Supplementary Table S2. Genus- and Class-Level Nitrogen Cycling Functional Reference Baseline
This table provides functional reference values for 1,281 bacterial genera across 57 classes from 73,472 representative genomes (GTDB r220), enabling probabilistic inference of nitrogen cycling potential from taxonomic composition data obtained through amplicon sequencing or metagenomics.
APPLICATION FRAMEWORK FOR AMPLICON-BASED STUDIES:
Community-level functional potential can be estimated by integrating taxonomic relative abundance with genus-specific functional frequencies. For example:
If Genus X shows: If Genus X shows 40% relative abundance in your sample and 30% DNN_Frequency in this reference table, then estimated DNN potential = 12% (40% × 30%).
Sum across all genera for total community-level estimates.
Cross_Scale_Conformity status indicates prediction confidence:
TRUE (conforming genera): Higher reliability
FALSE (deviating genera): Lower reliability, interpret with caution
IMPORTANT LIMITATIONS:
1. Values represent genomic potential (gene presence/absence), NOT realized metabolic activity
2. Environmental modulation and horizontal gene transfer create uncertainty in predictions
3. For Type_V genera, absence of functions may reflect database limitations or genuine metabolic streamlining
4. NIT frequencies severely underestimated (0.5% prevalence) due to underrepresentation of nitrifying organisms in current databases
5. Inferences should be validated with metatranscriptomic, proteomic, or biogeochemical approaches where possible
This reference baseline provides initial functional hypotheses for community ecology studies and guides targeted cultivation for specific nitrogen transformation capabilities.
6. All functional frequency values are based on Strict annotation criteria (core genes plus at least one auxiliary gene; see Methods 2.2 and Supplementary EM1–EM2).

	Genus
	Class
	N_Genomes
	ANRA_Frequency_(%)
	DNN_Frequency_(%)
	DNF_Frequency_(%)
	NF_Frequency_(%)
	NIT_Frequency_(%)
	DNRA_Frequency_(%)
	N_Retention_Potential_(%)
	N_Loss_Potential_(%)
	Genus_Ecological_Strategy
	Class_Functional_Archetype
	Dominant_Source
	Source_Breadth
	Cross_Scale_Conformity
	Deviation_Level

	Bog-756
	Acidimicrobiia
	14
	0
	14.3
	0
	0
	0
	0
	0
	0
	Metabolically_Versatile
	Functionally Inactive
	Terrestrial
	4
	FALSE
	Very Low

	Casp-actino8
	Acidimicrobiia
	10
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Inactive
	Aquatic
	1
	TRUE
	Very Low

	F1-20-MAGs160
	Acidimicrobiia
	11
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Inactive
	Aquatic
	3
	TRUE
	Very Low

	Ilumatobacter
	Acidimicrobiia
	11
	18.2
	18.2
	0
	0
	0
	0
	18.2
	0
	N_Retention
	Functionally Inactive
	Aquatic
	3
	TRUE
	Moderate

	Poriferisocius
	Acidimicrobiia
	18
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Inactive
	Aquatic
	3
	TRUE
	Very Low

	Poriferisodalis
	Acidimicrobiia
	10
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Inactive
	Aquatic
	2
	TRUE
	Very Low

	RAAP-2
	Acidimicrobiia
	82
	0
	6.1
	0
	0
	0
	0
	0
	0
	Metabolically_Versatile
	Functionally Inactive
	Extreme
	5
	FALSE
	Very Low

	UBA11606
	Acidimicrobiia
	12
	0
	25
	0
	0
	0
	0
	0
	0
	Metabolically_Versatile
	Functionally Inactive
	Aquatic
	1
	FALSE
	Very Low

	UBA2093
	Acidimicrobiia
	10
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Inactive
	Aquatic
	2
	TRUE
	Very Low

	UBA668
	Acidimicrobiia
	13
	0
	7.7
	0
	0
	0
	0
	0
	0
	Metabolically_Versatile
	Functionally Inactive
	Aquatic
	3
	FALSE
	Very Low

	UBA9410
	Acidimicrobiia
	12
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Inactive
	Aquatic
	2
	TRUE
	Very Low

	Actinacidiphila
	Actinomycetes
	26
	38.5
	38.5
	0
	0
	0
	0
	38.5
	0
	N_Retention
	Functionally Diverse
	Terrestrial
	3
	TRUE
	Low

	Actinokineospora
	Actinomycetes
	18
	66.7
	27.8
	0
	0
	0
	0
	66.7
	0
	N_Retention
	Functionally Diverse
	Other
	3
	TRUE
	Moderate

	Actinomyces
	Actinomycetes
	62
	0
	87.1
	72.6
	0
	0
	40.3
	40.3
	72.6
	Multifunctional
	Functionally Diverse
	Host-associated
	4
	TRUE
	High

	Actinomycetospora
	Actinomycetes
	16
	31.2
	25
	0
	0
	0
	0
	31.2
	0
	N_Retention
	Functionally Diverse
	Terrestrial
	2
	TRUE
	Low

	Actinoplanes
	Actinomycetes
	91
	60.4
	64.8
	24.2
	0
	0
	0
	60.4
	24.2
	Multifunctional
	Functionally Diverse
	Terrestrial
	4
	TRUE
	Moderate

	Actinopolyspora
	Actinomycetes
	12
	91.7
	0
	0
	0
	0
	0
	91.7
	0
	N_Retention
	Functionally Diverse
	Other
	4
	TRUE
	High

	Actinosynnema
	Actinomycetes
	28
	53.6
	71.4
	14.3
	0
	0
	0
	53.6
	14.3
	Multifunctional
	Functionally Diverse
	Other
	2
	TRUE
	Moderate

	Actinotalea
	Actinomycetes
	24
	41.7
	79.2
	25
	4.2
	0
	0
	45.8
	25
	Multifunctional
	Functionally Diverse
	Terrestrial
	6
	TRUE
	Moderate

	Aeromicrobium
	Actinomycetes
	46
	34.8
	37
	2.2
	0
	0
	0
	34.8
	2.2
	Multifunctional
	Functionally Diverse
	Host-associated
	6
	TRUE
	Low

	Agrococcus
	Actinomycetes
	20
	0
	10
	0
	0
	0
	0
	0
	0
	Metabolically_Versatile
	Functionally Diverse
	Other
	5
	FALSE
	Moderate

	Agromyces
	Actinomycetes
	66
	48.5
	45.5
	0
	0
	0
	0
	48.5
	0
	N_Retention
	Functionally Diverse
	Other
	6
	TRUE
	Low

	Amycolatopsis
	Actinomycetes
	115
	65.2
	32.2
	0
	0
	0
	0
	65.2
	0
	N_Retention
	Functionally Diverse
	Terrestrial
	5
	TRUE
	Moderate

	Aquiluna
	Actinomycetes
	16
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Diverse
	Aquatic
	2
	FALSE
	Moderate

	Arachnia
	Actinomycetes
	47
	14.9
	80.9
	72.3
	0
	0
	74.5
	89.4
	72.3
	Multifunctional
	Functionally Diverse
	Host-associated
	6
	TRUE
	High

	Arcanobacterium
	Actinomycetes
	24
	0
	4.2
	0
	0
	0
	16.7
	16.7
	0
	N_Retention
	Functionally Diverse
	Host-associated
	5
	TRUE
	Moderate

	Arthrobacter
	Actinomycetes
	304
	17.4
	38.5
	2
	0
	0
	0
	17.4
	2
	Multifunctional
	Functionally Diverse
	Terrestrial
	6
	TRUE
	Low

	Bifidobacterium
	Actinomycetes
	247
	0
	0
	7.7
	0
	0
	0
	0
	7.7
	N_Loss
	Functionally Diverse
	Host-associated
	6
	FALSE
	Moderate

	Blastococcus
	Actinomycetes
	34
	29.4
	26.5
	14.7
	0
	0
	0
	29.4
	14.7
	Multifunctional
	Functionally Diverse
	Terrestrial
	5
	TRUE
	Low

	Brachybacterium
	Actinomycetes
	39
	2.6
	53.8
	48.7
	0
	0
	0
	2.6
	48.7
	Multifunctional
	Functionally Diverse
	Other
	6
	TRUE
	High

	Brevibacterium
	Actinomycetes
	68
	0
	23.5
	8.8
	0
	0
	0
	0
	8.8
	N_Loss
	Functionally Diverse
	Host-associated
	6
	FALSE
	Moderate

	Catellatospora
	Actinomycetes
	15
	53.3
	13.3
	13.3
	0
	0
	0
	53.3
	13.3
	Multifunctional
	Functionally Diverse
	Terrestrial
	2
	TRUE
	Moderate

	Cellulomonas
	Actinomycetes
	101
	32.7
	70.3
	30.7
	0
	0
	3
	35.6
	30.7
	Multifunctional
	Functionally Diverse
	Host-associated
	6
	TRUE
	Moderate

	Cellulosimicrobium
	Actinomycetes
	19
	52.6
	84.2
	31.6
	0
	0
	0
	52.6
	31.6
	Multifunctional
	Functionally Diverse
	Terrestrial
	5
	TRUE
	Moderate

	Clavibacter
	Actinomycetes
	27
	14.8
	0
	0
	0
	0
	0
	14.8
	0
	N_Retention
	Functionally Diverse
	Terrestrial
	2
	TRUE
	Moderate

	Corynebacterium
	Actinomycetes
	356
	2
	30.9
	30.1
	0
	0
	0.8
	2.8
	30.1
	Multifunctional
	Functionally Diverse
	Host-associated
	6
	TRUE
	Moderate

	Cryobacterium
	Actinomycetes
	61
	18
	75.4
	31.1
	0
	0
	0
	18
	31.1
	Multifunctional
	Functionally Diverse
	Extreme
	5
	TRUE
	Moderate

	Curtobacterium
	Actinomycetes
	68
	1.5
	0
	0
	0
	0
	0
	1.5
	0
	N_Retention
	Functionally Diverse
	Terrestrial
	6
	TRUE
	Moderate

	Cutibacterium
	Actinomycetes
	18
	0
	55.6
	100
	0
	0
	0
	0
	100
	N_Loss
	Functionally Diverse
	Host-associated
	3
	FALSE
	Very High

	Dactylosporangium
	Actinomycetes
	11
	36.4
	36.4
	0
	0
	0
	0
	36.4
	0
	N_Retention
	Functionally Diverse
	Terrestrial
	2
	TRUE
	Low

	Demequina
	Actinomycetes
	44
	47.7
	15.9
	0
	0
	0
	0
	47.7
	0
	N_Retention
	Functionally Diverse
	Aquatic
	5
	TRUE
	Low

	Dietzia
	Actinomycetes
	25
	48
	56
	0
	0
	0
	0
	48
	0
	N_Retention
	Functionally Diverse
	Terrestrial
	6
	TRUE
	Low

	Frankia
	Actinomycetes
	15
	33.3
	0
	0
	100
	0
	0
	133.3
	0
	N_Retention
	Functionally Diverse
	Terrestrial
	2
	TRUE
	High

	Frigoribacterium
	Actinomycetes
	16
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Diverse
	Other
	4
	FALSE
	Moderate

	Galliscardovia
	Actinomycetes
	10
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Diverse
	Host-associated
	2
	FALSE
	Moderate

	Geodermatophilus
	Actinomycetes
	30
	56.7
	20
	0
	0
	0
	0
	56.7
	0
	N_Retention
	Functionally Diverse
	Other
	3
	TRUE
	Moderate

	Georgenia
	Actinomycetes
	12
	0
	83.3
	8.3
	0
	0
	0
	0
	8.3
	N_Loss
	Functionally Diverse
	Terrestrial
	4
	FALSE
	Moderate

	Gleimia
	Actinomycetes
	14
	0
	50
	0
	0
	0
	35.7
	35.7
	0
	N_Retention
	Functionally Diverse
	Host-associated
	3
	TRUE
	Low

	Glutamicibacter
	Actinomycetes
	22
	50
	45.5
	27.3
	0
	0
	0
	50
	27.3
	Multifunctional
	Functionally Diverse
	Other
	5
	TRUE
	Moderate

	Glycomyces
	Actinomycetes
	23
	43.5
	69.6
	0
	0
	0
	0
	43.5
	0
	N_Retention
	Functionally Diverse
	Terrestrial
	4
	TRUE
	Low

	Gordonia
	Actinomycetes
	78
	64.1
	69.2
	6.4
	0
	0
	0
	64.1
	6.4
	Multifunctional
	Functionally Diverse
	Other
	6
	TRUE
	Moderate

	Gulosibacter
	Actinomycetes
	15
	0
	26.7
	0
	0
	0
	0
	0
	0
	Metabolically_Versatile
	Functionally Diverse
	Host-associated
	5
	FALSE
	Moderate

	Herbiconiux
	Actinomycetes
	16
	6.2
	0
	0
	0
	0
	0
	6.2
	0
	N_Retention
	Functionally Diverse
	Terrestrial
	4
	TRUE
	Moderate

	Homoserinibacter
	Actinomycetes
	13
	0
	7.7
	7.7
	0
	0
	0
	0
	7.7
	N_Loss
	Functionally Diverse
	Host-associated
	4
	FALSE
	Moderate

	Isoptericola
	Actinomycetes
	18
	61.1
	55.6
	0
	0
	0
	0
	61.1
	0
	N_Retention
	Functionally Diverse
	Other
	6
	TRUE
	Moderate

	Janibacter
	Actinomycetes
	16
	50
	68.8
	56.2
	0
	0
	0
	50
	56.2
	Multifunctional
	Functionally Diverse
	Other
	4
	TRUE
	High

	Jiangella
	Actinomycetes
	14
	85.7
	50
	0
	0
	0
	0
	85.7
	0
	N_Retention
	Functionally Diverse
	Terrestrial
	3
	TRUE
	High

	Kitasatospora
	Actinomycetes
	66
	34.8
	4.5
	0
	0
	0
	0
	34.8
	0
	N_Retention
	Functionally Diverse
	Other
	5
	TRUE
	Low

	Kocuria
	Actinomycetes
	39
	38.5
	69.2
	48.7
	0
	0
	0
	38.5
	48.7
	Multifunctional
	Functionally Diverse
	Other
	5
	TRUE
	High

	Kribbella
	Actinomycetes
	34
	50
	35.3
	0
	0
	0
	0
	50
	0
	N_Retention
	Functionally Diverse
	Other
	3
	TRUE
	Low

	Leifsonia
	Actinomycetes
	33
	3
	0
	0
	0
	0
	0
	3
	0
	N_Retention
	Functionally Diverse
	Terrestrial
	6
	TRUE
	Moderate

	Lentzea
	Actinomycetes
	30
	76.7
	20
	0
	0
	0
	0
	76.7
	0
	N_Retention
	Functionally Diverse
	Other
	3
	TRUE
	Moderate

	Leucobacter
	Actinomycetes
	53
	0
	3.8
	0
	0
	0
	0
	0
	0
	Metabolically_Versatile
	Functionally Diverse
	Host-associated
	5
	FALSE
	Moderate

	Marmoricola
	Actinomycetes
	24
	50
	29.2
	0
	0
	0
	0
	50
	0
	N_Retention
	Functionally Diverse
	Terrestrial
	6
	TRUE
	Low

	Microbacterium
	Actinomycetes
	372
	11.3
	17.2
	4.3
	0
	0
	0
	11.3
	4.3
	Multifunctional
	Functionally Diverse
	Terrestrial
	6
	TRUE
	Moderate

	Microbispora
	Actinomycetes
	24
	79.2
	58.3
	4.2
	0
	0
	0
	79.2
	4.2
	Multifunctional
	Functionally Diverse
	Terrestrial
	3
	TRUE
	Moderate

	Microcella
	Actinomycetes
	21
	4.8
	4.8
	0
	0
	0
	0
	4.8
	0
	N_Retention
	Functionally Diverse
	Aquatic
	5
	TRUE
	Moderate

	Micrococcus
	Actinomycetes
	23
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Diverse
	Other
	5
	FALSE
	Moderate

	Micromonospora
	Actinomycetes
	194
	46.9
	20.6
	9.3
	0
	0
	0.5
	47.4
	9.3
	Multifunctional
	Functionally Diverse
	Other
	6
	TRUE
	Low

	Mobiluncus
	Actinomycetes
	15
	0
	40
	0
	0
	0
	0
	0
	0
	Metabolically_Versatile
	Functionally Diverse
	Host-associated
	2
	FALSE
	Moderate

	Modestobacter
	Actinomycetes
	24
	50
	12.5
	0
	0
	0
	0
	50
	0
	N_Retention
	Functionally Diverse
	Terrestrial
	5
	TRUE
	Low

	Mycetocola
	Actinomycetes
	12
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Diverse
	Other
	5
	FALSE
	Moderate

	Mycobacterium
	Actinomycetes
	675
	44.9
	60.3
	15.3
	0.3
	0
	0
	45.2
	15.3
	Multifunctional
	Functionally Diverse
	Other
	6
	TRUE
	Low

	Nakamurella
	Actinomycetes
	20
	35
	40
	0
	0
	0
	0
	35
	0
	N_Retention
	Functionally Diverse
	Terrestrial
	3
	TRUE
	Low

	Nesterenkonia
	Actinomycetes
	30
	23.3
	0
	0
	0
	0
	0
	23.3
	0
	N_Retention
	Functionally Diverse
	Other
	6
	TRUE
	Low

	Nocardia
	Actinomycetes
	182
	68.7
	93.4
	0
	0
	0
	0
	68.7
	0
	N_Retention
	Functionally Diverse
	Other
	5
	TRUE
	Moderate

	Nocardioides
	Actinomycetes
	229
	38.9
	48.9
	1.7
	0
	0
	0
	38.9
	1.7
	Multifunctional
	Functionally Diverse
	Terrestrial
	6
	TRUE
	Low

	Nocardiopsis
	Actinomycetes
	63
	57.1
	79.4
	0
	0
	0
	0
	57.1
	0
	N_Retention
	Functionally Diverse
	Other
	6
	TRUE
	Moderate

	Nonomuraea
	Actinomycetes
	60
	56.7
	90
	33.3
	0
	0
	0
	56.7
	33.3
	Multifunctional
	Functionally Diverse
	Terrestrial
	4
	TRUE
	Moderate

	Oerskovia
	Actinomycetes
	10
	50
	90
	0
	0
	0
	0
	50
	0
	N_Retention
	Functionally Diverse
	Host-associated
	3
	TRUE
	Low

	Ornithinimicrobium
	Actinomycetes
	10
	20
	90
	80
	0
	0
	0
	20
	80
	Multifunctional
	Functionally Diverse
	Other
	5
	TRUE
	High

	Paeniglutamicibacter
	Actinomycetes
	13
	23.1
	69.2
	0
	0
	0
	0
	23.1
	0
	N_Retention
	Functionally Diverse
	Other
	5
	TRUE
	Low

	Pauljensenia
	Actinomycetes
	54
	0
	59.3
	27.8
	0
	0
	3.7
	3.7
	27.8
	Multifunctional
	Functionally Diverse
	Host-associated
	5
	TRUE
	Moderate

	Pedococcus
	Actinomycetes
	12
	8.3
	41.7
	0
	0
	0
	0
	8.3
	0
	N_Retention
	Functionally Diverse
	Terrestrial
	6
	TRUE
	Moderate

	Phycicoccus
	Actinomycetes
	17
	11.8
	58.8
	0
	0
	0
	0
	11.8
	0
	N_Retention
	Functionally Diverse
	Terrestrial
	6
	TRUE
	Moderate

	Planktophila
	Actinomycetes
	10
	0
	30
	0
	0
	0
	0
	0
	0
	Metabolically_Versatile
	Functionally Diverse
	Aquatic
	2
	FALSE
	Moderate

	Prauserella
	Actinomycetes
	19
	57.9
	26.3
	0
	0
	0
	0
	57.9
	0
	N_Retention
	Functionally Diverse
	Other
	4
	TRUE
	Moderate

	Promicromonospora
	Actinomycetes
	12
	33.3
	33.3
	0
	0
	0
	0
	33.3
	0
	N_Retention
	Functionally Diverse
	Other
	2
	TRUE
	Low

	Propioniciclava
	Actinomycetes
	12
	0
	75
	0
	0
	0
	83.3
	83.3
	0
	N_Retention
	Functionally Diverse
	Engineered
	6
	TRUE
	Moderate

	Propionicimonas
	Actinomycetes
	22
	0
	59.1
	22.7
	18.2
	0
	13.6
	31.8
	22.7
	Multifunctional
	Functionally Diverse
	Engineered
	5
	TRUE
	Moderate

	Pseudoclavibacter
	Actinomycetes
	16
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Diverse
	Other
	4
	FALSE
	Moderate

	Pseudonocardia
	Actinomycetes
	61
	54.1
	50.8
	0
	0
	0
	0
	54.1
	0
	N_Retention
	Functionally Diverse
	Terrestrial
	5
	TRUE
	Low

	Rathayibacter
	Actinomycetes
	29
	13.8
	0
	0
	0
	0
	0
	13.8
	0
	N_Retention
	Functionally Diverse
	Terrestrial
	3
	TRUE
	Moderate

	Rhodococcus
	Actinomycetes
	144
	48.6
	49.3
	6.9
	0
	0
	0
	48.6
	6.9
	Multifunctional
	Functionally Diverse
	Other
	6
	TRUE
	Low

	Rhodoglobus
	Actinomycetes
	29
	3.4
	6.9
	6.9
	0
	0
	0
	3.4
	6.9
	Multifunctional
	Functionally Diverse
	Aquatic
	6
	TRUE
	Moderate

	Rhodoluna
	Actinomycetes
	23
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Diverse
	Aquatic
	1
	FALSE
	Moderate

	Rothia
	Actinomycetes
	49
	0
	79.6
	34.7
	0
	0
	0
	0
	34.7
	N_Loss
	Functionally Diverse
	Host-associated
	5
	FALSE
	High

	Saccharomonospora
	Actinomycetes
	14
	28.6
	42.9
	0
	0
	0
	0
	28.6
	0
	N_Retention
	Functionally Diverse
	Other
	4
	TRUE
	Low

	Saccharopolyspora
	Actinomycetes
	35
	57.1
	51.4
	0
	0
	0
	0
	57.1
	0
	N_Retention
	Functionally Diverse
	Other
	5
	TRUE
	Moderate

	Serinicoccus
	Actinomycetes
	14
	0
	71.4
	78.6
	0
	0
	0
	0
	78.6
	N_Loss
	Functionally Diverse
	Aquatic
	5
	FALSE
	High

	Sinomonas
	Actinomycetes
	16
	37.5
	68.8
	62.5
	0
	0
	0
	37.5
	62.5
	Multifunctional
	Functionally Diverse
	Terrestrial
	3
	TRUE
	High

	Specibacter
	Actinomycetes
	28
	28.6
	75
	67.9
	0
	0
	0
	28.6
	67.9
	Multifunctional
	Functionally Diverse
	Other
	5
	TRUE
	High

	Sphaerisporangium
	Actinomycetes
	14
	35.7
	50
	0
	0
	0
	0
	35.7
	0
	N_Retention
	Functionally Diverse
	Terrestrial
	3
	TRUE
	Low

	Spirillospora
	Actinomycetes
	77
	51.9
	76.6
	1.3
	0
	0
	0
	51.9
	1.3
	Multifunctional
	Functionally Diverse
	Terrestrial
	5
	TRUE
	Low

	Streptacidiphilus
	Actinomycetes
	15
	60
	13.3
	0
	0
	0
	0
	60
	0
	N_Retention
	Functionally Diverse
	Other
	2
	TRUE
	Moderate

	Streptantibioticus
	Actinomycetes
	10
	30
	20
	0
	0
	0
	0
	30
	0
	N_Retention
	Functionally Diverse
	Terrestrial
	3
	TRUE
	Low

	Streptomyces
	Actinomycetes
	1299
	43.1
	34.7
	0.2
	0
	0
	0
	43.1
	0.2
	Multifunctional
	Functionally Diverse
	Terrestrial
	6
	TRUE
	Low

	Streptosporangium
	Actinomycetes
	15
	60
	80
	46.7
	0
	0
	0
	60
	46.7
	Multifunctional
	Functionally Diverse
	Other
	2
	TRUE
	High

	Subtercola
	Actinomycetes
	14
	21.4
	0
	0
	0
	0
	0
	21.4
	0
	N_Retention
	Functionally Diverse
	Terrestrial
	6
	TRUE
	Low

	Terrabacter
	Actinomycetes
	10
	40
	100
	0
	0
	0
	0
	40
	0
	N_Retention
	Functionally Diverse
	Terrestrial
	3
	TRUE
	Low

	Tsukamurella
	Actinomycetes
	24
	75
	0
	0
	0
	0
	0
	75
	0
	N_Retention
	Functionally Diverse
	Host-associated
	5
	TRUE
	Moderate

	UBA10649
	Actinomycetes
	11
	0
	63.6
	0
	0
	0
	0
	0
	0
	Metabolically_Versatile
	Functionally Diverse
	Aquatic
	5
	FALSE
	Moderate

	Williamsia
	Actinomycetes
	21
	38.1
	28.6
	0
	0
	0
	0
	38.1
	0
	N_Retention
	Functionally Diverse
	Other
	3
	TRUE
	Low

	Xylanimonas
	Actinomycetes
	10
	40
	40
	30
	0
	0
	0
	40
	30
	Multifunctional
	Functionally Diverse
	Host-associated
	4
	TRUE
	Moderate

	28-YEA-48
	Alphaproteobacteria
	28
	75
	7.1
	3.6
	0
	0
	0
	75
	3.6
	Multifunctional
	Functionally Diverse
	Aquatic
	4
	TRUE
	Moderate

	51-20
	Alphaproteobacteria
	11
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Diverse
	Host-associated
	1
	FALSE
	Moderate

	AG-337-I02
	Alphaproteobacteria
	15
	0
	6.7
	6.7
	0
	0
	0
	0
	6.7
	N_Loss
	Functionally Diverse
	Aquatic
	1
	FALSE
	Moderate

	AG-422-B15
	Alphaproteobacteria
	10
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Diverse
	Aquatic
	1
	FALSE
	Moderate

	Acetobacter
	Alphaproteobacteria
	82
	39
	20.7
	0
	9.8
	0
	0
	48.8
	0
	N_Retention
	Functionally Diverse
	Other
	5
	TRUE
	Low

	Acidiphilium
	Alphaproteobacteria
	12
	33.3
	16.7
	0
	8.3
	0
	0
	41.7
	0
	N_Retention
	Functionally Diverse
	Extreme
	3
	TRUE
	Low

	Acidocella
	Alphaproteobacteria
	26
	42.3
	23.1
	0
	7.7
	0
	0
	50
	0
	N_Retention
	Functionally Diverse
	Extreme
	6
	TRUE
	Low

	Aestuariivirga
	Alphaproteobacteria
	30
	16.7
	20
	53.3
	0
	0
	0
	16.7
	53.3
	Multifunctional
	Functionally Diverse
	Aquatic
	5
	TRUE
	High

	Afipia
	Alphaproteobacteria
	26
	53.8
	69.2
	34.6
	11.5
	0
	0
	65.4
	34.6
	Multifunctional
	Functionally Diverse
	Engineered
	5
	TRUE
	Moderate

	Agrobacterium
	Alphaproteobacteria
	46
	60.9
	30.4
	32.6
	0
	0
	0
	60.9
	32.6
	Multifunctional
	Functionally Diverse
	Terrestrial
	4
	TRUE
	Moderate

	Albidovulum
	Alphaproteobacteria
	21
	9.5
	66.7
	85.7
	0
	0
	0
	9.5
	85.7
	Multifunctional
	Functionally Diverse
	Aquatic
	5
	TRUE
	Very High

	Aliiroseovarius
	Alphaproteobacteria
	24
	8.3
	87.5
	70.8
	0
	0
	0
	8.3
	70.8
	Multifunctional
	Functionally Diverse
	Aquatic
	3
	TRUE
	High

	Allorhizobium
	Alphaproteobacteria
	67
	46.3
	37.3
	52.2
	16.4
	0
	0
	62.7
	52.2
	Multifunctional
	Functionally Diverse
	Terrestrial
	6
	TRUE
	High

	Allosphingosinicella
	Alphaproteobacteria
	24
	4.2
	25
	4.2
	0
	0
	0
	4.2
	4.2
	Multifunctional
	Functionally Diverse
	Terrestrial
	6
	TRUE
	Moderate

	Alteraurantiacibacter
	Alphaproteobacteria
	37
	24.3
	2.7
	2.7
	2.7
	0
	0
	27
	2.7
	Multifunctional
	Functionally Diverse
	Aquatic
	4
	TRUE
	Low

	Alteriqipengyuania
	Alphaproteobacteria
	12
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Diverse
	Aquatic
	4
	FALSE
	Moderate

	Amaricoccus
	Alphaproteobacteria
	10
	40
	60
	70
	0
	0
	0
	40
	70
	Multifunctional
	Functionally Diverse
	Engineered
	4
	TRUE
	High

	Aminobacter
	Alphaproteobacteria
	13
	76.9
	61.5
	76.9
	7.7
	0
	0
	84.6
	76.9
	Multifunctional
	Functionally Diverse
	Other
	3
	TRUE
	Very High

	Amylibacter
	Alphaproteobacteria
	25
	24
	32
	24
	0
	0
	0
	24
	24
	Multifunctional
	Functionally Diverse
	Aquatic
	3
	TRUE
	Moderate

	Ancylobacter
	Alphaproteobacteria
	33
	21.2
	12.1
	6.1
	0
	0
	0
	21.2
	6.1
	Multifunctional
	Functionally Diverse
	Other
	5
	TRUE
	Low

	Aquisediminimonas
	Alphaproteobacteria
	13
	7.7
	30.8
	0
	0
	0
	0
	7.7
	0
	N_Retention
	Functionally Diverse
	Aquatic
	3
	TRUE
	Moderate

	Asaia
	Alphaproteobacteria
	15
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Diverse
	Other
	3
	FALSE
	Moderate

	Asticcacaulis
	Alphaproteobacteria
	25
	28
	20
	0
	0
	0
	0
	28
	0
	N_Retention
	Functionally Diverse
	Aquatic
	4
	TRUE
	Low

	Aurantimonas
	Alphaproteobacteria
	12
	66.7
	25
	25
	0
	0
	0
	66.7
	25
	Multifunctional
	Functionally Diverse
	Aquatic
	3
	TRUE
	Moderate

	Aureimonas
	Alphaproteobacteria
	34
	26.5
	0
	5.9
	0
	0
	0
	26.5
	5.9
	Multifunctional
	Functionally Diverse
	Terrestrial
	5
	TRUE
	Low

	Azospirillum
	Alphaproteobacteria
	61
	49.2
	100
	72.1
	95.1
	0
	0
	144.3
	72.1
	Multifunctional
	Functionally Diverse
	Terrestrial
	6
	TRUE
	Very High

	Bartonella
	Alphaproteobacteria
	91
	0
	11
	3.3
	0
	0
	0
	0
	3.3
	N_Loss
	Functionally Diverse
	Host-associated
	5
	FALSE
	Moderate

	Blastomonas
	Alphaproteobacteria
	10
	20
	0
	0
	0
	0
	0
	20
	0
	N_Retention
	Functionally Diverse
	Aquatic
	6
	TRUE
	Low

	Bombella
	Alphaproteobacteria
	12
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Diverse
	Host-associated
	2
	FALSE
	Moderate

	Bosea
	Alphaproteobacteria
	67
	26.9
	58.2
	37.3
	0
	0
	0
	26.9
	37.3
	Multifunctional
	Functionally Diverse
	Terrestrial
	6
	TRUE
	Moderate

	Bradyrhizobium
	Alphaproteobacteria
	268
	30.2
	74.6
	56.7
	63.4
	0
	0
	93.7
	56.7
	Multifunctional
	Functionally Diverse
	Terrestrial
	6
	TRUE
	High

	Brevundimonas
	Alphaproteobacteria
	137
	0.7
	17.5
	9.5
	0
	0
	0
	0.7
	9.5
	Multifunctional
	Functionally Diverse
	Aquatic
	6
	TRUE
	Moderate

	Brucella
	Alphaproteobacteria
	25
	0
	100
	80
	0
	0
	0
	0
	80
	N_Loss
	Functionally Diverse
	Other
	3
	FALSE
	Very High

	CAG-267
	Alphaproteobacteria
	15
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Diverse
	Host-associated
	1
	FALSE
	Moderate

	CAJLXD01
	Alphaproteobacteria
	11
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Diverse
	Host-associated
	1
	FALSE
	Moderate

	CAZU01
	Alphaproteobacteria
	41
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Diverse
	Host-associated
	1
	FALSE
	Moderate

	Caulobacter
	Alphaproteobacteria
	74
	27
	12.2
	12.2
	0
	0
	0
	27
	12.2
	Multifunctional
	Functionally Diverse
	Terrestrial
	6
	TRUE
	Low

	Celeribacter
	Alphaproteobacteria
	22
	36.4
	9.1
	31.8
	0
	0
	0
	36.4
	31.8
	Multifunctional
	Functionally Diverse
	Other
	4
	TRUE
	Moderate

	Cereibacter
	Alphaproteobacteria
	17
	0
	70.6
	41.2
	100
	0
	0
	100
	41.2
	Multifunctional
	Functionally Diverse
	Other
	4
	TRUE
	High

	Chelativorans
	Alphaproteobacteria
	11
	36.4
	36.4
	72.7
	0
	0
	0
	36.4
	72.7
	Multifunctional
	Functionally Diverse
	Terrestrial
	5
	TRUE
	High

	Chelatococcus
	Alphaproteobacteria
	12
	41.7
	50
	33.3
	0
	0
	0
	41.7
	33.3
	Multifunctional
	Functionally Diverse
	Other
	4
	TRUE
	Moderate

	Croceibacterium
	Alphaproteobacteria
	20
	50
	5
	5
	0
	0
	0
	50
	5
	Multifunctional
	Functionally Diverse
	Aquatic
	6
	TRUE
	Low

	Croceicoccus
	Alphaproteobacteria
	17
	58.8
	0
	0
	0
	0
	0
	58.8
	0
	N_Retention
	Functionally Diverse
	Aquatic
	3
	TRUE
	Moderate

	Cypionkella
	Alphaproteobacteria
	14
	28.6
	14.3
	21.4
	0
	0
	0
	28.6
	21.4
	Multifunctional
	Functionally Diverse
	Aquatic
	4
	TRUE
	Moderate

	Devosia
	Alphaproteobacteria
	93
	21.5
	11.8
	45.2
	0
	0
	0
	21.5
	45.2
	Multifunctional
	Functionally Diverse
	Terrestrial
	6
	TRUE
	High

	Ensifer
	Alphaproteobacteria
	25
	32
	80
	72
	16
	0
	0
	48
	72
	Multifunctional
	Functionally Diverse
	Terrestrial
	5
	TRUE
	High

	Enterousia
	Alphaproteobacteria
	10
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Diverse
	Host-associated
	2
	FALSE
	Moderate

	Epibacterium
	Alphaproteobacteria
	23
	52.2
	4.3
	21.7
	0
	0
	0
	52.2
	21.7
	Multifunctional
	Functionally Diverse
	Aquatic
	3
	TRUE
	Moderate

	Erythrobacter
	Alphaproteobacteria
	102
	5.9
	13.7
	0
	0
	0
	0
	5.9
	0
	N_Retention
	Functionally Diverse
	Aquatic
	6
	TRUE
	Moderate

	Falsiroseomonas
	Alphaproteobacteria
	16
	0
	43.8
	0
	0
	0
	0
	0
	0
	Metabolically_Versatile
	Functionally Diverse
	Aquatic
	5
	FALSE
	Moderate

	GCA-2402195
	Alphaproteobacteria
	15
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Diverse
	Aquatic
	3
	FALSE
	Moderate

	GCA-2731375
	Alphaproteobacteria
	10
	10
	50
	30
	0
	0
	0
	10
	30
	Multifunctional
	Functionally Diverse
	Aquatic
	2
	TRUE
	Moderate

	Gemmobacter
	Alphaproteobacteria
	31
	41.9
	35.5
	35.5
	0
	0
	0
	41.9
	35.5
	Multifunctional
	Functionally Diverse
	Aquatic
	4
	TRUE
	Moderate

	Gluconacetobacter
	Alphaproteobacteria
	15
	6.7
	0
	0
	33.3
	0
	0
	40
	0
	N_Retention
	Functionally Diverse
	Other
	3
	TRUE
	Low

	Gluconobacter
	Alphaproteobacteria
	50
	6
	2
	0
	0
	0
	0
	6
	0
	N_Retention
	Functionally Diverse
	Other
	6
	TRUE
	Moderate

	Gymnodinialimonas
	Alphaproteobacteria
	11
	18.2
	27.3
	0
	0
	0
	0
	18.2
	0
	N_Retention
	Functionally Diverse
	Aquatic
	2
	TRUE
	Low

	HGM16780
	Alphaproteobacteria
	13
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Diverse
	Host-associated
	1
	FALSE
	Moderate

	HIMB59
	Alphaproteobacteria
	11
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Diverse
	Aquatic
	2
	FALSE
	Moderate

	Henriciella
	Alphaproteobacteria
	27
	11.1
	7.4
	0
	0
	0
	0
	11.1
	0
	N_Retention
	Functionally Diverse
	Aquatic
	3
	TRUE
	Moderate

	Hoeflea
	Alphaproteobacteria
	26
	15.4
	73.1
	19.2
	0
	0
	0
	15.4
	19.2
	Multifunctional
	Functionally Diverse
	Aquatic
	5
	TRUE
	Moderate

	Hyphococcus
	Alphaproteobacteria
	19
	10.5
	57.9
	0
	0
	0
	0
	10.5
	0
	N_Retention
	Functionally Diverse
	Aquatic
	3
	TRUE
	Moderate

	Hyphomicrobium
	Alphaproteobacteria
	43
	25.6
	30.2
	32.6
	11.6
	0
	2.3
	39.5
	32.6
	Multifunctional
	Functionally Diverse
	Engineered
	6
	TRUE
	Moderate

	Hyphomonas
	Alphaproteobacteria
	35
	2.9
	37.1
	0
	0
	0
	0
	2.9
	0
	N_Retention
	Functionally Diverse
	Aquatic
	6
	TRUE
	Moderate

	Jannaschia
	Alphaproteobacteria
	24
	25
	29.2
	37.5
	0
	0
	0
	25
	37.5
	Multifunctional
	Functionally Diverse
	Aquatic
	3
	TRUE
	Moderate

	Jiella
	Alphaproteobacteria
	10
	30
	10
	0
	0
	0
	0
	30
	0
	N_Retention
	Functionally Diverse
	Aquatic
	4
	TRUE
	Low

	Kaistia
	Alphaproteobacteria
	16
	0
	43.8
	25
	0
	0
	0
	0
	25
	N_Loss
	Functionally Diverse
	Terrestrial
	4
	FALSE
	Moderate

	Komagataeibacter
	Alphaproteobacteria
	28
	14.3
	0
	0
	14.3
	0
	0
	28.6
	0
	N_Retention
	Functionally Diverse
	Other
	3
	TRUE
	Low

	Kordiimonas
	Alphaproteobacteria
	24
	20.8
	45.8
	0
	0
	0
	0
	20.8
	0
	N_Retention
	Functionally Diverse
	Aquatic
	4
	TRUE
	Low

	Leisingera
	Alphaproteobacteria
	21
	33.3
	95.2
	81
	0
	0
	0
	33.3
	81
	Multifunctional
	Functionally Diverse
	Aquatic
	2
	TRUE
	High

	Limimaricola
	Alphaproteobacteria
	10
	50
	0
	0
	0
	0
	0
	50
	0
	N_Retention
	Functionally Diverse
	Aquatic
	2
	TRUE
	Low

	Litoreibacter
	Alphaproteobacteria
	18
	44.4
	22.2
	38.9
	0
	0
	0
	44.4
	38.9
	Multifunctional
	Functionally Diverse
	Aquatic
	2
	TRUE
	Moderate

	Litorimonas
	Alphaproteobacteria
	13
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Diverse
	Other
	4
	FALSE
	Moderate

	MGBC133411
	Alphaproteobacteria
	10
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Diverse
	Host-associated
	1
	FALSE
	Moderate

	Magnetospirillum
	Alphaproteobacteria
	16
	62.5
	93.8
	87.5
	93.8
	0
	0
	156.2
	87.5
	Multifunctional
	Functionally Diverse
	Aquatic
	5
	TRUE
	Very High

	Mameliella
	Alphaproteobacteria
	10
	70
	80
	90
	0
	0
	0
	70
	90
	Multifunctional
	Functionally Diverse
	Aquatic
	4
	TRUE
	Very High

	Maricaulis
	Alphaproteobacteria
	17
	0
	23.5
	17.6
	0
	0
	0
	0
	17.6
	N_Loss
	Functionally Diverse
	Aquatic
	2
	FALSE
	Moderate

	Marivita
	Alphaproteobacteria
	18
	16.7
	33.3
	38.9
	0
	0
	0
	16.7
	38.9
	Multifunctional
	Functionally Diverse
	Aquatic
	2
	TRUE
	Moderate

	Marivivens
	Alphaproteobacteria
	10
	50
	30
	10
	0
	0
	0
	50
	10
	Multifunctional
	Functionally Diverse
	Aquatic
	1
	TRUE
	Low

	Martelella
	Alphaproteobacteria
	14
	42.9
	71.4
	0
	21.4
	0
	0
	64.3
	0
	N_Retention
	Functionally Diverse
	Terrestrial
	4
	TRUE
	Moderate

	Mesorhizobium
	Alphaproteobacteria
	178
	25.3
	18.5
	45.5
	61.2
	0
	0
	86.5
	45.5
	Multifunctional
	Functionally Diverse
	Terrestrial
	6
	TRUE
	High

	Methylobacterium
	Alphaproteobacteria
	152
	30.3
	13.2
	0
	1.3
	0
	0
	31.6
	0
	N_Retention
	Functionally Diverse
	Terrestrial
	6
	TRUE
	Low

	Methyloceanibacter
	Alphaproteobacteria
	10
	30
	60
	10
	30
	0
	0
	60
	10
	Multifunctional
	Functionally Diverse
	Aquatic
	2
	TRUE
	Moderate

	Methylocella
	Alphaproteobacteria
	12
	66.7
	16.7
	25
	75
	0
	0
	141.7
	25
	Multifunctional
	Functionally Diverse
	Other
	4
	TRUE
	Very High

	Methylocystis
	Alphaproteobacteria
	30
	46.7
	0
	16.7
	70
	73.3
	0
	116.7
	90
	Multifunctional
	Functionally Diverse
	Aquatic
	4
	TRUE
	Very High

	Methylosinus
	Alphaproteobacteria
	13
	46.2
	0
	0
	92.3
	0
	0
	138.5
	0
	N_Retention
	Functionally Diverse
	Other
	3
	TRUE
	Very High

	Micavibrio
	Alphaproteobacteria
	11
	0
	36.4
	0
	0
	0
	0
	0
	0
	Metabolically_Versatile
	Functionally Diverse
	Aquatic
	4
	FALSE
	Moderate

	Microvirga
	Alphaproteobacteria
	52
	7.7
	48.1
	42.3
	15.4
	0
	0
	23.1
	42.3
	Multifunctional
	Functionally Diverse
	Terrestrial
	4
	TRUE
	High

	Neorhizobium
	Alphaproteobacteria
	71
	31
	50.7
	56.3
	5.6
	0
	0
	36.6
	56.3
	Multifunctional
	Functionally Diverse
	Terrestrial
	5
	TRUE
	High

	Neoroseomonas
	Alphaproteobacteria
	33
	0
	48.5
	0
	0
	0
	0
	0
	0
	Metabolically_Versatile
	Functionally Diverse
	Aquatic
	5
	FALSE
	Moderate

	Nitratireductor
	Alphaproteobacteria
	17
	17.6
	41.2
	41.2
	0
	0
	0
	17.6
	41.2
	Multifunctional
	Functionally Diverse
	Aquatic
	6
	TRUE
	High

	Novosphingobium
	Alphaproteobacteria
	175
	37.7
	11.4
	1.7
	11.4
	0
	0
	49.1
	1.7
	Multifunctional
	Functionally Diverse
	Aquatic
	5
	TRUE
	Low

	Oceanicaulis
	Alphaproteobacteria
	13
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Diverse
	Aquatic
	4
	FALSE
	Moderate

	Ochrobactrum
	Alphaproteobacteria
	37
	5.4
	62.2
	67.6
	0
	0
	0
	5.4
	67.6
	Multifunctional
	Functionally Diverse
	Host-associated
	6
	TRUE
	High

	Octadecabacter
	Alphaproteobacteria
	11
	36.4
	0
	18.2
	0
	0
	0
	36.4
	18.2
	Multifunctional
	Functionally Diverse
	Aquatic
	4
	TRUE
	Low

	Palleronia
	Alphaproteobacteria
	15
	53.3
	13.3
	33.3
	0
	0
	0
	53.3
	33.3
	Multifunctional
	Functionally Diverse
	Aquatic
	3
	TRUE
	Moderate

	Palsa-881
	Alphaproteobacteria
	12
	16.7
	8.3
	0
	0
	0
	0
	16.7
	0
	N_Retention
	Functionally Diverse
	Terrestrial
	4
	TRUE
	Moderate

	Paracoccus
	Alphaproteobacteria
	135
	37.8
	48.1
	49.6
	0
	0
	0
	37.8
	49.6
	Multifunctional
	Functionally Diverse
	Aquatic
	6
	TRUE
	High

	Pararhizobium
	Alphaproteobacteria
	25
	60
	44
	20
	0
	0
	0
	60
	20
	Multifunctional
	Functionally Diverse
	Terrestrial
	2
	TRUE
	Moderate

	Pararhodobacter
	Alphaproteobacteria
	15
	26.7
	46.7
	20
	0
	0
	0
	26.7
	20
	Multifunctional
	Functionally Diverse
	Aquatic
	4
	TRUE
	Moderate

	Parasphingorhabdus
	Alphaproteobacteria
	26
	23.1
	15.4
	0
	0
	0
	0
	23.1
	0
	N_Retention
	Functionally Diverse
	Aquatic
	3
	TRUE
	Low

	Paremcibacter
	Alphaproteobacteria
	12
	33.3
	100
	66.7
	0
	0
	0
	33.3
	66.7
	Multifunctional
	Functionally Diverse
	Aquatic
	2
	TRUE
	High

	Parvibaculum
	Alphaproteobacteria
	19
	31.6
	15.8
	31.6
	0
	0
	0
	31.6
	31.6
	Multifunctional
	Functionally Diverse
	Aquatic
	4
	TRUE
	Moderate

	Pelagibacter
	Alphaproteobacteria
	152
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Diverse
	Aquatic
	2
	FALSE
	Moderate

	Pelagibacterium
	Alphaproteobacteria
	12
	41.7
	16.7
	41.7
	0
	0
	0
	41.7
	41.7
	Multifunctional
	Functionally Diverse
	Aquatic
	4
	TRUE
	Moderate

	Phaeobacter
	Alphaproteobacteria
	10
	10
	10
	40
	0
	0
	0
	10
	40
	Multifunctional
	Functionally Diverse
	Aquatic
	3
	TRUE
	High

	Phaeospirillum
	Alphaproteobacteria
	17
	47.1
	82.4
	58.8
	100
	0
	0
	147.1
	58.8
	Multifunctional
	Functionally Diverse
	Aquatic
	3
	TRUE
	Very High

	Phenylobacterium
	Alphaproteobacteria
	91
	25.3
	24.2
	4.4
	0
	0
	0
	25.3
	4.4
	Multifunctional
	Functionally Diverse
	Aquatic
	6
	TRUE
	Low

	Phreatobacter
	Alphaproteobacteria
	13
	53.8
	38.5
	0
	0
	0
	0
	53.8
	0
	N_Retention
	Functionally Diverse
	Engineered
	5
	TRUE
	Low

	Phyllobacterium
	Alphaproteobacteria
	26
	53.8
	11.5
	3.8
	0
	0
	0
	53.8
	3.8
	Multifunctional
	Functionally Diverse
	Terrestrial
	3
	TRUE
	Low

	Planktomarina
	Alphaproteobacteria
	11
	9.1
	0
	0
	0
	0
	0
	9.1
	0
	N_Retention
	Functionally Diverse
	Aquatic
	2
	TRUE
	Moderate

	Pleomorphomonas
	Alphaproteobacteria
	15
	40
	26.7
	0
	100
	0
	0
	140
	0
	N_Retention
	Functionally Diverse
	Terrestrial
	5
	TRUE
	Very High

	Pseudemcibacter
	Alphaproteobacteria
	12
	0
	66.7
	0
	0
	0
	0
	0
	0
	Metabolically_Versatile
	Functionally Diverse
	Aquatic
	3
	FALSE
	Moderate

	Pseudochrobactrum
	Alphaproteobacteria
	10
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Diverse
	Engineered
	4
	FALSE
	Moderate

	Pseudolabrys
	Alphaproteobacteria
	30
	56.7
	70
	16.7
	3.3
	0
	3.3
	63.3
	16.7
	Multifunctional
	Functionally Diverse
	Aquatic
	5
	TRUE
	Moderate

	Pseudooceanicola
	Alphaproteobacteria
	26
	53.8
	15.4
	42.3
	3.8
	0
	0
	57.7
	42.3
	Multifunctional
	Functionally Diverse
	Aquatic
	4
	TRUE
	High

	Pseudophaeobacter
	Alphaproteobacteria
	15
	26.7
	73.3
	26.7
	0
	0
	0
	26.7
	26.7
	Multifunctional
	Functionally Diverse
	Aquatic
	4
	TRUE
	Moderate

	Pseudorhodobacter
	Alphaproteobacteria
	11
	18.2
	9.1
	72.7
	9.1
	0
	0
	27.3
	72.7
	Multifunctional
	Functionally Diverse
	Aquatic
	3
	TRUE
	High

	Pseudoroseomonas
	Alphaproteobacteria
	18
	0
	27.8
	0
	0
	0
	0
	0
	0
	Metabolically_Versatile
	Functionally Diverse
	Host-associated
	5
	FALSE
	Moderate

	Pseudotabrizicola
	Alphaproteobacteria
	12
	8.3
	8.3
	41.7
	0
	0
	0
	8.3
	41.7
	Multifunctional
	Functionally Diverse
	Aquatic
	3
	TRUE
	High

	Pseudovibrio
	Alphaproteobacteria
	19
	26.3
	89.5
	78.9
	0
	0
	0
	26.3
	78.9
	Multifunctional
	Functionally Diverse
	Aquatic
	3
	TRUE
	High

	Qipengyuania
	Alphaproteobacteria
	66
	3
	16.7
	1.5
	0
	0
	0
	3
	1.5
	Multifunctional
	Functionally Diverse
	Aquatic
	6
	TRUE
	Moderate

	R2A130
	Alphaproteobacteria
	11
	9.1
	27.3
	45.5
	0
	0
	0
	9.1
	45.5
	Multifunctional
	Functionally Diverse
	Aquatic
	3
	TRUE
	High

	RUG410
	Alphaproteobacteria
	22
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Diverse
	Host-associated
	2
	FALSE
	Moderate

	Reyranella
	Alphaproteobacteria
	49
	22.4
	36.7
	0
	0
	0
	0
	22.4
	0
	N_Retention
	Functionally Diverse
	Aquatic
	6
	TRUE
	Low

	Rhabdaerophilum
	Alphaproteobacteria
	14
	64.3
	78.6
	7.1
	0
	0
	0
	64.3
	7.1
	Multifunctional
	Functionally Diverse
	Aquatic
	3
	TRUE
	Moderate

	Rhizobium
	Alphaproteobacteria
	187
	44.9
	30.5
	21.9
	48.1
	0
	0
	93
	21.9
	Multifunctional
	Functionally Diverse
	Terrestrial
	4
	TRUE
	High

	Rhizomicrobium
	Alphaproteobacteria
	48
	22.9
	27.1
	22.9
	10.4
	0
	0
	33.3
	22.9
	Multifunctional
	Functionally Diverse
	Aquatic
	5
	TRUE
	Moderate

	Rhizorhabdus
	Alphaproteobacteria
	14
	35.7
	0
	7.1
	0
	0
	0
	35.7
	7.1
	Multifunctional
	Functionally Diverse
	Other
	4
	TRUE
	Very Low

	Rhodobacter
	Alphaproteobacteria
	15
	33.3
	20
	0
	53.3
	0
	0
	86.7
	0
	N_Retention
	Functionally Diverse
	Other
	5
	TRUE
	High

	Rhodoblastus
	Alphaproteobacteria
	14
	42.9
	50
	71.4
	100
	0
	0
	142.9
	71.4
	Multifunctional
	Functionally Diverse
	Aquatic
	4
	TRUE
	Very High

	Rhodopila
	Alphaproteobacteria
	26
	69.2
	26.9
	15.4
	19.2
	0
	0
	88.5
	15.4
	Multifunctional
	Functionally Diverse
	Aquatic
	5
	TRUE
	High

	Rhodoplanes
	Alphaproteobacteria
	10
	40
	80
	80
	100
	0
	0
	140
	80
	Multifunctional
	Functionally Diverse
	Other
	5
	TRUE
	Very High

	Rhodopseudomonas
	Alphaproteobacteria
	19
	10.5
	10.5
	57.9
	100
	0
	0
	110.5
	57.9
	Multifunctional
	Functionally Diverse
	Other
	4
	TRUE
	High

	Rhodovulum
	Alphaproteobacteria
	20
	0
	35
	10
	90
	0
	0
	90
	10
	Multifunctional
	Functionally Diverse
	Other
	3
	TRUE
	High

	Rickettsia
	Alphaproteobacteria
	37
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Diverse
	Host-associated
	2
	FALSE
	Moderate

	Robiginitomaculum
	Alphaproteobacteria
	24
	8.3
	91.7
	16.7
	0
	0
	0
	8.3
	16.7
	Multifunctional
	Functionally Diverse
	Aquatic
	2
	TRUE
	Moderate

	Roseibium
	Alphaproteobacteria
	44
	31.8
	54.5
	56.8
	4.5
	0
	0
	36.4
	56.8
	Multifunctional
	Functionally Diverse
	Aquatic
	5
	TRUE
	High

	Roseicyclus
	Alphaproteobacteria
	10
	20
	30
	0
	0
	0
	0
	20
	0
	N_Retention
	Functionally Diverse
	Aquatic
	3
	TRUE
	Low

	Roseinatronobacter
	Alphaproteobacteria
	31
	12.9
	61.3
	0
	0
	0
	0
	12.9
	0
	N_Retention
	Functionally Diverse
	Extreme
	5
	TRUE
	Moderate

	Roseivivax
	Alphaproteobacteria
	10
	20
	10
	10
	0
	0
	0
	20
	10
	Multifunctional
	Functionally Diverse
	Other
	3
	TRUE
	Low

	Roseobacter
	Alphaproteobacteria
	21
	28.6
	38.1
	47.6
	0
	0
	0
	28.6
	47.6
	Multifunctional
	Functionally Diverse
	Aquatic
	2
	TRUE
	High

	Roseococcus
	Alphaproteobacteria
	17
	0
	17.6
	0
	0
	0
	0
	0
	0
	Metabolically_Versatile
	Functionally Diverse
	Aquatic
	4
	FALSE
	Moderate

	Roseomonas
	Alphaproteobacteria
	18
	27.8
	16.7
	5.6
	5.6
	0
	0
	33.3
	5.6
	Multifunctional
	Functionally Diverse
	Other
	6
	TRUE
	Low

	Roseovarius
	Alphaproteobacteria
	77
	7.8
	40.3
	66.2
	0
	0
	0
	7.8
	66.2
	Multifunctional
	Functionally Diverse
	Aquatic
	6
	TRUE
	High

	Ruegeria
	Alphaproteobacteria
	65
	12.3
	93.8
	86.2
	0
	0
	1.5
	13.8
	86.2
	Multifunctional
	Functionally Diverse
	Aquatic
	6
	TRUE
	Very High

	Salipiger
	Alphaproteobacteria
	22
	50
	40.9
	31.8
	27.3
	0
	0
	77.3
	31.8
	Multifunctional
	Functionally Diverse
	Aquatic
	4
	TRUE
	High

	Sandarakinorhabdus
	Alphaproteobacteria
	23
	8.7
	0
	0
	0
	0
	0
	8.7
	0
	N_Retention
	Functionally Diverse
	Aquatic
	5
	TRUE
	Moderate

	Shimia
	Alphaproteobacteria
	32
	50
	75
	43.8
	0
	0
	0
	50
	43.8
	Multifunctional
	Functionally Diverse
	Aquatic
	6
	TRUE
	High

	Shinella
	Alphaproteobacteria
	26
	15.4
	76.9
	84.6
	0
	0
	0
	15.4
	84.6
	Multifunctional
	Functionally Diverse
	Terrestrial
	6
	TRUE
	Very High

	Sinorhizobium
	Alphaproteobacteria
	40
	65
	77.5
	67.5
	92.5
	0
	0
	157.5
	67.5
	Multifunctional
	Functionally Diverse
	Terrestrial
	3
	TRUE
	Very High

	Sneathiella
	Alphaproteobacteria
	21
	14.3
	61.9
	0
	0
	0
	0
	14.3
	0
	N_Retention
	Functionally Diverse
	Aquatic
	2
	TRUE
	Moderate

	Sphingobium
	Alphaproteobacteria
	113
	49.6
	7.1
	1.8
	0.9
	0
	0
	50.4
	1.8
	Multifunctional
	Functionally Diverse
	Terrestrial
	6
	TRUE
	Low

	Sphingomicrobium
	Alphaproteobacteria
	62
	3.2
	25.8
	3.2
	0
	0
	0
	3.2
	3.2
	Multifunctional
	Functionally Diverse
	Terrestrial
	5
	TRUE
	Moderate

	Sphingomonas
	Alphaproteobacteria
	353
	20.4
	3.7
	2
	0.6
	0
	0
	21
	2
	Multifunctional
	Functionally Diverse
	Terrestrial
	6
	TRUE
	Low

	Sphingopyxis
	Alphaproteobacteria
	82
	22
	14.6
	3.7
	0
	0
	0
	22
	3.7
	Multifunctional
	Functionally Diverse
	Aquatic
	6
	TRUE
	Low

	Sphingorhabdus
	Alphaproteobacteria
	41
	9.8
	17.1
	0
	0
	0
	0
	9.8
	0
	N_Retention
	Functionally Diverse
	Aquatic
	4
	TRUE
	Moderate

	Stappia
	Alphaproteobacteria
	13
	0
	76.9
	69.2
	0
	0
	0
	0
	69.2
	N_Loss
	Functionally Diverse
	Aquatic
	4
	FALSE
	High

	Sulfitobacter
	Alphaproteobacteria
	66
	18.2
	10.6
	33.3
	0
	0
	0
	18.2
	33.3
	Multifunctional
	Functionally Diverse
	Aquatic
	5
	TRUE
	Moderate

	Tabrizicola
	Alphaproteobacteria
	29
	17.2
	34.5
	55.2
	0
	0
	0
	17.2
	55.2
	Multifunctional
	Functionally Diverse
	Aquatic
	5
	TRUE
	High

	Tardiphaga
	Alphaproteobacteria
	17
	52.9
	47.1
	5.9
	5.9
	0
	0
	58.8
	5.9
	Multifunctional
	Functionally Diverse
	Terrestrial
	6
	TRUE
	Moderate

	Tateyamaria
	Alphaproteobacteria
	20
	10
	0
	30
	0
	0
	0
	10
	30
	Multifunctional
	Functionally Diverse
	Aquatic
	2
	TRUE
	Moderate

	Thalassobius
	Alphaproteobacteria
	12
	83.3
	41.7
	25
	0
	0
	0
	83.3
	25
	Multifunctional
	Functionally Diverse
	Aquatic
	3
	TRUE
	High

	Thalassospira
	Alphaproteobacteria
	31
	54.8
	74.2
	48.4
	0
	0
	0
	54.8
	48.4
	Multifunctional
	Functionally Diverse
	Aquatic
	4
	TRUE
	High

	Thioclava
	Alphaproteobacteria
	15
	20
	46.7
	40
	0
	0
	0
	20
	40
	Multifunctional
	Functionally Diverse
	Aquatic
	3
	TRUE
	Moderate

	Tropicimonas
	Alphaproteobacteria
	10
	80
	90
	20
	30
	0
	0
	110
	20
	Multifunctional
	Functionally Diverse
	Aquatic
	2
	TRUE
	High

	Tsuneonella
	Alphaproteobacteria
	13
	0
	30.8
	0
	0
	0
	0
	0
	0
	Metabolically_Versatile
	Functionally Diverse
	Aquatic
	3
	FALSE
	Moderate

	UBA1573
	Alphaproteobacteria
	10
	0
	60
	0
	0
	0
	0
	0
	0
	Metabolically_Versatile
	Functionally Diverse
	Engineered
	4
	FALSE
	Moderate

	UBA2645
	Alphaproteobacteria
	21
	0
	19
	0
	0
	0
	0
	0
	0
	Metabolically_Versatile
	Functionally Diverse
	Aquatic
	3
	FALSE
	Moderate

	UBA3077
	Alphaproteobacteria
	14
	35.7
	64.3
	7.1
	0
	0
	0
	35.7
	7.1
	Multifunctional
	Functionally Diverse
	Aquatic
	3
	TRUE
	Very Low

	UBA7672
	Alphaproteobacteria
	11
	27.3
	18.2
	0
	0
	0
	0
	27.3
	0
	N_Retention
	Functionally Diverse
	Aquatic
	3
	TRUE
	Low

	Vitreimonas
	Alphaproteobacteria
	27
	3.7
	59.3
	3.7
	0
	0
	0
	3.7
	3.7
	Multifunctional
	Functionally Diverse
	Engineered
	5
	TRUE
	Moderate

	Wolbachia
	Alphaproteobacteria
	46
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Diverse
	Host-associated
	5
	FALSE
	Moderate

	Xanthobacter
	Alphaproteobacteria
	17
	35.3
	41.2
	0
	82.4
	0
	0
	117.6
	0
	N_Retention
	Functionally Diverse
	Other
	5
	TRUE
	High

	Yoonia
	Alphaproteobacteria
	54
	29.6
	16.7
	22.2
	0
	0
	0
	29.6
	22.2
	Multifunctional
	Functionally Diverse
	Aquatic
	5
	TRUE
	Moderate

	Saccharicenans
	Aminicenantia
	16
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Inactive
	Extreme
	4
	TRUE
	Very Low

	Bin5
	Anaerolineae
	16
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Diverse
	Aquatic
	2
	FALSE
	Moderate

	CFX2
	Anaerolineae
	12
	0
	0
	50
	0
	0
	58.3
	58.3
	50
	Multifunctional
	Functionally Diverse
	Engineered
	4
	TRUE
	High

	Caldilinea
	Anaerolineae
	12
	0
	25
	0
	0
	0
	75
	75
	0
	N_Retention
	Functionally Diverse
	Aquatic
	5
	TRUE
	Moderate

	Defluviilinea
	Anaerolineae
	11
	0
	54.5
	72.7
	0
	0
	63.6
	63.6
	72.7
	Multifunctional
	Functionally Diverse
	Engineered
	4
	TRUE
	High

	Flexifilum
	Anaerolineae
	10
	0
	10
	30
	0
	0
	50
	50
	30
	Multifunctional
	Functionally Diverse
	Engineered
	3
	TRUE
	Moderate

	UBA5195
	Anaerolineae
	10
	0
	50
	50
	0
	0
	60
	60
	50
	Multifunctional
	Functionally Diverse
	Aquatic
	3
	TRUE
	High

	UBA6055
	Anaerolineae
	29
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Diverse
	Aquatic
	1
	FALSE
	Moderate

	Villigracilis
	Anaerolineae
	44
	0
	25
	84.1
	0
	0
	72.7
	72.7
	84.1
	Multifunctional
	Functionally Diverse
	Engineered
	6
	TRUE
	Very High

	Hydrogenivirga
	Aquificae
	11
	81.8
	81.8
	45.5
	0
	0
	0
	81.8
	45.5
	Multifunctional
	Functionally Diverse
	Extreme
	3
	TRUE
	High

	Aerococcus
	Bacilli
	30
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Diverse
	Host-associated
	3
	TRUE
	Very Low

	Alicyclobacillus
	Bacilli
	37
	0
	24.3
	10.8
	0
	0
	0
	0
	10.8
	N_Loss
	Functionally Diverse
	Other
	6
	FALSE
	Moderate

	Alkalibacterium
	Bacilli
	14
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Diverse
	Other
	5
	TRUE
	Very Low

	Anaerobacillus
	Bacilli
	20
	10
	20
	5
	5
	0
	20
	35
	5
	Multifunctional
	Functionally Diverse
	Aquatic
	5
	FALSE
	Moderate

	Aneurinibacillus
	Bacilli
	14
	21.4
	7.1
	0
	7.1
	0
	0
	28.6
	0
	N_Retention
	Functionally Diverse
	Terrestrial
	5
	TRUE
	Moderate

	Anoxybacillus
	Bacilli
	32
	15.6
	50
	9.4
	0
	0
	15.6
	31.2
	9.4
	Multifunctional
	Functionally Diverse
	Other
	6
	FALSE
	Moderate

	Apilactobacillus
	Bacilli
	19
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Diverse
	Host-associated
	3
	TRUE
	Very Low

	Bacillus
	Bacilli
	301
	27.9
	54.2
	1.7
	0
	0
	7.3
	35.2
	1.7
	Multifunctional
	Functionally Diverse
	Other
	6
	FALSE
	Moderate

	Brevibacillus
	Bacilli
	55
	7.3
	3.6
	0
	0
	0
	0
	7.3
	0
	N_Retention
	Functionally Diverse
	Terrestrial
	6
	TRUE
	Low

	Carnobacterium
	Bacilli
	22
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Diverse
	Other
	4
	TRUE
	Very Low

	Cohnella
	Bacilli
	43
	27.9
	9.3
	7
	0
	0
	0
	27.9
	7
	Multifunctional
	Functionally Diverse
	Terrestrial
	5
	FALSE
	Moderate

	Companilactobacillus
	Bacilli
	62
	0
	33.9
	0
	0
	0
	0
	0
	0
	Metabolically_Versatile
	Functionally Diverse
	Engineered
	5
	FALSE
	Very Low

	Cytobacillus
	Bacilli
	39
	15.4
	35.9
	61.5
	0
	0
	23.1
	38.5
	61.5
	Multifunctional
	Functionally Diverse
	Terrestrial
	6
	FALSE
	Very High

	Domibacillus
	Bacilli
	13
	61.5
	0
	0
	0
	0
	0
	61.5
	0
	N_Retention
	Functionally Diverse
	Aquatic
	5
	TRUE
	High

	Enterococcus
	Bacilli
	170
	1.2
	1.8
	0
	0
	0
	0
	1.2
	0
	N_Retention
	Functionally Diverse
	Host-associated
	6
	TRUE
	Very Low

	Exiguobacterium
	Bacilli
	46
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Diverse
	Aquatic
	6
	TRUE
	Very Low

	Ferdinandcohnia
	Bacilli
	11
	9.1
	100
	90.9
	0
	0
	0
	9.1
	90.9
	Multifunctional
	Functionally Diverse
	Terrestrial
	5
	FALSE
	Very High

	Fictibacillus
	Bacilli
	26
	11.5
	0
	0
	0
	0
	0
	11.5
	0
	N_Retention
	Functionally Diverse
	Aquatic
	6
	TRUE
	Low

	Fructilactobacillus
	Bacilli
	25
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Diverse
	Engineered
	5
	TRUE
	Very Low

	Fructobacillus
	Bacilli
	17
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Diverse
	Terrestrial
	4
	TRUE
	Very Low

	Gemella
	Bacilli
	19
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Diverse
	Host-associated
	2
	TRUE
	Very Low

	Geobacillus
	Bacilli
	22
	9.1
	90.9
	50
	0
	0
	0
	9.1
	50
	Multifunctional
	Functionally Diverse
	Other
	6
	FALSE
	Very High

	Gottfriedia
	Bacilli
	17
	11.8
	0
	0
	0
	0
	0
	11.8
	0
	N_Retention
	Functionally Diverse
	Terrestrial
	4
	TRUE
	Low

	Gracilibacillus
	Bacilli
	21
	47.6
	47.6
	0
	0
	0
	0
	47.6
	0
	N_Retention
	Functionally Diverse
	Other
	6
	TRUE
	High

	Granulicatella
	Bacilli
	17
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Diverse
	Host-associated
	3
	TRUE
	Very Low

	Halalkalibacter
	Bacilli
	20
	45
	0
	0
	0
	0
	0
	45
	0
	N_Retention
	Functionally Diverse
	Other
	5
	TRUE
	High

	Halobacillus
	Bacilli
	37
	13.5
	0
	0
	0
	0
	0
	13.5
	0
	N_Retention
	Functionally Diverse
	Aquatic
	5
	TRUE
	Low

	Heyndrickxia
	Bacilli
	10
	0
	50
	0
	0
	0
	0
	0
	0
	Metabolically_Versatile
	Functionally Diverse
	Engineered
	4
	FALSE
	Very Low

	Jeotgalibacillus
	Bacilli
	11
	9.1
	9.1
	0
	0
	0
	0
	9.1
	0
	N_Retention
	Functionally Diverse
	Aquatic
	3
	TRUE
	Low

	Jeotgalicoccus
	Bacilli
	18
	0
	11.1
	0
	0
	0
	0
	0
	0
	Metabolically_Versatile
	Functionally Diverse
	Other
	4
	FALSE
	Very Low

	Kurthia
	Bacilli
	12
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Diverse
	Host-associated
	4
	TRUE
	Very Low

	Lacticaseibacillus
	Bacilli
	54
	0
	3.7
	0
	0
	0
	0
	0
	0
	Metabolically_Versatile
	Functionally Diverse
	Engineered
	5
	FALSE
	Very Low

	Lactiplantibacillus
	Bacilli
	34
	0
	23.5
	0
	0
	0
	0
	0
	0
	Metabolically_Versatile
	Functionally Diverse
	Engineered
	4
	FALSE
	Very Low

	Lactobacillus
	Bacilli
	138
	0
	0.7
	0
	0
	0
	0
	0
	0
	Metabolically_Versatile
	Functionally Diverse
	Host-associated
	4
	FALSE
	Very Low

	Lactococcus
	Bacilli
	63
	0
	3.2
	0
	0
	0
	0
	0
	0
	Metabolically_Versatile
	Functionally Diverse
	Host-associated
	6
	FALSE
	Very Low

	Latilactobacillus
	Bacilli
	16
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Diverse
	Engineered
	2
	TRUE
	Very Low

	Lederbergia
	Bacilli
	14
	0
	42.9
	14.3
	0
	0
	0
	0
	14.3
	N_Loss
	Functionally Diverse
	Other
	3
	FALSE
	Moderate

	Lentibacillus
	Bacilli
	24
	0
	83.3
	33.3
	0
	0
	0
	0
	33.3
	N_Loss
	Functionally Diverse
	Other
	4
	FALSE
	Very High

	Lentilactobacillus
	Bacilli
	44
	0
	4.5
	0
	0
	0
	0
	0
	0
	Metabolically_Versatile
	Functionally Diverse
	Engineered
	6
	FALSE
	Very Low

	Leuconostoc
	Bacilli
	43
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Diverse
	Engineered
	5
	TRUE
	Very Low

	Levilactobacillus
	Bacilli
	43
	0
	2.3
	0
	0
	0
	0
	0
	0
	Metabolically_Versatile
	Functionally Diverse
	Engineered
	4
	FALSE
	Very Low

	Ligilactobacillus
	Bacilli
	48
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Diverse
	Host-associated
	5
	TRUE
	Very Low

	Limosilactobacillus
	Bacilli
	73
	0
	37
	0
	0
	0
	0
	0
	0
	Metabolically_Versatile
	Functionally Diverse
	Host-associated
	4
	FALSE
	Very Low

	Liquorilactobacillus
	Bacilli
	21
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Diverse
	Engineered
	5
	TRUE
	Very Low

	Listeria
	Bacilli
	46
	0
	39.1
	0
	0
	0
	0
	0
	0
	Metabolically_Versatile
	Functionally Diverse
	Terrestrial
	5
	FALSE
	Very Low

	Loigolactobacillus
	Bacilli
	13
	0
	92.3
	0
	0
	0
	0
	0
	0
	Metabolically_Versatile
	Functionally Diverse
	Engineered
	3
	FALSE
	Very Low

	Lysinibacillus
	Bacilli
	45
	0
	2.2
	0
	0
	0
	0
	0
	0
	Metabolically_Versatile
	Functionally Diverse
	Terrestrial
	5
	FALSE
	Very Low

	Macrococcus
	Bacilli
	19
	0
	78.9
	0
	0
	0
	0
	0
	0
	Metabolically_Versatile
	Functionally Diverse
	Host-associated
	3
	FALSE
	Very Low

	Mammaliicoccus
	Bacilli
	17
	0
	100
	0
	0
	0
	0
	0
	0
	Metabolically_Versatile
	Functionally Diverse
	Host-associated
	3
	FALSE
	Very Low

	Mesobacillus
	Bacilli
	20
	15
	15
	5
	0
	0
	90
	105
	5
	Multifunctional
	Functionally Diverse
	Terrestrial
	4
	FALSE
	Very High

	Metabacillus
	Bacilli
	30
	33.3
	3.3
	3.3
	0
	0
	0
	33.3
	3.3
	Multifunctional
	Functionally Diverse
	Aquatic
	5
	FALSE
	Moderate

	Neobacillus
	Bacilli
	74
	48.6
	55.4
	31.1
	1.4
	0
	56.8
	106.8
	31.1
	Multifunctional
	Functionally Diverse
	Terrestrial
	6
	FALSE
	Very High

	Niallia
	Bacilli
	10
	20
	30
	0
	30
	0
	0
	50
	0
	N_Retention
	Functionally Diverse
	Host-associated
	5
	TRUE
	High

	Oceanobacillus
	Bacilli
	33
	0
	36.4
	12.1
	0
	0
	0
	0
	12.1
	N_Loss
	Functionally Diverse
	Other
	6
	FALSE
	Moderate

	Paenibacillus
	Bacilli
	414
	31.2
	36.2
	9.4
	19.3
	0
	0
	50.5
	9.4
	Multifunctional
	Functionally Diverse
	Terrestrial
	6
	FALSE
	High

	Parageobacillus
	Bacilli
	10
	0
	100
	90
	0
	0
	0
	0
	90
	N_Loss
	Functionally Diverse
	Other
	4
	FALSE
	Very High

	Paucilactobacillus
	Bacilli
	10
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Diverse
	Engineered
	4
	TRUE
	Very Low

	Paucisalibacillus
	Bacilli
	13
	0
	46.2
	46.2
	0
	0
	0
	0
	46.2
	N_Loss
	Functionally Diverse
	Other
	5
	FALSE
	Very High

	Pediococcus
	Bacilli
	26
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Diverse
	Other
	4
	TRUE
	Very Low

	Peribacillus
	Bacilli
	40
	20
	0
	0
	0
	0
	0
	20
	0
	N_Retention
	Functionally Diverse
	Terrestrial
	5
	TRUE
	Moderate

	Planococcus
	Bacilli
	57
	0
	21.1
	0
	0
	0
	0
	0
	0
	Metabolically_Versatile
	Functionally Diverse
	Aquatic
	6
	FALSE
	Very Low

	Pontibacillus
	Bacilli
	11
	9.1
	0
	0
	0
	0
	0
	9.1
	0
	N_Retention
	Functionally Diverse
	Extreme
	4
	TRUE
	Low

	Priestia
	Bacilli
	24
	41.7
	0
	0
	0
	0
	0
	41.7
	0
	N_Retention
	Functionally Diverse
	Other
	5
	TRUE
	High

	Pristimantibacillus
	Bacilli
	50
	30
	4
	6
	0
	0
	0
	30
	6
	Multifunctional
	Functionally Diverse
	Terrestrial
	5
	FALSE
	Moderate

	Psychrobacillus
	Bacilli
	20
	0
	20
	5
	0
	0
	0
	0
	5
	N_Loss
	Functionally Diverse
	Other
	5
	FALSE
	Low

	Rossellomorea
	Bacilli
	27
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Diverse
	Aquatic
	5
	TRUE
	Very Low

	Saccharibacillus
	Bacilli
	14
	78.6
	64.3
	0
	0
	0
	0
	78.6
	0
	N_Retention
	Functionally Diverse
	Other
	4
	TRUE
	High

	Salinicoccus
	Bacilli
	17
	0
	88.2
	0
	0
	0
	0
	0
	0
	Metabolically_Versatile
	Functionally Diverse
	Other
	4
	FALSE
	Very Low

	Secundilactobacillus
	Bacilli
	24
	0
	29.2
	0
	0
	0
	0
	0
	0
	Metabolically_Versatile
	Functionally Diverse
	Other
	4
	FALSE
	Very Low

	Shouchella
	Bacilli
	14
	28.6
	21.4
	0
	0
	0
	0
	28.6
	0
	N_Retention
	Functionally Diverse
	Terrestrial
	3
	TRUE
	Moderate

	Solibacillus
	Bacilli
	12
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Diverse
	Other
	6
	TRUE
	Very Low

	Sporolactobacillus
	Bacilli
	19
	10.5
	5.3
	0
	10.5
	0
	0
	21.1
	0
	N_Retention
	Functionally Diverse
	Terrestrial
	5
	TRUE
	Moderate

	Sporosarcina
	Bacilli
	57
	0
	73.7
	8.8
	0
	0
	0
	0
	8.8
	N_Loss
	Functionally Diverse
	Aquatic
	6
	FALSE
	Moderate

	Staphylococcus
	Bacilli
	181
	0
	84.5
	0
	0
	0
	0
	0
	0
	Metabolically_Versatile
	Functionally Diverse
	Host-associated
	5
	FALSE
	Very Low

	Streptococcus
	Bacilli
	617
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Diverse
	Host-associated
	5
	TRUE
	Very Low

	Sutcliffiella
	Bacilli
	16
	12.5
	0
	0
	0
	0
	0
	12.5
	0
	N_Retention
	Functionally Diverse
	Aquatic
	5
	TRUE
	Low

	Terribacillus
	Bacilli
	10
	0
	10
	0
	0
	0
	0
	0
	0
	Metabolically_Versatile
	Functionally Diverse
	Other
	3
	FALSE
	Very Low

	Tetragenococcus
	Bacilli
	12
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Diverse
	Engineered
	4
	TRUE
	Very Low

	Trichococcus
	Bacilli
	11
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Diverse
	Other
	3
	TRUE
	Very Low

	Ureibacillus
	Bacilli
	32
	0
	6.2
	0
	0
	0
	0
	0
	0
	Metabolically_Versatile
	Functionally Diverse
	Terrestrial
	6
	FALSE
	Very Low

	Vagococcus
	Bacilli
	29
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Diverse
	Host-associated
	5
	TRUE
	Very Low

	Virgibacillus
	Bacilli
	31
	0
	54.8
	25.8
	0
	0
	0
	0
	25.8
	N_Loss
	Functionally Diverse
	Other
	5
	FALSE
	High

	Weissella
	Bacilli
	41
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Diverse
	Engineered
	5
	TRUE
	Very Low

	Weizmannia
	Bacilli
	10
	0
	30
	0
	0
	0
	0
	0
	0
	Metabolically_Versatile
	Functionally Diverse
	Other
	3
	FALSE
	Very Low

	Acholeplasma
	Bacilli_A
	13
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Inactive
	Other
	4
	TRUE
	Very Low

	Anaeroplasma
	Bacilli_A
	20
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Inactive
	Host-associated
	2
	TRUE
	Very Low

	Aphodocola
	Bacilli_A
	20
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Inactive
	Host-associated
	1
	TRUE
	Very Low

	Bulleidia
	Bacilli_A
	72
	0
	0
	0
	13.9
	0
	44.4
	58.3
	0
	N_Retention
	Functionally Inactive
	Host-associated
	3
	TRUE
	High

	CAG-1000
	Bacilli_A
	16
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Inactive
	Host-associated
	1
	TRUE
	Very Low

	CAG-302
	Bacilli_A
	10
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Inactive
	Host-associated
	1
	TRUE
	Very Low

	CAG-313
	Bacilli_A
	10
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Inactive
	Host-associated
	1
	TRUE
	Very Low

	CAG-533
	Bacilli_A
	10
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Inactive
	Host-associated
	1
	TRUE
	Very Low

	CAG-582
	Bacilli_A
	11
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Inactive
	Host-associated
	1
	TRUE
	Very Low

	CAG-877
	Bacilli_A
	11
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Inactive
	Host-associated
	1
	TRUE
	Very Low

	Caccenecus
	Bacilli_A
	15
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Inactive
	Host-associated
	1
	TRUE
	Very Low

	Coprosoma
	Bacilli_A
	18
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Inactive
	Host-associated
	2
	TRUE
	Very Low

	Coprovivens
	Bacilli_A
	11
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Inactive
	Host-associated
	1
	TRUE
	Very Low

	Enteromonas
	Bacilli_A
	32
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Inactive
	Host-associated
	2
	TRUE
	Very Low

	Enterosoma
	Bacilli_A
	20
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Inactive
	Host-associated
	4
	TRUE
	Very Low

	Erysipelothrix
	Bacilli_A
	16
	0
	0
	0
	6.2
	0
	0
	6.2
	0
	N_Retention
	Functionally Inactive
	Host-associated
	3
	TRUE
	Low

	Faecimonas
	Bacilli_A
	11
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Inactive
	Host-associated
	1
	TRUE
	Very Low

	Holdemanella
	Bacilli_A
	10
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Inactive
	Host-associated
	1
	TRUE
	Very Low

	Malacoplasma
	Bacilli_A
	30
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Inactive
	Host-associated
	2
	TRUE
	Very Low

	Mesomycoplasma
	Bacilli_A
	24
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Inactive
	Host-associated
	3
	TRUE
	Very Low

	Mesoplasma
	Bacilli_A
	10
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Inactive
	Host-associated
	3
	TRUE
	Very Low

	Metamycoplasma
	Bacilli_A
	28
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Inactive
	Host-associated
	4
	TRUE
	Very Low

	Mycoplasma
	Bacilli_A
	35
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Inactive
	Host-associated
	5
	TRUE
	Very Low

	Mycoplasmoides
	Bacilli_A
	15
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Inactive
	Host-associated
	4
	TRUE
	Very Low

	Mycoplasmopsis
	Bacilli_A
	83
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Inactive
	Host-associated
	4
	TRUE
	Very Low

	Onthocola
	Bacilli_A
	25
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Inactive
	Host-associated
	1
	TRUE
	Very Low

	Onthousia
	Bacilli_A
	22
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Inactive
	Host-associated
	1
	TRUE
	Very Low

	Onthovivens
	Bacilli_A
	27
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Inactive
	Host-associated
	2
	TRUE
	Very Low

	Pelethenecus
	Bacilli_A
	13
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Inactive
	Host-associated
	1
	TRUE
	Very Low

	Phytoplasma
	Bacilli_A
	24
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Inactive
	Terrestrial
	3
	TRUE
	Very Low

	RUG13868
	Bacilli_A
	10
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Inactive
	Host-associated
	1
	TRUE
	Very Low

	RUG591
	Bacilli_A
	14
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Inactive
	Host-associated
	1
	TRUE
	Very Low

	SIG200
	Bacilli_A
	15
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Inactive
	Host-associated
	1
	TRUE
	Very Low

	Scybalousia
	Bacilli_A
	15
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Inactive
	Host-associated
	1
	TRUE
	Very Low

	Spiroplasma
	Bacilli_A
	42
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Inactive
	Host-associated
	4
	TRUE
	Very Low

	Thomasclavelia
	Bacilli_A
	16
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Inactive
	Host-associated
	2
	TRUE
	Very Low

	UBA2284
	Bacilli_A
	13
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Inactive
	Aquatic
	5
	TRUE
	Very Low

	UBA2450
	Bacilli_A
	13
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Inactive
	Host-associated
	2
	TRUE
	Very Low

	UBA3207
	Bacilli_A
	15
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Inactive
	Host-associated
	2
	TRUE
	Very Low

	UBA3789
	Bacilli_A
	17
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Inactive
	Host-associated
	1
	TRUE
	Very Low

	UBA4951
	Bacilli_A
	29
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Inactive
	Host-associated
	2
	TRUE
	Very Low

	UBA5578
	Bacilli_A
	10
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Inactive
	Host-associated
	1
	TRUE
	Very Low

	UBA636
	Bacilli_A
	21
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Inactive
	Host-associated
	1
	TRUE
	Very Low

	UMGS1613
	Bacilli_A
	14
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Inactive
	Host-associated
	1
	TRUE
	Very Low

	UMGS995
	Bacilli_A
	11
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Inactive
	Host-associated
	1
	TRUE
	Very Low

	Ureaplasma
	Bacilli_A
	14
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Inactive
	Host-associated
	3
	TRUE
	Very Low

	Ventrenecus
	Bacilli_A
	12
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Inactive
	Host-associated
	1
	TRUE
	Very Low

	Halobacteriovorax
	Bacteriovoracia
	10
	0
	10
	0
	0
	0
	20
	20
	0
	N_Retention
	Functionally Inactive
	Aquatic
	2
	TRUE
	Low

	2-12-FULL-35-15
	Bacteroidia
	32
	0
	21.9
	0
	0
	0
	0
	0
	0
	Metabolically_Versatile
	Functionally Inactive
	Aquatic
	4
	FALSE
	Very Low

	Aequorivita
	Bacteroidia
	30
	0
	6.7
	53.3
	0
	0
	0
	0
	53.3
	N_Loss
	Functionally Inactive
	Aquatic
	6
	FALSE
	Very High

	Agriterribacter
	Bacteroidia
	15
	0
	33.3
	26.7
	0
	0
	0
	0
	26.7
	N_Loss
	Functionally Inactive
	Engineered
	4
	FALSE
	High

	Algibacter
	Bacteroidia
	25
	52
	20
	32
	0
	0
	52
	104
	32
	Multifunctional
	Functionally Inactive
	Aquatic
	4
	FALSE
	Very High

	Algoriphagus
	Bacteroidia
	69
	27.5
	1.4
	13
	0
	0
	10.1
	37.7
	13
	Multifunctional
	Functionally Inactive
	Aquatic
	5
	FALSE
	High

	Alistipes
	Bacteroidia
	198
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Inactive
	Host-associated
	2
	TRUE
	Very Low

	Alloprevotella
	Bacteroidia
	64
	0
	0
	0
	0
	0
	10.9
	10.9
	0
	N_Retention
	Functionally Inactive
	Host-associated
	2
	TRUE
	Low

	Aquimarina
	Bacteroidia
	70
	42.9
	60
	18.6
	0
	0
	30
	72.9
	18.6
	Multifunctional
	Functionally Inactive
	Aquatic
	5
	FALSE
	Very High

	Arenibacter
	Bacteroidia
	21
	38.1
	28.6
	14.3
	0
	0
	0
	38.1
	14.3
	Multifunctional
	Functionally Inactive
	Aquatic
	3
	FALSE
	High

	Aureibaculum
	Bacteroidia
	12
	8.3
	8.3
	16.7
	0
	0
	25
	33.3
	16.7
	Multifunctional
	Functionally Inactive
	Aquatic
	3
	FALSE
	High

	B1
	Bacteroidia
	15
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Inactive
	Aquatic
	3
	TRUE
	Very Low

	Bact-08
	Bacteroidia
	22
	0
	0
	0
	0
	0
	95.5
	95.5
	0
	N_Retention
	Functionally Inactive
	Engineered
	5
	TRUE
	Very High

	Bact-11
	Bacteroidia
	19
	0
	0
	0
	0
	0
	15.8
	15.8
	0
	N_Retention
	Functionally Inactive
	Host-associated
	4
	TRUE
	Low

	Bact-19
	Bacteroidia
	22
	0
	0
	0
	0
	0
	22.7
	22.7
	0
	N_Retention
	Functionally Inactive
	Host-associated
	5
	TRUE
	Moderate

	Bacteroides
	Bacteroidia
	187
	0
	1.1
	0
	5.9
	0
	54
	59.9
	0
	N_Retention
	Functionally Inactive
	Host-associated
	5
	TRUE
	High

	Barnesiella
	Bacteroidia
	22
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Inactive
	Host-associated
	2
	TRUE
	Very Low

	Belliella
	Bacteroidia
	10
	0
	0
	10
	0
	0
	50
	50
	10
	Multifunctional
	Functionally Inactive
	Aquatic
	3
	FALSE
	High

	Blattabacterium
	Bacteroidia
	46
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Inactive
	Host-associated
	2
	TRUE
	Very Low

	Bog-950
	Bacteroidia
	15
	0
	13.3
	0
	0
	0
	0
	0
	0
	Metabolically_Versatile
	Functionally Inactive
	Aquatic
	4
	FALSE
	Very Low

	Brumimicrobium
	Bacteroidia
	10
	0
	10
	10
	0
	0
	10
	10
	10
	Multifunctional
	Functionally Inactive
	Aquatic
	2
	FALSE
	Moderate

	Butyricimonas
	Bacteroidia
	14
	0
	0
	0
	0
	0
	14.3
	14.3
	0
	N_Retention
	Functionally Inactive
	Host-associated
	2
	TRUE
	Low

	CAG-873
	Bacteroidia
	86
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Inactive
	Host-associated
	1
	TRUE
	Very Low

	CAIVAT01
	Bacteroidia
	15
	0
	26.7
	0
	0
	0
	13.3
	13.3
	0
	N_Retention
	Functionally Inactive
	Aquatic
	1
	TRUE
	Low

	Caccoplasma
	Bacteroidia
	12
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Inactive
	Host-associated
	1
	TRUE
	Very Low

	Capnocytophaga
	Bacteroidia
	33
	0
	0
	36.4
	0
	0
	100
	100
	36.4
	Multifunctional
	Functionally Inactive
	Host-associated
	2
	FALSE
	Very High

	Carboxylicivirga
	Bacteroidia
	13
	7.7
	0
	0
	30.8
	0
	100
	138.5
	0
	N_Retention
	Functionally Inactive
	Aquatic
	1
	TRUE
	Very High

	Cellulophaga
	Bacteroidia
	17
	47.1
	23.5
	11.8
	0
	0
	0
	47.1
	11.8
	Multifunctional
	Functionally Inactive
	Aquatic
	4
	FALSE
	High

	Chitinophaga
	Bacteroidia
	77
	32.5
	0
	7.8
	0
	0
	0
	32.5
	7.8
	Multifunctional
	Functionally Inactive
	Terrestrial
	5
	FALSE
	Moderate

	Chryseobacterium
	Bacteroidia
	218
	0
	0
	14.7
	0
	0
	0.5
	0.5
	14.7
	Multifunctional
	Functionally Inactive
	Terrestrial
	6
	FALSE
	Moderate

	Cloacibacterium
	Bacteroidia
	10
	0
	0
	10
	0
	0
	0
	0
	10
	N_Loss
	Functionally Inactive
	Engineered
	5
	FALSE
	Moderate

	Coprenecus
	Bacteroidia
	16
	0
	0
	0
	0
	0
	6.2
	6.2
	0
	N_Retention
	Functionally Inactive
	Host-associated
	1
	TRUE
	Low

	Coprobacter
	Bacteroidia
	10
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Inactive
	Host-associated
	2
	TRUE
	Very Low

	Cryptobacteroides
	Bacteroidia
	230
	0
	0
	0
	0
	0
	1.7
	1.7
	0
	N_Retention
	Functionally Inactive
	Host-associated
	4
	TRUE
	Very Low

	Cyclobacterium
	Bacteroidia
	15
	40
	0
	60
	0
	0
	66.7
	106.7
	60
	Multifunctional
	Functionally Inactive
	Aquatic
	4
	FALSE
	Very High

	Daejeonella
	Bacteroidia
	20
	0
	0
	5
	0
	0
	0
	0
	5
	N_Loss
	Functionally Inactive
	Aquatic
	5
	FALSE
	Low

	Dokdonia
	Bacteroidia
	18
	5.6
	0
	0
	0
	0
	5.6
	11.1
	0
	N_Retention
	Functionally Inactive
	Aquatic
	3
	TRUE
	Low

	Draconibacterium
	Bacteroidia
	23
	4.3
	26.1
	0
	39.1
	0
	69.6
	113
	0
	N_Retention
	Functionally Inactive
	Aquatic
	6
	TRUE
	Very High

	Duncaniella
	Bacteroidia
	42
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Inactive
	Host-associated
	2
	TRUE
	Very Low

	Dyadobacter
	Bacteroidia
	54
	40.7
	0
	0
	0
	0
	0
	40.7
	0
	N_Retention
	Functionally Inactive
	Terrestrial
	5
	TRUE
	High

	Dysgonomonas
	Bacteroidia
	35
	0
	5.7
	0
	8.6
	0
	71.4
	80
	0
	N_Retention
	Functionally Inactive
	Host-associated
	5
	TRUE
	High

	ELB16-189
	Bacteroidia
	54
	3.7
	13
	1.9
	0
	0
	0
	3.7
	1.9
	Multifunctional
	Functionally Inactive
	Engineered
	4
	FALSE
	Low

	Echinicola
	Bacteroidia
	13
	53.8
	0
	0
	0
	0
	69.2
	123.1
	0
	N_Retention
	Functionally Inactive
	Aquatic
	4
	TRUE
	Very High

	Edaphocola
	Bacteroidia
	10
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Inactive
	Terrestrial
	4
	TRUE
	Very Low

	Egerieousia
	Bacteroidia
	31
	0
	0
	0
	0
	0
	3.2
	3.2
	0
	N_Retention
	Functionally Inactive
	Host-associated
	4
	TRUE
	Very Low

	Elizabethkingia
	Bacteroidia
	16
	0
	0
	68.8
	0
	0
	0
	0
	68.8
	N_Loss
	Functionally Inactive
	Host-associated
	3
	FALSE
	Very High

	Emticicia
	Bacteroidia
	12
	8.3
	0
	0
	0
	0
	0
	8.3
	0
	N_Retention
	Functionally Inactive
	Aquatic
	3
	TRUE
	Low

	Enterocola
	Bacteroidia
	14
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Inactive
	Host-associated
	3
	TRUE
	Very Low

	Epilithonimonas
	Bacteroidia
	31
	0
	0
	25.8
	0
	0
	0
	0
	25.8
	N_Loss
	Functionally Inactive
	Other
	5
	FALSE
	High

	F23-D06
	Bacteroidia
	28
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Inactive
	Host-associated
	2
	TRUE
	Very Low

	Ferruginibacter
	Bacteroidia
	89
	12.4
	3.4
	4.5
	0
	0
	0
	12.4
	4.5
	Multifunctional
	Functionally Inactive
	Aquatic
	6
	FALSE
	Low

	Flagellimonas
	Bacteroidia
	73
	17.8
	11
	13.7
	0
	0
	8.2
	26
	13.7
	Multifunctional
	Functionally Inactive
	Aquatic
	5
	FALSE
	High

	Flammeovirga
	Bacteroidia
	13
	69.2
	100
	0
	0
	0
	100
	169.2
	0
	N_Retention
	Functionally Inactive
	Aquatic
	3
	TRUE
	Very High

	Flavihumibacter
	Bacteroidia
	14
	28.6
	0
	14.3
	0
	0
	0
	28.6
	14.3
	Multifunctional
	Functionally Inactive
	Aquatic
	5
	FALSE
	High

	Flavipsychrobacter
	Bacteroidia
	73
	0
	0
	8.2
	0
	0
	0
	0
	8.2
	N_Loss
	Functionally Inactive
	Aquatic
	6
	FALSE
	Moderate

	Flavisolibacter
	Bacteroidia
	15
	13.3
	0
	13.3
	0
	0
	13.3
	26.7
	13.3
	Multifunctional
	Functionally Inactive
	Terrestrial
	3
	FALSE
	High

	Flavivirga
	Bacteroidia
	12
	50
	91.7
	33.3
	0
	0
	91.7
	141.7
	33.3
	Multifunctional
	Functionally Inactive
	Aquatic
	2
	FALSE
	Very High

	Flavobacterium
	Bacteroidia
	604
	13.9
	0
	38.9
	0.2
	0
	4
	18
	38.9
	Multifunctional
	Functionally Inactive
	Aquatic
	6
	FALSE
	Very High

	Fluviicola
	Bacteroidia
	19
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Inactive
	Terrestrial
	6
	TRUE
	Very Low

	Fulvivirga
	Bacteroidia
	16
	25
	25
	12.5
	0
	0
	25
	50
	12.5
	Multifunctional
	Functionally Inactive
	Aquatic
	3
	FALSE
	High

	Gelidibacter
	Bacteroidia
	11
	0
	9.1
	54.5
	0
	0
	63.6
	63.6
	54.5
	Multifunctional
	Functionally Inactive
	Aquatic
	4
	FALSE
	Very High

	Gillisia
	Bacteroidia
	12
	0
	0
	16.7
	0
	0
	8.3
	8.3
	16.7
	Multifunctional
	Functionally Inactive
	Aquatic
	3
	FALSE
	High

	Gramella
	Bacteroidia
	24
	0
	0
	8.3
	0
	0
	4.2
	4.2
	8.3
	Multifunctional
	Functionally Inactive
	Aquatic
	4
	FALSE
	Moderate

	HGM04593
	Bacteroidia
	24
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Inactive
	Host-associated
	2
	TRUE
	Very Low

	Hanamia
	Bacteroidia
	12
	8.3
	8.3
	50
	0
	0
	0
	8.3
	50
	Multifunctional
	Functionally Inactive
	Engineered
	4
	FALSE
	Very High

	Hel1-33-131
	Bacteroidia
	12
	0
	0
	33.3
	0
	0
	0
	0
	33.3
	N_Loss
	Functionally Inactive
	Aquatic
	2
	FALSE
	Very High

	Hymenobacter
	Bacteroidia
	115
	8.7
	0
	3.5
	0
	0
	0
	8.7
	3.5
	Multifunctional
	Functionally Inactive
	Terrestrial
	6
	FALSE
	Low

	JAADGE01
	Bacteroidia
	11
	0
	63.6
	0
	0
	0
	27.3
	27.3
	0
	N_Retention
	Functionally Inactive
	Aquatic
	2
	TRUE
	Moderate

	JAAFHB01
	Bacteroidia
	12
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Inactive
	Aquatic
	1
	TRUE
	Very Low

	JAAFHG01
	Bacteroidia
	11
	18.2
	0
	0
	0
	0
	0
	18.2
	0
	N_Retention
	Functionally Inactive
	Aquatic
	3
	TRUE
	Moderate

	JABMMZ01
	Bacteroidia
	10
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Inactive
	Aquatic
	2
	TRUE
	Very Low

	JADJSS01
	Bacteroidia
	12
	0
	0
	75
	0
	0
	0
	0
	75
	N_Loss
	Functionally Inactive
	Engineered
	4
	FALSE
	Very High

	JALNZU01
	Bacteroidia
	10
	0
	0
	70
	0
	0
	100
	100
	70
	Multifunctional
	Functionally Inactive
	Aquatic
	4
	FALSE
	Very High

	JJ008
	Bacteroidia
	47
	0
	4.3
	2.1
	0
	0
	0
	0
	2.1
	N_Loss
	Functionally Inactive
	Engineered
	6
	FALSE
	Low

	Jejuia
	Bacteroidia
	12
	75
	16.7
	0
	0
	0
	50
	125
	0
	N_Retention
	Functionally Inactive
	Aquatic
	3
	TRUE
	Very High

	Kaistella
	Bacteroidia
	47
	0
	0
	10.6
	0
	0
	0
	0
	10.6
	N_Loss
	Functionally Inactive
	Other
	6
	FALSE
	Moderate

	Kordia
	Bacteroidia
	11
	0
	0
	0
	0
	0
	9.1
	9.1
	0
	N_Retention
	Functionally Inactive
	Aquatic
	2
	TRUE
	Low

	LD21
	Bacteroidia
	48
	0
	12.5
	0
	4.2
	0
	25
	29.2
	0
	N_Retention
	Functionally Inactive
	Aquatic
	5
	TRUE
	Moderate

	Lacibacter
	Bacteroidia
	15
	33.3
	0
	0
	0
	0
	0
	33.3
	0
	N_Retention
	Functionally Inactive
	Aquatic
	6
	TRUE
	Moderate

	Lacinutrix
	Bacteroidia
	13
	0
	0
	23.1
	0
	0
	7.7
	7.7
	23.1
	Multifunctional
	Functionally Inactive
	Aquatic
	3
	FALSE
	High

	Leadbetterella
	Bacteroidia
	10
	10
	0
	0
	0
	0
	0
	10
	0
	N_Retention
	Functionally Inactive
	Aquatic
	3
	TRUE
	Low

	Leeuwenhoekiella
	Bacteroidia
	14
	42.9
	0
	0
	0
	0
	0
	42.9
	0
	N_Retention
	Functionally Inactive
	Aquatic
	2
	TRUE
	High

	Lentimicrobium
	Bacteroidia
	20
	0
	10
	60
	0
	0
	90
	90
	60
	Multifunctional
	Functionally Inactive
	Aquatic
	6
	FALSE
	Very High

	Lepagella
	Bacteroidia
	116
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Inactive
	Host-associated
	2
	TRUE
	Very Low

	Limimorpha
	Bacteroidia
	68
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Inactive
	Host-associated
	3
	TRUE
	Very Low

	Lutibacter
	Bacteroidia
	35
	11.4
	22.9
	25.7
	5.7
	0
	71.4
	88.6
	25.7
	Multifunctional
	Functionally Inactive
	Aquatic
	5
	FALSE
	Very High

	M0103
	Bacteroidia
	19
	0
	15.8
	0
	0
	0
	0
	0
	0
	Metabolically_Versatile
	Functionally Inactive
	Aquatic
	2
	FALSE
	Very Low

	M3007
	Bacteroidia
	39
	0
	2.6
	2.6
	0
	0
	0
	0
	2.6
	N_Loss
	Functionally Inactive
	Engineered
	5
	FALSE
	Low

	MS024-2A
	Bacteroidia
	19
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Inactive
	Aquatic
	1
	TRUE
	Very Low

	Maribacter
	Bacteroidia
	68
	26.5
	16.2
	8.8
	0
	0
	13.2
	39.7
	8.8
	Multifunctional
	Functionally Inactive
	Aquatic
	5
	FALSE
	High

	Mesonia
	Bacteroidia
	18
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Inactive
	Aquatic
	3
	TRUE
	Very Low

	Mucilaginibacter
	Bacteroidia
	127
	25.2
	0
	0.8
	0
	0
	0
	25.2
	0.8
	Multifunctional
	Functionally Inactive
	Terrestrial
	6
	FALSE
	Moderate

	Muribaculum
	Bacteroidia
	21
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Inactive
	Host-associated
	1
	TRUE
	Very Low

	Neolewinella
	Bacteroidia
	20
	25
	0
	0
	0
	0
	0
	25
	0
	N_Retention
	Functionally Inactive
	Aquatic
	3
	TRUE
	Moderate

	Niabella
	Bacteroidia
	16
	25
	0
	0
	0
	0
	12.5
	37.5
	0
	N_Retention
	Functionally Inactive
	Terrestrial
	5
	TRUE
	Moderate

	Niastella
	Bacteroidia
	13
	69.2
	0
	15.4
	0
	0
	0
	69.2
	15.4
	Multifunctional
	Functionally Inactive
	Terrestrial
	3
	FALSE
	High

	Nonlabens
	Bacteroidia
	26
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Inactive
	Aquatic
	4
	TRUE
	Very Low

	OLB11
	Bacteroidia
	14
	0
	0
	35.7
	0
	0
	0
	0
	35.7
	N_Loss
	Functionally Inactive
	Engineered
	2
	FALSE
	Very High

	OLB9
	Bacteroidia
	21
	0
	4.8
	4.8
	0
	0
	0
	0
	4.8
	N_Loss
	Functionally Inactive
	Engineered
	4
	FALSE
	Low

	Odoribacter
	Bacteroidia
	24
	0
	0
	0
	0
	0
	8.3
	8.3
	0
	N_Retention
	Functionally Inactive
	Host-associated
	2
	TRUE
	Low

	Ohtaekwangia
	Bacteroidia
	12
	75
	0
	8.3
	0
	0
	16.7
	91.7
	8.3
	Multifunctional
	Functionally Inactive
	Terrestrial
	3
	FALSE
	Very High

	Onthomorpha
	Bacteroidia
	11
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Inactive
	Host-associated
	2
	TRUE
	Very Low

	PHOS-HE28
	Bacteroidia
	61
	0
	24.6
	4.9
	0
	0
	0
	0
	4.9
	N_Loss
	Functionally Inactive
	Engineered
	4
	FALSE
	Low

	Paludibacter
	Bacteroidia
	36
	2.8
	0
	0
	36.1
	0
	22.2
	61.1
	0
	N_Retention
	Functionally Inactive
	Aquatic
	6
	TRUE
	High

	Parabacteroides
	Bacteroidia
	83
	0
	0
	0
	0
	0
	55.4
	55.4
	0
	N_Retention
	Functionally Inactive
	Host-associated
	3
	TRUE
	High

	Paramuribaculum
	Bacteroidia
	42
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Inactive
	Host-associated
	1
	TRUE
	Very Low

	Parapedobacter
	Bacteroidia
	10
	30
	0
	0
	0
	0
	0
	30
	0
	N_Retention
	Functionally Inactive
	Other
	2
	TRUE
	Moderate

	Paraprevotella
	Bacteroidia
	17
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Inactive
	Host-associated
	2
	TRUE
	Very Low

	Pedobacter
	Bacteroidia
	155
	17.4
	0
	1.3
	0
	0
	0
	17.4
	1.3
	Multifunctional
	Functionally Inactive
	Terrestrial
	6
	FALSE
	Moderate

	Pelobium
	Bacteroidia
	15
	26.7
	0
	6.7
	0
	0
	0
	26.7
	6.7
	Multifunctional
	Functionally Inactive
	Terrestrial
	4
	FALSE
	Moderate

	Phocaeicola
	Bacteroidia
	79
	0
	0
	0
	0
	0
	19
	19
	0
	N_Retention
	Functionally Inactive
	Host-associated
	3
	TRUE
	Moderate

	Polaribacter
	Bacteroidia
	86
	14
	11.6
	37.2
	0
	0
	8.1
	22.1
	37.2
	Multifunctional
	Functionally Inactive
	Aquatic
	5
	FALSE
	Very High

	Pontibacter
	Bacteroidia
	54
	11.1
	1.9
	51.9
	0
	0
	5.6
	16.7
	51.9
	Multifunctional
	Functionally Inactive
	Aquatic
	5
	FALSE
	Very High

	Porphyromonas
	Bacteroidia
	65
	0
	0
	0
	0
	0
	38.5
	38.5
	0
	N_Retention
	Functionally Inactive
	Host-associated
	3
	TRUE
	Moderate

	Prevotella
	Bacteroidia
	526
	0
	2.3
	0
	1.9
	0
	32.5
	34.4
	0
	N_Retention
	Functionally Inactive
	Host-associated
	6
	TRUE
	Moderate

	Proteiniphilum
	Bacteroidia
	34
	0
	11.8
	0
	0
	0
	79.4
	79.4
	0
	N_Retention
	Functionally Inactive
	Host-associated
	5
	TRUE
	High

	Psychroflexus
	Bacteroidia
	25
	0
	0
	8
	0
	0
	0
	0
	8
	N_Loss
	Functionally Inactive
	Aquatic
	4
	FALSE
	Moderate

	Psychroserpens
	Bacteroidia
	26
	0
	7.7
	7.7
	0
	0
	11.5
	11.5
	7.7
	Multifunctional
	Functionally Inactive
	Aquatic
	4
	FALSE
	Moderate

	Puia
	Bacteroidia
	22
	36.4
	4.5
	9.1
	0
	0
	0
	36.4
	9.1
	Multifunctional
	Functionally Inactive
	Terrestrial
	4
	FALSE
	High

	Pullibacteroides
	Bacteroidia
	13
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Inactive
	Host-associated
	1
	TRUE
	Very Low

	RF16
	Bacteroidia
	84
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Inactive
	Host-associated
	2
	TRUE
	Very Low

	RUG11257
	Bacteroidia
	10
	0
	0
	0
	0
	0
	10
	10
	0
	N_Retention
	Functionally Inactive
	Host-associated
	1
	TRUE
	Low

	RUG13583
	Bacteroidia
	12
	0
	0
	0
	8.3
	0
	0
	8.3
	0
	N_Retention
	Functionally Inactive
	Host-associated
	1
	TRUE
	Low

	Riemerella
	Bacteroidia
	10
	0
	0
	0
	0
	0
	60
	60
	0
	N_Retention
	Functionally Inactive
	Aquatic
	3
	TRUE
	High

	Rikenella
	Bacteroidia
	10
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Inactive
	Host-associated
	2
	TRUE
	Very Low

	Roseivirga
	Bacteroidia
	22
	0
	4.5
	13.6
	0
	0
	0
	0
	13.6
	N_Loss
	Functionally Inactive
	Aquatic
	4
	FALSE
	Moderate

	Rufibacter
	Bacteroidia
	17
	5.9
	0
	11.8
	0
	0
	0
	5.9
	11.8
	Multifunctional
	Functionally Inactive
	Terrestrial
	4
	FALSE
	Moderate

	Runella
	Bacteroidia
	11
	36.4
	0
	0
	0
	0
	0
	36.4
	0
	N_Retention
	Functionally Inactive
	Aquatic
	5
	TRUE
	Moderate

	SR-FBR-E99
	Bacteroidia
	15
	0
	6.7
	0
	0
	0
	73.3
	73.3
	0
	N_Retention
	Functionally Inactive
	Aquatic
	5
	TRUE
	High

	SXYR01
	Bacteroidia
	16
	6.2
	0
	0
	0
	0
	0
	6.2
	0
	N_Retention
	Functionally Inactive
	Aquatic
	2
	TRUE
	Low

	Salegentibacter
	Bacteroidia
	23
	26.1
	0
	8.7
	0
	0
	4.3
	30.4
	8.7
	Multifunctional
	Functionally Inactive
	Other
	4
	FALSE
	Moderate

	Salinimicrobium
	Bacteroidia
	12
	8.3
	0
	100
	0
	0
	41.7
	50
	100
	Multifunctional
	Functionally Inactive
	Aquatic
	4
	FALSE
	Very High

	Sediminibacterium
	Bacteroidia
	101
	5.9
	0
	5
	0
	0
	0
	5.9
	5
	Multifunctional
	Functionally Inactive
	Aquatic
	6
	FALSE
	Low

	Sodaliphilus
	Bacteroidia
	60
	0
	0
	0
	0
	0
	31.7
	31.7
	0
	N_Retention
	Functionally Inactive
	Host-associated
	2
	TRUE
	Moderate

	Sphingobacterium
	Bacteroidia
	99
	16.2
	0
	12.1
	0
	0
	0
	16.2
	12.1
	Multifunctional
	Functionally Inactive
	Terrestrial
	6
	FALSE
	Moderate

	Spirosoma
	Bacteroidia
	33
	60.6
	0
	0
	0
	0
	0
	60.6
	0
	N_Retention
	Functionally Inactive
	Terrestrial
	5
	TRUE
	High

	Sulfidibacterium
	Bacteroidia
	10
	0
	30
	0
	0
	0
	0
	0
	0
	Metabolically_Versatile
	Functionally Inactive
	Extreme
	2
	FALSE
	Very Low

	TMED14
	Bacteroidia
	15
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Inactive
	Aquatic
	2
	TRUE
	Very Low

	Tamlana
	Bacteroidia
	12
	50
	58.3
	8.3
	0
	0
	66.7
	116.7
	8.3
	Multifunctional
	Functionally Inactive
	Aquatic
	4
	FALSE
	Very High

	Tannerella
	Bacteroidia
	16
	0
	0
	0
	12.5
	0
	31.2
	43.8
	0
	N_Retention
	Functionally Inactive
	Host-associated
	1
	TRUE
	High

	Tenacibaculum
	Bacteroidia
	54
	13
	40.7
	24.1
	0
	0
	18.5
	31.5
	24.1
	Multifunctional
	Functionally Inactive
	Aquatic
	5
	FALSE
	High

	Terrimonas
	Bacteroidia
	12
	8.3
	0
	0
	0
	0
	0
	8.3
	0
	N_Retention
	Functionally Inactive
	Engineered
	5
	TRUE
	Low

	Tidjanibacter
	Bacteroidia
	21
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Inactive
	Host-associated
	2
	TRUE
	Very Low

	UA16
	Bacteroidia
	16
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Inactive
	Aquatic
	2
	TRUE
	Very Low

	UBA10364
	Bacteroidia
	15
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Inactive
	Aquatic
	1
	TRUE
	Very Low

	UBA10566
	Bacteroidia
	11
	0
	0
	0
	0
	0
	81.8
	81.8
	0
	N_Retention
	Functionally Inactive
	Aquatic
	4
	TRUE
	Very High

	UBA1181
	Bacteroidia
	15
	0
	0
	0
	53.3
	0
	0
	53.3
	0
	N_Retention
	Functionally Inactive
	Host-associated
	2
	TRUE
	High

	UBA12077
	Bacteroidia
	16
	0
	0
	0
	0
	0
	87.5
	87.5
	0
	N_Retention
	Functionally Inactive
	Aquatic
	2
	TRUE
	Very High

	UBA1711
	Bacteroidia
	58
	0
	0
	0
	0
	0
	1.7
	1.7
	0
	N_Retention
	Functionally Inactive
	Host-associated
	2
	TRUE
	Very Low

	UBA2336
	Bacteroidia
	15
	0
	26.7
	0
	0
	0
	0
	0
	0
	Metabolically_Versatile
	Functionally Inactive
	Engineered
	3
	FALSE
	Very Low

	UBA2475
	Bacteroidia
	35
	0
	5.7
	2.9
	0
	0
	0
	0
	2.9
	N_Loss
	Functionally Inactive
	Aquatic
	4
	FALSE
	Low

	UBA3263
	Bacteroidia
	10
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Inactive
	Host-associated
	1
	TRUE
	Very Low

	UBA3824
	Bacteroidia
	14
	0
	0
	0
	57.1
	0
	0
	57.1
	0
	N_Retention
	Functionally Inactive
	Host-associated
	2
	TRUE
	High

	UBA4334
	Bacteroidia
	27
	0
	0
	0
	3.7
	0
	3.7
	7.4
	0
	N_Retention
	Functionally Inactive
	Host-associated
	2
	TRUE
	Low

	UBA4372
	Bacteroidia
	59
	0
	0
	0
	0
	0
	1.7
	1.7
	0
	N_Retention
	Functionally Inactive
	Host-associated
	2
	TRUE
	Very Low

	UBA4416
	Bacteroidia
	16
	0
	0
	18.8
	0
	0
	0
	0
	18.8
	N_Loss
	Functionally Inactive
	Aquatic
	3
	FALSE
	High

	UBA4417
	Bacteroidia
	15
	0
	0
	6.7
	0
	0
	33.3
	33.3
	6.7
	Multifunctional
	Functionally Inactive
	Aquatic
	4
	FALSE
	Moderate

	UBA4466
	Bacteroidia
	24
	0
	4.2
	4.2
	0
	0
	0
	0
	4.2
	N_Loss
	Functionally Inactive
	Aquatic
	3
	FALSE
	Low

	UBA6024
	Bacteroidia
	20
	10
	35
	20
	60
	0
	65
	135
	20
	Multifunctional
	Functionally Inactive
	Aquatic
	6
	FALSE
	Very High

	UBA6168
	Bacteroidia
	13
	0
	46.2
	0
	0
	0
	0
	0
	0
	Metabolically_Versatile
	Functionally Inactive
	Aquatic
	3
	FALSE
	Very Low

	UBA6382
	Bacteroidia
	12
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Inactive
	Host-associated
	2
	TRUE
	Very Low

	UBA7173
	Bacteroidia
	30
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Inactive
	Host-associated
	1
	TRUE
	Very Low

	UBA952
	Bacteroidia
	62
	0
	1.6
	0
	0
	0
	0
	0
	0
	Metabolically_Versatile
	Functionally Inactive
	Aquatic
	3
	FALSE
	Very Low

	Vicinibacter
	Bacteroidia
	22
	0
	18.2
	13.6
	0
	0
	0
	0
	13.6
	N_Loss
	Functionally Inactive
	Engineered
	4
	FALSE
	Moderate

	W3P20-009
	Bacteroidia
	14
	0
	0
	0
	14.3
	0
	0
	14.3
	0
	N_Retention
	Functionally Inactive
	Host-associated
	2
	TRUE
	Low

	Winogradskyella
	Bacteroidia
	67
	4.5
	1.5
	10.4
	0
	0
	6
	10.4
	10.4
	Multifunctional
	Functionally Inactive
	Aquatic
	5
	FALSE
	Moderate

	Zobellia
	Bacteroidia
	10
	50
	60
	0
	0
	0
	40
	90
	0
	N_Retention
	Functionally Inactive
	Aquatic
	4
	TRUE
	Very High

	Bdellovibrio
	Bdellovibrionia
	22
	0
	9.1
	68.2
	0
	0
	45.5
	45.5
	68.2
	Multifunctional
	Functionally Diverse
	Terrestrial
	5
	TRUE
	High

	Pseudobdellovibrio
	Bdellovibrionia
	12
	0
	0
	16.7
	0
	0
	8.3
	8.3
	16.7
	Multifunctional
	Functionally Diverse
	Extreme
	5
	TRUE
	Moderate

	OLB17
	Blastocatellia
	43
	0
	60.5
	0
	0
	0
	53.5
	53.5
	0
	N_Retention
	Retention-Dominant
	Engineered
	6
	TRUE
	High

	PSRF01
	Blastocatellia
	14
	0
	14.3
	0
	0
	0
	21.4
	21.4
	0
	N_Retention
	Retention-Dominant
	Terrestrial
	2
	TRUE
	Moderate

	Brachyspira
	Brachyspirae
	30
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Inactive
	Host-associated
	3
	TRUE
	Very Low

	Brocadia
	Brocadiia
	12
	0
	100
	33.3
	0
	0
	91.7
	91.7
	33.3
	Multifunctional
	Retention-Dominant
	Engineered
	4
	TRUE
	Moderate

	Scalindua
	Brocadiia
	10
	0
	70
	80
	0
	0
	10
	10
	80
	Multifunctional
	Retention-Dominant
	Aquatic
	3
	TRUE
	High

	Aliarcobacter
	Campylobacteria
	57
	24.6
	96.5
	29.8
	21.1
	0
	22.8
	68.4
	29.8
	Multifunctional
	Retention-Dominant
	Host-associated
	6
	TRUE
	Moderate

	BN30871
	Campylobacteria
	11
	0
	81.8
	0
	63.6
	0
	0
	63.6
	0
	N_Retention
	Retention-Dominant
	Engineered
	4
	TRUE
	Low

	Campylobacter
	Campylobacteria
	251
	0
	95.2
	0
	0
	0
	55.8
	55.8
	0
	N_Retention
	Retention-Dominant
	Host-associated
	6
	TRUE
	Moderate

	Halarcobacter
	Campylobacteria
	18
	33.3
	100
	27.8
	44.4
	0
	55.6
	133.3
	27.8
	Multifunctional
	Retention-Dominant
	Aquatic
	2
	TRUE
	Moderate

	Helicobacter
	Campylobacteria
	142
	0
	65.5
	0
	0
	0
	50
	50
	0
	N_Retention
	Retention-Dominant
	Host-associated
	4
	TRUE
	Moderate

	Hydrogenimonas
	Campylobacteria
	10
	0
	100
	70
	0
	0
	0
	0
	70
	N_Loss
	Retention-Dominant
	Extreme
	3
	FALSE
	High

	Malaciobacter
	Campylobacteria
	12
	16.7
	83.3
	16.7
	33.3
	0
	50
	100
	16.7
	Multifunctional
	Retention-Dominant
	Aquatic
	3
	TRUE
	Low

	Nitratiruptor
	Campylobacteria
	15
	0
	100
	86.7
	0
	0
	0
	0
	86.7
	N_Loss
	Retention-Dominant
	Extreme
	2
	FALSE
	Very High

	Poseidonibacter
	Campylobacteria
	11
	81.8
	81.8
	81.8
	0
	0
	0
	81.8
	81.8
	Multifunctional
	Retention-Dominant
	Aquatic
	4
	TRUE
	High

	Sulfuricurvum
	Campylobacteria
	36
	0
	83.3
	19.4
	69.4
	0
	2.8
	72.2
	19.4
	Multifunctional
	Retention-Dominant
	Aquatic
	4
	TRUE
	Moderate

	Sulfurimonas
	Campylobacteria
	96
	0
	83.3
	65.6
	20.8
	0
	8.3
	29.2
	65.6
	Multifunctional
	Retention-Dominant
	Aquatic
	6
	TRUE
	High

	Sulfurospirillum
	Campylobacteria
	30
	0
	93.3
	0
	76.7
	0
	80
	156.7
	0
	N_Retention
	Retention-Dominant
	Engineered
	6
	TRUE
	Moderate

	Sulfurovum
	Campylobacteria
	52
	0
	65.4
	51.9
	3.8
	0
	9.6
	13.5
	51.9
	Multifunctional
	Retention-Dominant
	Extreme
	5
	TRUE
	High

	UBA1140
	Campylobacteria
	18
	0
	61.1
	50
	11.1
	0
	5.6
	16.7
	50
	Multifunctional
	Retention-Dominant
	Extreme
	3
	TRUE
	High

	Chlamydia
	Chlamydiia
	18
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Inactive
	Engineered
	4
	TRUE
	Very Low

	Chlamydophila
	Chlamydiia
	19
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Inactive
	Host-associated
	3
	TRUE
	Very Low

	Chlorobaculum
	Chlorobiia
	18
	0
	0
	0
	100
	0
	0
	100
	0
	N_Retention
	Retention-Dominant
	Host-associated
	4
	TRUE
	Low

	Chlorobium
	Chlorobiia
	68
	0
	0
	0
	97.1
	0
	0
	97.1
	0
	N_Retention
	Retention-Dominant
	Aquatic
	5
	TRUE
	Low

	UBA5456
	Cloacimonadia
	17
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Inactive
	Engineered
	6
	TRUE
	Very Low

	1XD8-76
	Clostridia
	11
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Inactive
	Host-associated
	1
	TRUE
	Very Low

	AC2028
	Clostridia
	20
	0
	0
	0
	35
	0
	0
	35
	0
	N_Retention
	Functionally Inactive
	Host-associated
	3
	TRUE
	Moderate

	Acetatifactor
	Clostridia
	128
	0
	0
	0
	1.6
	0
	0
	1.6
	0
	N_Retention
	Functionally Inactive
	Host-associated
	1
	TRUE
	Very Low

	Acetobacterium
	Clostridia
	16
	0
	0
	0
	93.8
	0
	0
	93.8
	0
	N_Retention
	Functionally Inactive
	Aquatic
	5
	TRUE
	Very High

	Acutalibacter
	Clostridia
	41
	0
	0
	0
	4.9
	0
	0
	4.9
	0
	N_Retention
	Functionally Inactive
	Host-associated
	2
	TRUE
	Low

	Aedoeadaptatus
	Clostridia
	11
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Inactive
	Host-associated
	2
	TRUE
	Very Low

	Agathobacter
	Clostridia
	33
	0
	0
	0
	15.2
	0
	0
	15.2
	0
	N_Retention
	Functionally Inactive
	Host-associated
	2
	TRUE
	Low

	Agathobaculum
	Clostridia
	24
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Inactive
	Host-associated
	2
	TRUE
	Very Low

	Alitiscatomonas
	Clostridia
	20
	0
	0
	0
	5
	0
	5
	10
	0
	N_Retention
	Functionally Inactive
	Host-associated
	1
	TRUE
	Low

	Alkaliphilus
	Clostridia
	12
	0
	0
	0
	41.7
	0
	66.7
	108.3
	0
	N_Retention
	Functionally Inactive
	Aquatic
	4
	TRUE
	Very High

	Anaerobutyricum
	Clostridia
	17
	0
	5.9
	0
	94.1
	0
	0
	94.1
	0
	N_Retention
	Functionally Inactive
	Host-associated
	2
	TRUE
	Very High

	Anaerocaecibacter
	Clostridia
	29
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Inactive
	Host-associated
	1
	TRUE
	Very Low

	Anaerococcus
	Clostridia
	44
	0
	0
	0
	0
	0
	36.4
	36.4
	0
	N_Retention
	Functionally Inactive
	Host-associated
	2
	TRUE
	Moderate

	Anaerocolumna
	Clostridia
	20
	0
	0
	0
	95
	0
	0
	95
	0
	N_Retention
	Functionally Inactive
	Host-associated
	6
	TRUE
	Very High

	Anaerostipes
	Clostridia
	22
	0
	0
	0
	13.6
	0
	0
	13.6
	0
	N_Retention
	Functionally Inactive
	Host-associated
	4
	TRUE
	Low

	Anaerotignum
	Clostridia
	37
	0
	0
	0
	10.8
	0
	0
	10.8
	0
	N_Retention
	Functionally Inactive
	Host-associated
	6
	TRUE
	Low

	Anaerotruncus
	Clostridia
	15
	0
	0
	0
	13.3
	0
	0
	13.3
	0
	N_Retention
	Functionally Inactive
	Host-associated
	2
	TRUE
	Low

	Aristaeella
	Clostridia
	19
	0
	0
	0
	0
	0
	31.6
	31.6
	0
	N_Retention
	Functionally Inactive
	Host-associated
	2
	TRUE
	Moderate

	Avilachnospira
	Clostridia
	13
	0
	0
	0
	30.8
	0
	7.7
	38.5
	0
	N_Retention
	Functionally Inactive
	Host-associated
	2
	TRUE
	Moderate

	Avimonas
	Clostridia
	16
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Inactive
	Host-associated
	4
	TRUE
	Very Low

	Avispirillum
	Clostridia
	10
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Inactive
	Host-associated
	2
	TRUE
	Very Low

	Bariatricus
	Clostridia
	11
	0
	0
	0
	45.5
	0
	0
	45.5
	0
	N_Retention
	Functionally Inactive
	Host-associated
	2
	TRUE
	High

	Bilifractor
	Clostridia
	18
	0
	0
	0
	38.9
	0
	0
	38.9
	0
	N_Retention
	Functionally Inactive
	Host-associated
	4
	TRUE
	Moderate

	Blautia
	Clostridia
	118
	0
	0
	0
	25.4
	0
	0.8
	26.3
	0
	N_Retention
	Functionally Inactive
	Host-associated
	3
	TRUE
	Moderate

	Borkfalkia
	Clostridia
	20
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Inactive
	Host-associated
	2
	TRUE
	Very Low

	Bovifimicola
	Clostridia
	11
	0
	0
	0
	54.5
	0
	0
	54.5
	0
	N_Retention
	Functionally Inactive
	Host-associated
	2
	TRUE
	High

	Brotaphodocola
	Clostridia
	36
	0
	0
	0
	8.3
	0
	0
	8.3
	0
	N_Retention
	Functionally Inactive
	Host-associated
	2
	TRUE
	Low

	Butyribacter
	Clostridia
	36
	0
	0
	0
	11.1
	0
	0
	11.1
	0
	N_Retention
	Functionally Inactive
	Host-associated
	1
	TRUE
	Low

	Butyricicoccus
	Clostridia
	29
	0
	0
	0
	6.9
	0
	0
	6.9
	0
	N_Retention
	Functionally Inactive
	Host-associated
	3
	TRUE
	Low

	Butyrivibrio
	Clostridia
	72
	0
	0
	0
	51.4
	0
	0
	51.4
	0
	N_Retention
	Functionally Inactive
	Host-associated
	3
	TRUE
	High

	CAG-103
	Clostridia
	11
	0
	0
	0
	18.2
	0
	0
	18.2
	0
	N_Retention
	Functionally Inactive
	Host-associated
	2
	TRUE
	Moderate

	CAG-115
	Clostridia
	57
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Inactive
	Host-associated
	1
	TRUE
	Very Low

	CAG-170
	Clostridia
	13
	0
	0
	0
	15.4
	0
	7.7
	23.1
	0
	N_Retention
	Functionally Inactive
	Host-associated
	1
	TRUE
	Moderate

	CAG-177
	Clostridia
	29
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Inactive
	Host-associated
	2
	TRUE
	Very Low

	CAG-238
	Clostridia
	12
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Inactive
	Host-associated
	1
	TRUE
	Very Low

	CAG-303
	Clostridia
	13
	0
	0
	0
	7.7
	0
	0
	7.7
	0
	N_Retention
	Functionally Inactive
	Host-associated
	1
	TRUE
	Low

	CAG-448
	Clostridia
	21
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Inactive
	Host-associated
	1
	TRUE
	Very Low

	CAG-488
	Clostridia
	16
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Inactive
	Host-associated
	1
	TRUE
	Very Low

	CAG-510
	Clostridia
	14
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Inactive
	Host-associated
	1
	TRUE
	Very Low

	CAG-590
	Clostridia
	24
	0
	0
	0
	12.5
	0
	0
	12.5
	0
	N_Retention
	Functionally Inactive
	Host-associated
	1
	TRUE
	Low

	CAG-632
	Clostridia
	12
	0
	0
	0
	8.3
	0
	0
	8.3
	0
	N_Retention
	Functionally Inactive
	Host-associated
	1
	TRUE
	Low

	CAG-791
	Clostridia
	32
	0
	6.2
	0
	53.1
	0
	6.2
	59.4
	0
	N_Retention
	Functionally Inactive
	Host-associated
	3
	TRUE
	High

	CAJOIG01
	Clostridia
	16
	0
	0
	0
	12.5
	0
	0
	12.5
	0
	N_Retention
	Functionally Inactive
	Host-associated
	1
	TRUE
	Low

	COE1
	Clostridia
	42
	0
	0
	0
	11.9
	0
	0
	11.9
	0
	N_Retention
	Functionally Inactive
	Host-associated
	2
	TRUE
	Low

	Caccovicinus
	Clostridia
	16
	18.8
	0
	0
	0
	0
	0
	18.8
	0
	N_Retention
	Functionally Inactive
	Host-associated
	1
	TRUE
	Moderate

	Caccovivens
	Clostridia
	21
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Inactive
	Host-associated
	1
	TRUE
	Very Low

	Caproiciproducens
	Clostridia
	13
	0
	0
	0
	23.1
	0
	0
	23.1
	0
	N_Retention
	Functionally Inactive
	Host-associated
	5
	TRUE
	Moderate

	Choladousia
	Clostridia
	41
	0
	0
	0
	43.9
	0
	14.6
	58.5
	0
	N_Retention
	Functionally Inactive
	Host-associated
	1
	TRUE
	High

	Chordicoccus
	Clostridia
	23
	4.3
	0
	0
	43.5
	0
	39.1
	87
	0
	N_Retention
	Functionally Inactive
	Host-associated
	4
	TRUE
	Very High

	Christensenella
	Clostridia
	12
	0
	0
	0
	66.7
	0
	0
	66.7
	0
	N_Retention
	Functionally Inactive
	Host-associated
	2
	TRUE
	High

	Clostridioides
	Clostridia
	14
	0
	0
	0
	64.3
	0
	0
	64.3
	0
	N_Retention
	Functionally Inactive
	Host-associated
	5
	TRUE
	High

	Clostridium
	Clostridia
	313
	1
	0.3
	0
	46.6
	0
	1.3
	48.9
	0
	N_Retention
	Functionally Inactive
	Host-associated
	6
	TRUE
	High

	Coprococcus
	Clostridia
	20
	0
	0
	0
	30
	0
	0
	30
	0
	N_Retention
	Functionally Inactive
	Host-associated
	2
	TRUE
	Moderate

	Coproplasma
	Clostridia
	93
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Inactive
	Host-associated
	1
	TRUE
	Very Low

	DTU059
	Clostridia
	16
	0
	0
	0
	31.2
	0
	0
	31.2
	0
	N_Retention
	Functionally Inactive
	Host-associated
	2
	TRUE
	Moderate

	DTU064
	Clostridia
	10
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Inactive
	Host-associated
	1
	TRUE
	Very Low

	DTU089
	Clostridia
	17
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Inactive
	Host-associated
	3
	TRUE
	Very Low

	Dorea
	Clostridia
	16
	0
	0
	0
	56.2
	0
	0
	56.2
	0
	N_Retention
	Functionally Inactive
	Host-associated
	1
	TRUE
	High

	Dysosmobacter
	Clostridia
	98
	0
	0
	0
	0
	0
	6.1
	6.1
	0
	N_Retention
	Functionally Inactive
	Host-associated
	4
	TRUE
	Low

	Eisenbergiella
	Clostridia
	12
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Inactive
	Host-associated
	1
	TRUE
	Very Low

	Emergencia
	Clostridia
	15
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Inactive
	Host-associated
	2
	TRUE
	Very Low

	Enterenecus
	Clostridia
	52
	0
	0
	0
	1.9
	0
	0
	1.9
	0
	N_Retention
	Functionally Inactive
	Host-associated
	1
	TRUE
	Very Low

	Enterocloster
	Clostridia
	29
	0
	0
	0
	44.8
	0
	0
	44.8
	0
	N_Retention
	Functionally Inactive
	Host-associated
	2
	TRUE
	High

	Eubacterium
	Clostridia
	279
	0
	0
	0
	23.7
	0
	0
	23.7
	0
	N_Retention
	Functionally Inactive
	Host-associated
	4
	TRUE
	Moderate

	Evtepia
	Clostridia
	18
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Inactive
	Host-associated
	3
	TRUE
	Very Low

	F23-B02
	Clostridia
	10
	0
	0
	0
	0
	0
	10
	10
	0
	N_Retention
	Functionally Inactive
	Host-associated
	1
	TRUE
	Low

	FB2012
	Clostridia
	15
	0
	0
	0
	46.7
	0
	0
	46.7
	0
	N_Retention
	Functionally Inactive
	Host-associated
	2
	TRUE
	High

	Faecalibacterium
	Clostridia
	46
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Inactive
	Host-associated
	4
	TRUE
	Very Low

	Faecalimonas
	Clostridia
	18
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Inactive
	Host-associated
	3
	TRUE
	Very Low

	Faeciplasma
	Clostridia
	30
	0
	0
	0
	3.3
	0
	0
	3.3
	0
	N_Retention
	Functionally Inactive
	Host-associated
	1
	TRUE
	Very Low

	Faecousia
	Clostridia
	136
	0
	0
	0
	5.9
	0
	5.9
	11.8
	0
	N_Retention
	Functionally Inactive
	Host-associated
	3
	TRUE
	Low

	Fimenecus
	Clostridia
	47
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Inactive
	Host-associated
	2
	TRUE
	Very Low

	Fimimonas
	Clostridia
	22
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Inactive
	Host-associated
	1
	TRUE
	Very Low

	Fimisoma
	Clostridia
	13
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Inactive
	Host-associated
	1
	TRUE
	Very Low

	Firm-04
	Clostridia
	22
	0
	0
	0
	68.2
	0
	0
	68.2
	0
	N_Retention
	Functionally Inactive
	Host-associated
	1
	TRUE
	High

	Firm-07
	Clostridia
	15
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Inactive
	Host-associated
	1
	TRUE
	Very Low

	Firm-16
	Clostridia
	20
	0
	0
	0
	85
	0
	0
	85
	0
	N_Retention
	Functionally Inactive
	Host-associated
	3
	TRUE
	Very High

	Flavonifractor
	Clostridia
	13
	0
	0
	0
	23.1
	0
	0
	23.1
	0
	N_Retention
	Functionally Inactive
	Host-associated
	2
	TRUE
	Moderate

	Fournierella
	Clostridia
	13
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Inactive
	Host-associated
	2
	TRUE
	Very Low

	Fusibacter
	Clostridia
	11
	0
	0
	0
	27.3
	0
	0
	27.3
	0
	N_Retention
	Functionally Inactive
	Engineered
	5
	TRUE
	Moderate

	Gallimonas
	Clostridia
	73
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Inactive
	Host-associated
	2
	TRUE
	Very Low

	Gallintestinimicrobium
	Clostridia
	16
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Inactive
	Host-associated
	1
	TRUE
	Very Low

	Gallispira
	Clostridia
	10
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Inactive
	Host-associated
	2
	TRUE
	Very Low

	Gemmiger
	Clostridia
	38
	0
	0
	0
	0
	0
	7.9
	7.9
	0
	N_Retention
	Functionally Inactive
	Host-associated
	2
	TRUE
	Low

	HGM12713
	Clostridia
	17
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Inactive
	Host-associated
	2
	TRUE
	Very Low

	Heritagella
	Clostridia
	10
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Inactive
	Host-associated
	2
	TRUE
	Very Low

	Hominicoprocola
	Clostridia
	15
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Inactive
	Host-associated
	2
	TRUE
	Very Low

	Hominilimicola
	Clostridia
	18
	0
	0
	0
	11.1
	0
	0
	11.1
	0
	N_Retention
	Functionally Inactive
	Host-associated
	1
	TRUE
	Low

	Hominimerdicola
	Clostridia
	35
	0
	0
	0
	100
	0
	0
	100
	0
	N_Retention
	Functionally Inactive
	Host-associated
	2
	TRUE
	Very High

	Hominiventricola
	Clostridia
	27
	0
	0
	0
	25.9
	0
	7.4
	33.3
	0
	N_Retention
	Functionally Inactive
	Host-associated
	1
	TRUE
	Moderate

	Huintestinicola
	Clostridia
	15
	0
	0
	0
	6.7
	0
	0
	6.7
	0
	N_Retention
	Functionally Inactive
	Host-associated
	1
	TRUE
	Low

	ISDg
	Clostridia
	15
	0
	0
	0
	6.7
	0
	0
	6.7
	0
	N_Retention
	Functionally Inactive
	Host-associated
	1
	TRUE
	Low

	Intestinimonas
	Clostridia
	13
	0
	0
	0
	23.1
	0
	0
	23.1
	0
	N_Retention
	Functionally Inactive
	Host-associated
	2
	TRUE
	Moderate

	Kineothrix
	Clostridia
	23
	0
	0
	0
	26.1
	0
	0
	26.1
	0
	N_Retention
	Functionally Inactive
	Host-associated
	2
	TRUE
	Moderate

	Lachnoanaerobaculum
	Clostridia
	11
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Inactive
	Host-associated
	2
	TRUE
	Very Low

	Lachnoclostridium
	Clostridia
	33
	0
	0
	0
	30.3
	0
	0
	30.3
	0
	N_Retention
	Functionally Inactive
	Host-associated
	2
	TRUE
	Moderate

	Lachnospira
	Clostridia
	32
	0
	0
	0
	9.4
	0
	0
	9.4
	0
	N_Retention
	Functionally Inactive
	Host-associated
	2
	TRUE
	Low

	Lacrimispora
	Clostridia
	34
	0
	0
	0
	91.2
	0
	0
	91.2
	0
	N_Retention
	Functionally Inactive
	Other
	6
	TRUE
	Very High

	Laedolimicola
	Clostridia
	22
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Inactive
	Host-associated
	1
	TRUE
	Very Low

	Lawsonibacter
	Clostridia
	66
	0
	0
	0
	1.5
	0
	0
	1.5
	0
	N_Retention
	Functionally Inactive
	Host-associated
	2
	TRUE
	Very Low

	Lentihominibacter
	Clostridia
	31
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Inactive
	Host-associated
	2
	TRUE
	Very Low

	Lientehia
	Clostridia
	15
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Inactive
	Host-associated
	2
	TRUE
	Very Low

	Limiplasma
	Clostridia
	33
	0
	0
	0
	0
	0
	6.1
	6.1
	0
	N_Retention
	Functionally Inactive
	Host-associated
	4
	TRUE
	Low

	Limivicinus
	Clostridia
	47
	0
	0
	0
	2.1
	0
	46.8
	48.9
	0
	N_Retention
	Functionally Inactive
	Host-associated
	3
	TRUE
	High

	Mediterraneibacter
	Clostridia
	45
	0
	0
	0
	6.7
	0
	0
	6.7
	0
	N_Retention
	Functionally Inactive
	Host-associated
	2
	TRUE
	Low

	Mobilitalea
	Clostridia
	61
	0
	1.6
	0
	62.3
	0
	1.6
	63.9
	0
	N_Retention
	Functionally Inactive
	Host-associated
	6
	TRUE
	High

	Mogibacterium
	Clostridia
	13
	0
	0
	0
	100
	0
	0
	100
	0
	N_Retention
	Functionally Inactive
	Host-associated
	2
	TRUE
	Very High

	Monoglobus
	Clostridia
	14
	0
	0
	0
	14.3
	0
	0
	14.3
	0
	N_Retention
	Functionally Inactive
	Host-associated
	1
	TRUE
	Low

	Moryella
	Clostridia
	12
	0
	0
	0
	8.3
	0
	0
	8.3
	0
	N_Retention
	Functionally Inactive
	Host-associated
	3
	TRUE
	Low

	NK4A136
	Clostridia
	26
	0
	0
	0
	34.6
	0
	0
	34.6
	0
	N_Retention
	Functionally Inactive
	Host-associated
	3
	TRUE
	Moderate

	NK4A144
	Clostridia
	20
	0
	0
	0
	30
	0
	0
	30
	0
	N_Retention
	Functionally Inactive
	Host-associated
	2
	TRUE
	Moderate

	Negativibacillus
	Clostridia
	10
	0
	0
	0
	20
	0
	0
	20
	0
	N_Retention
	Functionally Inactive
	Host-associated
	2
	TRUE
	Moderate

	Neoanaerotignum
	Clostridia
	10
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Inactive
	Host-associated
	2
	TRUE
	Very Low

	Oliverpabstia
	Clostridia
	11
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Inactive
	Host-associated
	2
	TRUE
	Very Low

	Onthomonas
	Clostridia
	28
	0
	0
	0
	32.1
	0
	3.6
	35.7
	0
	N_Retention
	Functionally Inactive
	Host-associated
	3
	TRUE
	Moderate

	Onthoplasma
	Clostridia
	17
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Inactive
	Host-associated
	2
	TRUE
	Very Low

	Oribacterium
	Clostridia
	25
	0
	0
	0
	8
	0
	16
	24
	0
	N_Retention
	Functionally Inactive
	Host-associated
	2
	TRUE
	Moderate

	Ornithoclostridium
	Clostridia
	13
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Inactive
	Host-associated
	1
	TRUE
	Very Low

	Ornithomonoglobus
	Clostridia
	16
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Inactive
	Host-associated
	2
	TRUE
	Very Low

	Otoolea
	Clostridia
	15
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Inactive
	Host-associated
	2
	TRUE
	Very Low

	Paraclostridium
	Clostridia
	10
	0
	0
	0
	90
	0
	0
	90
	0
	N_Retention
	Functionally Inactive
	Other
	4
	TRUE
	Very High

	PeH17
	Clostridia
	14
	0
	0
	0
	7.1
	0
	7.1
	14.3
	0
	N_Retention
	Functionally Inactive
	Host-associated
	1
	TRUE
	Low

	Pelethomonas
	Clostridia
	31
	0
	0
	0
	0
	0
	3.2
	3.2
	0
	N_Retention
	Functionally Inactive
	Host-associated
	1
	TRUE
	Very Low

	Peptoniphilus
	Clostridia
	30
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Inactive
	Host-associated
	4
	TRUE
	Very Low

	Peptostreptococcus
	Clostridia
	14
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Inactive
	Host-associated
	3
	TRUE
	Very Low

	Petralouisia
	Clostridia
	41
	0
	0
	0
	4.9
	0
	0
	4.9
	0
	N_Retention
	Functionally Inactive
	Host-associated
	1
	TRUE
	Low

	Porcincola
	Clostridia
	14
	0
	0
	0
	64.3
	0
	28.6
	92.9
	0
	N_Retention
	Functionally Inactive
	Host-associated
	2
	TRUE
	Very High

	Porcipelethomonas
	Clostridia
	10
	0
	0
	0
	20
	0
	0
	20
	0
	N_Retention
	Functionally Inactive
	Host-associated
	2
	TRUE
	Moderate

	Pseudobutyrivibrio
	Clostridia
	25
	0
	0
	0
	60
	0
	0
	60
	0
	N_Retention
	Functionally Inactive
	Host-associated
	2
	TRUE
	High

	Pseudoflavonifractor
	Clostridia
	17
	0
	0
	0
	5.9
	0
	0
	5.9
	0
	N_Retention
	Functionally Inactive
	Host-associated
	4
	TRUE
	Low

	RACS-045
	Clostridia
	18
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Inactive
	Host-associated
	1
	TRUE
	Very Low

	RGIG2000
	Clostridia
	13
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Inactive
	Host-associated
	1
	TRUE
	Very Low

	RGIG3102
	Clostridia
	13
	0
	0
	0
	7.7
	0
	0
	7.7
	0
	N_Retention
	Functionally Inactive
	Host-associated
	1
	TRUE
	Low

	RGIG8773
	Clostridia
	18
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Inactive
	Host-associated
	2
	TRUE
	Very Low

	RUG099
	Clostridia
	35
	0
	0
	0
	77.1
	0
	0
	77.1
	0
	N_Retention
	Functionally Inactive
	Host-associated
	2
	TRUE
	High

	RUG11977
	Clostridia
	10
	0
	0
	0
	80
	0
	0
	80
	0
	N_Retention
	Functionally Inactive
	Host-associated
	1
	TRUE
	High

	RUG563
	Clostridia
	23
	0
	0
	0
	0
	0
	26.1
	26.1
	0
	N_Retention
	Functionally Inactive
	Host-associated
	2
	TRUE
	Moderate

	RUG592
	Clostridia
	15
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Inactive
	Host-associated
	2
	TRUE
	Very Low

	RUG626
	Clostridia
	20
	0
	0
	0
	0
	0
	15
	15
	0
	N_Retention
	Functionally Inactive
	Host-associated
	2
	TRUE
	Low

	RUG762
	Clostridia
	14
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Inactive
	Host-associated
	2
	TRUE
	Very Low

	RUG806
	Clostridia
	15
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Inactive
	Host-associated
	1
	TRUE
	Very Low

	Romboutsia
	Clostridia
	18
	0
	0
	0
	22.2
	0
	0
	22.2
	0
	N_Retention
	Functionally Inactive
	Host-associated
	5
	TRUE
	Moderate

	Roseburia
	Clostridia
	74
	0
	0
	0
	6.8
	0
	0
	6.8
	0
	N_Retention
	Functionally Inactive
	Host-associated
	3
	TRUE
	Low

	Ruminiclostridium
	Clostridia
	80
	0
	0
	0
	38.8
	0
	0
	38.8
	0
	N_Retention
	Functionally Inactive
	Host-associated
	5
	TRUE
	Moderate

	Ruminococcus
	Clostridia
	284
	0
	0
	0
	11.6
	0
	0
	11.6
	0
	N_Retention
	Functionally Inactive
	Host-associated
	4
	TRUE
	Low

	Ruthenibacterium
	Clostridia
	13
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Inactive
	Host-associated
	2
	TRUE
	Very Low

	SIG307
	Clostridia
	11
	0
	0
	0
	9.1
	0
	0
	9.1
	0
	N_Retention
	Functionally Inactive
	Host-associated
	2
	TRUE
	Low

	SZUA-584
	Clostridia
	13
	0
	0
	0
	46.2
	0
	0
	46.2
	0
	N_Retention
	Functionally Inactive
	Host-associated
	2
	TRUE
	High

	Saccharofermentans
	Clostridia
	63
	0
	0
	0
	65.1
	0
	0
	65.1
	0
	N_Retention
	Functionally Inactive
	Host-associated
	4
	TRUE
	High

	Sarcina
	Clostridia
	10
	0
	0
	0
	40
	0
	0
	40
	0
	N_Retention
	Functionally Inactive
	Aquatic
	4
	TRUE
	High

	Scatomorpha
	Clostridia
	12
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Inactive
	Host-associated
	2
	TRUE
	Very Low

	Scatosoma
	Clostridia
	28
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Inactive
	Host-associated
	2
	TRUE
	Very Low

	Schaedlerella
	Clostridia
	19
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Inactive
	Host-associated
	1
	TRUE
	Very Low

	Sedimentibacter
	Clostridia
	22
	0
	0
	0
	18.2
	0
	13.6
	31.8
	0
	N_Retention
	Functionally Inactive
	Engineered
	6
	TRUE
	Moderate

	Sporofaciens
	Clostridia
	14
	0
	0
	0
	21.4
	0
	0
	21.4
	0
	N_Retention
	Functionally Inactive
	Host-associated
	1
	TRUE
	Moderate

	Suilimivivens
	Clostridia
	46
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Inactive
	Host-associated
	1
	TRUE
	Very Low

	Terrisporobacter
	Clostridia
	12
	0
	0
	0
	8.3
	0
	0
	8.3
	0
	N_Retention
	Functionally Inactive
	Host-associated
	3
	TRUE
	Low

	Thermoclostridium
	Clostridia
	12
	0
	0
	0
	50
	0
	0
	50
	0
	N_Retention
	Functionally Inactive
	Host-associated
	3
	TRUE
	High

	Tissierella
	Clostridia
	11
	0
	0
	0
	45.5
	0
	9.1
	54.5
	0
	N_Retention
	Functionally Inactive
	Engineered
	5
	TRUE
	High

	UBA10281
	Clostridia
	16
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Inactive
	Host-associated
	2
	TRUE
	Very Low

	UBA1081
	Clostridia
	12
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Inactive
	Host-associated
	2
	TRUE
	Very Low

	UBA11524
	Clostridia
	13
	0
	0
	0
	0
	0
	7.7
	7.7
	0
	N_Retention
	Functionally Inactive
	Host-associated
	1
	TRUE
	Low

	UBA1213
	Clostridia
	43
	0
	0
	0
	9.3
	0
	0
	9.3
	0
	N_Retention
	Functionally Inactive
	Host-associated
	2
	TRUE
	Low

	UBA1258
	Clostridia
	10
	0
	0
	0
	10
	0
	0
	10
	0
	N_Retention
	Functionally Inactive
	Host-associated
	2
	TRUE
	Low

	UBA1259
	Clostridia
	20
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Inactive
	Host-associated
	1
	TRUE
	Very Low

	UBA1712
	Clostridia
	11
	0
	0
	0
	9.1
	0
	0
	9.1
	0
	N_Retention
	Functionally Inactive
	Host-associated
	1
	TRUE
	Low

	UBA1740
	Clostridia
	34
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Inactive
	Host-associated
	1
	TRUE
	Very Low

	UBA2658
	Clostridia
	10
	0
	0
	0
	10
	0
	0
	10
	0
	N_Retention
	Functionally Inactive
	Host-associated
	5
	TRUE
	Low

	UBA2862
	Clostridia
	22
	0
	0
	0
	0
	0
	86.4
	86.4
	0
	N_Retention
	Functionally Inactive
	Host-associated
	2
	TRUE
	Very High

	UBA2868
	Clostridia
	29
	0
	0
	0
	3.4
	0
	0
	3.4
	0
	N_Retention
	Functionally Inactive
	Host-associated
	2
	TRUE
	Very Low

	UBA2882
	Clostridia
	11
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Inactive
	Host-associated
	2
	TRUE
	Very Low

	UBA3282
	Clostridia
	93
	0
	0
	0
	4.3
	0
	0
	4.3
	0
	N_Retention
	Functionally Inactive
	Host-associated
	2
	TRUE
	Low

	UBA3402
	Clostridia
	29
	0
	0
	0
	0
	0
	34.5
	34.5
	0
	N_Retention
	Functionally Inactive
	Host-associated
	1
	TRUE
	Moderate

	UBA3766
	Clostridia
	18
	0
	0
	0
	44.4
	0
	0
	44.4
	0
	N_Retention
	Functionally Inactive
	Host-associated
	2
	TRUE
	High

	UBA3792
	Clostridia
	13
	0
	0
	0
	0
	0
	84.6
	84.6
	0
	N_Retention
	Functionally Inactive
	Host-associated
	2
	TRUE
	Very High

	UBA3855
	Clostridia
	26
	0
	0
	0
	65.4
	0
	0
	65.4
	0
	N_Retention
	Functionally Inactive
	Host-associated
	2
	TRUE
	High

	UBA3857
	Clostridia
	10
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Inactive
	Host-associated
	1
	TRUE
	Very Low

	UBA6857
	Clostridia
	31
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Inactive
	Host-associated
	3
	TRUE
	Very Low

	UBA7109
	Clostridia
	10
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Inactive
	Host-associated
	1
	TRUE
	Very Low

	UBA737
	Clostridia
	53
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Inactive
	Host-associated
	1
	TRUE
	Very Low

	UBA7862
	Clostridia
	13
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Inactive
	Host-associated
	2
	TRUE
	Very Low

	UBA866
	Clostridia
	10
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Inactive
	Host-associated
	4
	TRUE
	Very Low

	UMGS1071
	Clostridia
	10
	0
	0
	0
	20
	0
	0
	20
	0
	N_Retention
	Functionally Inactive
	Host-associated
	1
	TRUE
	Moderate

	UMGS1601
	Clostridia
	17
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Inactive
	Host-associated
	1
	TRUE
	Very Low

	UMGS1668
	Clostridia
	11
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Inactive
	Host-associated
	2
	TRUE
	Very Low

	UMGS1696
	Clostridia
	11
	0
	0
	0
	45.5
	0
	0
	45.5
	0
	N_Retention
	Functionally Inactive
	Host-associated
	1
	TRUE
	High

	UMGS1865
	Clostridia
	21
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Inactive
	Host-associated
	1
	TRUE
	Very Low

	V9D3004
	Clostridia
	12
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Inactive
	Host-associated
	2
	TRUE
	Very Low

	VSOB01
	Clostridia
	14
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Inactive
	Host-associated
	1
	TRUE
	Very Low

	Ventricola
	Clostridia
	28
	0
	0
	0
	3.6
	0
	21.4
	25
	0
	N_Retention
	Functionally Inactive
	Host-associated
	1
	TRUE
	Moderate

	Vermiculatibacterium
	Clostridia
	15
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Inactive
	Host-associated
	2
	TRUE
	Very Low

	Vescimonas
	Clostridia
	31
	0
	0
	0
	0
	0
	3.2
	3.2
	0
	N_Retention
	Functionally Inactive
	Host-associated
	2
	TRUE
	Very Low

	W0P33-017
	Clostridia
	11
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Inactive
	Host-associated
	1
	TRUE
	Very Low

	WRMH01
	Clostridia
	11
	0
	0
	0
	27.3
	0
	9.1
	36.4
	0
	N_Retention
	Functionally Inactive
	Host-associated
	1
	TRUE
	Moderate

	Weimeria
	Clostridia
	11
	0
	0
	0
	81.8
	0
	0
	81.8
	0
	N_Retention
	Functionally Inactive
	Host-associated
	3
	TRUE
	Very High

	Wujia
	Clostridia
	33
	0
	0
	0
	18.2
	0
	0
	18.2
	0
	N_Retention
	Functionally Inactive
	Host-associated
	2
	TRUE
	Moderate

	YE71
	Clostridia
	12
	0
	0
	0
	58.3
	0
	0
	58.3
	0
	N_Retention
	Functionally Inactive
	Host-associated
	2
	TRUE
	High

	Adlercreutzia
	Coriobacteriia
	22
	0
	86.4
	0
	0
	0
	90.9
	90.9
	0
	N_Retention
	Functionally Inactive
	Host-associated
	3
	TRUE
	Very High

	Anaerotardibacter
	Coriobacteriia
	23
	0
	26.1
	0
	4.3
	0
	0
	4.3
	0
	N_Retention
	Functionally Inactive
	Host-associated
	1
	TRUE
	Low

	Collinsella
	Coriobacteriia
	740
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Inactive
	Host-associated
	3
	TRUE
	Very Low

	Lancefieldella
	Coriobacteriia
	27
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Inactive
	Host-associated
	2
	TRUE
	Very Low

	MGBC163016
	Coriobacteriia
	12
	0
	75
	0
	0
	0
	0
	0
	0
	Metabolically_Versatile
	Functionally Inactive
	Host-associated
	1
	FALSE
	Very Low

	Olsenella
	Coriobacteriia
	11
	0
	0
	0
	36.4
	0
	0
	36.4
	0
	N_Retention
	Functionally Inactive
	Other
	3
	TRUE
	Moderate

	RUG440
	Coriobacteriia
	15
	0
	0
	0
	80
	0
	0
	80
	0
	N_Retention
	Functionally Inactive
	Host-associated
	2
	TRUE
	High

	Senegalimassilia
	Coriobacteriia
	11
	0
	18.2
	0
	9.1
	0
	90.9
	100
	0
	N_Retention
	Functionally Inactive
	Host-associated
	1
	TRUE
	Very High

	Slackia
	Coriobacteriia
	21
	0
	57.1
	0
	9.5
	0
	42.9
	52.4
	0
	N_Retention
	Functionally Inactive
	Host-associated
	3
	TRUE
	High

	Thermophilibacter
	Coriobacteriia
	29
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Inactive
	Host-associated
	3
	TRUE
	Very Low

	Tractidigestivibacter
	Coriobacteriia
	11
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Inactive
	Host-associated
	3
	TRUE
	Very Low

	UBA1367
	Coriobacteriia
	11
	0
	0
	0
	81.8
	0
	0
	81.8
	0
	N_Retention
	Functionally Inactive
	Host-associated
	3
	TRUE
	Very High

	UBA9715
	Coriobacteriia
	12
	0
	58.3
	0
	0
	0
	58.3
	58.3
	0
	N_Retention
	Functionally Inactive
	Host-associated
	2
	TRUE
	High

	Aulosira
	Cyanobacteriia
	13
	0
	0
	0
	100
	0
	0
	100
	0
	N_Retention
	Functionally Inactive
	Other
	3
	TRUE
	Very High

	Cyanobium
	Cyanobacteriia
	50
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Inactive
	Aquatic
	3
	TRUE
	Very Low

	Dolichospermum
	Cyanobacteriia
	16
	0
	0
	0
	25
	0
	0
	25
	0
	N_Retention
	Functionally Inactive
	Aquatic
	2
	TRUE
	Moderate

	Dulcicalothrix
	Cyanobacteriia
	11
	27.3
	0
	0
	90.9
	0
	0
	118.2
	0
	N_Retention
	Functionally Inactive
	Aquatic
	5
	TRUE
	Very High

	Leptolyngbya
	Cyanobacteriia
	10
	40
	0
	0
	40
	0
	0
	80
	0
	N_Retention
	Functionally Inactive
	Other
	4
	TRUE
	High

	Microcoleus
	Cyanobacteriia
	25
	64
	4
	0
	4
	0
	0
	68
	0
	N_Retention
	Functionally Inactive
	Aquatic
	4
	TRUE
	High

	Microcystis
	Cyanobacteriia
	17
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Inactive
	Aquatic
	2
	TRUE
	Very Low

	NIES-981
	Cyanobacteriia
	11
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Inactive
	Aquatic
	3
	TRUE
	Very Low

	Nodosilinea
	Cyanobacteriia
	24
	0
	0
	0
	37.5
	0
	0
	37.5
	0
	N_Retention
	Functionally Inactive
	Aquatic
	4
	TRUE
	Moderate

	Nostoc
	Cyanobacteriia
	68
	0
	0
	1.5
	100
	0
	0
	100
	1.5
	Multifunctional
	Functionally Inactive
	Terrestrial
	5
	FALSE
	Very High

	Parasynechococcus
	Cyanobacteriia
	20
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Inactive
	Aquatic
	2
	TRUE
	Very Low

	Phormidesmis
	Cyanobacteriia
	10
	0
	0
	0
	50
	0
	0
	50
	0
	N_Retention
	Functionally Inactive
	Aquatic
	4
	TRUE
	High

	Planktothrix
	Cyanobacteriia
	11
	0
	0
	0
	45.5
	0
	0
	45.5
	0
	N_Retention
	Functionally Inactive
	Other
	2
	TRUE
	High

	Prochlorococcus
	Cyanobacteriia
	119
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Inactive
	Aquatic
	2
	TRUE
	Very Low

	Pseudanabaena
	Cyanobacteriia
	25
	0
	0
	0
	32
	0
	0
	32
	0
	N_Retention
	Functionally Inactive
	Aquatic
	3
	TRUE
	Moderate

	Synechococcus
	Cyanobacteriia
	37
	0
	0
	0
	2.7
	0
	0
	2.7
	0
	N_Retention
	Functionally Inactive
	Aquatic
	4
	TRUE
	Very Low

	Thermosynechococcus
	Cyanobacteriia
	10
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Inactive
	Extreme
	3
	TRUE
	Very Low

	Trichormus
	Cyanobacteriia
	17
	0
	0
	0
	88.2
	0
	0
	88.2
	0
	N_Retention
	Functionally Inactive
	Other
	4
	TRUE
	Very High

	Vulcanococcus
	Cyanobacteriia
	19
	0
	0
	0
	5.3
	0
	0
	5.3
	0
	N_Retention
	Functionally Inactive
	Aquatic
	2
	TRUE
	Low

	Waterburya
	Cyanobacteriia
	10
	10
	0
	0
	30
	0
	0
	40
	0
	N_Retention
	Functionally Inactive
	Aquatic
	3
	TRUE
	High

	Mucispirillum
	Deferribacteres
	10
	0
	100
	0
	0
	0
	100
	100
	0
	N_Retention
	Retention-Dominant
	Host-associated
	2
	TRUE
	Low

	Bin125
	Dehalococcoidia
	14
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Diverse
	Aquatic
	1
	FALSE
	Moderate

	Bin87
	Dehalococcoidia
	11
	54.5
	0
	63.6
	0
	0
	0
	54.5
	63.6
	Multifunctional
	Functionally Diverse
	Aquatic
	2
	TRUE
	High

	UBA1328
	Dehalococcoidia
	14
	7.1
	21.4
	21.4
	0
	0
	0
	7.1
	21.4
	Multifunctional
	Functionally Diverse
	Aquatic
	2
	TRUE
	Moderate

	Deinococcus
	Deinococci
	124
	21.8
	0
	1.6
	0
	0
	4.8
	26.6
	1.6
	Multifunctional
	Functionally Diverse
	Other
	6
	TRUE
	Low

	Meiothermus
	Deinococci
	20
	15
	45
	0
	0
	0
	15
	30
	0
	N_Retention
	Functionally Diverse
	Extreme
	4
	TRUE
	Low

	Thermus
	Deinococci
	31
	0
	64.5
	54.8
	0
	0
	12.9
	12.9
	54.8
	Multifunctional
	Functionally Diverse
	Extreme
	3
	TRUE
	High

	Desulfosporosinus
	Desulfitobacteriia
	29
	0
	6.9
	0
	89.7
	0
	41.4
	131
	0
	N_Retention
	Retention-Dominant
	Aquatic
	5
	TRUE
	Moderate

	Desulfobacter
	Desulfobacteria
	13
	0
	15.4
	0
	84.6
	0
	7.7
	92.3
	0
	N_Retention
	Functionally Inactive
	Aquatic
	2
	TRUE
	Very Low

	Desulfobacula
	Desulfobacteria
	23
	0
	34.8
	0
	21.7
	0
	21.7
	43.5
	0
	N_Retention
	Functionally Inactive
	Aquatic
	4
	TRUE
	Moderate

	Desulfobulbus
	Desulfobulbia
	17
	0
	35.3
	0
	47.1
	0
	82.4
	129.4
	0
	N_Retention
	Retention-Dominant
	Host-associated
	5
	TRUE
	Moderate

	Desulfocapsa
	Desulfobulbia
	18
	0
	88.9
	0
	72.2
	0
	50
	122.2
	0
	N_Retention
	Retention-Dominant
	Extreme
	3
	TRUE
	Low

	Desulforhopalus
	Desulfobulbia
	19
	0
	78.9
	0
	78.9
	0
	57.9
	136.8
	0
	N_Retention
	Retention-Dominant
	Aquatic
	6
	TRUE
	Moderate

	Thiovibrio
	Desulfobulbia
	10
	0
	80
	0
	90
	0
	100
	190
	0
	N_Retention
	Retention-Dominant
	Aquatic
	3
	TRUE
	High

	UBA2270
	Desulfobulbia
	11
	0
	72.7
	0
	81.8
	0
	90.9
	172.7
	0
	N_Retention
	Retention-Dominant
	Aquatic
	3
	TRUE
	High

	Desulfotomaculum
	Desulfotomaculia
	12
	0
	8.3
	0
	100
	0
	50
	150
	0
	N_Retention
	Retention-Dominant
	Other
	4
	TRUE
	Moderate

	Desulfomicrobium
	Desulfovibrionia
	18
	0
	16.7
	0
	66.7
	0
	100
	166.7
	0
	N_Retention
	Retention-Dominant
	Host-associated
	4
	TRUE
	High

	Desulfovibrio
	Desulfovibrionia
	70
	0
	37.1
	0
	35.7
	0
	85.7
	121.4
	0
	N_Retention
	Retention-Dominant
	Host-associated
	6
	TRUE
	Moderate

	Halodesulfovibrio
	Desulfovibrionia
	13
	0
	0
	0
	69.2
	0
	30.8
	100
	0
	N_Retention
	Retention-Dominant
	Aquatic
	6
	TRUE
	Low

	Mailhella
	Desulfovibrionia
	15
	0
	6.7
	0
	0
	0
	80
	80
	0
	N_Retention
	Retention-Dominant
	Host-associated
	2
	TRUE
	Low

	Maridesulfovibrio
	Desulfovibrionia
	14
	0
	0
	0
	64.3
	0
	28.6
	92.9
	0
	N_Retention
	Retention-Dominant
	Aquatic
	4
	TRUE
	Very Low

	Pseudodesulfovibrio
	Desulfovibrionia
	29
	0
	13.8
	0
	86.2
	0
	20.7
	106.9
	0
	N_Retention
	Retention-Dominant
	Aquatic
	5
	TRUE
	Low

	Solidesulfovibrio
	Desulfovibrionia
	16
	0
	18.8
	0
	93.8
	0
	75
	168.8
	0
	N_Retention
	Retention-Dominant
	Engineered
	5
	TRUE
	High

	Geobacter
	Desulfuromonadia
	12
	0
	50
	0
	83.3
	0
	100
	183.3
	0
	N_Retention
	Retention-Dominant
	Aquatic
	5
	TRUE
	High

	Geomonas
	Desulfuromonadia
	23
	0
	82.6
	0
	100
	0
	100
	200
	0
	N_Retention
	Retention-Dominant
	Terrestrial
	3
	TRUE
	High

	JACRCG01
	Desulfuromonadia
	35
	0
	60
	0
	91.4
	0
	94.3
	185.7
	0
	N_Retention
	Retention-Dominant
	Aquatic
	4
	TRUE
	High

	Trichlorobacter
	Desulfuromonadia
	11
	0
	45.5
	0
	63.6
	0
	63.6
	127.3
	0
	N_Retention
	Retention-Dominant
	Engineered
	4
	TRUE
	Moderate

	40CM-4-65-16
	Dormibacteria
	11
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Inactive
	Host-associated
	3
	TRUE
	Very Low

	Avelusimicrobium
	Elusimicrobia
	53
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Inactive
	Host-associated
	3
	TRUE
	Very Low

	UBA1174
	Elusimicrobia
	12
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Inactive
	Host-associated
	1
	TRUE
	Very Low

	UBA9959
	Elusimicrobia
	14
	0
	7.1
	0
	0
	0
	42.9
	42.9
	0
	N_Retention
	Functionally Inactive
	Aquatic
	3
	TRUE
	High

	Endomicrobium
	Endomicrobiia
	32
	0
	0
	0
	6.2
	0
	0
	6.2
	0
	N_Retention
	Functionally Inactive
	Host-associated
	3
	TRUE
	Low

	Aegiribacteria
	Fermentibacteria
	11
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Inactive
	Extreme
	2
	TRUE
	Very Low

	Fibrobacter
	Fibrobacteria
	46
	0
	0
	0
	52.2
	0
	0
	52.2
	0
	N_Retention
	Functionally Inactive
	Host-associated
	3
	TRUE
	Low

	Fimbriimonas
	Fimbriimonadia
	17
	5.9
	0
	0
	0
	0
	0
	5.9
	0
	N_Retention
	Functionally Inactive
	Aquatic
	5
	TRUE
	Low

	Cetobacterium
	Fusobacteriia
	12
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Inactive
	Aquatic
	4
	TRUE
	Very Low

	Fusobacterium
	Fusobacteriia
	61
	0
	0
	0
	21.3
	0
	0
	21.3
	0
	N_Retention
	Functionally Inactive
	Host-associated
	3
	TRUE
	Moderate

	Leptotrichia
	Fusobacteriia
	19
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Inactive
	Host-associated
	2
	TRUE
	Very Low

	13-2-20CM-66-19
	Gammaproteobacteria
	30
	6.7
	6.7
	16.7
	0
	0
	0
	6.7
	16.7
	Multifunctional
	Functionally Diverse
	Extreme
	5
	TRUE
	Moderate

	66-474
	Gammaproteobacteria
	10
	0
	40
	30
	0
	0
	0
	0
	30
	N_Loss
	Functionally Diverse
	Engineered
	3
	FALSE
	Moderate

	7-Feb
	Gammaproteobacteria
	10
	10
	40
	60
	0
	0
	70
	80
	60
	Multifunctional
	Functionally Diverse
	Engineered
	4
	TRUE
	High

	Accumulibacter
	Gammaproteobacteria
	31
	38.7
	90.3
	74.2
	41.9
	0
	0
	80.6
	74.2
	Multifunctional
	Functionally Diverse
	Engineered
	2
	TRUE
	High

	Achromobacter
	Gammaproteobacteria
	58
	44.8
	89.7
	55.2
	0
	0
	0
	44.8
	55.2
	Multifunctional
	Functionally Diverse
	Terrestrial
	6
	TRUE
	High

	Acidiferrobacter
	Gammaproteobacteria
	14
	50
	21.4
	28.6
	64.3
	0
	0
	114.3
	28.6
	Multifunctional
	Functionally Diverse
	Extreme
	1
	TRUE
	High

	Acidithiobacillus
	Gammaproteobacteria
	28
	42.9
	35.7
	0
	50
	0
	0
	92.9
	0
	N_Retention
	Functionally Diverse
	Extreme
	4
	TRUE
	High

	Acidovorax
	Gammaproteobacteria
	43
	30.2
	76.7
	37.2
	2.3
	0
	0
	32.6
	37.2
	Multifunctional
	Functionally Diverse
	Other
	6
	TRUE
	Moderate

	Acinetobacter
	Gammaproteobacteria
	268
	42.2
	1.5
	0
	0
	0
	0
	42.2
	0
	N_Retention
	Functionally Diverse
	Host-associated
	6
	TRUE
	Low

	Actinobacillus
	Gammaproteobacteria
	24
	0
	95.8
	58.3
	0
	0
	95.8
	95.8
	58.3
	Multifunctional
	Functionally Diverse
	Host-associated
	4
	TRUE
	High

	Advenella
	Gammaproteobacteria
	12
	41.7
	25
	50
	0
	0
	0
	41.7
	50
	Multifunctional
	Functionally Diverse
	Host-associated
	5
	TRUE
	High

	Aeromonas
	Gammaproteobacteria
	60
	41.7
	100
	0
	0
	0
	90
	131.7
	0
	N_Retention
	Functionally Diverse
	Other
	6
	TRUE
	High

	Aggregatibacter
	Gammaproteobacteria
	14
	0
	100
	14.3
	0
	0
	100
	100
	14.3
	Multifunctional
	Functionally Diverse
	Host-associated
	2
	TRUE
	High

	Alcaligenes
	Gammaproteobacteria
	17
	0
	5.9
	88.2
	0
	0
	0
	0
	88.2
	N_Loss
	Functionally Diverse
	Host-associated
	5
	FALSE
	Very High

	Alcanivorax
	Gammaproteobacteria
	18
	44.4
	5.6
	0
	0
	0
	0
	44.4
	0
	N_Retention
	Functionally Diverse
	Aquatic
	4
	TRUE
	Low

	Aliidiomarina
	Gammaproteobacteria
	20
	0
	45
	15
	0
	0
	0
	0
	15
	N_Loss
	Functionally Diverse
	Aquatic
	5
	FALSE
	Moderate

	Aliivibrio
	Gammaproteobacteria
	19
	10.5
	94.7
	0
	0
	0
	100
	110.5
	0
	N_Retention
	Functionally Diverse
	Aquatic
	3
	TRUE
	High

	Alloalcanivorax
	Gammaproteobacteria
	13
	53.8
	30.8
	61.5
	0
	0
	0
	53.8
	61.5
	Multifunctional
	Functionally Diverse
	Aquatic
	4
	TRUE
	High

	Alteromonas
	Gammaproteobacteria
	68
	41.2
	7.4
	0
	0
	0
	0
	41.2
	0
	N_Retention
	Functionally Diverse
	Aquatic
	5
	TRUE
	Low

	Amphritea
	Gammaproteobacteria
	21
	52.4
	66.7
	33.3
	19
	0
	0
	71.4
	33.3
	Multifunctional
	Functionally Diverse
	Aquatic
	5
	TRUE
	High

	Anaerobiospirillum
	Gammaproteobacteria
	12
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Diverse
	Host-associated
	2
	FALSE
	Moderate

	Aphodousia
	Gammaproteobacteria
	13
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Diverse
	Host-associated
	1
	FALSE
	Moderate

	Aquabacterium
	Gammaproteobacteria
	54
	63
	63
	37
	33.3
	0
	0
	96.3
	37
	Multifunctional
	Functionally Diverse
	Aquatic
	6
	TRUE
	High

	Aquella
	Gammaproteobacteria
	11
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Diverse
	Aquatic
	4
	FALSE
	Moderate

	Aquitalea
	Gammaproteobacteria
	10
	30
	90
	100
	0
	0
	0
	30
	100
	Multifunctional
	Functionally Diverse
	Aquatic
	4
	TRUE
	Very High

	Arenicella
	Gammaproteobacteria
	13
	69.2
	7.7
	15.4
	0
	0
	0
	69.2
	15.4
	Multifunctional
	Functionally Diverse
	Aquatic
	4
	TRUE
	Moderate

	Arenimonas
	Gammaproteobacteria
	26
	0
	15.4
	100
	0
	0
	0
	0
	100
	N_Loss
	Functionally Diverse
	Aquatic
	5
	FALSE
	Very High

	Aromatoleum
	Gammaproteobacteria
	18
	66.7
	100
	100
	55.6
	0
	0
	122.2
	100
	Multifunctional
	Functionally Diverse
	Aquatic
	4
	TRUE
	Very High

	Avibacterium
	Gammaproteobacteria
	10
	0
	100
	100
	0
	0
	90
	90
	100
	Multifunctional
	Functionally Diverse
	Host-associated
	3
	TRUE
	Very High

	Azonexus
	Gammaproteobacteria
	71
	59.2
	100
	70.4
	62
	0
	0
	121.1
	70.4
	Multifunctional
	Functionally Diverse
	Aquatic
	6
	TRUE
	Very High

	Azovibrio
	Gammaproteobacteria
	10
	20
	20
	10
	40
	0
	0
	60
	10
	Multifunctional
	Functionally Diverse
	Host-associated
	4
	TRUE
	Moderate

	BACL14
	Gammaproteobacteria
	15
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Diverse
	Aquatic
	2
	FALSE
	Moderate

	Basfia
	Gammaproteobacteria
	13
	0
	92.3
	100
	0
	0
	100
	100
	100
	Multifunctional
	Functionally Diverse
	Host-associated
	3
	TRUE
	Very High

	Billgrantia
	Gammaproteobacteria
	28
	42.9
	96.4
	96.4
	3.6
	0
	0
	46.4
	96.4
	Multifunctional
	Functionally Diverse
	Aquatic
	6
	TRUE
	Very High

	Blochmannia
	Gammaproteobacteria
	15
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Diverse
	Host-associated
	3
	FALSE
	Moderate

	Bog-1198
	Gammaproteobacteria
	19
	15.8
	10.5
	10.5
	0
	0
	0
	15.8
	10.5
	Multifunctional
	Functionally Diverse
	Terrestrial
	3
	TRUE
	Moderate

	Bordetella
	Gammaproteobacteria
	45
	13.3
	44.4
	15.6
	0
	0
	0
	13.3
	15.6
	Multifunctional
	Functionally Diverse
	Host-associated
	4
	TRUE
	Moderate

	Brenneria
	Gammaproteobacteria
	16
	31.2
	0
	0
	100
	0
	0
	131.2
	0
	N_Retention
	Functionally Diverse
	Terrestrial
	3
	TRUE
	High

	Buchnera
	Gammaproteobacteria
	61
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Diverse
	Host-associated
	2
	FALSE
	Moderate

	Burkholderia
	Gammaproteobacteria
	121
	58.7
	48.8
	12.4
	3.3
	0
	0
	62
	12.4
	Multifunctional
	Functionally Diverse
	Terrestrial
	5
	TRUE
	Moderate

	Buttiauxella
	Gammaproteobacteria
	12
	58.3
	100
	0
	0
	0
	8.3
	66.7
	0
	N_Retention
	Functionally Diverse
	Host-associated
	4
	TRUE
	Moderate

	Caballeronia
	Gammaproteobacteria
	51
	58.8
	66.7
	0
	0
	0
	0
	58.8
	0
	N_Retention
	Functionally Diverse
	Terrestrial
	6
	TRUE
	Moderate

	Caldimonas
	Gammaproteobacteria
	15
	53.3
	46.7
	20
	6.7
	0
	0
	60
	20
	Multifunctional
	Functionally Diverse
	Terrestrial
	5
	TRUE
	Moderate

	Casimicrobium
	Gammaproteobacteria
	12
	83.3
	33.3
	33.3
	0
	0
	0
	83.3
	33.3
	Multifunctional
	Functionally Diverse
	Aquatic
	4
	TRUE
	High

	Castellaniella
	Gammaproteobacteria
	10
	0
	70
	100
	0
	0
	0
	0
	100
	N_Loss
	Functionally Diverse
	Engineered
	4
	FALSE
	Very High

	Cedecea
	Gammaproteobacteria
	12
	8.3
	100
	0
	0
	0
	0
	8.3
	0
	N_Retention
	Functionally Diverse
	Aquatic
	5
	TRUE
	Moderate

	Cellvibrio
	Gammaproteobacteria
	28
	75
	42.9
	21.4
	0
	0
	0
	75
	21.4
	Multifunctional
	Functionally Diverse
	Aquatic
	5
	TRUE
	Moderate

	Chromobacterium
	Gammaproteobacteria
	22
	18.2
	90.9
	50
	0
	0
	0
	18.2
	50
	Multifunctional
	Functionally Diverse
	Aquatic
	5
	TRUE
	High

	Chromohalobacter
	Gammaproteobacteria
	13
	15.4
	61.5
	38.5
	0
	0
	0
	15.4
	38.5
	Multifunctional
	Functionally Diverse
	Aquatic
	5
	TRUE
	Moderate

	Citrobacter
	Gammaproteobacteria
	41
	9.8
	97.6
	0
	0
	0
	97.6
	107.3
	0
	N_Retention
	Functionally Diverse
	Host-associated
	6
	TRUE
	High

	Cognaticolwellia
	Gammaproteobacteria
	18
	33.3
	83.3
	61.1
	0
	0
	0
	33.3
	61.1
	Multifunctional
	Functionally Diverse
	Aquatic
	3
	TRUE
	High

	Collimonas
	Gammaproteobacteria
	14
	28.6
	14.3
	0
	0
	0
	0
	28.6
	0
	N_Retention
	Functionally Diverse
	Terrestrial
	3
	TRUE
	Low

	Colwellia
	Gammaproteobacteria
	38
	57.9
	81.6
	42.1
	0
	0
	0
	57.9
	42.1
	Multifunctional
	Functionally Diverse
	Aquatic
	4
	TRUE
	High

	Comamonas
	Gammaproteobacteria
	70
	32.9
	60
	27.1
	0
	0
	0
	32.9
	27.1
	Multifunctional
	Functionally Diverse
	Host-associated
	6
	TRUE
	Moderate

	Cronobacter
	Gammaproteobacteria
	19
	89.5
	100
	0
	0
	0
	0
	89.5
	0
	N_Retention
	Functionally Diverse
	Host-associated
	5
	TRUE
	High

	Cupriavidus
	Gammaproteobacteria
	65
	35.4
	76.9
	58.5
	15.4
	0
	0
	50.8
	58.5
	Multifunctional
	Functionally Diverse
	Terrestrial
	5
	TRUE
	High

	Cycloclasticus
	Gammaproteobacteria
	10
	90
	0
	0
	0
	0
	0
	90
	0
	N_Retention
	Functionally Diverse
	Aquatic
	2
	TRUE
	High

	Dickeya
	Gammaproteobacteria
	18
	83.3
	100
	0
	55.6
	0
	0
	138.9
	0
	N_Retention
	Functionally Diverse
	Other
	3
	TRUE
	Very High

	Dokdonella
	Gammaproteobacteria
	27
	0
	25.9
	77.8
	0
	0
	0
	0
	77.8
	N_Loss
	Functionally Diverse
	Engineered
	5
	FALSE
	High

	Duganella
	Gammaproteobacteria
	40
	45
	55
	60
	0
	0
	0
	45
	60
	Multifunctional
	Functionally Diverse
	Aquatic
	3
	TRUE
	High

	Duodenibacillus
	Gammaproteobacteria
	19
	0
	84.2
	0
	0
	0
	84.2
	84.2
	0
	N_Retention
	Functionally Diverse
	Host-associated
	2
	TRUE
	Moderate

	Dyella
	Gammaproteobacteria
	51
	11.8
	49
	37.3
	0
	0
	0
	11.8
	37.3
	Multifunctional
	Functionally Diverse
	Terrestrial
	5
	TRUE
	Moderate

	Ectothiorhodospira
	Gammaproteobacteria
	10
	0
	10
	0
	100
	0
	30
	130
	0
	N_Retention
	Functionally Diverse
	Extreme
	2
	TRUE
	High

	Edwardsiella
	Gammaproteobacteria
	10
	0
	100
	0
	0
	0
	100
	100
	0
	N_Retention
	Functionally Diverse
	Aquatic
	4
	TRUE
	High

	Endozoicomonas
	Gammaproteobacteria
	23
	43.5
	52.2
	0
	0
	0
	0
	43.5
	0
	N_Retention
	Functionally Diverse
	Aquatic
	4
	TRUE
	Low

	Enterobacter
	Gammaproteobacteria
	76
	51.3
	98.7
	0
	2.6
	0
	0
	53.9
	0
	N_Retention
	Functionally Diverse
	Host-associated
	5
	TRUE
	Low

	Enterovibrio
	Gammaproteobacteria
	22
	45.5
	86.4
	0
	0
	0
	27.3
	72.7
	0
	N_Retention
	Functionally Diverse
	Aquatic
	3
	TRUE
	Moderate

	Erwinia
	Gammaproteobacteria
	36
	8.3
	58.3
	0
	0
	0
	0
	8.3
	0
	N_Retention
	Functionally Diverse
	Terrestrial
	4
	TRUE
	Moderate

	Escherichia
	Gammaproteobacteria
	28
	0
	100
	0
	0
	0
	82.1
	82.1
	0
	N_Retention
	Functionally Diverse
	Host-associated
	5
	TRUE
	Moderate

	Ferrimonas
	Gammaproteobacteria
	15
	40
	100
	0
	0
	0
	100
	140
	0
	N_Retention
	Functionally Diverse
	Aquatic
	2
	TRUE
	Very High

	Francisella
	Gammaproteobacteria
	23
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Diverse
	Host-associated
	4
	FALSE
	Moderate

	GCA-001735895
	Gammaproteobacteria
	17
	0
	23.5
	52.9
	0
	0
	0
	0
	52.9
	N_Loss
	Functionally Diverse
	Aquatic
	2
	FALSE
	High

	GCA-002733105
	Gammaproteobacteria
	18
	66.7
	16.7
	61.1
	5.6
	0
	0
	72.2
	61.1
	Multifunctional
	Functionally Diverse
	Aquatic
	3
	TRUE
	High

	GCA-012562765
	Gammaproteobacteria
	17
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Diverse
	Host-associated
	1
	FALSE
	Moderate

	Ga0077523
	Gammaproteobacteria
	10
	10
	60
	20
	0
	0
	0
	10
	20
	Multifunctional
	Functionally Diverse
	Engineered
	3
	TRUE
	Moderate

	Ga0077527
	Gammaproteobacteria
	14
	71.4
	78.6
	7.1
	0
	0
	0
	71.4
	7.1
	Multifunctional
	Functionally Diverse
	Aquatic
	2
	TRUE
	Moderate

	Gallionella
	Gammaproteobacteria
	53
	43.4
	30.2
	50.9
	18.9
	0
	0
	62.3
	50.9
	Multifunctional
	Functionally Diverse
	Aquatic
	4
	TRUE
	High

	Giesbergeria
	Gammaproteobacteria
	22
	36.4
	72.7
	77.3
	0
	0
	0
	36.4
	77.3
	Multifunctional
	Functionally Diverse
	Aquatic
	6
	TRUE
	High

	Gilliamella
	Gammaproteobacteria
	33
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Diverse
	Host-associated
	2
	FALSE
	Moderate

	Glaciecola
	Gammaproteobacteria
	15
	40
	13.3
	0
	6.7
	0
	0
	46.7
	0
	N_Retention
	Functionally Diverse
	Aquatic
	2
	TRUE
	Low

	Granulosicoccus
	Gammaproteobacteria
	10
	80
	50
	10
	0
	0
	0
	80
	10
	Multifunctional
	Functionally Diverse
	Aquatic
	2
	TRUE
	Moderate

	HIMB30
	Gammaproteobacteria
	10
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Diverse
	Aquatic
	2
	FALSE
	Moderate

	HTCC2207
	Gammaproteobacteria
	38
	28.9
	21.1
	2.6
	0
	0
	0
	28.9
	2.6
	Multifunctional
	Functionally Diverse
	Aquatic
	3
	TRUE
	Low

	Haemophilus
	Gammaproteobacteria
	70
	0
	98.6
	62.9
	0
	0
	100
	100
	62.9
	Multifunctional
	Functionally Diverse
	Host-associated
	4
	TRUE
	High

	Halioglobus
	Gammaproteobacteria
	34
	32.4
	35.3
	29.4
	2.9
	0
	0
	35.3
	29.4
	Multifunctional
	Functionally Diverse
	Aquatic
	5
	TRUE
	Moderate

	Halomonas
	Gammaproteobacteria
	67
	40.3
	89.6
	46.3
	0
	0
	0
	40.3
	46.3
	Multifunctional
	Functionally Diverse
	Other
	6
	TRUE
	High

	Halopseudomonas
	Gammaproteobacteria
	40
	65
	32.5
	40
	0
	0
	0
	65
	40
	Multifunctional
	Functionally Diverse
	Other
	6
	TRUE
	High

	Halothiobacillus
	Gammaproteobacteria
	10
	60
	0
	0
	30
	0
	0
	90
	0
	N_Retention
	Functionally Diverse
	Aquatic
	5
	TRUE
	High

	Herbaspirillum
	Gammaproteobacteria
	36
	58.3
	22.2
	5.6
	16.7
	0
	0
	75
	5.6
	Multifunctional
	Functionally Diverse
	Terrestrial
	4
	TRUE
	Moderate

	Herminiimonas
	Gammaproteobacteria
	10
	70
	10
	10
	0
	0
	0
	70
	10
	Multifunctional
	Functionally Diverse
	Aquatic
	5
	TRUE
	Moderate

	Hydrogenophaga
	Gammaproteobacteria
	58
	41.4
	60.3
	25.9
	24.1
	0
	0
	65.5
	25.9
	Multifunctional
	Functionally Diverse
	Aquatic
	6
	TRUE
	Moderate

	Hydrogenovibrio
	Gammaproteobacteria
	14
	35.7
	0
	0
	0
	0
	0
	35.7
	0
	N_Retention
	Functionally Diverse
	Aquatic
	3
	TRUE
	Low

	Hylemonella
	Gammaproteobacteria
	19
	63.2
	47.4
	21.1
	0
	0
	0
	63.2
	21.1
	Multifunctional
	Functionally Diverse
	Aquatic
	4
	TRUE
	Moderate

	Ideonella
	Gammaproteobacteria
	18
	38.9
	55.6
	27.8
	61.1
	0
	0
	100
	27.8
	Multifunctional
	Functionally Diverse
	Aquatic
	4
	TRUE
	High

	Idiomarina
	Gammaproteobacteria
	21
	0
	28.6
	52.4
	0
	0
	0
	0
	52.4
	N_Loss
	Functionally Diverse
	Aquatic
	5
	FALSE
	High

	Ignatzschineria
	Gammaproteobacteria
	11
	0
	36.4
	0
	0
	0
	0
	0
	0
	Metabolically_Versatile
	Functionally Diverse
	Host-associated
	3
	FALSE
	Moderate

	Iodobacter
	Gammaproteobacteria
	10
	20
	90
	40
	0
	0
	0
	20
	40
	Multifunctional
	Functionally Diverse
	Aquatic
	4
	TRUE
	Moderate

	Janthinobacterium
	Gammaproteobacteria
	40
	22.5
	90
	80
	2.5
	0
	0
	25
	80
	Multifunctional
	Functionally Diverse
	Aquatic
	4
	TRUE
	High

	Kangiella
	Gammaproteobacteria
	19
	0
	15.8
	47.4
	0
	0
	0
	0
	47.4
	N_Loss
	Functionally Diverse
	Aquatic
	5
	FALSE
	High

	Kingella
	Gammaproteobacteria
	10
	0
	30
	100
	0
	0
	0
	0
	100
	N_Loss
	Functionally Diverse
	Host-associated
	2
	FALSE
	Very High

	Klebsiella
	Gammaproteobacteria
	52
	75
	96.2
	0
	40.4
	0
	0
	115.4
	0
	N_Retention
	Functionally Diverse
	Other
	5
	TRUE
	High

	Kluyvera
	Gammaproteobacteria
	11
	54.5
	100
	0
	0
	0
	0
	54.5
	0
	N_Retention
	Functionally Diverse
	Host-associated
	5
	TRUE
	Moderate

	Kosakonia
	Gammaproteobacteria
	19
	73.7
	100
	0
	68.4
	0
	0
	142.1
	0
	N_Retention
	Functionally Diverse
	Other
	4
	TRUE
	Very High

	Kushneria
	Gammaproteobacteria
	12
	83.3
	58.3
	0
	0
	0
	0
	83.3
	0
	N_Retention
	Functionally Diverse
	Other
	4
	TRUE
	Moderate

	Lautropia
	Gammaproteobacteria
	11
	0
	90.9
	100
	0
	0
	0
	0
	100
	N_Loss
	Functionally Diverse
	Host-associated
	1
	FALSE
	Very High

	Leclercia
	Gammaproteobacteria
	11
	54.5
	100
	0
	0
	0
	0
	54.5
	0
	N_Retention
	Functionally Diverse
	Host-associated
	4
	TRUE
	Moderate

	Legionella
	Gammaproteobacteria
	136
	0
	0
	0
	0.7
	0
	0
	0.7
	0
	N_Retention
	Functionally Diverse
	Aquatic
	6
	TRUE
	Moderate

	Lelliottia
	Gammaproteobacteria
	13
	38.5
	100
	0
	0
	0
	0
	38.5
	0
	N_Retention
	Functionally Diverse
	Terrestrial
	5
	TRUE
	Low

	Limnobacter
	Gammaproteobacteria
	15
	46.7
	6.7
	0
	0
	0
	0
	46.7
	0
	N_Retention
	Functionally Diverse
	Aquatic
	5
	TRUE
	Low

	Limnohabitans
	Gammaproteobacteria
	123
	32.5
	13
	4.9
	0
	0
	0
	32.5
	4.9
	Multifunctional
	Functionally Diverse
	Aquatic
	4
	TRUE
	Low

	Luminiphilus
	Gammaproteobacteria
	17
	5.9
	0
	0
	0
	0
	0
	5.9
	0
	N_Retention
	Functionally Diverse
	Aquatic
	2
	TRUE
	Moderate

	Luteibacter
	Gammaproteobacteria
	23
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Diverse
	Other
	4
	FALSE
	Moderate

	Luteimonas
	Gammaproteobacteria
	67
	3
	44.8
	64.2
	0
	0
	0
	3
	64.2
	Multifunctional
	Functionally Diverse
	Terrestrial
	6
	TRUE
	High

	Lysobacter
	Gammaproteobacteria
	94
	3.2
	23.4
	58.5
	0
	0
	0
	3.2
	58.5
	Multifunctional
	Functionally Diverse
	Terrestrial
	6
	TRUE
	High

	Mannheimia
	Gammaproteobacteria
	12
	0
	100
	0
	0
	0
	100
	100
	0
	N_Retention
	Functionally Diverse
	Host-associated
	3
	TRUE
	High

	Marinicella
	Gammaproteobacteria
	14
	0
	7.1
	85.7
	0
	0
	0
	0
	85.7
	N_Loss
	Functionally Diverse
	Aquatic
	4
	FALSE
	Very High

	Marinobacter
	Gammaproteobacteria
	132
	29.5
	69.7
	51.5
	0.8
	0
	0
	30.3
	51.5
	Multifunctional
	Functionally Diverse
	Aquatic
	6
	TRUE
	High

	Marinobacterium
	Gammaproteobacteria
	29
	44.8
	17.2
	20.7
	20.7
	0
	0
	65.5
	20.7
	Multifunctional
	Functionally Diverse
	Aquatic
	5
	TRUE
	Moderate

	Marinomonas
	Gammaproteobacteria
	55
	49.1
	3.6
	0
	0
	0
	0
	49.1
	0
	N_Retention
	Functionally Diverse
	Aquatic
	6
	TRUE
	Low

	Marinospirillum
	Gammaproteobacteria
	10
	30
	50
	10
	30
	0
	0
	60
	10
	Multifunctional
	Functionally Diverse
	Host-associated
	5
	TRUE
	Moderate

	Methylobacter
	Gammaproteobacteria
	50
	66
	42
	80
	66
	10
	0
	132
	90
	Multifunctional
	Functionally Diverse
	Aquatic
	5
	TRUE
	Very High

	Methylomonas
	Gammaproteobacteria
	31
	16.1
	9.7
	93.5
	90.3
	6.5
	0
	106.5
	100
	Multifunctional
	Functionally Diverse
	Aquatic
	4
	TRUE
	Very High

	Methylophaga
	Gammaproteobacteria
	19
	42.1
	5.3
	15.8
	5.3
	0
	0
	47.4
	15.8
	Multifunctional
	Functionally Diverse
	Aquatic
	4
	TRUE
	Low

	Methylophilus
	Gammaproteobacteria
	19
	36.8
	5.3
	0
	10.5
	0
	0
	47.4
	0
	N_Retention
	Functionally Diverse
	Aquatic
	5
	TRUE
	Low

	Methylopumilus
	Gammaproteobacteria
	16
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Diverse
	Aquatic
	1
	FALSE
	Moderate

	Methylotenera
	Gammaproteobacteria
	57
	49.1
	28.1
	31.6
	7
	0
	0
	56.1
	31.6
	Multifunctional
	Functionally Diverse
	Aquatic
	6
	TRUE
	Moderate

	Methyloversatilis
	Gammaproteobacteria
	15
	46.7
	80
	6.7
	66.7
	0
	0
	113.3
	6.7
	Multifunctional
	Functionally Diverse
	Aquatic
	5
	TRUE
	High

	Methylovulum
	Gammaproteobacteria
	15
	66.7
	20
	73.3
	86.7
	0
	0
	153.3
	73.3
	Multifunctional
	Functionally Diverse
	Aquatic
	3
	TRUE
	Very High

	Microbulbifer
	Gammaproteobacteria
	49
	24.5
	61.2
	12.2
	0
	0
	0
	24.5
	12.2
	Multifunctional
	Functionally Diverse
	Aquatic
	6
	TRUE
	Low

	Mixta
	Gammaproteobacteria
	11
	45.5
	90.9
	0
	0
	0
	0
	45.5
	0
	N_Retention
	Functionally Diverse
	Engineered
	4
	TRUE
	Low

	Modicisalibacter
	Gammaproteobacteria
	16
	43.8
	93.8
	37.5
	0
	0
	0
	43.8
	37.5
	Multifunctional
	Functionally Diverse
	Aquatic
	4
	TRUE
	Moderate

	Moraxella
	Gammaproteobacteria
	52
	13.5
	51.9
	13.5
	0
	0
	0
	13.5
	13.5
	Multifunctional
	Functionally Diverse
	Host-associated
	4
	TRUE
	Moderate

	Morganella
	Gammaproteobacteria
	11
	0
	100
	0
	0
	0
	0
	0
	0
	Metabolically_Versatile
	Functionally Diverse
	Host-associated
	5
	FALSE
	Moderate

	Moritella
	Gammaproteobacteria
	13
	46.2
	100
	0
	0
	0
	92.3
	138.5
	0
	N_Retention
	Functionally Diverse
	Aquatic
	3
	TRUE
	Very High

	Neisseria
	Gammaproteobacteria
	105
	0
	40
	92.4
	0
	0
	0
	0
	92.4
	N_Loss
	Functionally Diverse
	Host-associated
	4
	FALSE
	Very High

	Neptuniibacter
	Gammaproteobacteria
	10
	40
	30
	0
	0
	0
	0
	40
	0
	N_Retention
	Functionally Diverse
	Aquatic
	3
	TRUE
	Low

	Neptunomonas
	Gammaproteobacteria
	11
	81.8
	81.8
	9.1
	0
	0
	0
	81.8
	9.1
	Multifunctional
	Functionally Diverse
	Aquatic
	4
	TRUE
	Moderate

	Nevskia
	Gammaproteobacteria
	16
	87.5
	0
	18.8
	0
	0
	0
	87.5
	18.8
	Multifunctional
	Functionally Diverse
	Aquatic
	4
	TRUE
	High

	Nitrincola
	Gammaproteobacteria
	10
	70
	20
	0
	30
	0
	0
	100
	0
	N_Retention
	Functionally Diverse
	Aquatic
	3
	TRUE
	High

	Nitrosomonas
	Gammaproteobacteria
	84
	0
	1.2
	92.9
	0
	51.2
	0
	0
	144
	N_Loss
	Functionally Diverse
	Engineered
	5
	FALSE
	Very High

	Nitrosospira
	Gammaproteobacteria
	24
	0
	0
	87.5
	0
	79.2
	0
	0
	166.7
	N_Loss
	Functionally Diverse
	Other
	3
	FALSE
	Very High

	Nitrotoga
	Gammaproteobacteria
	15
	0
	80
	93.3
	0
	0
	0
	0
	93.3
	N_Loss
	Functionally Diverse
	Aquatic
	4
	FALSE
	Very High

	Noviherbaspirillum
	Gammaproteobacteria
	20
	55
	35
	50
	0
	0
	0
	55
	50
	Multifunctional
	Functionally Diverse
	Terrestrial
	4
	TRUE
	High

	Oceanisphaera
	Gammaproteobacteria
	12
	16.7
	91.7
	83.3
	0
	0
	0
	16.7
	83.3
	Multifunctional
	Functionally Diverse
	Aquatic
	4
	TRUE
	Very High

	Opacimonas
	Gammaproteobacteria
	10
	30
	0
	0
	0
	0
	0
	30
	0
	N_Retention
	Functionally Diverse
	Aquatic
	3
	TRUE
	Low

	Ottowia
	Gammaproteobacteria
	24
	12.5
	70.8
	79.2
	0
	0
	0
	12.5
	79.2
	Multifunctional
	Functionally Diverse
	Engineered
	4
	TRUE
	High

	Oxalobacter
	Gammaproteobacteria
	15
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Diverse
	Host-associated
	2
	FALSE
	Moderate

	PBB1
	Gammaproteobacteria
	12
	75
	25
	8.3
	8.3
	0
	0
	83.3
	8.3
	Multifunctional
	Functionally Diverse
	Aquatic
	4
	TRUE
	Moderate

	PFJX01
	Gammaproteobacteria
	19
	89.5
	94.7
	68.4
	47.4
	0
	68.4
	205.3
	68.4
	Multifunctional
	Functionally Diverse
	Aquatic
	3
	TRUE
	Very High

	Paenalcaligenes
	Gammaproteobacteria
	11
	0
	45.5
	0
	0
	0
	0
	0
	0
	Metabolically_Versatile
	Functionally Diverse
	Host-associated
	4
	FALSE
	Moderate

	Pandoraea
	Gammaproteobacteria
	38
	92.1
	31.6
	0
	0
	0
	0
	92.1
	0
	N_Retention
	Functionally Diverse
	Host-associated
	6
	TRUE
	High

	Pantoea
	Gammaproteobacteria
	68
	41.2
	76.5
	0
	7.4
	0
	0
	48.5
	0
	N_Retention
	Functionally Diverse
	Terrestrial
	6
	TRUE
	Low

	Paraburkholderia
	Gammaproteobacteria
	181
	55.2
	49.2
	3.9
	29.8
	0
	0
	85.1
	3.9
	Multifunctional
	Functionally Diverse
	Terrestrial
	5
	TRUE
	High

	Paracidovorax
	Gammaproteobacteria
	16
	68.8
	43.8
	0
	0
	0
	0
	68.8
	0
	N_Retention
	Functionally Diverse
	Terrestrial
	3
	TRUE
	Moderate

	Paraglaciecola
	Gammaproteobacteria
	24
	41.7
	8.3
	8.3
	0
	0
	0
	41.7
	8.3
	Multifunctional
	Functionally Diverse
	Aquatic
	5
	TRUE
	Low

	Pararheinheimera
	Gammaproteobacteria
	26
	19.2
	38.5
	0
	0
	0
	0
	19.2
	0
	N_Retention
	Functionally Diverse
	Aquatic
	6
	TRUE
	Low

	Pasteurella
	Gammaproteobacteria
	12
	0
	100
	0
	0
	0
	83.3
	83.3
	0
	N_Retention
	Functionally Diverse
	Host-associated
	2
	TRUE
	Moderate

	Paucibacter
	Gammaproteobacteria
	18
	33.3
	88.9
	72.2
	0
	0
	0
	33.3
	72.2
	Multifunctional
	Functionally Diverse
	Aquatic
	3
	TRUE
	High

	Pectobacterium
	Gammaproteobacteria
	37
	70.3
	100
	0
	16.2
	0
	91.9
	178.4
	0
	N_Retention
	Functionally Diverse
	Terrestrial
	4
	TRUE
	Very High

	Pelomonas
	Gammaproteobacteria
	20
	35
	55
	65
	20
	0
	0
	55
	65
	Multifunctional
	Functionally Diverse
	Terrestrial
	5
	TRUE
	High

	Photobacterium
	Gammaproteobacteria
	78
	39.7
	96.2
	2.6
	6.4
	0
	34.6
	80.8
	2.6
	Multifunctional
	Functionally Diverse
	Aquatic
	6
	TRUE
	Moderate

	Photorhabdus
	Gammaproteobacteria
	30
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Diverse
	Host-associated
	3
	FALSE
	Moderate

	Pigmentiphaga
	Gammaproteobacteria
	11
	36.4
	45.5
	0
	0
	0
	0
	36.4
	0
	N_Retention
	Functionally Diverse
	Other
	5
	TRUE
	Low

	Polaromonas
	Gammaproteobacteria
	58
	37.9
	43.1
	36.2
	6.9
	0
	0
	44.8
	36.2
	Multifunctional
	Functionally Diverse
	Aquatic
	6
	TRUE
	Moderate

	Polynucleobacter
	Gammaproteobacteria
	135
	10.4
	11.9
	1.5
	0
	0
	0
	10.4
	1.5
	Multifunctional
	Functionally Diverse
	Aquatic
	3
	TRUE
	Moderate

	Porticoccus
	Gammaproteobacteria
	13
	38.5
	46.2
	15.4
	0
	0
	0
	38.5
	15.4
	Multifunctional
	Functionally Diverse
	Aquatic
	2
	TRUE
	Low

	Propionivibrio
	Gammaproteobacteria
	21
	38.1
	52.4
	47.6
	52.4
	0
	4.8
	95.2
	47.6
	Multifunctional
	Functionally Diverse
	Engineered
	6
	TRUE
	High

	Proteus
	Gammaproteobacteria
	23
	0
	95.7
	0
	0
	0
	0
	0
	0
	Metabolically_Versatile
	Functionally Diverse
	Host-associated
	4
	FALSE
	Moderate

	Providencia
	Gammaproteobacteria
	27
	0
	92.6
	0
	0
	0
	81.5
	81.5
	0
	N_Retention
	Functionally Diverse
	Host-associated
	5
	TRUE
	Moderate

	Pseudidiomarina
	Gammaproteobacteria
	33
	0
	33.3
	66.7
	0
	0
	0
	0
	66.7
	N_Loss
	Functionally Diverse
	Aquatic
	5
	FALSE
	High

	Pseudoalteromonas
	Gammaproteobacteria
	148
	11.5
	8.8
	5.4
	0
	0
	0
	11.5
	5.4
	Multifunctional
	Functionally Diverse
	Aquatic
	6
	TRUE
	Moderate

	Pseudoduganella
	Gammaproteobacteria
	36
	63.9
	63.9
	41.7
	0
	0
	0
	63.9
	41.7
	Multifunctional
	Functionally Diverse
	Terrestrial
	4
	TRUE
	High

	Pseudohongiella
	Gammaproteobacteria
	16
	56.2
	0
	12.5
	0
	0
	0
	56.2
	12.5
	Multifunctional
	Functionally Diverse
	Aquatic
	3
	TRUE
	Moderate

	Pseudomonas
	Gammaproteobacteria
	1020
	35.9
	39.1
	28.9
	1.1
	0
	0
	37
	28.9
	Multifunctional
	Functionally Diverse
	Terrestrial
	6
	TRUE
	Moderate

	Pseudoxanthomonas
	Gammaproteobacteria
	60
	18.3
	56.7
	78.3
	0
	0
	0
	18.3
	78.3
	Multifunctional
	Functionally Diverse
	Terrestrial
	6
	TRUE
	High

	Psychrobacter
	Gammaproteobacteria
	117
	12.8
	40.2
	15.4
	0
	0
	0
	12.8
	15.4
	Multifunctional
	Functionally Diverse
	Aquatic
	6
	TRUE
	Moderate

	Psychromonas
	Gammaproteobacteria
	22
	31.8
	86.4
	4.5
	9.1
	0
	13.6
	54.5
	4.5
	Multifunctional
	Functionally Diverse
	Aquatic
	3
	TRUE
	Low

	Psychrosphaera
	Gammaproteobacteria
	10
	30
	0
	50
	0
	0
	0
	30
	50
	Multifunctional
	Functionally Diverse
	Aquatic
	4
	TRUE
	High

	Pusillimonas
	Gammaproteobacteria
	25
	36
	36
	60
	0
	0
	0
	36
	60
	Multifunctional
	Functionally Diverse
	Aquatic
	5
	TRUE
	High

	Rahnella
	Gammaproteobacteria
	19
	21.1
	100
	0
	15.8
	0
	0
	36.8
	0
	N_Retention
	Functionally Diverse
	Terrestrial
	4
	TRUE
	Low

	Ralstonia
	Gammaproteobacteria
	31
	41.9
	64.5
	71
	0
	0
	0
	41.9
	71
	Multifunctional
	Functionally Diverse
	Terrestrial
	6
	TRUE
	High

	Ramlibacter
	Gammaproteobacteria
	53
	50.9
	47.2
	52.8
	0
	0
	15.1
	66
	52.8
	Multifunctional
	Functionally Diverse
	Terrestrial
	6
	TRUE
	High

	Rheinheimera
	Gammaproteobacteria
	17
	11.8
	70.6
	5.9
	0
	0
	0
	11.8
	5.9
	Multifunctional
	Functionally Diverse
	Aquatic
	4
	TRUE
	Moderate

	Rhizobacter
	Gammaproteobacteria
	11
	36.4
	72.7
	45.5
	0
	0
	0
	36.4
	45.5
	Multifunctional
	Functionally Diverse
	Terrestrial
	5
	TRUE
	High

	Rhodanobacter
	Gammaproteobacteria
	48
	8.3
	27.1
	79.2
	0
	0
	0
	8.3
	79.2
	Multifunctional
	Functionally Diverse
	Terrestrial
	6
	TRUE
	High

	Rhodoferax
	Gammaproteobacteria
	140
	34.3
	57.9
	22.9
	18.6
	0
	3.6
	56.4
	22.9
	Multifunctional
	Functionally Diverse
	Aquatic
	6
	TRUE
	Moderate

	Rodentibacter
	Gammaproteobacteria
	17
	0
	100
	70.6
	0
	0
	100
	100
	70.6
	Multifunctional
	Functionally Diverse
	Host-associated
	2
	TRUE
	Very High

	Rosenbergiella
	Gammaproteobacteria
	10
	10
	0
	0
	0
	0
	0
	10
	0
	N_Retention
	Functionally Diverse
	Host-associated
	3
	TRUE
	Moderate

	Rubrivivax
	Gammaproteobacteria
	67
	46.3
	59.7
	40.3
	17.9
	0
	13.4
	77.6
	40.3
	Multifunctional
	Functionally Diverse
	Aquatic
	5
	TRUE
	High

	Rudaea
	Gammaproteobacteria
	11
	9.1
	18.2
	81.8
	0
	0
	0
	9.1
	81.8
	Multifunctional
	Functionally Diverse
	Engineered
	5
	TRUE
	High

	Ruthia
	Gammaproteobacteria
	12
	33.3
	58.3
	0
	0
	0
	0
	33.3
	0
	N_Retention
	Functionally Diverse
	Aquatic
	3
	TRUE
	Low

	SCMT01
	Gammaproteobacteria
	11
	0
	45.5
	54.5
	0
	0
	0
	0
	54.5
	N_Loss
	Functionally Diverse
	Engineered
	4
	FALSE
	High

	SYFN01
	Gammaproteobacteria
	21
	23.8
	9.5
	0
	0
	0
	0
	23.8
	0
	N_Retention
	Functionally Diverse
	Aquatic
	2
	TRUE
	Low

	Salinicola
	Gammaproteobacteria
	18
	44.4
	5.6
	0
	0
	0
	0
	44.4
	0
	N_Retention
	Functionally Diverse
	Aquatic
	5
	TRUE
	Low

	Salinisphaera
	Gammaproteobacteria
	10
	40
	30
	30
	0
	0
	0
	40
	30
	Multifunctional
	Functionally Diverse
	Aquatic
	3
	TRUE
	Moderate

	Salinivibrio
	Gammaproteobacteria
	11
	0
	18.2
	0
	0
	0
	0
	0
	0
	Metabolically_Versatile
	Functionally Diverse
	Extreme
	4
	FALSE
	Moderate

	Salmonella
	Gammaproteobacteria
	28
	0
	100
	0
	0
	0
	85.7
	85.7
	0
	N_Retention
	Functionally Diverse
	Other
	4
	TRUE
	High

	Serratia
	Gammaproteobacteria
	83
	15.7
	96.4
	0
	0
	0
	9.6
	25.3
	0
	N_Retention
	Functionally Diverse
	Engineered
	5
	TRUE
	Low

	Shewanella
	Gammaproteobacteria
	178
	19.1
	96.6
	14.6
	2.8
	0
	94.4
	116.3
	14.6
	Multifunctional
	Functionally Diverse
	Aquatic
	6
	TRUE
	High

	Sideroxyarcus
	Gammaproteobacteria
	23
	30.4
	17.4
	56.5
	87
	0
	0
	117.4
	56.5
	Multifunctional
	Functionally Diverse
	Aquatic
	5
	TRUE
	Very High

	Snodgrassella
	Gammaproteobacteria
	13
	0
	92.3
	0
	0
	0
	0
	0
	0
	Metabolically_Versatile
	Functionally Diverse
	Host-associated
	3
	FALSE
	Moderate

	Solimonas
	Gammaproteobacteria
	11
	81.8
	0
	9.1
	9.1
	0
	0
	90.9
	9.1
	Multifunctional
	Functionally Diverse
	Terrestrial
	4
	TRUE
	High

	Spiribacter
	Gammaproteobacteria
	15
	0
	13.3
	0
	0
	0
	0
	0
	0
	Metabolically_Versatile
	Functionally Diverse
	Aquatic
	3
	FALSE
	Moderate

	Stenotrophomonas
	Gammaproteobacteria
	108
	0.9
	42.6
	8.3
	0
	0
	0
	0.9
	8.3
	Multifunctional
	Functionally Diverse
	Terrestrial
	6
	TRUE
	Moderate

	Stutzerimonas
	Gammaproteobacteria
	72
	31.9
	90.3
	90.3
	9.7
	0
	0
	41.7
	90.3
	Multifunctional
	Functionally Diverse
	Other
	6
	TRUE
	Very High

	Succinivibrio
	Gammaproteobacteria
	26
	0
	0
	0
	11.5
	0
	0
	11.5
	0
	N_Retention
	Functionally Diverse
	Host-associated
	2
	TRUE
	Moderate

	Sulfuricystis
	Gammaproteobacteria
	12
	50
	91.7
	58.3
	66.7
	0
	33.3
	150
	58.3
	Multifunctional
	Functionally Diverse
	Aquatic
	4
	TRUE
	Very High

	Sulfuritalea
	Gammaproteobacteria
	22
	45.5
	95.5
	45.5
	36.4
	0
	0
	81.8
	45.5
	Multifunctional
	Functionally Diverse
	Aquatic
	4
	TRUE
	High

	Sutterella
	Gammaproteobacteria
	29
	0
	89.7
	0
	13.8
	0
	96.6
	110.3
	0
	N_Retention
	Functionally Diverse
	Host-associated
	2
	TRUE
	High

	Tatlockia
	Gammaproteobacteria
	41
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Diverse
	Other
	5
	FALSE
	Moderate

	Telluria
	Gammaproteobacteria
	85
	30.6
	40
	25.9
	0
	0
	0
	30.6
	25.9
	Multifunctional
	Functionally Diverse
	Terrestrial
	6
	TRUE
	Moderate

	Tepidimonas
	Gammaproteobacteria
	13
	61.5
	46.2
	7.7
	0
	0
	0
	61.5
	7.7
	Multifunctional
	Functionally Diverse
	Extreme
	4
	TRUE
	Moderate

	Thalassotalea
	Gammaproteobacteria
	33
	24.2
	97
	27.3
	0
	0
	15.2
	39.4
	27.3
	Multifunctional
	Functionally Diverse
	Aquatic
	3
	TRUE
	Moderate

	Thauera
	Gammaproteobacteria
	25
	56
	96
	100
	0
	0
	0
	56
	100
	Multifunctional
	Functionally Diverse
	Engineered
	4
	TRUE
	Very High

	Thermomonas
	Gammaproteobacteria
	27
	0
	77.8
	85.2
	0
	0
	0
	0
	85.2
	N_Loss
	Functionally Diverse
	Aquatic
	5
	FALSE
	Very High

	Thioalkalivibrio
	Gammaproteobacteria
	28
	17.9
	25
	35.7
	0
	0
	21.4
	39.3
	35.7
	Multifunctional
	Functionally Diverse
	Other
	3
	TRUE
	Moderate

	Thiobacillus
	Gammaproteobacteria
	38
	63.2
	84.2
	60.5
	34.2
	0
	7.9
	105.3
	60.5
	Multifunctional
	Functionally Diverse
	Aquatic
	5
	TRUE
	High

	Thiocapsa
	Gammaproteobacteria
	11
	18.2
	63.6
	9.1
	81.8
	0
	9.1
	109.1
	9.1
	Multifunctional
	Functionally Diverse
	Aquatic
	5
	TRUE
	High

	Thiodiazotropha
	Gammaproteobacteria
	20
	50
	100
	45
	55
	0
	0
	105
	45
	Multifunctional
	Functionally Diverse
	Aquatic
	2
	TRUE
	High

	Thiodubiliella
	Gammaproteobacteria
	10
	30
	80
	50
	0
	0
	0
	30
	50
	Multifunctional
	Functionally Diverse
	Extreme
	3
	TRUE
	High

	Thioglobus
	Gammaproteobacteria
	18
	44.4
	38.9
	22.2
	0
	0
	0
	44.4
	22.2
	Multifunctional
	Functionally Diverse
	Aquatic
	4
	TRUE
	Moderate

	Thiogranum
	Gammaproteobacteria
	10
	100
	50
	80
	10
	0
	0
	110
	80
	Multifunctional
	Functionally Diverse
	Extreme
	4
	TRUE
	Very High

	Thiohalocapsa
	Gammaproteobacteria
	10
	0
	40
	0
	70
	0
	0
	70
	0
	N_Retention
	Functionally Diverse
	Aquatic
	3
	TRUE
	Moderate

	Thiolapillus
	Gammaproteobacteria
	11
	81.8
	100
	36.4
	0
	0
	0
	81.8
	36.4
	Multifunctional
	Functionally Diverse
	Extreme
	2
	TRUE
	High

	Thiomicrorhabdus
	Gammaproteobacteria
	25
	44
	4
	0
	0
	0
	0
	44
	0
	N_Retention
	Functionally Diverse
	Aquatic
	3
	TRUE
	Low

	Thiomonas
	Gammaproteobacteria
	35
	40
	62.9
	2.9
	5.7
	0
	0
	45.7
	2.9
	Multifunctional
	Functionally Diverse
	Extreme
	5
	TRUE
	Low

	Thiopseudomonas
	Gammaproteobacteria
	14
	0
	50
	92.9
	0
	0
	0
	0
	92.9
	N_Loss
	Functionally Diverse
	Host-associated
	4
	FALSE
	Very High

	Thiothrix
	Gammaproteobacteria
	17
	47.1
	82.4
	52.9
	58.8
	0
	0
	105.9
	52.9
	Multifunctional
	Functionally Diverse
	Aquatic
	5
	TRUE
	High

	Trinickia
	Gammaproteobacteria
	18
	61.1
	83.3
	38.9
	27.8
	0
	0
	88.9
	38.9
	Multifunctional
	Functionally Diverse
	Terrestrial
	4
	TRUE
	High

	UBA10906
	Gammaproteobacteria
	16
	18.8
	31.2
	75
	50
	0
	0
	68.8
	75
	Multifunctional
	Functionally Diverse
	Aquatic
	3
	TRUE
	High

	UBA2463
	Gammaproteobacteria
	13
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Diverse
	Aquatic
	1
	FALSE
	Moderate

	UBA4421
	Gammaproteobacteria
	16
	25
	0
	6.2
	0
	0
	0
	25
	6.2
	Multifunctional
	Functionally Diverse
	Aquatic
	2
	TRUE
	Low

	UBA4615
	Gammaproteobacteria
	10
	40
	0
	0
	0
	0
	0
	40
	0
	N_Retention
	Functionally Diverse
	Aquatic
	1
	TRUE
	Low

	UBA5078
	Gammaproteobacteria
	14
	64.3
	0
	14.3
	0
	0
	0
	64.3
	14.3
	Multifunctional
	Functionally Diverse
	Aquatic
	3
	TRUE
	Moderate

	UBA5216
	Gammaproteobacteria
	12
	91.7
	41.7
	0
	0
	0
	0
	91.7
	0
	N_Retention
	Functionally Diverse
	Aquatic
	3
	TRUE
	High

	UBA9145
	Gammaproteobacteria
	37
	2.7
	8.1
	0
	0
	0
	0
	2.7
	0
	N_Retention
	Functionally Diverse
	Aquatic
	3
	TRUE
	Moderate

	Undibacterium
	Gammaproteobacteria
	35
	51.4
	68.6
	60
	0
	0
	0
	51.4
	60
	Multifunctional
	Functionally Diverse
	Aquatic
	4
	TRUE
	High

	VBCG01
	Gammaproteobacteria
	19
	0
	73.7
	68.4
	0
	0
	15.8
	15.8
	68.4
	Multifunctional
	Functionally Diverse
	Engineered
	6
	TRUE
	High

	Variovorax
	Gammaproteobacteria
	93
	24.7
	26.9
	0
	3.2
	0
	0
	28
	0
	N_Retention
	Functionally Diverse
	Terrestrial
	6
	TRUE
	Low

	Venatoribacter
	Gammaproteobacteria
	10
	30
	60
	70
	30
	0
	0
	60
	70
	Multifunctional
	Functionally Diverse
	Aquatic
	4
	TRUE
	High

	Vibrio
	Gammaproteobacteria
	325
	40.3
	88.9
	0
	12.3
	0
	57.5
	110.2
	0
	N_Retention
	Functionally Diverse
	Aquatic
	6
	TRUE
	High

	Vogesella
	Gammaproteobacteria
	13
	46.2
	84.6
	84.6
	0
	0
	0
	46.2
	84.6
	Multifunctional
	Functionally Diverse
	Aquatic
	3
	TRUE
	Very High

	Vreelandella
	Gammaproteobacteria
	85
	48.2
	62.4
	4.7
	0
	0
	0
	48.2
	4.7
	Multifunctional
	Functionally Diverse
	Aquatic
	6
	TRUE
	Low

	Wenzhouxiangella
	Gammaproteobacteria
	19
	0
	15.8
	36.8
	0
	0
	21.1
	21.1
	36.8
	Multifunctional
	Functionally Diverse
	Extreme
	3
	TRUE
	Moderate

	Xanthomonas
	Gammaproteobacteria
	83
	27.7
	2.4
	0
	0
	0
	0
	27.7
	0
	N_Retention
	Functionally Diverse
	Terrestrial
	4
	TRUE
	Low

	Xenophilus
	Gammaproteobacteria
	15
	53.3
	0
	20
	20
	0
	0
	73.3
	20
	Multifunctional
	Functionally Diverse
	Other
	5
	TRUE
	Moderate

	Xenorhabdus
	Gammaproteobacteria
	35
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Diverse
	Host-associated
	4
	FALSE
	Moderate

	Yersinia
	Gammaproteobacteria
	42
	0
	100
	0
	0
	0
	45.2
	45.2
	0
	N_Retention
	Functionally Diverse
	Other
	5
	TRUE
	Low

	Zeimonas
	Gammaproteobacteria
	16
	12.5
	87.5
	81.2
	0
	0
	0
	12.5
	81.2
	Multifunctional
	Functionally Diverse
	Engineered
	4
	TRUE
	High

	Zoogloea
	Gammaproteobacteria
	18
	55.6
	94.4
	88.9
	66.7
	0
	0
	122.2
	88.9
	Multifunctional
	Functionally Diverse
	Engineered
	4
	TRUE
	Very High

	Zwartia
	Gammaproteobacteria
	22
	13.6
	40.9
	0
	0
	0
	0
	13.6
	0
	N_Retention
	Functionally Diverse
	Aquatic
	4
	TRUE
	Moderate

	Bin94
	Gemmatimonadetes
	22
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Inactive
	Aquatic
	2
	TRUE
	Very Low

	Fen-1231
	Gemmatimonadetes
	12
	0
	8.3
	16.7
	0
	0
	0
	0
	16.7
	N_Loss
	Functionally Inactive
	Aquatic
	3
	FALSE
	High

	Gemmatimonas
	Gemmatimonadetes
	22
	0
	4.5
	4.5
	0
	0
	0
	0
	4.5
	N_Loss
	Functionally Inactive
	Aquatic
	3
	FALSE
	Low

	PNKF01
	Gemmatimonadetes
	14
	0
	0
	0
	0
	0
	7.1
	7.1
	0
	N_Retention
	Functionally Inactive
	Aquatic
	3
	TRUE
	Low

	Palauibacter
	Gemmatimonadetes
	14
	0
	7.1
	7.1
	0
	0
	0
	0
	7.1
	N_Loss
	Functionally Inactive
	Aquatic
	1
	FALSE
	Moderate

	UBA4720
	Gemmatimonadetes
	11
	0
	0
	18.2
	0
	0
	9.1
	9.1
	18.2
	Multifunctional
	Functionally Inactive
	Terrestrial
	3
	FALSE
	High

	Halanaerobium
	Halanaerobiia
	11
	0
	0
	0
	36.4
	0
	0
	36.4
	0
	N_Retention
	Functionally Inactive
	Other
	3
	TRUE
	Low

	Geothrix
	Holophagae
	36
	0
	61.1
	0
	5.6
	0
	88.9
	94.4
	0
	N_Retention
	Retention-Dominant
	Aquatic
	6
	TRUE
	Very Low

	Holophaga
	Holophagae
	11
	0
	27.3
	0
	27.3
	0
	81.8
	109.1
	0
	N_Retention
	Retention-Dominant
	Aquatic
	5
	TRUE
	Low

	Fen-1258
	Ignavibacteria
	11
	0
	18.2
	72.7
	0
	0
	27.3
	27.3
	72.7
	Multifunctional
	Functionally Diverse
	Extreme
	4
	TRUE
	High

	JAAXHH01
	JAAXHH01
	14
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Inactive
	Aquatic
	2
	TRUE
	Very Low

	UBA10438
	Kapaibacteriia
	11
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Inactive
	Aquatic
	2
	TRUE
	Very Low

	UBA961
	Kapaibacteriia
	10
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Inactive
	Aquatic
	1
	TRUE
	Very Low

	Pontiella
	Kiritimatiellia
	12
	16.7
	16.7
	0
	66.7
	0
	91.7
	175
	0
	N_Retention
	Retention-Dominant
	Aquatic
	4
	TRUE
	Very High

	Spyradenecus
	Kiritimatiellia
	10
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Retention-Dominant
	Host-associated
	1
	TRUE
	Very Low

	JAKASW01
	Kryptoniia
	10
	0
	0
	40
	0
	0
	0
	0
	40
	N_Loss
	Functionally Diverse
	Extreme
	2
	FALSE
	High

	UBA1784
	Lentisphaeria
	12
	0
	0
	0
	8.3
	0
	0
	8.3
	0
	N_Retention
	Functionally Inactive
	Host-associated
	1
	TRUE
	Low

	Victivallis
	Lentisphaeria
	10
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Inactive
	Host-associated
	2
	TRUE
	Very Low

	Leptospira
	Leptospirae
	83
	37.3
	0
	25.3
	1.2
	0
	0
	38.6
	25.3
	Multifunctional
	Functionally Diverse
	Terrestrial
	5
	FALSE
	Very High

	Fen-1039
	Limnocylindria
	10
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Inactive
	Terrestrial
	2
	TRUE
	Very Low

	Moorella
	Moorellia
	12
	16.7
	91.7
	0
	33.3
	0
	0
	50
	0
	N_Retention
	Functionally Inactive
	Host-associated
	4
	TRUE
	Moderate

	Anaeromyxobacter
	Myxococcia
	13
	15.4
	92.3
	0
	84.6
	0
	100
	200
	0
	N_Retention
	Retention-Dominant
	Terrestrial
	5
	TRUE
	Very High

	Archangium
	Myxococcia
	14
	0
	71.4
	14.3
	0
	0
	78.6
	78.6
	14.3
	Multifunctional
	Retention-Dominant
	Terrestrial
	4
	TRUE
	Moderate

	Corallococcus
	Myxococcia
	20
	0
	0
	0
	0
	0
	65
	65
	0
	N_Retention
	Retention-Dominant
	Terrestrial
	4
	TRUE
	Moderate

	Myxococcus
	Myxococcia
	28
	0
	14.3
	3.6
	0
	0
	82.1
	82.1
	3.6
	Multifunctional
	Retention-Dominant
	Terrestrial
	3
	TRUE
	Moderate

	Acidaminococcus
	Negativicutes
	18
	0
	0
	0
	5.6
	0
	0
	5.6
	0
	N_Retention
	Functionally Inactive
	Host-associated
	3
	TRUE
	High

	Anaerovibrio
	Negativicutes
	16
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Inactive
	Host-associated
	3
	FALSE
	High

	Centipeda
	Negativicutes
	16
	0
	93.8
	0
	100
	0
	100
	200
	0
	N_Retention
	Functionally Inactive
	Host-associated
	2
	TRUE
	High

	Dialister
	Negativicutes
	23
	0
	0
	0
	82.6
	0
	0
	82.6
	0
	N_Retention
	Functionally Inactive
	Host-associated
	2
	TRUE
	Low

	F0422
	Negativicutes
	10
	0
	100
	0
	0
	0
	0
	0
	0
	Metabolically_Versatile
	Functionally Inactive
	Host-associated
	1
	FALSE
	High

	Megasphaera
	Negativicutes
	22
	0
	0
	0
	100
	0
	0
	100
	0
	N_Retention
	Functionally Inactive
	Host-associated
	3
	TRUE
	Low

	Phascolarctobacterium
	Negativicutes
	18
	0
	0
	0
	100
	0
	0
	100
	0
	N_Retention
	Functionally Inactive
	Host-associated
	2
	TRUE
	Low

	Quinella
	Negativicutes
	50
	0
	42
	0
	2
	0
	70
	72
	0
	N_Retention
	Functionally Inactive
	Host-associated
	2
	TRUE
	Low

	Selenomonas
	Negativicutes
	42
	0
	54.8
	0
	73.8
	0
	83.3
	157.1
	0
	N_Retention
	Functionally Inactive
	Host-associated
	3
	TRUE
	Moderate

	Sporomusa
	Negativicutes
	12
	0
	50
	0
	100
	0
	91.7
	191.7
	0
	N_Retention
	Functionally Inactive
	Other
	5
	TRUE
	High

	Succiniclasticum
	Negativicutes
	15
	0
	0
	0
	80
	0
	0
	80
	0
	N_Retention
	Functionally Inactive
	Other
	2
	TRUE
	Low

	Veillonella
	Negativicutes
	54
	0
	87
	0
	9.3
	0
	0
	9.3
	0
	N_Retention
	Functionally Inactive
	Host-associated
	4
	TRUE
	High

	Bin75
	Nitrospiria
	13
	0
	92.3
	92.3
	0
	0
	0
	0
	92.3
	N_Loss
	N-Loss Specialist
	Aquatic
	3
	FALSE
	Very High

	Nitrospira
	Nitrospiria
	94
	0
	78.7
	94.7
	0
	33
	7.4
	7.4
	127.7
	Multifunctional
	N-Loss Specialist
	Engineered
	6
	TRUE
	Very High

	Palsa-1315
	Nitrospiria
	23
	0
	78.3
	87
	0
	0
	0
	0
	87
	N_Loss
	N-Loss Specialist
	Aquatic
	6
	FALSE
	Very High

	F1-60-MAGs104
	Phycisphaerae
	14
	0
	7.1
	0
	0
	0
	0
	0
	0
	Metabolically_Versatile
	Functionally Inactive
	Aquatic
	1
	FALSE
	Moderate

	GCA-002718515
	Phycisphaerae
	15
	0
	40
	0
	0
	0
	0
	0
	0
	Metabolically_Versatile
	Functionally Inactive
	Aquatic
	2
	FALSE
	Moderate

	PLanc-01
	Phycisphaerae
	14
	0
	7.1
	0
	7.1
	0
	71.4
	78.6
	0
	N_Retention
	Functionally Inactive
	Aquatic
	5
	TRUE
	Moderate

	SYAC01
	Phycisphaerae
	10
	0
	10
	0
	0
	0
	0
	0
	0
	Metabolically_Versatile
	Functionally Inactive
	Aquatic
	1
	FALSE
	Moderate

	UBA1924
	Phycisphaerae
	12
	0
	25
	0
	0
	0
	41.7
	41.7
	0
	N_Retention
	Functionally Inactive
	Aquatic
	3
	TRUE
	Low

	Aureliella
	Planctomycetia
	10
	10
	70
	0
	0
	0
	20
	30
	0
	N_Retention
	Functionally Diverse
	Aquatic
	3
	TRUE
	Low

	Bythopirellula
	Planctomycetia
	10
	30
	70
	0
	0
	0
	20
	50
	0
	N_Retention
	Functionally Diverse
	Aquatic
	4
	TRUE
	Low

	Gemmata
	Planctomycetia
	17
	82.4
	0
	11.8
	0
	0
	0
	82.4
	11.8
	Multifunctional
	Functionally Diverse
	Aquatic
	5
	TRUE
	Moderate

	Gimesia
	Planctomycetia
	17
	70.6
	11.8
	0
	0
	0
	64.7
	135.3
	0
	N_Retention
	Functionally Diverse
	Aquatic
	3
	TRUE
	High

	Mariniblastus
	Planctomycetia
	19
	10.5
	5.3
	0
	0
	0
	0
	10.5
	0
	N_Retention
	Functionally Diverse
	Aquatic
	3
	TRUE
	Moderate

	Pirellula
	Planctomycetia
	19
	10.5
	5.3
	0
	0
	0
	0
	10.5
	0
	N_Retention
	Functionally Diverse
	Aquatic
	4
	TRUE
	Moderate

	QWPN01
	Planctomycetia
	13
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Diverse
	Aquatic
	1
	FALSE
	Moderate

	RUG369
	Planctomycetia
	10
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Diverse
	Host-associated
	2
	FALSE
	Moderate

	Rhodopirellula
	Planctomycetia
	14
	35.7
	57.1
	0
	0
	0
	92.9
	128.6
	0
	N_Retention
	Functionally Diverse
	Aquatic
	4
	TRUE
	High

	Rubripirellula
	Planctomycetia
	17
	11.8
	29.4
	0
	0
	0
	35.3
	47.1
	0
	N_Retention
	Functionally Diverse
	Aquatic
	4
	TRUE
	Low

	SXXK01
	Planctomycetia
	11
	0
	9.1
	0
	0
	0
	0
	0
	0
	Metabolically_Versatile
	Functionally Diverse
	Aquatic
	2
	FALSE
	Moderate

	Schlesneria
	Planctomycetia
	12
	50
	0
	0
	0
	0
	0
	50
	0
	N_Retention
	Functionally Diverse
	Aquatic
	3
	TRUE
	Low

	Stieleria
	Planctomycetia
	13
	53.8
	76.9
	0
	0
	0
	92.3
	146.2
	0
	N_Retention
	Functionally Diverse
	Aquatic
	2
	TRUE
	Very High

	JABFXX01
	Polyangia
	16
	12.5
	12.5
	18.8
	0
	0
	18.8
	31.2
	18.8
	Multifunctional
	Functionally Inactive
	Terrestrial
	4
	FALSE
	High

	Labilithrix
	Polyangia
	15
	0
	0
	26.7
	0
	0
	20
	20
	26.7
	Multifunctional
	Functionally Inactive
	Engineered
	5
	FALSE
	High

	Bin80
	Rhodothermia
	11
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Inactive
	Aquatic
	1
	TRUE
	Very Low

	Fodinibius
	Rhodothermia
	11
	9.1
	0
	0
	0
	0
	0
	9.1
	0
	N_Retention
	Functionally Inactive
	Other
	4
	TRUE
	Low

	Rhodohalobacter
	Rhodothermia
	18
	0
	16.7
	0
	0
	0
	16.7
	16.7
	0
	N_Retention
	Functionally Inactive
	Extreme
	3
	TRUE
	Low

	Salinibacter
	Rhodothermia
	10
	0
	10
	0
	0
	0
	0
	0
	0
	Metabolically_Versatile
	Functionally Inactive
	Aquatic
	3
	FALSE
	Very Low

	Rubrobacter
	Rubrobacteria
	22
	4.5
	40.9
	0
	0
	0
	0
	4.5
	0
	N_Retention
	Functionally Inactive
	Terrestrial
	4
	TRUE
	Low

	Borrelia
	Spirochaetia
	20
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Inactive
	Host-associated
	4
	TRUE
	Very Low

	Borreliella
	Spirochaetia
	25
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Inactive
	Other
	3
	TRUE
	Very Low

	Bullifex
	Spirochaetia
	16
	0
	0
	0
	12.5
	0
	0
	12.5
	0
	N_Retention
	Functionally Inactive
	Host-associated
	1
	TRUE
	Low

	Ornithospirochaeta
	Spirochaetia
	36
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Inactive
	Host-associated
	1
	TRUE
	Very Low

	Sphaerochaeta
	Spirochaetia
	20
	0
	0
	0
	5
	0
	0
	5
	0
	N_Retention
	Functionally Inactive
	Aquatic
	6
	TRUE
	Low

	Teretinema
	Spirochaetia
	11
	0
	0
	0
	63.6
	0
	0
	63.6
	0
	N_Retention
	Functionally Inactive
	Extreme
	3
	TRUE
	High

	Treponema
	Spirochaetia
	220
	0
	0
	0
	37.7
	0
	0
	37.7
	0
	N_Retention
	Functionally Inactive
	Host-associated
	5
	TRUE
	Moderate

	WQXQ01
	Spirochaetia
	18
	0
	0
	0
	22.2
	0
	0
	22.2
	0
	N_Retention
	Functionally Inactive
	Host-associated
	1
	TRUE
	Moderate

	Sulfobacillus
	Sulfobacillia
	18
	11.1
	44.4
	11.1
	5.6
	0
	0
	16.7
	11.1
	Multifunctional
	Functionally Inactive
	Extreme
	5
	TRUE
	Moderate

	JAFUXM01
	Synergistia
	37
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Inactive
	Host-associated
	2
	TRUE
	Very Low

	Smithella
	Syntrophia
	10
	0
	0
	0
	30
	0
	10
	40
	0
	N_Retention
	Retention-Dominant
	Aquatic
	4
	TRUE
	Low

	UBA8904
	Syntrophia
	17
	0
	0
	0
	0
	0
	64.7
	64.7
	0
	N_Retention
	Retention-Dominant
	Aquatic
	5
	TRUE
	Moderate

	SbD1
	Syntrophobacteria
	14
	0
	28.6
	14.3
	78.6
	0
	35.7
	114.3
	14.3
	Multifunctional
	Retention-Dominant
	Engineered
	4
	TRUE
	Moderate

	Acidoferrum
	Terriglobia
	21
	9.5
	0
	4.8
	0
	0
	4.8
	14.3
	4.8
	Multifunctional
	Functionally Diverse
	Terrestrial
	3
	TRUE
	Moderate

	BOG-234
	Terriglobia
	15
	60
	13.3
	0
	0
	0
	0
	60
	0
	N_Retention
	Functionally Diverse
	Aquatic
	2
	TRUE
	Moderate

	Bog-105
	Terriglobia
	13
	61.5
	7.7
	7.7
	0
	0
	0
	61.5
	7.7
	Multifunctional
	Functionally Diverse
	Terrestrial
	1
	TRUE
	Moderate

	CADEFT01
	Terriglobia
	10
	40
	90
	0
	0
	0
	70
	110
	0
	N_Retention
	Functionally Diverse
	Engineered
	4
	TRUE
	High

	Edaphobacter
	Terriglobia
	37
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Diverse
	Terrestrial
	5
	FALSE
	Moderate

	Ga0077553
	Terriglobia
	12
	41.7
	16.7
	0
	0
	0
	8.3
	50
	0
	N_Retention
	Functionally Diverse
	Aquatic
	3
	TRUE
	Low

	Granulicella
	Terriglobia
	36
	0
	0
	0
	8.3
	0
	0
	8.3
	0
	N_Retention
	Functionally Diverse
	Terrestrial
	4
	TRUE
	Moderate

	Occallatibacter
	Terriglobia
	43
	0
	4.7
	4.7
	2.3
	0
	0
	2.3
	4.7
	Multifunctional
	Functionally Diverse
	Terrestrial
	4
	TRUE
	Moderate

	Palsa-187
	Terriglobia
	18
	50
	5.6
	0
	0
	0
	0
	50
	0
	N_Retention
	Functionally Diverse
	Aquatic
	3
	TRUE
	Low

	QIAJ01
	Terriglobia
	15
	6.7
	26.7
	33.3
	6.7
	0
	0
	13.3
	33.3
	Multifunctional
	Functionally Diverse
	Terrestrial
	2
	TRUE
	Moderate

	Sulfotelmatobacter
	Terriglobia
	26
	0
	11.5
	15.4
	0
	0
	3.8
	3.8
	15.4
	Multifunctional
	Functionally Diverse
	Terrestrial
	3
	TRUE
	Moderate

	Terriglobus
	Terriglobia
	15
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Diverse
	Terrestrial
	4
	FALSE
	Moderate

	VXMF01
	Terriglobia
	11
	90.9
	0
	100
	0
	0
	0
	90.9
	100
	Multifunctional
	Functionally Diverse
	Aquatic
	2
	TRUE
	Very High

	Caldicellulosiruptor
	Thermoanaerobacteria
	15
	0
	0
	0
	80
	0
	0
	80
	0
	N_Retention
	Functionally Inactive
	Extreme
	2
	TRUE
	Low

	Thermoanaerobacter
	Thermoanaerobacteria
	16
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Inactive
	Other
	5
	FALSE
	High

	Multivorans
	Thermoanaerobaculia
	17
	0
	0
	5.9
	0
	0
	0
	0
	5.9
	N_Loss
	Functionally Inactive
	Aquatic
	3
	FALSE
	Low

	Thermodesulfobacterium
	Thermodesulfobacteria
	13
	0
	0
	0
	7.7
	0
	69.2
	76.9
	0
	N_Retention
	Retention-Dominant
	Extreme
	3
	TRUE
	Low

	Thermodesulfovibrio
	Thermodesulfovibrionia
	10
	0
	10
	0
	70
	0
	80
	150
	0
	N_Retention
	Retention-Dominant
	Aquatic
	5
	TRUE
	Moderate

	67-14
	Thermoleophilia
	17
	0
	76.5
	0
	0
	0
	0
	0
	0
	Metabolically_Versatile
	Functionally Inactive
	Aquatic
	3
	FALSE
	Moderate

	Palsa-465
	Thermoleophilia
	19
	5.3
	15.8
	0
	0
	0
	0
	5.3
	0
	N_Retention
	Functionally Inactive
	Terrestrial
	4
	TRUE
	Moderate

	Palsa-744
	Thermoleophilia
	13
	0
	15.4
	7.7
	0
	0
	0
	0
	7.7
	N_Loss
	Functionally Inactive
	Terrestrial
	2
	FALSE
	Moderate

	SYFI01
	Thermoleophilia
	11
	0
	9.1
	9.1
	0
	0
	0
	0
	9.1
	N_Loss
	Functionally Inactive
	Aquatic
	2
	FALSE
	Moderate

	VAYN01
	Thermoleophilia
	12
	0
	50
	0
	0
	0
	0
	0
	0
	Metabolically_Versatile
	Functionally Inactive
	Engineered
	5
	FALSE
	Moderate

	Fervidobacterium
	Thermotogae
	11
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Inactive
	Extreme
	4
	TRUE
	Very Low

	Pseudothermotoga
	Thermotogae
	15
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Inactive
	Other
	3
	TRUE
	Very Low

	Thermosipho
	Thermotogae
	10
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Inactive
	Extreme
	2
	TRUE
	Very Low

	Thermotoga
	Thermotogae
	11
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Inactive
	Other
	3
	TRUE
	Very Low

	RKRQ01
	UBA1144
	13
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Inactive
	Aquatic
	3
	TRUE
	Very Low

	GCA-2724215
	UBA2968
	13
	30.8
	0
	0
	0
	0
	61.5
	92.3
	0
	N_Retention
	Functionally Diverse
	Aquatic
	3
	TRUE
	High

	VXRD01
	UBA2968
	10
	10
	0
	0
	0
	0
	0
	10
	0
	N_Retention
	Functionally Diverse
	Aquatic
	2
	TRUE
	Moderate

	JABMPR01
	UBA8477
	10
	0
	10
	10
	0
	0
	10
	10
	10
	Multifunctional
	Functionally Inactive
	Aquatic
	2
	TRUE
	Moderate

	Avigastranaerophilus
	Vampirovibrionia
	14
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Inactive
	Host-associated
	2
	TRUE
	Very Low

	Galligastranaerophilus
	Vampirovibrionia
	14
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Inactive
	Host-associated
	2
	TRUE
	Very Low

	MGBC122484
	Vampirovibrionia
	11
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Inactive
	Host-associated
	1
	TRUE
	Very Low

	RUG14156
	Vampirovibrionia
	19
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Inactive
	Host-associated
	1
	TRUE
	Very Low

	Akkermansia
	Verrucomicrobiae
	56
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Inactive
	Host-associated
	3
	TRUE
	Very Low

	Arctic95D-9
	Verrucomicrobiae
	28
	7.1
	7.1
	25
	0
	0
	0
	7.1
	25
	Multifunctional
	Functionally Inactive
	Aquatic
	6
	FALSE
	High

	Chth-196
	Verrucomicrobiae
	10
	0
	0
	10
	0
	0
	0
	0
	10
	N_Loss
	Functionally Inactive
	Aquatic
	1
	FALSE
	Moderate

	ER46
	Verrucomicrobiae
	35
	0
	8.6
	51.4
	0
	0
	17.1
	17.1
	51.4
	Multifunctional
	Functionally Inactive
	Aquatic
	5
	FALSE
	Very High

	Haloferula
	Verrucomicrobiae
	17
	5.9
	11.8
	47.1
	0
	0
	5.9
	11.8
	47.1
	Multifunctional
	Functionally Inactive
	Aquatic
	4
	FALSE
	Very High

	Lacunisphaera
	Verrucomicrobiae
	19
	0
	0
	73.7
	0
	0
	21.1
	21.1
	73.7
	Multifunctional
	Functionally Inactive
	Aquatic
	5
	FALSE
	Very High

	Lentimonas
	Verrucomicrobiae
	12
	16.7
	16.7
	0
	8.3
	0
	8.3
	33.3
	0
	N_Retention
	Functionally Inactive
	Aquatic
	2
	TRUE
	Moderate

	Luteolibacter
	Verrucomicrobiae
	58
	1.7
	12.1
	5.2
	1.7
	0
	5.2
	8.6
	5.2
	Multifunctional
	Functionally Inactive
	Aquatic
	5
	FALSE
	Low

	Merdousia
	Verrucomicrobiae
	23
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Inactive
	Host-associated
	1
	TRUE
	Very Low

	Oceaniferula
	Verrucomicrobiae
	10
	50
	30
	10
	0
	0
	0
	50
	10
	Multifunctional
	Functionally Inactive
	Aquatic
	3
	FALSE
	High

	Opi-474
	Verrucomicrobiae
	11
	0
	0
	45.5
	0
	0
	0
	0
	45.5
	N_Loss
	Functionally Inactive
	Aquatic
	3
	FALSE
	Very High

	Palsa-1447
	Verrucomicrobiae
	10
	0
	0
	30
	0
	0
	0
	0
	30
	N_Loss
	Functionally Inactive
	Aquatic
	2
	FALSE
	High

	Prosthecobacter
	Verrucomicrobiae
	41
	9.8
	17.1
	22
	0
	0
	0
	9.8
	22
	Multifunctional
	Functionally Inactive
	Aquatic
	5
	FALSE
	High

	Rariglobus
	Verrucomicrobiae
	10
	0
	20
	10
	0
	0
	20
	20
	10
	Multifunctional
	Functionally Inactive
	Aquatic
	2
	FALSE
	Moderate

	Roseibacillus
	Verrucomicrobiae
	13
	15.4
	7.7
	0
	0
	0
	0
	15.4
	0
	N_Retention
	Functionally Inactive
	Aquatic
	2
	TRUE
	Low

	SW10
	Verrucomicrobiae
	17
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Inactive
	Aquatic
	2
	TRUE
	Very Low

	SXXZ01
	Verrucomicrobiae
	12
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Inactive
	Aquatic
	1
	TRUE
	Very Low

	UBA11358
	Verrucomicrobiae
	29
	0
	0
	48.3
	13.8
	0
	3.4
	17.2
	48.3
	Multifunctional
	Functionally Inactive
	Aquatic
	4
	FALSE
	Very High

	UBA6821
	Verrucomicrobiae
	13
	0
	0
	0
	0
	0
	7.7
	7.7
	0
	N_Retention
	Functionally Inactive
	Aquatic
	2
	TRUE
	Low

	UBA7441
	Verrucomicrobiae
	11
	0
	0
	0
	18.2
	0
	0
	18.2
	0
	N_Retention
	Functionally Inactive
	Aquatic
	2
	TRUE
	Moderate

	UBA953
	Verrucomicrobiae
	25
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Inactive
	Aquatic
	2
	TRUE
	Very Low

	UBA956
	Verrucomicrobiae
	11
	9.1
	0
	0
	0
	0
	0
	9.1
	0
	N_Retention
	Functionally Inactive
	Aquatic
	1
	TRUE
	Low

	UBA967
	Verrucomicrobiae
	10
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Inactive
	Aquatic
	2
	TRUE
	Very Low

	Udaeobacter
	Verrucomicrobiae
	10
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Inactive
	Terrestrial
	2
	TRUE
	Very Low

	MSPOR6
	WGA-4E
	17
	0
	0
	0
	0
	0
	0
	0
	0
	Non_N_Cycling
	Functionally Inactive
	Aquatic
	2
	TRUE
	Very Low

	WGA-3G
	WGA-4E
	30
	10
	0
	0
	0
	0
	0
	10
	0
	N_Retention
	Functionally Inactive
	Aquatic
	4
	TRUE
	Low

	Mariprofundus
	Zetaproteobacteria
	20
	45
	25
	45
	5
	0
	0
	50
	45
	Multifunctional
	Functionally Diverse
	Aquatic
	3
	TRUE
	High



