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Abstract Transcriptome sequencing was performed on the twigs and leaves of Pithecellobium clypearia
based on Illumina HiSeq 4 000 platform. Total of 24 748 936 high quality reads were obtained by RNA-Seq to
the mixed samples of twigs and leaf tissues of P. clypearia, and assembled into 63 299 unigenes with an average
length of 1 117 bp. 26 101 unigenes were annotated in five databases. 192 unigenes related to the flavonoids
were identified, mainly involved in the biosynthesis pathways of flavones, isoflavones, flavonols, anthocyanins
and phenylpropane. Moreover, 136 unigenes related to the terpenoids were identified, mainly participated in the
biosynthesis pathways of terpenoid backbone, monoterpenes, sesquiterpenes, diterpenes and triterpenes. Finally,
45 573 SSR markers were detected in 15 740 unigenes, with a frequency of 33.84%. These results showed that the
RNA-Seq results of twigs and leaves of P. clypearia were reliable, and rich in SSR markers.
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Fig.1 Distribution of unigene lengths for Pithecellobium
clypearia
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Note: 1.biological regulation, 2.cellular component organization or biogenesis, 3.cellular process, 4.detoxification, 5. developmental
process, 6.growth, 7.immune system process, 8.localization, 9.metabolic process, 10.multi organism process, 11.multicellular
organismal process, 12.reproductive process, 13.response to stimulus, 14.single organism process, 15.cell junction, 16.cell part,
17.extracellular region, 18.extracellular region part, 19.macromolecular complex, 20.membrane, 21.membrane enclosed lumen,
22.membrane part, 23.organelle, 24.organelle part, 25.supramolecular complex, 26.virion part, 27.antioxidant activity, 28.binding,
29.catalytic activity, 30.molecular function regulator, 31.molecular transducer activity, 32.nucleic acid binding transcription factor
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Fig.3 GO functional classification of unigenes of transcriptome for Pithecellobium clypearia
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Note: A.RNA processing and modification; B.Chromatin structure and dynamics; C.Energy production and conversion; D.Cell
cycle control, cell division, chromosome partitioning; E.Amino acid transport and metabolism; F.Nucleotide transport and me-
tabolism; G.Carbohydrate transport and metabolism; H.Coenzyme transport and metabolism; I.Lipid transport and metabolism;
J.Translation, ribosomal structure and biogenesis; K.Transcription; L.R eplication, recombination and repair; M.Cell wall /
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Fig.4 KOG functional annotation distribution of unigenes of transcriptome for Pithecellobium clypearia
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Table 1 Related genes of flavonoids and terpenoids biosynthesis in Pithecellobium clypearia

AR Unigene ¥+ AR AR
Pathway Number of unigene Pathway ID
RS AW 4 Wl Phenylpropanoid biosynthesis 147 K000940
A Y14 i Flavonoid biosynthesis 37 Ko00941
SEETR A 9 E A Tsoflavonoid biosynthesis 4 K000943
16 Z 4945 W Anthocyanin biosynthesis Ko00942
BT A T P )
Flavone and flavonol biosynthesis 2 Ko00944
RS YA A EY &
Terpenoid backbone biosynthesis >3 K000900
HATEZRALE W4 W6 i Monoterpenoid biosynthesis 13 Ko000902
RS W EY &L
Sesquiterpenoid and triterpenoid biosynthesis 15 Ko00909
TERAL A YA A A Diterpenoid biosynthesis 23 K000904
K8 N EA4Y)45 N Carotenoid biosynthesis 29 Ko000906
e SHe FER A A A
GRS AR ) B 3 Ko01062

Biosynthesis of terpenoids and steroids
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Table 2 Statistical information of the SSR motifs distribution in Pithecellobium clypearia

EEVCE=Si] EINCESIEA WK /% FKE bp FEE T
SSR type Number of SSR types  Frequency  Mean length Main SSR motif
L . 26 377 19.85 13 A/T
Mono-nucleotide
JZH@ 11 755 8.73 16 AC/TG, AG/TC, GA/CT, AT/TA
Di-nucleotide
TR 6 853 5.09 17 GAA/CTT,TTC/AAG,TCT/AGA, AAT/TTA,GGA/
Tri- nucleotide : CCT, TCC/AGG, ATT/TAA, ATA/TAT
VUARZAT R 461 0.34 ”» TTTA/AAAT, AAAG/TTTC, TATG/ATAC, TCTT/
Tetra-nucleotide ’ AGAA, AAGA/TTCT, AATA/TTAT, ATGT/TATC
TR 35 0.02 2% AAAAG, TTTCT, CTCCC, TTCTT, AGGAA,
Penta-nucleotide ’ CAACA
NIEHTR 9 0.07 34 TGAAGA, AGGTGG, CCGTTA, TTCTGC, TCAT-

Hexa-nucleotide

GC, TGGTGC, CTGCAC
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FEPIAR I, 1025 U0 A A B2 1) i Sk 20 7 90 1) P 42
LA B, WP o Al (HE AR T [R]
ORI RE M B A KR PO R o P
7/ vl =5 Y S g PN e SPS E R U SR Ui
B 4k - 24 41 2% 21| i Unigenes ¥ 3 5 5 1~
TR e AT e X o3 T, S5 SR &3 A 26 101 4>
Unigenes (41.23% ) A DI g B, 58.77% 1 Uni-
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%Y 45 573 4> SSR i xd, KRR X 33.84%,
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