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1  Supplementary Data
Supplementary data were uploaded separately on submission in the form of .xlsx.

2 Supplementary Figures

< aase
ASY] - e, T°
*FY -
A = - B g
“ o O 4
L o DL-Tryptdphan
&
=2 " ‘&: %_-ﬁmilhinc .
- 5 N _~-Homocystirje
X < . °° | Cycloleucine i
2 Y .
- ©
=2 = ’!“
T = f°
2 o
; o = 0
= {
& = g
g o E 4
&7 #
15
£ 0 :t
S 4 <
© & ' o N-Monotnethyl-L-arginine
° L&(}‘O‘R‘Nﬂéﬂ%‘;@ -Histidine
E ° °o®, o
! (e } Q X
— J09ce & ﬁ)?n&x'gininc
T T T ¥ T
-15 -10 -5 0 S 10 15 20 -10 0 10 20
T score [1] (42.8 %) p[1]
A oRr2
C W
N P _._ ____________________________ )
[ |
O e
= -~
p— 0.8 ,/'
< 7
>
0 o
- ’
o 06 = -
e} :
-
’
2 04 =
7’
< Rad
-
? 1
m 02“ ,I‘-
’
’/
’
- O
0 # u
,/
»’, .
-0.2 T T T T T T T T T T T L
-0.2 0 0.2 0.4 0.6 0.8 1

The correlation between the permuted and actual data

Figure S1. The results of OPLS-DA using metabolic data between ASY and FY phenotypes of F. cirrhosa. (A) Score plot
of OPLS-DA; (B) S-plot; (C) The results of 200 times permutation test. ASY: Aberrant six-year sample. FY: Four-year

samples.
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Figure S2. The selection of different metabolites and comparison of amino acids and derivatives between ASY and FY
phenotypes of F. cirrhosa. (A) The volcano plot; (B) Chord diagram of differential metabolites, which full names are the
same as those of heatmap; (C) Heatmap of amino acids metabolites. ASY: Aberrant six-year samples. FY: Four-year

samples.
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Figure S3. The KEGG classification plot of difference metabolites between ASY and SY in F. cirrhosa. ASY: Aberrant six-

year samples. SY: Six-year samples.
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Figure S4. The variation of difference metabolites in the biosynthesis of amino acids between ASY and SY in F. cirrhosa.
ASY: Aberrant six-year samples. SY: Six-year samples. Red point means the significantly up-regulated metabolites,

green point means the significantly down-regulated metabolites, blue point means these metabolites have significantly
difference.
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Figure S5. The KEGG classification plot of difference metabolites between ASY and FY in F. cirrhosa. ASY: Aberrant six-

year samples. FY: Four-year samples.
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Figure S6. The main annotation results of difference metabolites between ASY and FY in F. cirrhosa. (A) KEGG

classification analysis. (B) The enrichment analysis.
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ASY: Aberrant six-year samples. FY: Four-year samples.
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Figure S7. Venn plot of difference genes among three comparison groups of F. cirrhosa. FY: Four-year samples. SY: Six-

year samples. ASY: Aberrant six-year samples.
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Figure S8. The main annotation results of difference genes between ASY and FY in F. cirrhosa. (A) KEGG classification

analysis. (B) The enrichment analysis. ASY: Aberrant six-year samples. FY: Four-year samples.
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Figure S9. The GO classification of difference genes between ASY and FY in F. cirrhosa. ASY: Aberrant six-year samples.

FY: Four-year samples.
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Figure S10. Transcription factor and transcriptional regulator of two comparison group including ASY&SY (A) and

ASY&FY (B). FY: Four-year samples. SY: Six-year samples. ASY: aberrant six-year samples.



