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(1.ZR T EREHFHE L LaR, B 77
FEFHETLELRE, LA FFH%A /R 161005)

"R 16100552, R RATHF LA FAMFS

WEATRFREER .G KRG LA, KRB CIP 7] b 0% 92 g% 4004 5% 09 A4 388676. 1 A &
A VASLAT 23 A S ARBEAT & L IRAF A FIBRAR, A B SSR 4 T AR R xH 4L B Ak 2 347 DNA X 2. 4
FEAR LOEBBE IR E EHLTFREBEREFFN AT HEORREFH R TREES,
AR ik Ry 2 3 SSRFFEFN P, OABARRALFAG AR DNA S4FF 3, E S T # & £ 49 SSR 34

LR, T#H—FRFLTAERAFRELEE,
KB LA E A B K SSR 84

hES S I EOR BN Gk KRR N Z R
TS = RO AR b ) 1 % S i ™ o AR
MmUY R — T B A RREE
B[ R RN R A e R 2 — (G ARk T
T S A S R T, T A S G 8 O S 0
B SO R IR R B A YU M R
TR R T A A R A R

DATE 4% 5 2% 58 J5 AR B S 1k S 5 22 R T HH [
FE 2 T8 25 SR RNA 20 M IR0 7 #4855 10 7 3
HARRZA S AMK TR K S 204
RS, SSR 4y Fhric HA mA L . 25
FE e RS AT 8 TR A 3 N
AL 43 T 18T 1 B R A 8 AT 2 AR A AT
R My FAR B B M Ay,

T EE G O R 0 A T
Folr s AR Al S A R 38 A S 2 R K R S U
AE 51 A E PR D5 5 0 1 i U R
DU £5 (A b RE CIP388676. 1 g BEAS, [ N & 111 ™
R AT T T AR SRR TR 23 AL
A B 22 A AL 3K FOBER R SSR 2 F#5
ICH ORI B AR R AT DNA $840 % 5E . 8 F—
A 4 B R B RS A AR TR
1 kRS gy ik
1.1 ##

R A 8L h CIP388676. 1 X 7 23 2«25 41,

s B #7:2020-11-21

BT B e LA R Bl 2 e 5 - 54 (2019YYYFO17)
E—EE LW (1981 —) BB L BB 5L N H B R
AR RIS . E-mail: loushubao@163. com,

HAHEFE 9 AR R RILROCE, i BRI
B AN BE 2 B 5 11153 e S 52 i R I iRt .
1.2 A&
12,1 XK@t g R AL H BT, 3 Ik
HEE LT 2019 45 H 4 HEEAAER e T8 £l R
2 Bt v 1L 43 e 32 5 Ml i AT BT XL AT 6 m Bk
PH 0.3 m, 28 0. 8 m, B> dh R AN 40 PR, KX
DX 38 5t $5OF- 30, b BT A S HE K R G ) b B it
JE K HH ] 457 381 R FH >4 1K 48 28 5 2K
1.2.2 AERB A7 *x WHEICEEWHARMNE
AT MRE. TEBEAEI . /N XHEALI 10 £ . 94
TN = TN B G R 4 o /1 ol X N
Bio AEE W1 SR N B B R BR
AR I ) % A - 4 3 T 3 3 2K TS 19 £ B
FEH-FEFIRBEEN T K BIEBZER
WACER N 3] A5 10 3% 4% i AR B R ) SR T AR AE L
FEEY o BN Y IR ER &
o YOI /N X R AL EL 10 B 2E AT SRR 7
it 2 R A 45 A T IC sk Kb N
Bt HHE AR S . R #7150 g.75 g<<
<150 g /NE <75 g, B E R KR K
W O RR 4 R RO T o R B
R0 = (BRR R 8/ SRk 25 E 40 X 100, T
FERTBR /N N SR SR s, BEZETEM &
R FH K E e
1.2.3 AW DNA IR 540 7685, BEL
B9 A DR B R LHOEAR Mgt 2y 1 g2k
FH CTAB 3:$2HOE R 240 DNA L A 1% Bt g B e i
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T R X M F 2 3

FL VKR DNA 4l B /A7 T —20 CukA T H .
1.2.4 SSR 4 #r SSR RNk Ry S B2
A ay oy k. PCR RV FEF .95 C WiAE i
5 min;95 ‘CA8M: 30 5,55 CiBk 40 s,72 ‘C ZEAfif
1 min,35 MEH ;72 CHEA 10 min, fifi J5 ¥ H1 5
4 °C, PCR ¥ 374 F 8 Y0 7% 1 58 TN I Ik e 5k Jie
LUK R I X 4% 5 1 47 34 1 i) SSR S8 L I 2 2%
PEACHT AR AW BT 5 1. PCR 5140k 5 &
M NCBI W3 b 237 i) 558 % SSR Fe 519
HBE I S IR IR TE UL 2 2% SCR[9-10 ], & 46 I
W HE T TR FRA J A .
2 B SH
2.1 1EHRHEBEMHRSHREER

e 1 al 1,9 /> dh & A BRBE & o 60, 1~
70. 9 cm, A FACA FIEEA Z (8], 0k 15 B i B2
A1 A 7.9 cm. EmBEMEHAR 6. H
60.1 cm, FAPRFEZEHCN 5.2~7.8 I~ TAAAR
FtEARZN, FEHRRZHEMA 8. 7.81,
FZERE DR R 3,0 5.2 A PUdw kI
RIMPUFA 6 MR RABARNAE 3 MR,
9N REBT WA 76~89 d. 4 N RET W
AT B 23,5 A R A H M L B AR CIP
388676.1,

®1 HEMREE

a A (RO AR Bk /em FEZEH/A BEmYLE AEEH/d

| 70.9 5.6 =2 78
AR 2 68.7 6.0 f=Ei 87
AR 3 60. 5 5.2 G 77
AR A 66. 6 5.3 SR 79
&S 65. 1 5.3 B 76
AR 6 60. 1 6.8 PR 82
MR 62.5 7.0 wbt 85
MRS 65. 2 7.8 f=E 85
mE9 63.3 7.0 f=Ei 89
CIP388676. 1 73.4 7.2 LA 86
HH 23 57.6 4.1 B 77

TESRZEVEARTT I i 2R 8 W A TE - dh 2R 4
Hdh 2 7 HEE AR 6 DML dh R 1 1
RBOIIRELRL i R 9 N AR 3 FIh & 8
NEE R HAR 5 AR HABOA 3 4 dh &
JEEA L6 A RREKEA . MR 3RS
BEA B B T — B e W AR RS AR —
BRI ISR, R 2R 6 FIR R 9
ZEIRREE i b, JUAR i R ZF IR . 4% i R A5 4R
OB RSY

x2 RERERBPE

il (RO 44 R L 37 B fh, e e e IR GEMAEE BeRRSTE
(E i e AN Y Wi JFR 64 Ly He5F
A 2 o ®H e Wit JFR h % K5t
A3 i 15 % e Jei % ELy B
L W Y Wi IR 64 Ly B¢
(E] o e HH W& JFR 54 ELy He5F
N i e e Wi JFR Gl frp ST
i o HH W JFR 54 frp HeSF
L KA £ W e ® & K5
S i # # Wi JFR il % B

CIP388676. 1 ] % iy S h frp 4
B 23 i L iy Wit JFR 54 Ly Be5¢

2.2 FEERKREHESE

Zk 9 N R 177 B AR TE LR 3, R4S
RN 6.5~8.5 N MRS IE. N85 IMAR
TIRZ N 7.8 . e TR CIP388676. 1 Hkk
SEEBGRMREEN0.93~1. 34 kg, i &R 8 I
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R T hers 169,23 g BRI AR T HT 23 1Y
180. 65 gs i & 7 Y A B % b O 86. 200, UE
MaEt R 14, 49% B FARRA, 4
GREMRTRNET MR SKRZ.



2 EHEE . DA F A G R A SSR 25 5 4 A BJEFA - EBBEK
£3 FERRRMRAS

RECGRO AR WHAER/ A BB ke /g PERER/Y% WHAR/Y R/ (kge667 m?)
mER1 6.9 0.97 140. 58 79.1 10. 09 2695. 6 bed
mER 2 7.3 1.05 143. 84 80.7 13.6 2918. 0 abc
mES3 6.7 0.93 138. 81 78.1 11.99 2584.5 cd
mAR A4 6.5 0.97 149. 23 82.2 12.61 2695. 6 bed
) 6.8 0.94 138. 24 77.7 12.12 2612. 3 bed
AR 6 8.4 1. 30 154.76 82.3 13.02 3612.7 a
mERT 7.8 1.32 169. 23 86. 2 14. 49 3668.3 a
mAER S8 8.5 1. 34 157. 65 80. 3 12.06 3723.9 a
mAR9 7.2 1.10 152.78 84.1 13.13 3056. 9 abce

CIP388676. 1 7.6 0. 88 115.79 76.3 11. 27 2445.5 cd
v 23 6.2 1.12 180. 65 85. 6 13.54 3112.5 ab

2.3 SSRIBLHH

2.3.1 BLXMA DNA mE4eal WA 1 PR,
9 AN R B HEA R B N 41 DNA 4 B2 K ) 45
M H K Al N . T R R R 4. B
DNA Jfi 54, fE 53 /£ SSR Aric X DNA 40 Ji

M :DL2000; 3k i 1:CIP388676. 1;3Kil 2: W87 23; Ukl 3~

11: & 1~9
E1 #RAEREAEEA DNA gEKRN

2.3.2 B &mAREAFARSSR ¥R FIH 20
XF SSR 5| #y v i 3 A 2 X514 STG0020 Al
STMI1105.%F 9 Al & e HoE A iy 5L P 44 DNA
#EA7 PCR ¢ 1. 5 R 7R, 2 X5l P defm 18
12 D TE MY SSR 2kt s Hh 28 4600 11 4. £
BEE R 91 7% (F 43 9 N Eh R FEA
] 1) 35t 15 Z S PE R T .

R4 INMARFERN SSRYEHER

SIS TR SRR ZEEIRE/Y
STG0020 6 6 100.0
STM1105 6 5 83.3

H1I& 2 19 SSR 45 LU n] L 514 STG0020
ARV SE 8 A R MR AR S AR R 6
AREX 7 ok FRE5 5 514 STM1105 9 45 8L A
AL LA RE 9 > dh R R HOEAS 1B 3 5[
STM1105 Al LASEE i 8 A~ dh &R S HOEA L dh & 1
Hdh F 4 AREX 2 ok A5 51 4 STG0020 1
O T LA S 8 9 AN ah R AR, R W]
2 XF 51 ¥ AT LA DNA K P45 75 4% i 2 1 3st A%
5.

Yk 1. CIP388676.1; kil 2. Fiff 23; kil 3~11: F &
1~9

2 5|4 STG0020 ¥ &Ky SSR 5 & B iL
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B3 3% STMI1105 # H##g SSR 54 B it
3 g

H Rl T8 2 Rl S DA Bl B) 2238 32 B
DIEAM GRS LT, B R EARAHRTN
A bR o S SR B AR ) gt AL 3 Al 22 oK
CIP388676. 1 J& M [ Br 88 vt 5| A By B W 32
AT RL . B A TS S 5 R 23 il 22 5w
BR B A A A A B4 i A58 Ja AR I 2
bk (B L CIP388676. 1 WA fE Mzl , X8 £,
ARG EM Z FRr N TR R . EFHE E
IR BARR G5 SRR SRR B S e P 2
AR 2RO B 28 77 R [m 32 e ., i A
V72 4k 252 Ui 0 AR 7 e T R 2K RRORE X D 1 b
Bh s DLFT B 25 8005 7 PR AR ) A A 0 3% B AR5
A R RCD  TOE R MR

SSR 4y FARICHE A AT L 7E DNA JKF %5 1
Pyt A LA A Iy (o R AR A A E R
LR ARG TR 2 X SSR #R R 514
STG0020 #1 STM1105,PCR ¥ #4857 7 9 4~ fy
FMHIEA ) SSR 5 LUK 3%, AT LA S 4G 24 s
REFEARX K., FIIAH SSR R K& 5
B R (RO AT EENY . X T 22 8 & Rl b AL B R
AL A B TETC St Rl B IC B A S L
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Bioinformatics Analysis of Pectinase in Botrytis cinerea Genome

LI Pei-qian, YANG Jin,FENG Bao-zhen
(Department of Life Science, Yuncheng University, Yuncheng 044000, China)

Abstract; In order to control the gray mold effectively, the distribution, physical and chemical properties, and
tertiary structure of pectinase in Botrytis cinerea genome were analyzed by bioinformatics in this study. The re-
sults showed that there were 6 PG,4 PME and 4 PEL in B. cinerea genome. PG sequences were 370-514 aa in
length with 16-21 aa signal peptides and abundant phosphorylation sites. PME sequences were 327-348 aa in
length with 18-23 aa signal peptides and many phosphorylation sites,but no N-glycation sites. While PEL pro-
tein sequences were 236-353 aa in length, with 17-20 aa signal peptides,and abundant in O-glycations sites and
phosphorylation sites. Conservative regions existed three kinds of pectinase amino acid sequence respectively.
Tertiary structure prediction results showed that similar domain structure presented in the same family. Evolu-
tionary analysis indicated that pectinases were conserved in B. cinerea genome.

Keywords: grey mold; polygalacturonase; pectin methylesterase; pectin lyase; genome
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Abstract: In order to breed new potato varieties with high resistance to late blight,high yield and high quality,
the potato material CIP388676. 1 with strong late blight resistance was used as female parent,and the variety
Kexin 23 was used as male parent, we obtained hybrids F, by crossing,and the SSR molecular marker technolo-
gy was used to identify the F, superior individuals. The results showed that combined with evaluation of agro-
nomic traits including plant morphology, tuber yield and starch content, we finally selected two strains with ex-
cellent comprehensive traits. The SSR fingerprint of nine potato strains and their parents was established by u-
sing two SSR special primers to amplify genome DNA. The research results could promote rapid identification
of potato.

Keywords: potato; hybrid progeny; SSR fingerprint



