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317 458
Gentis 1.BC |1.BF |1.TC |1.TF |2.BF [2.TC [2.TF |3.BC |3.TC |3.TF |1.BC |1.BF |1.TC |1.TF |2.BC |2.BF |2.TC [2.TF |3.BC [3.BF
Paraglomus 3] 17 31| 28] 38 3] 90| 46 6| 623| 553] 928 61| 869 644| 402| 350/ 914| 898| 950/ 176
Rhizophagus 114 214 1323099 489| 436| 260/ 13| 307| 190 144| 502 242| 189| 203| 57
unclassified_Glomeraceae 0 0 3 0 0 0 66| 26 0 77| 152 1 0 35 37 62 0
Funneliformis 51 14 1| 116 0| 142| 232 110- 106 277| 782 431] 105/ 238| 95/1037










Some associations show excellent penetrance that is not highly
affected by the environment: Mapping a QTL for rhizobium association
with switchgrass roots using field data from Georgia and Oklahoma
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Guinea Ethiopian / Dura -
Bicolor Caudatum Ethiopian

Brenton et al., (2016) DOI: 10.1534/genetics.115.183947
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Root-Specific Differences in
Microbiome (including AMF)
Abundances and Functions

Root center  Root periphery



Partition

Bulk < Depth1 < Depth3
Center < Depth2 < Depth4

0.4

Fine
Periphery

Principal Co-ordinates Analysis
separated by partition.

Single points represent an
aggregate value for each sample
based on Bray-Curtis dissimilarity

values (distance matrix)
calculated pairwise between every
sample. Points which are further
away from each other are more
dissimilar.

Ellipses represent 95%
confidence intervals of each
partition.

There is no visual clustering of
samples by partition
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(PCoA) plots of AMF communities 7/
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Permutation Analysis of Variance

Compar- 0 G mOfSqs R F P-value (PERMANOVA) analysis was

1son performed on the Bray-Curtis ~
Partition 7 0.018 0.88 dissimilarity matrix calculated from all
Genotype 2 0.017 0.01 ** samples with >500 reads.
Site 1 0.064 0.01 ** _

. The constructed model considers only
Timepoint , ) o >
(50— 90 interactions between partitions and :
dayspost 0.010 0.08 genotypes and not the fourway
planting) interaction of partition x genotype x
Zaf“timx 1 0.040 s timepoint x site because there is not

—___ adequate replication for this analysis
ene 0.027 0.07 due to sample loss in curation.

Partition x :

T | LR Bew The R? value shows the proportion of .
Residual 241 0.784 ) ] variation that can be attributed to the
ot 288 . model parameters. This is important as

Oota = -

even if a parameter is “significant” at
p<0.05 it may not have a very strong
explanatory power.




Differential Abundance Analysis

Glomus
Rhlzophagus
Gigaspora
Paraglomus
Acéulospora
Archaeospora

_ Diversispora

; | | | | | I
—-6.0 —4.8 -3.6 —2.4 —1.2 0.0 1.2 24 36 48 6.0
LDA SCORE (log 10)

Glomerales

Archaeosporales [laroideoglomeral Diversisporales

Paraglomerales

Paraglomus Archaeospora |Claroideoglomus| Acaulospora Scutellospora Glomus Rhizophagus Funneliformis

AZ 0.019 0.00002 0.029 0.00043 0.291 0.207 0.029 0.194 0.206 0.024
0.034 0.00155 0.027 0.00301 0.13 0.18 0.068 0.264 0.278 0.015

Diversispora Gigaspora
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