Supplementary figures
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Supplementary figure 1. GC depth and Kmer distribution in D. sissoo. (A) GC depth distribution plot. (B)Kmer frequency distribution plot obtained by Kmerfreq. (C) Distribution of Kmer numbers obtained by GCE. 
[image: ]Supplementary figure 2. Identification of gene duplication. (A) The distribution of five modes of duplicate genes in D. sissoo. (B) The Ka/Ks ratio distributions of gene pairs derived from five modes of duplication.  
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[image: ]Supplementary figure 3. (A) KEGG enrichment analysis for D. sissoo expanded genes. (B) GO functional enrichment analysis for D. sissoo expanded genes. (C) KEGG enrichment analysis for D. sissoo contracted genes. (D) GO functional enrichment analysis for D. sissoo contracted genes. The enriched GO terms involved biological process (BP), cellular component (CC) and molecular function (MF). The color of circles represents the statistical significance of enriched GO terms. The size of the circles indicates the number of genes in a GO term. Detailed information is shown in Supplementary table S10-S13.

2

image1.png
270

1

Average depth (X)

Frequency(%)

Number of Kmer

80 f

O
(=]

20 30 40 50

GC content (%)

60

70

Dalbergia sissoo Kmerfreq Kmer=17

16000000
14000000
12000000
10000000
8000000
6000000
4000000
2000000
0

Dalbergia sissoo GCE Kmer=21

100 150

Kmer coverage depth

200

100 150
Kmer coverage depth

200

250




image2.png
WGD A

TRD 1

TD A

PD 1

DD

7000 6522
6000
N
@ 5000
O
€ 4000
[
© 3000
(]
O 2000
1000

4500

2895

. mm'®

WGD-genes  TD-genes PD-genes TRD-genes DD-genes

Gene duplication type

= All genes = Expansion genes

Gene duplication modes . DD . PD . TD . TRD WGD

0.0 0.5 1.0 1.5 2.0
ka/ks




image3.png
A L] Stilbenoid diarylheptanoid and gingerol biosynthesis
. Selenocompound metabolism
. RNA polymerase
[ ] RNA degradation
[ ) Ribosome
Gene numbers " Photosynthesis
@ [ ] Oxidative phosphorylation
@ . Monoterpenoid biosynthesis
“loglAdjusied?y) ° Monobactam biosynthesis
[ ] Isoflavonoid biosynthesis
0 ° Glyoxylate and dicarboxylate metabolism
* L] Glycine serine and threonine metabolism
jz ° Flavone and flavonol biosynthesis
o Fatty acid biosynthesis
[ ] Endocytosis
(] Cyanoamino acid metabolism
° Anthocyanin biosynthesis
° alpha—Linolenic acid metabolism
° ABC transporters
010 2 30 4

~logl 0(AdjustedPv)

r electron transport chain
photosynthesis
L] F photosynthesis light reaction
[ ) F protein phosphorylation
F carbohydrate derivative biosynthetic process
F fatty acid biosynthetic process
r regulation of circadian rhythm

Gene numbers

@ 100
@ 200
@ 30
@ o0

F chlorophyll catabolic process
r lipid transport
F proton-transporting ATP synthase complex

F cytoplasmic part
F photosystem I
F intracellular non-membrane-bounded organelle
F proton-transporting two-sector ATPase complex
F cytoplasm
ol 0 AdjustedPy) Facetyl-CoA carboxylase complex
F cellular component
r intracellular
r photosystem II reaction center
F protein complex
r mitochondrial membrane
Fenvelope
» ° r chlorophyll binding
F protein kinase activity
F transferase activity transferring phosphorus-containing groups
r NADH dehydrogenase activity
r oxidoreductase activity acting on NAD(P)H
Fion binding
F cytochrome-c oxidase activity
 methyltransferase activity
Fion transmembrane transporter activity
- transferase activity transferring one-carbon groups

) [
[EX ) ‘0cesg

IW
(1)

0 10 20 30 40
—log10(AdjustedPv)




image4.png
Gene numbers
® 10

® 2

Vitamin B6 metabolism

Ribosome biogenesis in eukaryotes

Phenylpropanoid biosynthesis

Phagosome

Glycerolipid metabolism

Cutin suberine and wax biosynthesis

Citrate cycle (TCA cycle)

Biosynthesis of unsaturated fatty acids

Benzoxazinoid biosynthesis

AGE-RAGE signaling pathway in diabetic complications

®
@ «
@ ozl 0(AdjustedPy)

4.5
4.0
3.5

2 3 4
—log10(AdjustedPv)

3.0
2.5
2.0
1.5

Gene numbers
@ 100
@ 200
@ ;0

—log10(AdjustedPv)

AN

r intracellular signal transduction

r small GTPase mediated signal transduction

r response to oxidative stress

r response to stimulus

F protein import

r protein localization to nucleus

r nuclear import

r S—adenosylmethionine biosynthetic process
r signaling

r glycogen biosynthetic process

F positive regulation of translational elongation
F positive regulation of cellular protein metabolic process
r regulation of translational termination

F single—organism process

r transmembrane transport

F regulation of translational elongation

[ potassium ion transmembrane transport

F chromatin

r nucleosome

r DNA bending complex

r DNA packaging complex

r chromosomal part

r protein—DNA complex

r chromosome

r GTP binding

r guanyl ribonucleotide binding

r guanyl nucleotide binding

r peroxidase activity

r oxidoreductase activity acting on peroxide as acceptor
r lipase activity

r acetylglucosaminyltransferase activity

r phosphatidylinositol phospholipase C activity
r phospholipase activity

F phospholipase C activity

r antioxidant activity

r nuclear import signal receptor activity

F oxidoreductase activity

r UDP—glycosyltransferase activity

F methionine adenosyltransferase activity

r FMN binding

r acylglycerol O—acyltransferase activity

I phosphoric ester hydrolase activity

r glucose—1—phosphate adenylyltransferase activity
r sulfotransferase activity

I adenylyltransferase activity

6
—log10(AdjustedPv)




