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Figure S1. The quality plots of forward and reverse reads. The forward and reverse reads were trimmed to 281 and 206 bp, respectively. 
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Figure S2. The rarefaction curves of observed ASVs and Shannon’s indexes.
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Figure S3. Evenness (pielou E) of microbial samples at 12 rabbit body sites.
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[bookmark: _GoBack]Figure S4. The comparison of alpha diversity between the intestinal group and the non-intestinal group. 
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Figure S5. Comparison of rabbit microbiota at the genus level. A. Eight significantly different genera between the SSin and Lin groups. B. Three significantly different genera between the SSin and SML groups. C. Five significantly different genera between the SSin and Uter groups. D. Four significantly different genera between the Lin and SML groups. E. Three significantly different genera between the Lin and Uter groups. F. One significantly different genus between the SML and Uter groups. Welch’s t-test implemented in STAMP software was used; the p-values were corrected with Benjamini-Hochberg FDR method.
image1.tiff
Forward Reads

ity Score

304

20 40 E s 10 120 130 160 10 200 220 280 260

Sequence Base

Reverse Reads

Qualtty Score

20 40 E s 100 120 1% 10 10 20| 220 280 260 280

Sequence Base




image2.tiff
Observed ASVs

Shannon’s index

1000

N H o] [o]
o o o o
o o o o

o

107

0
0

1000

2000 3000 4000
Sequecing Depth

5000

6000

1000

2000 3000 4000
Sequecing Depth

5000

6000

I 0000 BODOEFODODODDREODOB@ODNDODEODODEDDRD

lluem1
lluem2
lluem3
lluem4
Colon1
Colon2
Colon3
Colon4
Jejunum1
Jejunum2
Jejunum3
Jejunum4
Caecum1
Caecum2
Caecum3
Caecumé4
Duodenum1
Duodenum2
Duodenum3
Duodenum4
Stomach1
Stomach2
Stomach3
Stomach4

=

Caecal appendix1
Caecal appendix2
Caecal appendix3
Caecal appendix4

= Rectum1

I 0000 O0D0DOEODODODOD

=

Rectum2
Rectum3
Rectum4
Lung1
Lung2
Lung3
Lung4
Uterus1
Uterus3
Mouth1
Mouth2
Mouth3
Mouth4
Skin1
Skin2
Skin3
Skin4




image3.tiff
pielou_E

® H
S — T
© i
S i {
<
o
o
=} 4
T T T T T T T T T T T T
Cecal Cecum Colon Rectum lleum Duodenum Jejunum Stomach Uterus Skin Lung Mouth

appendix





image4.tiff
Observed ASVs

9004

800

7004

600

5004

400+

3004

2004

100

P=1.39x10"
1

J \
o W« @

o

G
X X
o @200
(\\ \(\/q'

Shannon'’s diversity

P=927x10"

,{(\6

.\(\\ «




image5.tiff
A

3 SSin = Lin 95% confidence intervals
1
Bacteroidota P te—eeey —o— | 458e5
Actinobacteriota EE— oF 0024
=
Tenericutes g @l 3593 &
1 ©
Acidobacteriota [ © 9189
8
Verrucomicrobiota 3 Q 0.024 g
g
Desulfobacterota fy S 2925
| ?
Patescibacteria | ¢ o005 7
Crenarchaeota | © 0048
L [ TR )
0.0 14.2 -12 -8 -4 0 4
Mean proportion{%) Difference in mean proportions (%)
E = Un =3 Uter 95% confidence intervals 3
Firmicutes o+ o018
Verrucomicrobiota | > 0.027
Patescibacteria | > 0.016 g
0.0 786 0 20 40 60 &
Mean proportion(%) Difference in mean proportions (%)
F mom =3 ver 95% confidence intervals K]
g
I [
Crenarchaeota B q o | 0012 5
L L o
0.0 02 -030 -020 -010 0 005 2

Mean proportion (%)  Difference in mean proportions (%) g

B 3 sSin 3 sML

95% confidence intervals
I
Firmicutes EQSm————t 1 o 1.88e-8
Proteobacteria By —o— | 0.018
Acidobacteriota | o] 9.93e-11
L L L L1 L 1
0.0 842 -40 0 40 80

Mean proportion (%) Difference in mean proportions (%)

c 3 ssin 3 Uter 95% confidence intervals
I

Firmicutes Pt 1 Fof  5.32e8
Proteobacteria B=—mg. o+ ! 5.42e-3
Acidobacteriota | + 3.76e-6
Crenarchaeota | e} 9.16e-4
Chloroflexi | (o) 0.013
L . Ll L
0.0 842 -40 0 40 80
Mean proportion(%) Difference in mean proportions (%)
D = msm 95% confidence intervals
Firmicutes : FoH 1.92e6
Proteobacteria g o 7.75e-3
Desulfobacterota | Q 2.35e-3
Acidobacteriota | ° 6.26e-3
0.0 786 40 0‘ TR

Mean proportion(%) Difference in mean proportions (%)

g-value (corrected)

q-value (corrected)

g-value (corrected)




