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Cloning and Sequence Analysis of MYB108 Gene from ‘Pingguoli’
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Abstract: The MYB family is the most important member of transcription factors that regulate anthocyanins synthe-
sis. Through early transcriptome sequencing, it was found that MYB108 gene in the MYB transcription factors affect-
ing anthocyanins had different expression in different periods, and its regulation effect on anthocyanin biosynthesis
was not reported. The MYB gene was successfully cloned and identified as a MYBI108 transcription factor family
gene with an ORF of 891 bp, pl of 6.30, containing 296 amino acids, and it’s an unstable protein with a SANT/Myb

domain. The color of red pear was affected by the anthocyanin content. The purpose of the study was to provide a pre-

requisite for further verification of the relationship between the gene and the anthocyanin.
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NP 001280981.1 MYB21 Malus domestica

99 |- ACP30364.1 MYB protem partial Mahs hybnd cultivar

ATL63307.1 MYB7 Malus hybnd cultivar

XP 0093569461 MYB2 1-ke Pynus x bretschneiden

A0Q26225.1 MYBS3 Enobotrya japonica

XP 008389270.2 myb-related protein 305 Malus domestica

XP 009356251.1 MYB108-like Pyns x bretschneiden
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3 ¥RFASHMEWMMYBEESRERF F UK

%, 2 R R 2 7 R 33219.28, BRI 4 45 (pl)
4 6.30, 1F Hi, fuf 7% JE #5028 , G H fof 7% FEH 25, 4 T
K CuussHasoNaoOusiSis , B A 4584 i+, A Fa g
FE68.96(>40) , M HOE ARUE SR A, BT 0%
K -0.608 ., SignalP 43 4ff POMYB108 2 1A H AT
fF5 k.
2.3.3 B #9642 My IR AT

InterPro 4% J: ¢ 1 , PbMYB108 75 4 E. A5 SANT/
Myb 25 F 5k, %558 MYB G

SMART %3t PbMYB108 & % ik ) 51 % PR ( 1&]
4),PbMYB108 T 14-64 aa fil 67-115 aa f£1E P 1
SANT 45 #4938, , J& T R2R3- MYB %% 5[5 1, I 4h
W AFAE = AR = X 48k STAT 2 71 A1 B /E A
3% Primase C terminal 13 .CARD .HOX .FYRC 3,

E 4 PbMYB108 %5 #3315

234 &G HAKRMEFF KL ST

K H ProtScale 4 71 PbMYB108 & [ 25 /5
K, HE K M A KA R 1.278 , e /ME R -2.567,
BIE }-0.608 . FAE /N T 51 2 55 K IX 8, £ {8
KFF M J& Hi K K, XFF PhbMYB108 2 5 ik ok
F,HEK XRS5 4 K 4, I PbMYB108
A THEAKEREA.
235 B &K HBERR AL 5 AT

F] ] Net Phos 2.0 Server £ J% %} PbMYB108

B HFETBERL T . FATE 24 1 Ser, 121> Thr, 4
A Tyr A] g B R 28 I B 1R A 67 1o
236 BOARBBEEMONE LT

% Fil TMHMM Server v. 2.0 7387 25 7 1) 15 i
ShERy I, T W B R IX, A2 O TE R L O
(AR Y R e
23.7 B89k B = g5 My T

SOPMA K {4 X 4 5 1R J3° ) i 41 — 9% 45 #) Tl
W & 3 . PEMYB108 W) — 9 25 46 F 2L L) o — B2 E
(30.07% ) , - %% £8 (6.42% ) e A KL W) 4% 28 45 ¥y
(53.72% ) FIAE A 555 (9.80% ) Ay 45 46 JCAF 20 1
2.3.8 B &5 R 6§ =% 4 T

Swiss—ModelWorkspace X} H (14 3 K [ 2 4%
14 H P MYB108 £ [ 1Y) =R 25 (K1 5) o =94k
el LU B HEH &6 21D a- 1R E

E5 PbMYB108 =4}l



21 T A E AL MY B 08 KK 19 TR 5 E 81 A 63

3 9 #®

AR 56 B Ty v B S SR AL e v MYB # 5 IR
TR PbMYBI0S, 1L 3 H ORF 4K 4 891 bp,
BT ECH 296, FLIR 5 HL 81 6.30, S AR E 1 5%
KER, EMTAHBEEZED, AEAFESK. 2
MYB 25 k4 38080 B 5280, MYB §4 52 R F 1l 43 R LU
4 Fp 2 . IR-MYB . R2R3-MYB . RIR23R-MYB .
AR-MYB"™, H1 T PbMYBI108 & 4 21~ SANT/Myb 4%
My s, il PbMYB108 & T R2R3 B, [IAE , M\ < 37 3
157 3 50 B R 15 ) Ms—xjIMYBI0 B B A7
R2R3-MYB %5 #438 , #F 75 & B 52 i 16 5 R & R
PE K £ % 52 0 R2R3 U MYB™ ., = B 21 2 B4 A
FS R, RS WM, MYB ) 5 AR
b 56E 2 & a2 B A ™, AR R
B, DELLA 1] DL 45 MYB iy 3519, ¢ 21 KLk
WE T 4 R2R3 B MYB # % 1 T, & BL Pb-
MYBI10. PbMYB10b . PbMYB9. PbMYB3 (1) 3% ik 7K
5T B G A R 3 P ) 2k K B AR A
KM, g SERARIR S S5, MdMYBS8 Fl Md-
MYB124 0] LA 5548 JE Rl MdF3H R MACHS /) 3%
ik, T AR 246 75 2 I A Y 28 L TP Pk SR 52
v B B RS, PaMYBIO W) % 3k 3 2

o

T A ke b & A B T AT R A Y MYB
FIEHH 3B MdMYBI111 7] DL AR MAANS 5
MAUFGT /) ZR ik, dE M BEARAE 5 R AR, A A
B MdMYB32 32k 3K Ab BRI , ANS F K1) )5 20 85 0
%, Nk 55 A6 7 K A= ™ ) i A7 7
i 3 PR 5 BRI MYB G % 3, AN s F 95 % B Md-
HBI1 & 4 7] LA 5 MdAMYB10 . MdbHLH3 . MdTTG1 &
FI 20 0 5 v 25 AN R SO A7 A T A A% TP
MdDFR 5 MdUFGT, M1 T 816 & % 19 B B

[22]
e

S % UMk :

[ 1] A7 U @R RIEE T YA UM IC L 5 88 M 3% ik i
FE[D]. BUIH 7 VLK%, 2012.
NIRRT R AL T T A IR R Py-
MYBa [t 501 5 R 3K 43 B D1 e 2524 41, 2014, 41(6) : 1183
1190.

WESCIT, SR AAEY 1 K, 25 20 % o M R HL 2 SR s vh
A6 2 A ik 5 A OGO AR A i D SR (D). P AL AE Y E

[2]

[3]

[8]

[10]

[11]

[12]

[13]

[14]

[15]

[16]

[17]

[18]

[19]

[20]

[21]

[22]

2011,31(7) : 1428-1433.
ERAAS DNA H AL I microRNA I 42 21 B4 5 )i % 5 14 HL
HIBFFEID] HUM WF TR, 2017.
Zhu Y F , SulJ, Yao G I , et al. Different light-response pat-
terns of coloration and related gene expression in red pears (Py-
rus L.)[J]. Scientia Horticulturae, 2018, 229:240-251.
Zhai R, Wang Z, Zhang S, et al. Two MYB transcription factors
regulate flavonoid biosynthesis in pear fruit (Pyrus bretschneideri
Rehd.)[J]. Journal of Experimental Botany, 2016, 67(5): 1275-
1284.
Yang Y N, Yao G F, Zheng D, et al. Expression differences of
anthocyanin biosynthesis genes reveal regulation patterns for
red pear coloration[J]. Plant Cell Reports, 2015, 34(2): 189-198.
INBELL, XU, N K A5 LSRR SR S R A
T R R S R G TR 2 3k A3 M (). A A AR
#¢,2017,53(8):1507-1514.
sk AL AL MAMYBIO ¥R KR
AR SE M [J]. bl 225741, 2018, 45(8 ) : 1429-1440.
TSLH WY S RS A% S 2 S b AR T Y S AR
FREHE A Y B I 73 T (D). 4 0 - AL AR ARAF R 27, 2013,
SR/NTE RN T R A A S SR SE (AT SR TR Y
VEE KRBT HTIDL A7 ¥ LR MR HC %, 2013
SRR AR B U5 R S A SCRE R ik gy
BrIDL A& - PH AL A AR B 27, 2017.
MR, EVEGE LS AR 24 MYB Bk 1
14 3 W K 5 43 BT 0. 2R A% 231, 2016, 33(S1):52-58.
FIGELT . 21 A 322 MYBI10 B HLR 8l X 4B 75 1 A iU 5%
LD IR AE HIDL Kb IR A0l k2, 2017.
Zhang X, Allan A C, Yi Q, et al. Differential Gene Expression
Analysis of Yunnan Red Pear, Pyrus pyrifolia, During Fruit
Skin Coloration[J]. Plant Molecular Biology Reporter, 2011, 29
(2): 305-314.
BRSO R AE S TR IR HL BT S O ). h
| I 2R M 2 UL 2019, 38(3) : 75-79, 85.
OB LR AL RS T S 2 R A LA A
[D]. ¥ % U AL A AR RHE K2, 2019.
PEARL G . 32 S MAMYB8S il MAMYB 124 %% st [H - 7£ 18 i i
A R T HLERIE SR (D). 4 8 P AU AR AR B
2018.
BRUEAR R BRAE R AR, A5 R B MY B % St [N 1 BE A 1Y
SERE SR IB AT AR R BE S, 2018, 50(3) 1 6-11.
WE W VR B W, AR AE T I R 4R A A Md-
MYB111 B Sy R 5 (1] Pel 2741, 2019, 46(5) : 832-840.
VRIS P H R, ERRAF PR MAMYB32 8 3 A & EAR
0 R SR AETT B LE WS R B EAROE R 2018,
51(24) : 4690-4699.
FKHE HE S BT MAHBL PR 5 MU S R AEE S
B 5T HLHIBE ST D). A7 & - P AL AR MR R 27, 2017.
TG X )



