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Fig S1. Gene annotation and functional classification. A Distribution of species annotated by NR. B Classification of eggNOG functional annotations for Unigenes. X-axis, Annotation type; Y-axis, Number of genes. C Classification of GO functional annotations for Unigenes. X-axis, Annotation type; Y-axis, Number of genes. D Classification of KEGG functional annotations by Unigenes. X-axis, Percent of genes; Y-axis, Annotation type
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Fig S2. Regulation of various synthetic pathways under drought stress. A Starch and sucrose metabolism (map00500). B Glutathione metabolism (map00480). Square on the pathway diagram represent genes and circles represent compounds. Each square and circle from left to right represents the expression levels of three groups, respectively, corresponding to C, MD, and SD, respectively. Shades of colours represent Log2FC values. The access map was obtained from the KEGG database (https://www.kegg.jp/kegg/kegg)
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GO terms

eggNOG functional categories

: RNA processing and modification
: Chromatin structure and dynamics
: Energy production and conversion
: Cell cycle control, cell division, chromosome partitioning
: Amino acid transport and metabolism
: Nucleotide transport and metabolism

: Carbohydrate transport and metabolism

: Coenzyme transport and metabolism

Lipid transport and metabolism

Translation, ribosomal structure and biogenesis

: Transcription
: Replication, recombination and repair

: Cell wall/membrane/envelope biogenesis
: Cell motility

: Posttranslational modification, protein turnover, chaperones
: Inorganic ion transport and metabolism
: Secondary metabolites biosynthesis, transport and catabolism
: Function unknown
: Signal transduction mechanisms
: Intracellular trafficking, secretion, and vesicular transport
: Defense mechanisms
: Nuclear structure
: Cytoskeleton

EEEEEEEENEEEEEEEEEENEERETN
N<<oHLOWOZZIORSTEQEETSOER

ABCDEFGHIJKLMNOPQSTUVY?Z
Category

KEGG Pathway Classification

Environmental adaptation| " 532
Glycan biosynthesis and metabolism 270
Metabolism of other amino acids 424
Biosynthesis of other secondary metabolites 522
Nucleotide metabolism 391

Energy metabolism’ 665
Lipid metabolism 741
Metabolism of terpenoids and polyketides 398
Carbohydrate metabolism " 1644

Amino acid metabolism’ 894
Metabolism of cofactors and vitamins. 466

Endocrine and metabolic diseases|| 44

| Organismal Systems

Metabolism

. | Human Diseases
Drug resistance 4

Replication and repairf 0 301

Transcription [ 677
Folding, sorting and degradationIe 1253
Translation [ 1564
Membrane transpor tfilil] 179
Signal transduction N 776
Transport and catabolismImms 716
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| Environmental Information Processing

| Cellular Processes
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