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A-24 63044 26632542 95.99% 93.15% 52.14% 422.00
A-25 60001 25091226 96.10% 93.23% 55.65% 418.00
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#%6-1-1 OTUTF R4t it

Assigned to Kingdom 969.00
Assigned to Phylum 940.00
Assigned to Class 890.00
Assigned to Order 872.00
Assigned to Family 782.00
Assigned to Genus 542.00
Assigned to Species 0
Min no. of OTUs per sample 105.00
Max no. of OTUs per sample 356.00
Mean no. of OTUs per sample 220.04
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0.298809134157 0.412965645728 0.326558669886 0.303016268842 0.40583665224 0.238885210808 0.234472837322 0.23749347593
B-4 0.41815486058 0.514316968788 0.333389691273 0.226161123651 0.393302395213 0.212595310159 0.173227370887 0.20946388304
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B-2 0.445430761445 0.60905488411 0.505613740453 0.213478515511 0.294991370107 0.216490024621 0.285181121371 0.40444326583
A-12  0.363555682241 0.477307117182 0.382988023883 0.258370713541 0.370609620266 0.168269502369 0.203919742451 0.25264744820:
A-14  0.451495090487 0.554834268719 0.343490435179 0.230617712745 0.42245666473  0.219152001285 0.229907180165 0.23844016104
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LZERHF: 08 Beta diversity\group\mrpp\mrpp. tsv

#8-3-1 MRPPH [i] 2 43 ¥

weighted_unifrac -0.00493601494115969 0.366467500792972 0.364667496581292 0.763

unweighted_unifrac 0.010237750706364 0.526467495491278 0.531913089094884 0.008

JE: Group: 4»weighted unifrac. unweighted unifrac;
A: AR
ObserveDelta: UnifracPREGHREN N KObserveDel tafl;
ExpectDelta: Unifracii s ¥ont Rl ExpectDel tafl;
Significance: Unifrac#fBsHaHont &2 p s
MERTOBBIH R Z R R THNZER, MENTORPIHNZERRKTHRZER: ObserveDel tafl /NI N 2 7 H
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9.1 LDA EffectSize (LEfSe) 31 (4g4HkE Mm% =3)

LDA EffectSize (LEfSe/3#T) : LEFSesR Lkt 08 (LDA) kAL ELAEAZH 2> (Wkh) 2 FExT 22 B RCR I K AN, R
FE LRI 472 E S 2V 25 B R M R VR BRI . LEESe s AT BRI B0 1125 SURIAE Wike Sk (240

WA &: LEfSe
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TR . BRGNS R S 4 AT R R 28 B LDA (R B Hr) 515 2IWLDA A . (LDARIME
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9.2 Iz (PCA: BAHFEME =3 Heatmap : B FE M2 =3 ; Boxplot : T A =5)
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ZEHEHFE: 09 diff analysis\group\genus diff\

FZEREHSE: 09 diff analysis\group\otu diff\
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denovo34
denovo93
denovo73
denovo80
denovo50
denovo678
denovo106
denovo105
denovo101

denovo103

0.00838817489940672

0.00245811187468207

0.00579186016824975
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0.000367134305746935
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I B 28 R MR AT R 23 7
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0.264419948029007
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0.305099097102695

0.25357285767089

0.366803172829691

0.235662233647209

0.0842597058670557

ZEBRHESF: 09 diff analysis\group\otu diff\heatmap\

ZEEHEFE: 09 diff analysis\group\otu diff\boxplot\

ZERHFE: 09 diff analysis\group\otu diff\pca\
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[§9-2-3 Z=ROTUHIPCALS SR
73 FE MR IR 3 — 2 B AR i 22 S I DTRkAE s AR RN EE sy, H o HEROR
- 2H AR b A R — P (R

T BEARREOR W,
S R EOR R R i ZE S TR BT R SRR AR, )
R KT 22 5

S RRAE IS AT AR HAEA R AR ZR (p < 0.05) T (L5440 Ja@) g
genus_diff.marker. filt. tsv
#9-2-27 7 W EY R

__Acetobacter 0.0701328256292681 1.37147872836308e-05 0.0105539689053753
g__Achromobacter 2.10996727440769e-06 0.0263099195411526 5.16941982229462e-05 0.00251222353143543
g__Acidaminococcus 0.00248870640016082 0.0179427222838408 5.06392145859461e-05 0.00080556699146196
g__Acidovorax 0 0.0167659067724563 0.000200446891068558 0.000569715278675699
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g__Allisonella

g__Anaerococcus
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0
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— IR AR
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BAFG: BEsHTE
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FZEREHS: 09 diff analysis\group\genus diff\heatmap\
FZERHF: 09 diff analysis\group\genus diff\boxplot\

R HF: 09 diff analysis\group\genus diff\pca\
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PCA2(1021f4)

PCA1(43.61%)

[E19-2-6 JB/KF 2 R R HIPCALE R
e BEARRRR RS — R,
B AR RFE S 2 R T BT SRR AR,
BT K1 2 5 0 H

JE I AR 56 T AR H AN 2R TR A B R ZE S (p < 0. 05) B (FL
taxall diff.marker.filt. tsv

AR (

RO-2-3 [T KT 7 B E MR B4R

T P IRER — L W B 22 S R TR B, AR OR300
—ANHRIRE A R — A R

ER i

L1151 o BEREHE

c__Alphaproteobacteria 0.00014242279102255 0.0223248480149689 0.00270708801306241
c__Bacilli 0.00515043011683778 0.104758046256412 0.00451321999995717
c__Deferribacteres 0 0.160450466389106 5.27491818601923e-06
c__Deinococci 0 0.160450466389106 1.26598036464577e-05
c__Flavobacteriia 3.16495091161154e-06 0.0238600550119456 7.80687891530423e-05
c__Sphingobacteriia 0 0.0167058938545663 0.000164577447403588
f__Acetobacteraceae 0 0.0638870668502453 4.32543291253346e-05
f__Aeromonadaceae 0 0.0638870668502453 7.27938709672385e-05
f__Bacillaceae 1 0 0.0167058938545663 0.000114993216455185
f__Brevibacteriaceae 0 0.0167058938545663 2.53196072928731e-05
bat A 1IP Yy IRy
AR AT 2 4R B E
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N T B X e S Y R AT R, e R DR R

B E: BT A
ZERHESFE: 09 diff analysis\group\taxall diff\heatmap\
ZEHEHESE: 09 diff analysis\group\taxall diff\boxplot\

ZERHFE: 09 diff analysis\group\taxall diff\pca\

0.00174744809864817

0.0191164317986154

0.0413001238645938

0.0413001238645938

0.00249043829302583

0.000569060165245067

0.0105539689053753

0.0105216964385158

0.0002597307947677

0.00118314097983963

——5F3TH—


javascript:void(0)
javascript:void(0)
javascript:void(0)
javascript:void(0)

E B R ARV ATBR 22 7

.h roltive abxndance
=B

{__Ruminococcaceae
f__Staphylococcaceae
g__Staphylococcus

o_ Bacillales
o__Rhodospirillales

¢ Alphaproteobacteria

g__Butyricicoccus
f__Sphingomonadaceae
o_Sphingomonadales

g__Sphingomonas
f__Methylobacteriaceae
g_ Methylobacterium

o__Rhizobiales

f_Moraxellaceae

g__Acinetobacter

g__ Stenotrophomonas

g__ Acidovorax

o_Caulobacterales

g__ Silanimonas

o_Actinomycetales

f_Lactobacillaceae

g__Lactobacillus

g_Olsenella

f__Comamonadaceae

g_ Comamonas

o__Pseudomonadales

g_Alisonella

g_Acidaminococeus

L g Barnesiella

c_Bacill

BQTRR TR 9g eI eEee QYT INNR2N P TEEIO R TNE T,
B L R N B Dl B R )

[E9-2-7 P KV 5 YR fiHeatmap 45 R 7R

TE: BRI SRR R R TE SRR A EEAR LR 0, BEESRRIT, BCKORURE, BLRIMPRITE SR i (B (R AL B L. 0
) SRR P A PR AEAS R b IR RIS RS O, BRSO, B AOBRIE,  Ud W ARE i R0 Ao 2 e B = P2 TR

Group
=E]

8-12-

33
>
log2(Relative Abundance)
i
B
| 0
|
.
|
-

N ; & PRI : I & & gy £ & &
&f f@fgy / 7 fggy j‘fﬁ 4 gy F 77/ gf
& o $ $ & ¢ § &8
S IS, ST
N b o / [V ~

[E19-2-8 JIrH KT 2% 5 YR FBoxplot 45 R R
e BARRRE AR, DA S Log2 MME, AFEBEAARAF 4.

PCA2(10.79%)

PCA1(45.55%)

F9-2-9 Frfi KT Z=RFIPCALE SRR

TE: MR RN — E, AT HRROR S — e i 22 R DT s VRS S — Wy, A R

—— 538 —



E B R AR B AT R 24 7

SRR R R S ZE R TR, BT RO REA SR AR, T AN RORE A R

9.3 RFAYIFISpearman R R LA (BRHFE A =3)

FIE AR

il FHLEFSefE & /K- L BiRRAG B6 78 Jm KT b (BRIE—45 AR , b FEE T30 2= R Fh, EREAMFHcorrplot 42
H R YIF Z [H] spearmanAHSCTER ], FFil i iz &I AT LUK DL S M1 ih 2 (i) B Z AR R A&

+.

g_Butyricicocclis ° o
g__Aliisonella 0
g_Olsenella
g_Acidaminococcus | @
g__Slackia
g__Banesiella
g_Stenotrophomonas | & @ 00000
g_Enterococcus | 0000000000000 6
4._Conynebacterium | 0000000000000

0000 04
9_/ LX) (XX g
9 o
o 02
g_Curvibacter
9
o _Propi
9 ® oo 0
g_Bacilus ol
g_Silani 0 ~
9__Cupriavid oe 02
o
[
o o oo |l
g. (]
! 2 e
g_Rhizobium
g__Staphylococcu s 00 ° 06
g_ Caulobacter @ .:
(]
Methylobact
g_Methylobacterium e

o_ Sphingomonas @

g__Lactobacillus | ®
g__Comamonas

o Aeromonas. -1

E19-3-1 F2FERT30MIZE MR AR 1k R AT

e ERACT B, B AR I B2 R A, T RT3 R R R AR R

CFTRGUAATR . BRI, R YT E] AR S P

ME A

SHRER
R H K

RESULTS

F—04 data statistics [Reads]

| length distrubution. pdf [reads:J¥]

| length distrubution.png [readsd:fEF]

| length distrubution. tsv [reads¥JE &l ]
| pick otu summary.tsv [readsJE]

|

L—alpha

chaol. pdf [AlphaZ Ffchaol$5 %]

chaol. png [chaoldg%k]

chaol. txt [chaol FeELAI%HE ]

observed species. pdf [observed speciestg#i]
observed species.png [observed species$i#i]

observed species. txt [observed speciesfa%iIEdE]

F—05 0TU analysis [OTU%)#r]

F—all [Fi&]

| | otu downsize stat.tsv [OTUHilI"F-45 5% ]
| | otu statistic.tsv [0TUZiiT]

| | otu table.tsv [0TUFFEZH]

| | profile tree.tsv [JEIK7rKFFE]

| | rep set.fna [OTURRZER 4]

L OIORIEAR, 40
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L

| tax assignment.tsv [OTUSEBE O]
|

F—specaccum [#Fh ZF L]

| specaccum. pdf

| specaccum. png

|

L—ywf taxa summary [OTUJEREZ] &K
otu_table L2.txt [[J/KF]

otu table L3.txt [447KF]

otu table L4.txt [HIKF]
otu_table L5. txt [RIKF]

otu table L6. txt [JB7KT]

group [groupZrZH—]

otu downsize stat.tsv [OTUI~F45 5]
otu statistic.tsv [OTUEStiT]

otu table. tsv [OTUEEE]

profile tree.tsv [JZIRFBFEE]

tax_assignment. tsv [OTUJERE /4]

F—core otu [FLA0TU]

core_otu. pdf [FEHOTU]
core_otu.png [FEFHOTU]
core otu. txt [JLAHOTUE]

for plot. txt [ &I%#E]

F—flower [4¢ik&l]

for plot. txt [ EEHE]

flower. png

F—otu_pca [PCAK]

otu pca. pdf

otu pca. png

F—venn [4EE ]

for plot. txt

venn. png

L—wf taxa summary [OTUVERES]EANIKF]
otu table all.txt [Frf/KF]
otu table L1.txt [F/KF]

otu table L2.txt [[J/KF]
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| otu table L3.txt [47KF]
| otu table L4.txt [H/KF]
| otu table L5.txt [F}KF]
| otu table L6.txt [J@/KF]

F—06 classification abundance analysis
| F—all [JrH]

| | | krona html [FEEESSHLATALAL]
L1

| | F—bar plot [#FhiEREHRE]
| || F—class [497KF]

| | | | bar_plot.pdf [HEARE]

| | | | bar plot.png

| | | | for plot.txt [HE¥#E]
N I

I 1| F—family [RKT]

| | | | bar_plot.pdf

| | | | bar plot.png

| | | | for plot.txt

(I

| | | F—genus [gKF]

| | | | bar plot. pdf

| | | | bar plot. png

| | | | for_plot.txt

(I

| | | F—order [H/K¥]

| | | | bar plot.pdf

| | | | bar plot. png

| | | | for plot.txt

(N I

| | | “—phylum [[J7KF]

| | | bar plot.pdf

| | | bar plot.png

| | | for plot.txt

Ll

| | F—rank abundance [rank abundanceiZg ]
| | | rank abundance. pdf

| | | rank abundance.png

N

| | “—tax star [BJEE]

| | for star plot.txt

| | tax star.pdf

__§§41§i__
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| tax_star. png

|

L—group [434l1]

| krona.html [VERREE AL
|

F—bar plot [¥FhFREAIRIE]
| F—class [4/KF]

| | bar plot.pdf [H:RE]
| | bar plot.png [FHRE]
| | for plot.txt [ E%#HE]
I

| F—rfamily [FKF]

| | bar plot.pdf [FRE]
| | bar plot.png

| | for plot.txt

I

|  F—genus [J@/KF]

| | bar plot.pdf [FIRE]
| | bar plot.png

| | for plot.txt

I

|  F—order [HKF]

| | bar plot.pdf [FRE]
| | bar plot.png

| | for plot.txt

I

| —phylum [[T/KF]

| bar plot.pdf [HIRE]

| bar plot.png

| for plot. txt

|

F—heatmap [#F]]

| for plot. txt

| heatmap. pdf

| heatmap. png

|

F—phylo tree [iH{bi]

| tax_phylo. nwk

|

F—tax_bar tree [4FhEE]
| bar tree.pdf

| bar tree.png

2
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for plot. txt

L——taxitree [(PFh 532 ]

tax ass modified. txt

tax tree.nwk

F—07 Alpha diversity [alphaZ k]
b—group [4+4H—]

| alpha marker.tsv [alphali¥Z Fmarker]

| alpha statistic.tsv [alphaZFEtE4it]

| chaol.pdf [chaolf&#k]

| chaol.png []

| chaol. txt []

| goods coverage. pdf [goods coveragef&#i]

| goods coverage. png []

| goods coverage. txt []

| observed species. pdf [observed speciesfg%i]
| observed species.png []

| observed species. txt []

| PD whole tree.pdf [PD whole treefg#k]

| PD whole tree.png []

| PD whole tree.txt []

| shannon. pdf [shannonif#%]

| shannon. png []

| shannon. txt []

| simpson. pdf [simpsont&%i]

| simpson. png []

| simpson. txt []

|

L—hox plot [HAHE]

chaol. boxplot. pdf [chaol4g%(]

chaol. boxplot. png []

goods_coverage. boxplot. pdf [goods coveragefd#i]
goods coverage. boxplot. png []

observed species. boxplot. pdf [observed speciesta#i]
observed species. boxplot. png []

PD whole tree.boxplot. pdf [PD whole treefg#i]
PD whole tree.boxplot.png []

shannon. boxplot. pdf [shannonfg%i]

shannon. boxplot. png []

simpson. boxplot. pdf [simpsonfg%i]

simpson. boxplot. png []

— 54371 —
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|

L—total alpha rare [MfalphaZfEik]
alpha statistic. tsv [alphaZFESEiT]
chaol. pdf [chaol#g%i]

chaol. png []

chaol. txt []

goods coverage. pdf [goods coveragef&#i]
goods coverage. png |]
goods_coverage. txt []

observed species. pdf

observed species. png [observed speciestg#i]
observed species. txt

PD whole tree.pdf

PD whole tree.png [PD whole treefg#i]
PD whole tree. txt

shannon. pdf

shannon. png [shannonfg%i]

shannon. txt

simpson. pdf

simpson. png [simpsontg %]

simpson. txt

F—08 Beta diversity [betaZktfk]

L—group [4341—]

| unweighted unifrac otu table.tsv [0 unifrancifiss#]
| weighted unifrac otu table.tsv [JAunifracii®#]
|

F—anosim [anosim&h ]

| unweighted unifrac. anosim. pdf

| unweighted unifrac. anosim. png

| weighted unifrac. anosim. pdf

| weighted unifrac. anosim. png

|

F—cluster [BRE45H]

| mapfile. txt

| unweighted unifrac _cluster. pdf

| unweighted unifrac_cluster.png

| unweighted unifrac otu table. txt

| weighted unifrac cluster. pdf

| weighted unifrac cluster. png

| weighted unifrac otu table. txt

—— 4R 44T —
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| F—heatmap [#&]

| | unweighted unifrac.heatmap. pdf
| | unweighted unifrac. heatmap. png
| | weighted unifrac. heatmap. pdf

| | weighted unifrac.heatmap. png
I

|  F—nmds [nmds& ]

| | unweighted unifrac. nmds. pdf

| | unweighted unifrac.nmds.png

| | weighted unifrac.nmds. pdf

| | weighted unifrac.nmds. png

I

| “—pcoa [pcoaif]

| unweighted unifrac. pcoa. pdf

| unweighted unifrac. pcoa. png

| weighted unifrac. pcoa. pdf

| weighted unifrac. pcoa. png

|

L—09_diff analysis [255#7]
L—group [4341—]

F—genus diff [J8/KT-ZR7]

| | genus diff.marker. filt.tsv [idJE)5 K2 Rmaker]
| | genus diff.marker. tsv [# Fmaker]
I

| F—boxplot [&AK]

| | diff boxplot. for plot top 20.txt []
| | diff boxplot.pdf []

| | diff boxplot.png []

I

| F—heatmap [#&]

| | heatmap. pdf

| | heatmap. png

I

| “—pca [pcal&l]

| diff pca.pdf

| diff pca.png

|

F—LEfSe [1EfSes ]

| LDA.cladogram. pdf

| LDA. cladogram. png

| LDA. pdf

| LDA. png

——4F45T1—
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| otu table for lefse. txt

|

F—otu_diff [OTUKFZE 5]

| | otu diff.marker.filt.tsv
| | otu diff.marker.tsv

I

| F——boxplot [&MH]

| | diff boxplot. for plot top 20.txt
| | diff boxplot.pdf

| | diff boxplot.png

I

| F—heatmap [#/&]

| | heatmap. pdf

| | heatmap.png

I

| “—pca [pcal&]

| diff pca.pdf

| diff pca.png

|

L—taxall diff [T /K 2 5]
| taxall diff.marker.filt.tsv
| taxall diff.marker.tsv

|

F—boxplot [£E]

| diff boxplot. for plot_top 20. txt
| diff boxplot.pdf

| diff boxplot.png

|

F—heatmap [#F]

| heatmap. pdf

| heatmap. png

|

“—pca [pcal&]

diff pca. pdf

diff pca.png
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