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sample |E2& L7-4£¥fE|MS.MS|MS.MS.Identified | EE SR |peptide[@]E X protein[FE X |classFE LK
communityl 28| 578002 67948 11.76 17281 4356 18
community?2 28| bb7921 66974| 12.00 18920 4651 24
community3 28| 564968 49475 8.76 14653 3939 19
community4 28| 559316 50207| 8.98 14295 3745 18
communityb 28| 577123 87036 15.08 22163 5172 27
community6 28| bb6677 96088 17.26 30183 6634 23
community7 28| 554350 73551| 13.27 23715 5650 20
community8 28| b46424 76780 14.05 22776 5309 24
community9 32| 525443 107306| 20.42 21871 5629 19
communityl0 32| 567609 105214 18.54 33106 6199 18
communityll 32| 43125 92847| 17.09 27105 5417 17
communityl? 32| 538024 102773| 19.10 27988 5373 18

Salmonella enterica (24.0%)
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Pseudomonas denitrificans ATCC 13867
Bacillus subtilis 168

Paracoccus denitrificans ATCC 17741
Roseobacter sp. AK199

Pseudomonas pseudoalcaligenes KF707
Chromobacterium violaceum CV026
Agrobacterium tumeftaciens NTL4
Stenotrophomonas maltophilia Sel TEOZ?
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Cupriavidus metalliredcens CH34: (DSM 2839; L MG 1195; CIP 107179)

Pseudomonas fluorescens ATCC 13525
Burkholderia xenovorans [B400

Staphylococcus aureus subsp. aureus Rosenbach, Smith [INCTC 10399/, ATCC 13709
Staphylococcus aureus subsp. aureus Rosenbach, Seattle 1945, ATCC 25923

Alteromonas macleodii ATCC 27126

Salmonella enterica typhimurium L T2 with Flac+ Plasmid, SAZ2197

Escherichia coli K12 with Flac+ Plasmid

Salmonella enterica typhimurium L T2

Salmonella enterica typhimurium L T2-H88, Rough mutant o
Thermus Thermophilus HBE27

Chlamydomonas reinhardtii

Phage M13

Phage F2

Phage P22 (HT105)

Phage FO

Phage ES18 (H1)
Rhizobium leguminosarum bv. viciae 3841
Rhizobium leguminosarum bv. viciae VF39
Nitrososphaera viennensis
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Pseudomonas B luteola (13.4%)
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sample | MS.MS | MS.MS.ldentified| REZX |peptideEEZX| proteinEEZL
no.l-5 893233 203251 22.75 104291 14207
no.6-10 | 907341 211834 23.35 96672 48129
no.11-15| 880007 143752 16.34 77375 11620
no.16-20| 881666 206869 23.46 86732 12189
no.21-25| 867091 60705 7.00 19170 5017
no.26-30| 869013 131247 15.10 46481 10195
no.31-35| 674704 39019 h.78 16283 4045
no.36-40| 690983 57170 8.27 20594 h175
no.41-45| 852065 8614 6.88 22664 5548
no.46-50| 842137 52963 6.29 21488 5471
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Dendrogram of Gut Microbiome Data
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