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Figure S1. The largest separation between bacterial communities is spatial proximity to the root as revealed by PCoA plotted from wUniFrac metrics (Related to Figure 1) 
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Figure S2. Microbe richness in different compartments reflects the selectivity of plants on root-associated microbes (Related to Figure 1)
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Figure S3. Taxonomic structure of Abundant Community members (ACM) is affected by compartments and plant genotype (Related to Figure 1)
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Figure S4. The dcl234 triple mutation alters Arabidopsis root microbiota (Related to Figure 1)
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Figure S5. Read counts of the metagenomic sequencing.
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Figure S6. The dcl234 triple mutation causes alterations in Arabidopsis defense-related processes (Related to Figure 2)
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Figure S7. The dcl234 mutant shows both decreased and increased accumulation of different sRNAs (Related to Figure 3)
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Figure S8. The dcl234 mutant shows altered expression of cell wall-associated genes (Related to Figure 4)
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Figure S9. The dcl234 mutant shows altered transcription regulation of metabolism that potentially connects to alterations in root exudates (Related to Table 2)

image6.tif




image7.tif
T . .





image8.tif




image9.tif
. I





image1.tif
R

.
.
.
.
.
.
.
.
.

I

I

I

_

I

I

e

.
.
.
.
I
I
.
D

.
.
.

. . .
e

. .
e

. . .
e





image2.tif
-
-
-
-

.
.
.
s
s

I e

-
.
.
.
-
-
.
-
-
-
-
.

.

. R





image3.tif




image4.tif
[A] | D o m

D m &= = -
R
. N
I
N Sy L]

.
.
.
I
. N
D

. - . . .
@(\ . K\é" \é\ .
N . . N e
. . . . -
N - . N .
. . . . .
. - . .
N . . .
.
. I

[
I
N
I
[
[
I
. R
e
.
[
I
I
[
.
I
I
I
[
N
.
I
I

.

.

e

.




image5.tif
.

.

.

.

.

.

.

.

B

I

f""""l""""\

NS

ECTETEETTEEEL PRRRRRRRRRETY

*

AP

Mlcroblal .

| Plant .




