
— 0.7454 20.5827
1| 0.1164 7.1955 Proteobacteria:Sphingomonadaceae:Sphingomonas
0.0406 4.2058 Actinobacteria:Microbacteriaceae:Microbacterium
{i 0.0216 2.0002 Actinobacteria:Corynebacteriaceae:Corynebacterium
4 | — 0.0357 1.9892 Proteobacteria:Caulobacteraceae:Brevundimonas
| — 0.0550 1.2274 Firmicutes:Staphylococcaceae:Staphylococcus
— 0.0592 2.0365 Actinobacteria:Nocardiaceae:Rhodococcus
— 0.0675 0.6117 Firmicutes:Streptococcaceae:Streptococcus
1 = 0.1252 0.8966 Proteobacteria:Methylobacteriaceae:Methylobacterium
— 0.3958 1.7327 Proteobacteria:Xanthomonadaceae:Xanthomonas
| 0.3098 0.8523 Proteobacteria:Moraxellaceae:Acinetobacter
H — 0.2388 0.4209 Bacteroidetes:Flavobacteriaceae:Cloacibacterium
— 0.2309 0.3695 Proteobacteria:Xanthomonadaceae:Stenotrophomonas
— 0.0679 0.2230 Bacteroidetes:Flavobacteriaceae:Chryseobacterium
— 0.0971 0.2758 Proteobacteria:Moraxellaceae:Moraxella




