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M. 4 FEIFHEDL 2 000) ;1~3. RT-PCR #3474y,
Note: M. DL 2 000 Marker;1—3. Product of RT-PCR.

2 “IERF"MYB114 HE RT-PCR # i
Fig. 2 RT-PCR amplification of MYB114
gene from ‘Pingguoli’
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Table 1 Nucleotide sequences identity of MYB114 between

‘Pingguoli” and other representative plants

HEE RS W B AR DL BE
Accession No. Species Identity/ %
XM_009336178 H2%Y Pyrus bretschneideri 99
NM._001293828 3EIR Malus domestica 97
XM._011460503 B%§ Fragaria vesca 82
XM._010475836 EBRIF Camelina sativa 80

2.4 PyMYBI114 &FRIFH /3475 R Gt i ke g

it NCBI %} PyMYB114 & 318 )% %53547 Blast £
FEHI LR, T #ARR A Y 7 5 I F H MegAlign 27
X EHEATARIE 4 (B 3D, AT A PyMYBI114 52 % 5%
FE MY MYB114 S ER)T 5 A ER S, i — 2
I S s pE PyMYB114 2 HF51 .
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i) BER T RGEH . WNE 4 FTLIES,
PyMYB114 R R 4l i) & Z 875 5 5 A MYB114 54
it F IR T 5 B RS — 28, SRR R 5 AL
MYBI114 FERLEH L bR %K RHRIE; PyMYB114 #:[H
FAIFRFY) 53R MYB114 R FEE LRI 53
W RRIT MYB114 JE [ 354 6 R T
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744 bp, HAE 1 MEB MY 201 NEERRT ORF, H
WMIBEEHSTEYA N 23. 48 kDa, g2 H S (pD K
9.57, % Blastn 7] 1 kb5, PyMYB114 3 A 5 5 54
(XM_009336178) () MYB114 3 FH 8 B8 6 51) 4 F8 PE B
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PDF SCH# ] "pdfFactory Pro™ X RAG)E www. Fineprint.cn


http://www.fineprint.cn

F @ ¥ 2016006):89~91

apro :
b.pro :
cpro :
d.pro : ) IR K / DL LRQY

epro : 5 TEDELLRQE T NS

D 6LRQ 6

apro :
b.pro :
cpro : |EEIRITS
dpro : |HEEERITS
e.pro LLLRLHKLLGNRWSL T/ PG

J66RLHKLLGNRWSLTAGRLPGRT NDVKNAW

L.GNRWSLI

GEGKWHQBP

7777777777777777 o127
7777777777777777 132
IRPQPRSFIKSSNYLSSK : 150
7777777777777777 134
S 129
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Note:a. Fragaria vesca (XM_011460503) ; b. Malus domestica (NM_001293828) ;c. ‘Pingguoli” ;d. Pyrus bretschneideri (XM_009336178) ;e. Camelina sati-

va (XM_010475836).
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Fig. 3 The amino acids sequences alignment of MYB114 between ‘Pingguoli’ and other plants
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Fig. 4 Phylogenetic tree of amino acid sequences of

MYBI114 between ‘Pingguoli’ and other plants
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Clone and Sequence Analysis of PyMYB114 Gene cDNA in
Pyrus bretschneideri Rehd. ‘Pingguoli’

LU Yanxin, WANG Xue,QU Baihong
(College of Agronomy, Yanbian University, Yanji,Jilin 133002)

Abstract;: Taking the Pyrus bretschneideri Rehd. ‘Pingguoli’ in Yanbian as test material, transcription gene PyMYB114
during the pigmentation of ‘Pingguoli’ were researched by using homologous cloning and bioinformatics technology. The
results showed that the cDNA of PyMYB114 was 744 bp in length, encoded 201 amino acids with a calculated molecular
weight(MV) of 23. 48 kDa and isoelectric point(pl) of 9. 57. Homology analysis revealed that the similarity between these
cDNA fragments and the genes of other rosaceous plants was up to 99%4. Phylogenetic tree indicated that amino acids encoded
by PyMYBI114 and Pyrus bretschneideri were the most closed on the evolution,

Keywords: Pyrus bretschneideri Rehd. ‘Pingguoli’ ; MYB114 ;sequence analysis
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