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Abstract: Objective To obtain the transcriptome information characteristics of Clerodendron cyrtophyllum Turez
by high—throughput sequencing technology. Methods The transcriptome sequencing of Clerodendron cyrtophyllum
Turez was performed by high— throughput sequencing platform Illumina HiSeq™ 2500. Unigenes were de novo
assembled by Trinity software, and then the function annotation of unigenes was carried out based on sequence
homology to obtain the genetic information of Clerodendron cyrtophyllum Turez transcriptome. Results After quality
control of sequencing data, a total of 26 394 223 high quality reads were obtained, 100 191 unigenes were obtained
through de novo assembly, and the N50 length was 1 055 bp, with an average length of 724.4 bp. A total of 59 690
(59.58% ) unigenes were annotated in NR, SwissProt, KOG, GO and KEGG databases. Among them, 38 260
unigenes were annotated in the KEGG database, involving 136 metabolic pathways. A total of 407 unigenes were
identified in the transcriptome of Clerodendron cyrtophyllum Turez involved in terpenoid biosynthesis, 165
unigenes involved in flavonoid biosynthesis, 29 unigenes involved in flavone and flavonol biosynthesis, 37

unigenes involved in isoflavonoid biosynthesis, and 210 transcription factors (TFs) were also identified. MISA
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analysis showed that 6 680 unigenes contained 8 640 simple sequence repeats(SSRs). Conclusion High—throughput

sequencing technology and bioinformatic analysis are used to obtain the transcriptome information characteristics of

Clerodendron cyrtophyllum Turez, and these data will lay a foundation for later research on functional gene

identification and analysis of secondary metabolic pathways of flavonoids and their regulatory mechanisms.

Keywords: Clerodendron cyrtophyllum Turez; terpenoid; flavonoid; transcriptome; simple sequence
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BEE . GOTIRBIERAE B.o
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98.17%, Q303K 94.58% . ZZERFKW, K+
A BT, REEIT R SR 2 AR YR B Aoy
#ro FIH Trinity A KT Clean Reads 4T de novo
2H B LRGSR, HRI5 3] 172 984 Sk AR, it
183 501 164 bp, “FH#JKJE 1 060.8 bp, N50 i K
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Table 1 Results of transcriptome sequencing of
Clerodendron cyrtophyllum Turez

Bk =500bp/ =1000bp (o T
BE& ()] [%(%)] PR bp

Transcript 172984 105429(60.94) 64345(37.19) 1726 1060.8
Unigene 100 191 42108(42.03) 18421(18.39) 1055 7244
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Figure 1 Sequence length distribution of of unigenes of
Clerodendron cyrtophyllum Turez
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(38.19% ) > Unigene 75 KEEG U4 12 P 75 31 7 #%
32 453(32.39% )1 Unigene 7 KOG %4 i 13- 317
5 WA 40 501 (40.42% ) 4~ Unigene 1t A 15 E] 1
B W2, ZEARM, R SRA AR EdE ]
DU T IR S SR AR 434

2.2.1 NR##ES K Unigene 7 NR Z
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Table 2 Statistical results of annotated unigenes of =g:znemnmdmnanlfdmnvemnnme~4-52%1 -
: Cell cycle control, celldivision, chr -2.74%)

Clerodendron cyrtophyllum Turez

(300 bp<KJE <

B T
B BT 00 b0k

=1 000 bp/&s /%

COG 13 668 6487 5706 13.64
GO 49278 25 697 14012 49.18
KEGG 38260 19671 11 803 38.19
KOG 32453 16 785 9930 3239
PFAM 34907 17 349 13242 34.84
Swissprot 39 148 20 387 12202 39.07
TrEMBL 58 311 30 624 16 256 58.20
NOG 50 197 26214 14 466 50.10
NR 58952 30969 16 270 58.84
Hit 59 690 31333 16 325 59.58

[ sesamum indicum [11140~18.90%]

M Rhodamnia argentea [10856~18.41%]

" Handroanthus impetiginosus [6044~10.25%]
Malus domestica [3432~5.82%]

Salvia splendens [2647~4.49%]

I Erythranthe guttata [2535~4.30%]
Syzygium oleosum [2337~3.96%]
Eucalyptus grandis [1582~2.68%]
Hevea brasiliensis [935~1.59%]

[ | Striga asiatica [835~1.42%]

I¥ other [16609~28.17%]

B2 X% Unigene B NR BB ILE S
Figure 2  Similarity distribution of NR annotated species
of unigenes of Clerodendron cyrtophyllum Turez
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Figure 3 KOG functional classification of unigenes of
Clerodendron cyrtophyllum Turez
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Figure 4 GO functional classification of unigenes of
Clerodendron cyrtophyllum Turez
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Figure 5 KEGG functional classification of unigenes of Clerodendron cyrtophyllum Turez
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Figure 6 Classification of transcription factors of
Clerodendron cyrtophyllum Turez
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Figure 7 SSR locus analysis of unigenes of
Clerodendron cyrtophyllum Turez
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