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Table 1. AMOVA analysis of differences in diversity of endophytic bacteria in different. sampling

months.

p-value May June July
Juna 0.024
July < 0.001 0.068

August 0.016 0.373 0.02

Comparing all four months: o = 0.001
doi:10.1371joumnal. pone. (1 S0E35.1001

Table 2. AMOVA analysis of differences in diversity of endophytic bacteria in different host plant species.

p-value A. psilostachya A, viridis P. virgatum §. nutans
A viridlis < 0,001

P. virgatum 0.016 < 0,001

5. nutans 0106 = 0.001 0.962

R. humilis 0.019 < 0.001 < 0.001 < 0.001

Comparing all five species: p < 0.0071,

dait 10,137 journal pane. 01508251002
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Table 3. LEfSe analysis identification of biomarker microbes for endophytic bacterial communities for different host plant species.

oTu Type LDA p-¥al Phylum Genus Ambrosia Asclepias  Panicum  Rueliia  Sorghastrum
Otu1327  Asclepias 4,701 0.0002 § Protecbacteria  Sphingomonas 18.2 656 124 16.2 10,3
Ow2476 Sorghastum 4568 | 0.0106 | Protectacteria  Sphingomonas 27.9 35 42.1 5
Otu2857  Asclepias 4,582 1 0.0255 ﬁﬂﬂﬂb&ﬂaﬂa Mettylobacterium 9.4 459 181 6.7 16.7
Otu1215 Sorghastum 4,341 0.0376 | Bacfenodetes Hymenobacter 2.1 Tg 6.7 1.2 7.5
Otu2a34  Asclepias 4,385 ‘ 00483 § Bacferodetas Hymenobacter 16.7 285 85 24 12.2
Otu1088  Ambrosia 4,358 00668 Profecbacitena Pssudomonas 215 21 T8 25 6.7
Otu1252  Asclepias 4358 0.07V85 Profeobactera Methyobactenum 3 26.4 6.1 54 Q.2
Otus14 Asclepias 4,368 00094 Proteobactena Sphingomonas 10.9 203 39 33 2.2
Otu2528  Ruelia 4.745 0.3058 Protobactera Aguabactenum ar.a 11.3 79 775 18.6
Otu2245  Ruelia 5135 0.3455 Protecbacteria FPseudomonas 40.9 18.2 248 1529 35.6
Ctud184  Asclepias 4,33 04293 Protecbactera Methylobacienum 30.6 3r.2 136 14,6 9.2
doi-10.4 37 fjournal pane 0150895 4003
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Table 4. LEiSe analysis identification of biomarker microbes for endophytic bacterial communities for different moenths of sample collection.

oTu Type LDA pValue Phylum Genus May June July August
Otu2245 May 5.042 o Protechacteria Pseudomonas | 128 | 3.24 3.02 0.44
Otui252 July 4.302 0.0004 Protecbacteria Methylobacterium 0.27 0.49 2.54 0.85
Otudig4 June 4.38 0.0027 Proteobactaria Meathyiobacterium 0.64 3.18 32y 111
Otu2476 July 4,573 0.0038 Protecbacteria Sphingomanas 1.2 3.04 5.6 252
Otu1088 August 4.203 0.0083 Proteobacteria Pseudomonas 0.11 0.62 0.96 2.04
Ot1333 August 424 00505 Proteobactena Caulobacter 1.02 1.62 0.42 252
Otu2as? July 4.346 00661 Proteohacteria Methylobacterium 1.07 1.98 3.6 1.58
Otu1709 July 3.94 00736 Protecbactera Unclassified 0.22 0.55 0.83 0.41
Otu13z7 July 4.345 0.085 Proteobacleria Sphingomaonas 2.2 211 418 1.7
Otu2528 August 4. 408 01715 Proteobacteria Aquabacteriuim 278 3.73 0.96 3.96
Otu2934 July 412 0.188 Bacteroidetes Hymenobacter 1.6 1.4 1.96 0.55
Otul1 724 August 4.087 03628 Proteobacteria Unclassified 0.78 1.24 1.56 1.85
Otu514 June 4.078 0.3672 Proteobactera Sphingomaonas 0.76 1.64 0.58 0.3
Otu1as3 June 3.894 0.5506 Actinobacteria Curtobactanium 0.24 .98 0.92 0.56
Otu1215 July 3.873 0.7168 Bacteraldatas Hymanabacter 0.45 0.33 0,81 052
Otu2077 July 3.862 0.7716 Protecbacteria Sphingomanas 0.58 0.82 0.94 0.44
Otugan May 4.275 0.8057 Proteobacteria Pseudomonas 5.82 4.91 5.62 578
Otu2573 July 4.036 0.8927 Proteabacteria Rhizotinm 1.58 1.96 218 126
Otu269 July 3.767 0.9568 Proteobacteria Sphingomanas 0.38 (.38 0.42 0.41
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