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COG Function Classification of Consensus Sequence

5- .A: RNA processing and modification [0~0%]
. B: Chromatin structure and dynamics [0~0%]
.C: Energy production and conversion [4~13.79%)]
. D: Cell cycle control, cell division, chromosome partitioning [0~0%]
. E: Amino acid transport and metabolism [3~10.34%]
47 - F: Nucleotide transport and metabolism [0~0%)]

-G: Carbohydrate transport and metabolism [2~6.9%]
l H: Coenzyme transport and metabolism [0~0%]
I: Lipid transport and metabolism [1~3.45%)]
. J: Translation, ribosomal structure and biogenesis [1~3.45%]

33 [ K: Transcription [0~0%]

S [ L: Replication, recombination and repair [0~0%]

ug; . M: Cell wall/membrane/envelope biogenesis [0~0%]
e [ N: Cell motility [0~0%]

o
1

O: Posttranslational modification, protein turnover, chaperones [3~10.34%]
. P: Inorganic ion transport and metabolism [5~17.24%)]
.Q: Secondary metabolites biosynthesis, transport and catabolism [5~17.24%)]
. R: General function prediction only [5~17.24%)]
|| S: Function unknown [0~0%)
. T: Signal transduction mechanisms [0~0%]
. U: Intracellular trafficking, secretion, and vesicular transport [0~0%)]
.V: Defense mechanisms [0~0%]
. W: Extracellular structures [0~0%]
[ v: Nuclear structure [0~0%]

0-
. Z: Cytoskeleton [0~0%)]
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Figure S1. COG function classification of DEGs in the fruits.

COG Function Classification of Consensus Sequence
8- .A: RNA processing and medification [0~0%]

. B: Chromatin structure and dynamics [0~0%]

. C: Energy production and conversion [4~11.76%)]

. D: Cell cycle control, cell division, chromosome partitioning [0~0%]

. E: Amino acid transport and metabolism [3~8.82%]

. F: Nucleotide transport and metabolism [0~0%)]

. G: Carbohydrate transport and metabolism [0~0%)]

I H: Coenzyme transport and metabolism [1~2.94%]

« Lipid transport and metabolism [0~0%]

. Translation, ribosomal structure and biogenesis [1~2.94%)]
Transcription [65~14.71%)]

. : Replication, recombination and repair [5~14.71%)]

. M: Cell wall/membrane/envelope biogenesis [0~0%]

[ N: Cell motility [0~0%]

. O: Posttranslational modification, protein turnover, chaperones [0~0%]

. P: Inorganic ion transport and metabolism [1~2.94%)]

. Q: Secondary metabolites biosynthesis, transport and catabolism [1~2.94%]
o- . R: General function prediction only [8~23.53%)]

|| S: Function unknown [1~2.94%]

.T: Signal transduction mechanisms [4~11.76%)]
S
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. U: Intracellular trafficking, secretion, and vesicular transport [0~0%)]
. V: Defense mechanisms [0~0%]
. W: Extracellular structures [0~0%]
|71 v: Nuclear structure [0~0%]
| .Z: Cytoskeleton [0~0%)]
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Figure S2. COG function classification of DEGs in the leaves.
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molecular function

cellular component

biological process

GO function classification of all unigenes and DEGs in the fruits.

Figure S3.
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biological process

Figure S4.

Peroxisome
Protein processing in endoplasmic reticulum
RMNA degradation
DNA replication
Homaologous recombination
Mismatch repair
Nucleotide excision repair
Clycine, serine and threonine metabolism
Phenylalanine metabalism
Flavonoid biosynthesis
Phenylpropanoid biosynthesis
Tropane, piperidine and pyridine alkaloid biosynthesis
Clyoxylate and dicarboxylate metabolism
Pentose and glucuronate interconversions
Pyruvate metabolism
Starch and sucrose metabolism
Carbon fixation in photosynthetic organisms
Nitrogen metabolism
Photosynthesis
Photosynthesis - antenna proteins
Biogynthesis of amino acids
Carbon metabolism
Fatty acid el ongation
Clycerolipid metabalism
Clycerophospholipid metabolism
Linoleic acid metabolism
alpha-Linalenic acid metabalism
One carbon pool by folate
Cyanoamino acid metabolism
Glutathione metabolism

Carotenoid biosynthesis

Figure S5.
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molecular function

Cellular Processes
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Annotated Genes

KEGG enrichment of DEGs in the fruits.
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GO function classification of all unigenes and DEGs in the leaves.



Peroxisome

Regulation of autophagy

Spliceosome

RNA transport

Alanine, aspartate and glutamate metabolism

Arginine and proline metabolism

Clyoxylate and dicarboxylate metabolism
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Pyruvate metabolism

Nitrogen metabolism

Photosynthesis

Photosynthesis - antenna proteins

Biosynthesis of amino acids

Carbon metabolism

Carotenoid biosynthesis

Plant-pathogen interaction

Metabolism

Organismal Systems
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Figure S6.
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Figure S7.

mutant and wild type.
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Annotated Genes

KEGG enrichment of DEGs in the leaves.

KEGG_pathway
alpha-Linolenic acid metabolism
/. Carbon fixation in photosynthetic organisms
|~ Carbon metabolism
< Glycerophospholipid metabolism
<> Glycine, serine and threonine metabolism
%/ Glyoxylate and dicarboxylate metabolism
[ Linoleic acid metabolism
¥ Nitrogen metabolism
Pentose and glucuronate interconversions
Photosynthesis - antenna proteins
Starch and sucrose metabolism
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KEGG enrichment of differentially expressed genes in fruit between
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Figure S8. KEGG enrichment of differentially expressed genes in leaf between

mutant and wild type.



