Spearman Correlation Heatmap

I
1 T
- |
L E——S— ]
Q (/] (/] < Q
§ § & & S
N S Q Q
S N $ O >
BN AN AN Q “
& S & S &
¢ ¢ § $ d
N IS N4
& N
Q

uncultured_bacterium_g__Tyzzerella
unclassified_g__norank_f__Ruminococcaceae
unclassified_g__Ruminiclostridium_6
unclassified_g__Actinomyces

Rothia_nasimurium
uncultured_prokaryote_g__Ruminococcaceae_UCG-005
uncultured_Clostridiales_bacterium_g__Lachnoclostridium
Brevundimonas_diminuta
uncultured_bacterium_g__norank_f__Caulobacteraceae
Anaerostipes_caccae
uncultured_bacterium_g__Allobaculum
unclassified_g__Sulfurospirillum
uncultured_organism_g__Lachnospiraceae_FCS020_group
unclassified_g__[Eubacterium]_xylanophilum_group
unclassified_g__Ruminococcaceae_UCG-004
unclassified_g__Lachnospiraceae_UCG-001
unclassified_g__Arthrobacter

Agrobacterium_pusense

uncultured_Subdoligranulum_sp.

[Clostridium]_scindens

Bacillus_sonorensis_g__Bacillus
unclassified_o__Lactobacillales

Lactobacillus_fermentum
uncultured_bacterium_g__Mitsuokella
uncultured_bacterium_g__norank_f__Saccharimonadaceae
uncultured_organism_g__Anaerotruncus
uncultured_organism_g__Fournierella
uncultured_bacterium_g__Allisonella

Pseudomonas_poae

Lactobacillus_reuteri

uncultured_organism_g__Tyzzerella
Blautia_sp._Marseille-P3087
iron-reducing_bacterium_enrichment_culture_clone_HN70
uncultured_organism_g__norank_f__Muribaculaceae
metagenome_g__norank_f__Prevotellaceae
Coprobacillus_cateniformis
uncultured_bacterium_g__norank_f__Prevotellaceae
gut_metagenome_g__Ruminococcus_1
unclassified_g__Ruminococcaceae_UCG-003
uncultured_organism_g__Acidaminococcus
uncultured_bacterium_g__Acetobacterium
unclassified_g__Clostridium_sensu_stricto_13
Megasphaera_sp._MH

Dialister_invisus_DSM_15470
uncultured_bacterium_g__Atopobium
uncultured_bacterium_g__Blautia
uncultured_rumen_bacterium_g__Ruminococcaceae_UCG-002
uncultured_bacterium_g__Succinivibrio
uncultured_bacterium_g__Acidaminococcus
metagenome_g__Prevotellaceae_NK3B31_group
gut_metagenome_g__Ruminococcaceae_UCG-005
uncultured_organism_g__Akkermansia
unclassified_g__Tyzzerella_3
metagenome_g__Lachnospiraceae_UCG-001
unclassified_g__norank_f__Muribaculaceae
Ralstonia_pickettii

uncultured_bacterium_g__Sellimonas
Veillonella_sp._oral_taxon_780
unclassified_g__Lactococcus

Rhodococcus_erythropolis
uncultured_organism_g__Ruminiclostridium_5
Fusobacterium_periodonticum
uncultured_bacterium_g__[Eubacterium]_coprostanoligenes_group
Acinetobacter_ursingii
uncultured_Bacteroidales_bacterium_g__norank_f__Muribaculaceae
uncultured_bacterium_g__[Ruminococcus]_gauvreauii_group
uncultured_Clostridium_sp._g__Lachnospiraceae_NK4A136_group
unclassified_g__Negativibacillus
human_gut_metagenome_g__norank_f__Ruminococcaceae
Aeromonas_caviae

Weissella_ghanensis

[Clostridium]_spiroforme
metagenome_g__Coprococcus_1
uncultured_organism_g__Fusobacterium
unclassified_g__norank_f__norank_o__Mollicutes_RF39
Clostridium_paraputrificum
uncultured_bacterium_g__Abiotrophia
uncultured_bacterium_g__Candidatus_Stoquefichus
uncultured_organism_g__Prevotella_7
unclassified_g__Acinetobacter
Parabacteroides_goldsteinii
uncultured_bacterium_g__Butyricimonas
uncultured_bacterium_g__Ruminococcus_1
Plesiomonas_shigelloides
uncultured_organism_g__CAG-352
unclassified_g__Thauera
Empedobacter_falsenii_genomovar_2
unclassified_g__Butyrivibrio
Cloacibacillus_porcorum
uncultured_organism_g__Ruminiclostridium_9
Enterococcus_italicus_g__Enterococcus
uncultured_bacterium_g__Ruminococcaceae_UCG-014
uncultured_bacterium_g__Dialister

uncultured_Porphyromonadaceae_bacterium_g__norank_f__Muribaculaceae

gut_metagenome_g__norank_f__norank_o__Rhodospirillales
Acinetobacter_nosocomialis

Clostridium_butyricum
uncultured_bacterium_g__Lachnospiraceae_UCG-003
uncultured_bacterium_g__Catenibacterium
Collinsella_stercoris

Paraprevotella_xylaniphila

uncultured_Ruminococcaceae_bacterium_g__Ruminococcaceae_UCG-014

uncultured_bacterium_g__Eggerthella
Eubacterium_ramulus

Lactobacillus_agilis

unclassified_g__Roseburia

Prevotella_buccae
uncultured_bacterium_g__Ruminococcaceae_UCG-010
[Eubacterium]_siraeum_DSM_15702
uncultured_bacterium_g__norank_f__norank_o__Mollicutes_ RF39
uncultured_organism_g__Acinetobacter
unclassified_g__Sellimonas
uncultured_prokaryote_g__Christensenellaceae_R-7_group
metagenome_g__Ruminococcus_1
Butyricicoccus_pullicaecorum
Bacteroides_salyersiae_ WAL_10018__DSM_18765__JCM_12988
unclassified_g__Scardovia
uncultured_organism_g__Peptostreptococcus
unclassified_g__Clostridium_sensu_stricto_2
unclassified_g__Acidaminococcus
unclassified_g__Faecalitalea
uncultured_organism_g__norank_f__Lachnospiraceae
uncultured_organism_g__Granulicatella

uncultured_Firmicutes_bacterium_g__Lachnospiraceae_NK4A136_group

unclassified_g__Asaia
uncultured_organism_g__Ruminococcaceae_NK4A214_group
Bacteroides_nordii
uncultured_bacterium_g__Negativibacillus
unclassified_g__Clostridium_sensu_stricto_1
uncultured_Blautia_sp._g__Blautia
Bacteroides_barnesiae
gut_metagenome_g__Oscillibacter
Pseudomonas_brenneri

Sutturella_timonensis

[Clostridium]_symbiosum

Butyricimonas_virosa

unclassified_g__Lachnospira
unclassified_g__[Eubacterium]_ventriosum_group
unclassified_g__Staphylococcus
Streptococcus_anginosus_subsp._anginosus
metagenome_g__Dialister
unclassified_g__[Eubacterium]_hallii_group
unclassified_g__Ruminiclostridium_9
uncultured_Firmicutes_bacterium_g__Phascolarctobacterium
gut_metagenome_g__Fusobacterium
human_gut_metagenome_g__Clostridium_sensu_stricto_1
metagenome_g__[Eubacterium]_coprostanoligenes_group
unclassified_g__Ruminococcaceae_UCG-014
uncultured_organism_g__[Eubacterium]_coprostanoligenes_group
uncultured_bacterium_g__Prevotellaceae_UCG-003
Sphingomonas_|eidyi
metagenome_g__Ruminococcaceae_NK4A214_group
gut_metagenome_g__Desulfovibrio
uncultured_organism_g__Eisenbergiella
Parabacteroides_sp._HGS0025
metagenome_g__Blautia
uncultured_bacterium_g__Ruminococcaceae_UCG-005
gut_metagenome_g__Sutterella
uncultured_organism_g__Actinomyces
Sutterella_parvirubra
gut_metagenome_g__Lachnospiraceae_NK4A136_group
uncultured_bacterium_g__norank_f__Muribaculaceae
unclassified_g__Mitsuokella
human_gut_metagenome_g__Christensenellaceae_R-7_group
uncultured_bacterium_g__Prevotellaceae_Ga6A1_group
Odoribacter_splanchnicus_DSM_20712
Actinomyces_odontolyticus
uncultured_organism_g__Lachnospiraceae_UCG-010
unclassified_g__Chishuiella
uncultured_Lactobacillus_sp._g__Lactobacillus
gut_metagenome_g__Christensenellaceae_R-7_group
uncultured_bacterium_g__Prevotella_9
uncultured_organism_g__Ruminococcaceae_UCG-003
unclassified_g__norank_f__Clostridiales_vadinBB60_group
metagenome_g__norank_f__Muribaculaceae
uncultured_bacterium_g__Holdemanella
uncultured_bacterium_g__Peptoclostridium
unclassified_g__Enterobacter
unclassified_g__Megasphaera
metagenome_g__Lachnospiraceae_ND3007_group
Anaerostipes_hadrus_g__Anaerostipes
gut_metagenome_g__norank_f__Ruminococcaceae
Bilophila_wadsworthia

Bacteroides_caecigallinarum
unclassified_g__Christensenellaceae_R-7_group
metagenome_g__Ruminococcaceae_UCG-013
Sutterella_wadsworthensis
unclassified_g__Coprococcus_2
Megasphaera_micronuciformis
uncultured_bacterium_g__[Eubacterium]_ruminantium_group
unclassified_g__Brevundimonas
uncultured_bacterium_g__Cetobacterium
unclassified_g__Veillonella

unclassified_g__Dialister
uncultured_organism_g__Intestinibacter
uncultured_Ruminococcus_sp._g__Blautia
unclassified_g__Ruminococcus_1
Bacteroides_coprophilus
uncultured_bacterium_g__Bacteroides
unclassified_g__Klebsiella

Bacteroides_eggerthii

Blautia_sp._YL58
Dorea_formicigenerans_ATCC_27755
unclassified_g__Barnesiella
Ruminococcus_lactaris_CC59_002D
uncultured_organism_g__ UBA1819
Bifidobacterium_longum_subsp._longum
unclassified_g__norank_f__Lachnospiraceae
Clostridium_sp._AT4

unclassified_g__Lactobacillus
uncultured_bacterium_g__Paraprevotella
uncultured_organism_g__Ruminococcaceae_UCG-005
unclassified_f__Lachnospiraceae
unclassified_g__Sutterella

metagenome_g__Dorea
metagenome_g__Lachnoclostridium
unclassified_g__Alistipes
unclassified_g__Flavonifractor

Weissella_cibaria

Coprococcus_sp._HPP0074
uncultured_organism_g__Lachnospiraceae_UCG-004
uncultured_bacterium_g__Butyricicoccus
uncultured_bacterium_g__Romboutsia
unclassified_g__Megamonas
uncultured_organism_g__Parasutterella
unclassified_f__Ruminococcaceae
uncultured_organism_g__Fusicatenibacter
unclassified_g__Bifidobacterium
Erysipelatoclostridium_ramosum
Bacteroides_cellulosilyticus
unclassified_k__norank_d__Bacteria
uncultured_bacterium_g__Erysipelotrichaceae_UCG-003
Prevotellamassilia_timonensis
uncultured_organism_g__Sutterella
uncultured_bacterium_g__[Clostridium]_innocuum_group
metagenome_g__ Clostridium_sensu_stricto_1
uncultured_bacterium_g__norank_f__Clostridiales_vadinBB60_group
Lactobacillus_salivarius
uncultured_organism_g__Bacteroides
unclassified_g__Ruminococcaceae_UCG-002
uncultured_bacterium_g__Sutterella
Collinsella_aerofaciens
metagenome_g__[Ruminococcus]_torques_group
Veillonella_atypica

Haemophilus_parainfluenzae_T3T1
gut_metagenome_g__[Eubacterium]_coprostanoligenes_group
unidentified_marine_bacterioplankton_g__Enterobacter
uncultured_organism_g__Alloprevotella
human_gut_metagenome_g__Lachnoclostridium
Lachnospiraceae_bacterium_2_1_46FAA
uncultured_Alistipes_sp._g__Alistipes
uncultured_bacterium_g__Lachnospira
uncultured_Ruminococcus_sp._g__[Ruminococcus]_torques_group
uncultured_Ruminococcaceae_bacterium_g__Subdoligranulum
uncultured_organism_g__Lachnospira
Ruminococcus_bicirculans
unclassified_g__Phascolarctobacterium
Parabacteroides_merdae
unclassified_g__Akkermansia
uncultured_bacterium_g__Hungatella
uncultured_bacterium_g__Subdoligranulum
uncultured_bacterium_g__Megamonas
Serratia_marcescens_g__Serratia
uncultured_bacterium_g__Ruminococcaceae_UCG-002
uncultured_bacterium_g__Ruminococcus_2
Ruminococcus_sp._5_1_39BFAA
uncultured_organism_g__Faecalibacterium
unclassified_g__Streptococcus

Bacteroides_caccae
unclassified_g__Lachnoclostridium
Bacteroides_coprocola_DSM_17136
unclassified_g__Lachnospiraceae_NK4A136_group
uncultured_organism_g__Roseburia
uncultured_organism_g__Tyzzerella_4
uncultured_bacterium_g__[Eubacterium]_eligens_group
Parabacteroides_distasonis
unclassified_g__Prevotella_2
uncultured_organism_g__Phascolarctobacterium
Asaia_bogorensis

Veillonella_parvula
uncultured_organism_g__Prevotella_2
Klebsiella_pneumoniae_subsp._pneumoniae_g__Klebsiella
uncultured_organism_g__Megamonas
Bacteroides_stercoris

Bacteroides_massiliensis
Bacteroides_fragilis_g__Bacteroides
Bacteroides_thetaiotaomicron

Bacteroides_uniformis

metagenome_g__Agathobacter

Bacteroides_plebeius

unclassified_g__Pantoea
unclassified_g__Chryseobacterium
Enterococcus_durans_g__Enterococcus
unclassified_g__Bacteroides
Fusobacterium_mortiferum
unclassified_g__Faecalibacterium
unclassified_g__[Ruminococcus]_gnavus_group
Escherichia_coli_g__Escherichia-Shigella
Bacteroides_vulgatus

unclassified_g__Prevotella_9
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