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FIGURES

Supplementary figure  1[image: ]. Rarefaction curves of all the samples used in this experiment. Labels of each curve are on the right ordered by species number.








Supplementary figure  2. [image: ]Bar plots of community structure within bacterial endophytic communities of cultivars DT (Don Tomas) and Ta (Tacuabe) at the genus taxonomic level, without (-UYFA156) and with (+UYFA156) inoculation. 


TABLES

Supplementary Table 1. Experimental design of the endophytic microbiomes experiment. Three biological replicates per treatment were made of the composite of 7 tubes with 3 plants of tall fescue each.  Seed treatments were not inoculated, since inoculation was carried out on plantlets at the time of their introduction to the tubes.

	
	SFRO Don Tomás
	Tacuabé
	
total
(n)

	
	Control 
(w/o UYFA156)
	Test
(w/ UYFA156)
	Control 
(w/o UYFA156)
	Test
(w/ UYFA156)
	

	seeds
	 3 reps
	
	 3 reps
	
	6

	7 dpi
	 3 reps
	 3 reps
	 3 reps
	 3 reps
	12

	30 dpi
	 3 reps
	 3 reps
	 3 reps
	 3 reps
	12

	total (n)
	9
	6
	9
	6
	30








Supplementary Table 2: Proportion of selected groups at different taxonomic levels within the whole endophytic bacterial microbiome of inoculated  plants (UYFA156) and uninoculated plants (control). Taxonomic groups that influenced significantly  in the differences between control and inoculated plant microbiomes within each cultivar and time are indicated (** < 0.001; * 0.01- 0.05; ‘ 0.05 - 0.07) next to the % variation (var) explained by the group. Numbers in bold denote the higher value of the two in each comparison. Cells in grey indicate the group was not found in the cultivar.
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image3.png
DON TOMAS TACUABE
TAXONowY Tant S0ap Tapt EXT
Phylum Class Order Family Genus. JuvFA15q uninoc. | var JuvFA15§ uninoc. | var [u¥FA15] uninoc. | var JuvFA156] uninoc. | var
Proteobacieria 0315 0,822 48" | 0.750] 0.677[ 27 | 0932 0.90742 | 0591 0,966 49"
Firmicutes 0,154 0,034 11 | 0.121] 0,052 16 | 0020 0.024[ 12 | 0,065 0.016] 6"
Synergistetes 0149 0,066 8 | 0001 0,000 0 | 0.011] 0,008 7 | 0.024] 0003 3~
Chioroflext 0,035 0,006] 3" | 0042 0.024] 7 | 0005 0.008 3 | 0,022 0.002] 3
Centisphaerae 0,004 0,000 0* | 0012 0.024[ 3 | 0.000] 0.000[ 0 | 0.001] 0,000 1
‘Spirochagtes 0,009 0,004 11* | 0007 0.002 2 | 0002 0.005[ 3 | o.011] 0.001[ 1-
S— ‘Gammaproteobacteria 0257 0,804 48 | 0.702] 0.627[ 24 | 0.921] 0.895 41 | 0.580 0,960 48"
— Bacill 0073 0,013 5 | 0030 060415 | 0015 0,013 4 | 0010 0014 1
[— Clostidia 0,063 0,015 4 | 0016[ 0.021] 3 | 0015 0.013[ 4 | 0053 0.002] 6
p— Oligosphasria 0,002] 0,000 0* | 0.001] 0,000 0 | 0.000] 0.000 0 | 0.002 0000 0"
po— ‘Actinobacteria 0164 0,003 14 | 0007 0.130[22 | 0005 0.011[ 7 | 0249 0,003 32
E— Campylobacteria 0,002 0,000 0* | 0.000] 0.000 0 | 0.001] 0,001 1 | 0001 0001 0
Planctomycetacia 0,000 0,001 0,0 [ 0000 0,005 1 | 0.001] 0,003 2 | 0.000] 0,000 0
ESNUN U— Enterobacteriales 0,191 0,767] 46™ [ 0.492] 0.519( 20 [ 0289 0532 0 [ 0.183 0.314] 19
[ — Xanthomonadales 0007 0,011 1* | 0,07 0.009[8"
I F— Rnodobacterales 0,009 0,003 1 | 0004 0,003 1 | 0000 0,002 0* | 0.000] 0,000 4
[P N— Acetobacterales 0,004 0,000 0 | 0000 0.001[ 0 | 0.001] 0,002 0 | 0.000] 0.000 1
[ - Lactobacillales 0,059 0,004 2~ | 0012 0.007[ 1 | 0004 0,001 1 | 0.006] 0.000[ 64
[ S Clostridiales 0,061 0,014 4 | 0016 0020 2 | 0,005 0,011 1 | 0.053 0,002 &
S Bacilaies 0,009 0.004 1 | 0087 0.023 10| ool 0011 1 | 0.00a 003 1
[ F— Wicromonosporaies 0,000 0,000 0 | 0000 0,000 0~
S Fe— Conynebacteriales 0,002 0,002 0 | 0000 0,000 0 [ 0.001] 0.000 0 | 0.000] 0.000 0
I F— Angerolneales 0,030 0,006 2 | 0012[ 0.010[ 1 | 0004 0.008[ 1 | 0.022 0.002] 2
— -~ Synergistales 0,149 0,066 7 | 0042 0.024[ 4 | 0011 0.008[ 1 | 0.024] 0.003] o
I S— Spirochaetales 0,061 0,014 2~ | 0007 0.002 1 | 0002 0.005[ 1 | o.01] o001 1*
[SPOTSU S S Moraxellaceas 0,012 0,003 1" | 0.001] 0,002 0 | 0.000] 0.000[ 0 | 0.001] 0,000 0
[ S S— Spiochaetaceas 0,009 0,004 1 | 0007 0.002 1 | 0002 0.005[ 0 | 0,011 0.001[ 1
IS P S Corynebacteriaceae 0,002 0,002 0 | 0.000] 0.000 0 | 0.001] 0.000 0 | 0.000] 0,000 0
P S R— Xanthomonadaceae 0,001 0.001 0 | 0.072] 0.007 7| 0.045] 0,023 4 | 0.028] 0.038 2
IS S S— Chifinophagaceae 0,000 0,000 0 | 0,000 0,000 0
I p— Lactobacilaceae 0,057 0,002 4~ | 0012 0.006] 1 [ 0004 0,001 1 | 0.005] 0,000 1
S PO P Micromonosporaceas 0,000] 0,000, 0 | 0,000 0,000 0*





image4.png
DON TOMAS TACUABE
TAXONomMY 7 dpi 30 dpi 7dpi 30 dpi
Phyium Class. Order Family Genus Juva15q controt [ var |uvFA15q controt [ var JuvFA15 control [ var JuvFa1sd] controi | var
p— . - Synergistaceae 0.149] 0.066] 7 | 0042 0024 4 | o011l 0008 1 | 0,024 0.003 2*
SR S S—— Rhodobacteraceae 0.009] 0.003] 1 | 0.004] 0,003 1 [ 0.000] 0,002 0* | 0.000[ 0.000[ 0
VRS P F— Methanospirillaceae 0,010/ 0.002] 1| 0.001 0.001 0 [ 0.000 0,002 0" | 0.001 0.000[ 0
— - — Bacillaceae 0.008] 0.002] 1 | 0,073 0.000[ 9 [ 0,009 0,003 1 | 0003 0,010 1
ISR UV E— Enterobacieriaceae 0.101] 0,767/ 46" | 0492 0519[18 | 0289 053239 | 0.183[ 0.314] 19
— S — Anaerolineaceae 0,030 0.006] 2* | 0,012 0010 1 | 0004 0008 1 | 0,022 0,002 2*
— - — Paenibacillaceae 0.005] 0,004/ 0 | 0,013 0023 2 | 0001 0,008 1* | 0,001 0,003 0.00
—— — — ‘Syntrophomonadaceas 0.028] 0.008] 2 | 0,006 0,010 1 | 0002 0005 1 | 0,009 0.002 1*
S P P— Vertucomicrobiaceae 0,004/ 0.000] 0 | 0,001 0,005 1 | 0,000 0.000[ 0 | 0,002 0.000] 0
[P PSS N Acstobacteraceae 0,004 0.000 0* | 0.000 0.001 0 [ 0.001[ 0,002 0 | 0.000[ 0.000[ 0
— — E—— Clostidiaceae_1 0.017] 0.000] 1 | 0,002 0,004/ 1 | 0001 0001 0 | 0,014 0.000[ 2
ES U S Acidovorax 0.002] 0.000/ 1| 0.001] 0.001 0 [ 0.000 0.000[ 0 | 0.000[ 0.000[_ 0
FSPRNSRSR S P— ‘Acinetobacter 0.006] 0,010 2 | 0,000 0,000 0 | 0001 0,000 0
(SRS S S N Arcobacter 0,028 0,008 1* [ 0,000 0.000[ 0 [ 0,001 0.001[ 0 | 0001 0001 0
— - — — Bacillus 0,004 0,001 0* | 0.001] 0,000 0 [ 0,009 0.002] 2" | 0002 0.009[ 1
ESSUS PO S S Candidatus_Megaira 0,006] 0,000 1 | 0,056] 0,000 0"
— — leomase:  Jcomamee ;| Clostidium_sensu_stricto 12| 0,001] 0,001 1* | 0,001 0.002] 0 | 0.000 0.000 0 | 0,001 0000 0
FSSSU SSS S S— Deinococeus 0,009 0.001] 3 | 0.002] 0.000[ 0
IS FOS— - — Dongia. 0,005 0.000] 0
ES ) R S A Duganella 0,003 0,000 1* | 0,000 0.001/ 0 | 0,000 0,002 0" | 0.000 0.000 0
—— — — —— 3G10000079-D21 0,003 0,000 1" 0,004/ 0,000 0
FS S S S — Kiebsiella 0,003 0,000 0 0,000 0,022] 5* | 0,000 0,000 0
— - IS F— Lactobacillus 0,002 0.000] 4 | 0.002] 0.004/ 1 [ 0,004 0,001 0 | 0005 0000 1
[V PO P P—— Methanospirillum 0,017 0.000] 9 0,000 0,002/ 0 [ 0,001 0000 0
SRS OSSR S S——— Novosphingobium 0,004/ 0,000 2 | 0,012 0,006 1 [ 0,001 0,000 0 | 0001 0000 0O
U PO S— S—— Rhodopseudomonas 0,057] 0,002] 1* | 0,001 0,000 0
PSSRSO WSS N S— Rhodovastum 0,005 0,000 1* | 0,000 0.01[ 2
— — S F—— Romboutsia 0,028 0.003] 1+ 0.001 0,001 0 [ 0018 0000 2
— - — — Saccharibacillus 0,003 0,000/ 1 | 0.001] 0.001] 0 [ 0,000 0,007 2| 0.000[ 0.000[ 0
SRSV S—— E— ‘Sandaracinus 0,010 0.002] 0 | 0.000 0.000[ 0
ESPSU U S S Stenotrophomonas 0,002 0,000/ 1+ | 0,014 0,007 2 | 0027 0016] 0 | 0014 0021 2
OSSN O S S—— ‘Streptomyces 0,000/ 0.000] 0 | 0,015 0,008 2 | 0,000 0.004[ 0 | 0.248] 0,002 34
- — — S— Syner-01 0.051] 0.025] 24 | 0,005 0.125[ 18 | 0.005[ 0002 0 | 0,010 0,001 1*
— — —— rmemime] ___ Syntiophomonas o061 0,000 5 | 0.061] 0,000 8 | 0,002 0,005 0 | 0009 0002 1
N S S F—— Xanthomonas 0,008] 0002 24* | 1,234] 0014 2 | 0,018 0007 3 | 0014] 0017 1





