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APF31815.1 #= AS075045.1 & —# 494k &5 (FTKVDNEKMVKETEVVEGGYLDFGFTLYRVRFEI) ,
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[ Abstract] There is a B-agonist substance in pepper - noraconine, which has the risk of positive stimulant
events due to ingestion. In this study, based on the pepper genome blast, we found three normonine synthase (PnNCS)
genes in pepper. Firstly, the amino acid sequences of three PnNCS were analyzed by bioinformatics method.
Subsequently, phylogenetic status analysis of PnNCS showed that noraconitine synthases were divided into eight
evolutionary clades, and the three noraconitine synthases of pepper belonged to two different evolutionary clades.
The results of conservative motifs analysis showed that there were three kinds of conservative motifs, which were:
YGQAFVVSEDQKLDWGMLFLITLPVELRNMRFWPTNPPSF, FTKVDNEKMVKETEVVEGGYLDFGFTLYR
VRFEI and KLHLACKEWGFFQLINHGVPE. Pepper replication: APF31815.1 and AS075045.1 conservative base
with a consistent sequence (FTKVDNEKMVKETEVVEGGYLDFGFTLYRVRFEI), pepper replication:
WDS62667.1 no clearly conservative motif. The analysis of modification sites showed that the NCS protein had
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multiple phosphorylation, glycosylation and REDOX modification sites. The analysis of cis-acting elements showed

that the initiation region of NCS contains cis-acting elements in response to environmental stress and various plant

hormones. This study provided the basic information of NCS amino acids of pepper, and provided a reference for

further investigation of genetic characteristics.

[ Keywords] Pepper; Noraconine synthase; Bioinformatics prediction
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XHZ R A RSN RAES J 2R PsNCS Xt 4- 2 5K HE 2,
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it 5T R W PsNCS & £z 5 25 S Bz 56 1) i W oo A

(Sieve elements) , 8155 B 175 F FE KITER (virus-
induced gene silencing, VIGS) &R T X NCS
FERPTER, I R A IR L A A R B NCS B T
PR10/Bet v1 FEAZKE!, X THME T NCS f
A B2 S 2GR R P IESE . Li 7EMIE & r= R
SRR AR R ) TR I AR R, R R
it NCS f%: B DL AR B Rk & 1) % SUAE e 02,
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RIZRIE KA R H DA (1) 25 FH S 2005 &, 45
SRR ZH S SINCS 5 K 8 3K 55 25 HYS 259
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1.1 Atk T & 2 o B 2K [/ 69 I 30 18 AR F=
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M 1 W&, 34 PuNCS R 2R3 13
PFE 1 MEHR, KIEEEFALT 5 381-576 4
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PR IEF (B2 (2 M 3) o =FRRsy
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eis 4R
AS075045 Ce28H994N1600190S4 127 13954 1 381 5.49 32.55 -0.101
APF31815.1 C785H1245N2010238S5 161 17467.02 1 483 5.52 31.08 -0.05
WDS62667.1 Ci1009H1550N2660279S4 191 21999.26 1 576 8.94 20.06 -0.388
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