Table S1 A table summarising proportions of bacterial phyla in plant endosphere based on 25 references using either culture- dependent (CD) or independent (CID) method.
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Host SpeciesOrganCDCIDReference

Proteobacteria (~15%)15

Actinobacteria (~67%)67

Firmicutes (~8%)8

Bacteroidetes (~9%)9

Unclassified Phyla (~1%)1

Proteobacteria (~28%)28

Actinobacteria (~30%)30

Firmicutes (~5%)5

Bacteroidetes (~17%)17

Cyanobacteria (~15%)15

Unclassified Phyla (~4%)4

Proteobacteria (~70%)70

Actinobacteria (~8%)8

Firmicutes (<1%)1

Bacteroidetes (~10%)10

Proteobacteria (~40%)40

Actinobacteria (~40%)40

Firmicutes (<1%)1

Bacteroidetes (~20%)20

Proteobacteria (~48%)48

Actinobacteria (~19%)19

Bacteroidetes (~3%)3

Firmicutes (~4%)4

Acidobacteria  (~10.5%)10.5

Planctomycetes (~4%)4

Verrucomicrobia (~2%)2

Other Phyla (~9.5%)9.5

Proteobacteria (~43%)43

Actinobacteria (~1%)1

Firmicutes (~9%)9

Bacteroidetes (~9%)9

Verrucomicrobia (~7%)7

Spirochaetes (~3%)3

Planctomycetes (~3%)3

Fibrobacteres (~3%)3

Cyanobacteria (~1%)1

Chloroflexi (~16%)16

Acidobacteria (~5%)5

Proteobacteria (85.7%)85.7

Firmicutes (12.0%)12

Bacteroidetes (0.9%)0.9

Cyanobacteria (~0.5%)0.5

Fibrobacteres (~0.2%)0.2

Nitrospirae (~0.4%)0.4

Planctomycetes (~1.3%)1.3

Proteobacteria (69.26%)69.26

Acidobacteria (0.52%)0.52

Deinococcus-Thermus (1.56%)1.56

Low G+C gram (6.77%)6.77

CFB division (4.17%)4.17

Unclassified Phyla (14.58%)14.58

Archaea (3.13%)3.13

Proteobacteria (~80%)80

Acidobacteria (6%)6

Firmicutes (~5-10%)7.5

Verrucomicrobia (~2-5%)2.5

Planctomycetes (~0.5-1%)0.75

Gemmatimonadetes (~0.5%)0.5

Other Phyla (~1%)1

Proteobacteria (53%)53

Actinobacteria (6%)6

Firmicutes (41%)41

Proteobacteria (6%)6

Actinobacteria (5%)5

Firmicutes (89%)89

Proteobacteria (12%)12

Actinobacteria (11%)11

Firmicutes (77%)77

Sweet potatoStemProteobacteria (100%) 100×Khan et al., 2009

Proteobacteria (27%)27

Actinobacteria (23%)23

Firmicutes (50%)50

Aster triplium L. (sea spinach)Root



× 

Root (IPB-149)

Root (IPB-052)

Sweet potato

Lundberg et al., 2012

Root (grown in Clayton soil)

Marques  et al., 2015

Sun et al., 2008



×

Arabidopsis

Leaf

Bodenhausen et al., 2013

Root





RiceRoot

×

Arabidopsis

Root (grown in Mason farm soil)

×

×

Root (IPB-137)

×

Populus deltoides

Root



Gottel et al., 2011

×

Arabidospsis 

Root



×

Bulgarelli et al., 2012

RiceRootSessitsch et al., 2015

RiceRootEdwards  et al., 2015



Dominate phyla

××





Szymańska et al., 2016
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Proteobacteria (90%)90

Actinobacteria (1.5%)1.5

Planctomycetes (1.4%)1.4

Verrucomicrobia (1.1%)1.1

Acidobacteria (0.5%)0.5

Other Phyla (1%)1

Proteobacteria (36.7%)36.7

Actinobacteria (29.7%)29.7

Firmicutes (32.9%)32.9

Bacteroidetes (0.6%)0.6

Proteobacteria (54.48%)54.48

Bacteroidetes (30.38%)30.38

Actinobacteria (4.88%)4.88

Acidobacteria (~1.98%)1.98

Firmicutes (~0.93%)0.93

Other Phyla (~2.56%)2.56

Unclassified Phyla (4.78%)4.78

Proteobacteria (19%)19

Actinobacteria (2%)2

Firmicutes (75%)75

Deinococcus-Thermus (1%)1

Bacteroidetes (3%)3

Proteobacteria (~85%)85

Actinobacteria (~10%)10

Firmicutes (~5%)6

Proteobacteria (~28%)28

Actinobacteria (~12%)12

Firmicutes (~50%)50

Cyanobacteria (~2%)2

Acidobacteria (~1%)1

Chloroflexi (~3%)3

Bacteroidetes (~4%)4

Proteobacteria (~43%)43

Actinobacteria (~9%)9

Firmicutes (~45%)45

Cyanobacteria (~0.5%)0.5

Verrucomicrobia (~0.5%)0.5

Chloroflexi (~1%)1

Bacteroidetes (~1%)1

Proteobacteria (~65%)65

Actinobacteria (~6%)6

Firmicutes (~28%)28

Cyanobacteria (~1%)1

Proteobacteria (45.9%)45.9

Actinobacteria (14.8%)14.8

Firmicutes (27.6%)27.6

CFB Group (11.7%)11.7

Proteobacteria (~61.93%)61.93

Actinobacteria (~18.78%)18.78

Firmicutes (~2.03%)2.03

Bacteroidetes (~12.18%)12.18

Unclassified (~5.08%)5.08

Proteobacteria (23%)23

Actinobacteria (43%)43

Firmicutes (7%)7

Bacteroidetes (27%)27

Proteobacteria (97%)97

Firmicutes (0.7%)0.7

Proteobacteria (39%)39

Firmicutes (44%)44

Proteobacteria (~55%)55

Actinobacteria (~30%)30

Firmicutes (<1%)1

Bacteroidetes (~5%)5

Proteobacteria (~85%)85

Actinobacteria (~8%)8

Firmicutes (~2%)2

Bacteroidetes (~3%)3

Proteobacteria (64%)64

Actinobacteria (9.5%)9.5

Firmicutes (12.1%)12.1

Bacteroidetes (6.4%)6.4

Proteobacteria (78%)78

Actinobacteria (6%)6

Firmicutes (6%)6

Bacteroidetes (2%)2

Acidobacteria (2%)2

Proteobacteria (85.42%)85.42

Actinobacteria (3.21%)3.21

Firmicutes (0.63%)0.63

Bacteroidetes (7.21%)7.21

Acidobacteria (0.59%)0.59

Proteobacteria (44%)44

Chloroflexi (4%)4

Firmicutes (12%)12

Bacteroidetes (11%)11

LeafFive Non-Cultivated Plants ×Ding and Melcher, 2016

Root×Su et al., 2016

Spartina alterniflora

Shoot tipsBanana×Thomas and Sekhar, 2017

Grass (Dactylis glomerata L.,)Arial plant parts×Wemheuer et al., 2017

P. pinaster trees×Proença et al., 2017

Barley

Sweet Clover

Root

Root

Mitter et al., 2017

Wood (site A)

Wood (site M)

×



Solanum nigrum L. 

Roots, stems and leafLuo et al., 2010

Liu et al., 2014

Solanum nigrum L. Root and stemChen et al., 2012

××



×



×

Grimmia montana (xerophilous moss)Shoot

Solanum tuberosum (potato)RootManter et al., 2010

Jin et al., 2014

Stem



×

Lespedeza sp.Root nodules Palaniappan et al., 2010

Root

Stellera chamaejasme L.

Leaf

×



Shoot (leaf and stem) and rootPanicum virgatum L. (switchgrass)Xia et al., 2013

×





Solanum lycopersicum L. (tomato)Leaf

Phaseolus vulgaris (common bean)Leaf×











de Olverira  et al., 2012



×



×Romero et al., 2014


