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1 Supplementary Data

Figure S1. Metabolome PCA analysis of HY and HZ(a),HY and HC(b),HZ and HC(c).
Figure S2. Statistics of transcripts and unigenes in transcriptome data.

Figure S3. Transcriptome PCA analysis of HY, HZ and HC.

Figure S4. Differentially expressed genes(DEGs) KEGG enrichment analysis of HY vs HC.
Figure S5. Differentially expressed genes(DEGs) KEGG enrichment analysis of HZ vs HC.
Figure S6. Differentially expressed genes(DEGs) KEGG enrichment analysis of HY vs HZ.
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Figure S1. Metabolome PCA analysis of HY and HZ(a),HY and HC(b),HZ and HC(c).
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Figure S2. Statistics of transcripts and unigenes in transcriptome data. The X-axis represents
different length intervals of Unigene; The Y-axis represents the number and proportion of Unigenes

within a certain length range.
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Figure S3. Transcriptome PCA analysis of HY, HZ and HC.

75

Group
& HC
A HY
B HZ



(@)

Statistics of Pathway Enrichment

beta—Alanine metabolism .

Various types of N—glycan biosynthesis

Tyrosine metabolism

Tryptophan metabolism A

Terpenoid backbone biosynthesis

Spliceosome 1 @

Ribosome 4

Protein processing in endoplasmic reticulum o
Phenylalanine, tyrosine and tryptophan biosynthesis
Phenylalanine metabolism

Nucleotide excision repair ®

N-Glycan biosynthesis -

Pathway Name

Mismatch repair -

MAPK signaling pathway — yeast -
Histidine metabolism A

Glyoxylate and dicarboxylate metabolism
Glutathione metabolism A

Folate biosynthesis

Cyanoamino acid metabolism 4

Biosynthesis of unsaturated fatty acids

Enrichment factor

Statistics of Pathway Enrichment

(b)

alpha—Linolenic acid metabolism A

Valine, leucine and isoleucine degradation <
Ubiquinone and other terpenoid—quinone biosynthesis 4
Sphingolipid metabolism 4

Peroxisome

Mitophagy — yeast -

Methane metabolism -

Glycosphingolipid biosynthesis — globo and isoglobo series -
Glycerolipid metabolism A

Glutathione metabolism 4

Galactose metabolism

Folate biosynthesis 4

Pathway Name

Fatty acid degradation 4

Endocytosis 4

D-Arginine and D-ornithine metabolism -
Caffeine metabolism

Biosynthesis of unsaturated fatty acids 4
Ascorbate and aldarate metabolism -
Arginine and proline metabolism

ABC transporters

.
°
.
.
o
.
°
.
.
.
°
.
.
.
2 3 4 5 6

10 20 30
Enrichment factor

Gene_number

W

o000 .
wm o

qvalue
0.9
0.8

0.6
0.5

Gene_number

Figure S4. Differentially expressed genes(DEGs) KEGG enrichment analysis of HY vs HC. (a) The
genes upregulated in HC in the HY vs HC group. (b) The genes downregulated in HC in the HY vs

HC group.
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Figure S5. Differentially expressed genes(DEGs) KEGG enrichment analysis of HZ vs HC. (a) The
genes upregulated in HC in the HZ vs HC group. (b) The genes downregulated in HC in the HZ vs
HC group.
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Figure S6. Differentially expressed genes(DEGs) KEGG enrichment analysis of HY vs HZ. (a) The
genes upregulated in HZ in the HY vs HZ group. (b) The genes downregulated in HZ in the HY vs

HZ group.






