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Table 1 Reaction to Podosphaera xanthii
race 1 in the segregation population F,
WERME HipHE b
Observations The theoretical value — {& i
(R:S) (R:8=3:1) Value Probability
‘PHHLXXM2’ F; 77 + 33 82.5: 27.5 1. 47 0.23
Tyl s =3 841,35 x2<y2 o »P>0.05, B BEMESR .
Note: xgos = 3.841,if X2<X(2),05 , P>0. 05, there is no significant differ-

€nces,

2.2 BB F AT S

FH 400 A~ SSR Fnic kil 4 55 8% 22 1A vl » 4
AYHERNE 1 fin, BIE 11 MRicETUR
SRR EF R L BE, 3% S am R
FEAAH SN, 405~ 305,310,312.327.328.329.12-7.
12-13.12-16.12-18.12-d(F£ 2) , ¥y & e LGXII, H It

Sr B
Regregation

population

M RS RS RS RS RS RS RS RS RS RS RS RS

1213

#::M. DL 2 000 Marker; R, Hiih ; S. BORHE .
Note: M. DL 2 000 Marker; R, Resistant gene pool; S, Suscepti-
ble gene pool.
Bl s&iEtmcstiidbmy g
Fig. 1 Resistant gene pool and susceptible gene

pool detected by polymorphism markers

e, ‘PHHL W BT R A T LGXIT

BB L.

*2 11 3 % & EARIZ F 51
Table 2 Sequence of 11 polymorphic markers
45 Number #ric Marker #5514 Forward primer(5’-3") TF B4 Reverse primer(5'™-3")
305 CMTCN34 TCCTCTCTTTTCTTTCATCC GTTGCTGATTTTTGCATTCC
310 CMAGN33 CTGTCTGCTATTCTCCACTTGG TGTATGCCACGTAGCGAAAC
312 DE1851 CACCCTTCATTATCCCAAC CCAGAGACGAAAAGAAATTG
327 CMBR14 CCATTCTTTACTCTCTCTGAAACCA TCACAATCTCTCCCTACCAAGAA
328 CMAGNSB0 ATATTGATTGCTGGGAAAGG CTTTTTTGGCTTTATTGGGTC
329 ECM123 TCTAATGGCGGCTTCAACTTA CTCCTTAGTGCATGGCTTCAC
12-7 SSR12212 CAGGTGGATTTGGAGTGATA CCACTTTTGGCATCTACTTA
12-13 SSR12416 TACCCATTTCTGCAATTACTC GTCGGCTTGTTCTTTATCTC
12-16 SSR12505 GGATAAGATTTCCGAGACA GCACTACATCCAAAAGACAA
12-18 SSR12510 CATAACGTCATCCCATAAAT AGATTGAAGGTTGATTGGAC
12d SSR12213 ATTGAGAATGGATCAAAGAC CAGCGATTTGAAAGTAACAG
2.3 EMRFARIC X BB A AR *3 LIMFREEF ROBHEPHLIBR
FH fjﬁ% jﬁﬂj 5 *ﬁ'@%'ﬂ ﬁ%ﬁ E':J 11 /\ SSR 1:/_,1—‘ iE,‘ X;J- Table 3 Separation ratio of 11 markers in F,
N L I N S — 7
#w i, tﬂiiﬁﬂ?ﬂ'—ﬁﬁﬁi%zlifrﬁ'ji—ﬁﬂﬁ A Marker B B o omE
— — Observation Theoretical value Value Probability
H.%:1t 11 /\1? CHY EE,ﬂ(K‘{JJJ ER(E 3D, HSHMR 310 19+ 15 17.0:17.0 0.47 0.49
RS RIPR IO E S B AR T B L KB A 5 L z; Z ’ i 132 : 132 z ZZ N 0(3’
: .5 17, . 0.0
/ e 4
PIoyELL. H,327.328 SARICKAE TR ERR 328 25+ 12 18.5+18.5 4.57 0.03
HERBE X 2 MriCh e B AL . 329 19+ 10 14.5:14.5 2.79 0.09
2. 4 E‘%ﬁ?‘,@%. E/(J%,f_[‘ 12-7 17: 12 14.5: 14.5 0. 86 0. 35
12-13 17 = 17 17.0:17.0 0.00 1. 00
4
FIF JomMap 3. 0 B4 BIMATHR 22 W HiAE 1216 17:16 16,5+ 165 0.03 0. 86
HAEMEMERE. HE 2 /TAL 924 PHHL 1 12-18 17:17 17.0 170 0.00 1.00
¥ £ P S8 7 F SSR12510 5 ECMI23 2 |, 5 12-d 17+ 18 16.516.5 0.03 0.86

SSR12510 Z[A4F7E 22. 9 M [REE S, 4R 12 B4t
BT 2 34y, HED YL (oA BEMT 2L, PR R
BEHTERRiZ X BRI ERE,

EARRREIEN BGRB8 MAHE . BREREH IR
A SRR R B REE.

Note: A. The number of individuals single and consistent with the male parent
band type;B. The number of individuals single and consistent with the female parent.
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A B

AL Fp SRR E SR G L R IEES s
R FRP R B, Fy 43 BRI A B , SRR Y B
Note: A. F; linkage map,genetic distance on the left, marking on
the right; R. Resistance genes;B. F; physical map,numbers represent
physical distance,
2 ‘PHHL’#M'XMZ'F; S EBEHESEAMYERE
Fig. 2 Linkage map and physical map of
‘PHHLX XM2’ F; segregation population
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FreaPpUm R KB . Geit o B R HT R A PR L JRR
TERREI B L, AT o . ME R B ERERY
BAEMA 3 1(y* =1.47,P=0.23), BRI X T
R % PR 1 388 A AL R B A 7R B WL AR, — R T
PR An B 450 7 “ WMR-29 H3 41 % b R 31
BRI 2 2 />3 PR 4 1 s — R 4 R R A M
DRI o AN A B A R RO SR o
FH-9307 & A 2 Xt A E R k-
Y- B ML BRI A B A T A
JREMRTE IR T R BRI R F RN
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SEAFLE R R THTEXS T A R s R B v 4L
PR R LA B A TR R R S0 () e D 2 28 47
Mgt E R AR R RIE O

2015 4F 5 ¥ AEP S FH LR B CPMR 67 14
PUEBIRE P. xanthii UM 1 #9352 AL 7R
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Location of Powdery Mildew Resistance Gene in Xinjiang Melon ‘PHHL’

MAO Yun,CHEN Ganggang, WANG Xianlei, NING Xuefei, LI Guan
(College of Science and Technology , Xinjiang University, Urumqi, Xinjiang 830046)

Abstract:In this experiment, the seqregation of resistance was evaluated in F, population derived from a cross

between the resistance melon ‘PHHL’ and the susceptible melon ‘XM2’, The major resistance gene was located
by methods of Bulked Segregation Analysis (BSA) and Simple Sequence Repeat (SSR) markers, in order to

provide the germplasm resources for resistance breeding to powdery mildew. The results showed that the resistant

to powdery mildew Podosphaera xanthii was controlled by a dominant gene in melon ‘PHHL’ varieties; 11

polymorphic markers were identified. The resistance gene was located on LGVII between SSR12510 and

ECM123;the phenomenon of partial separation was appeared in No. 327, 328 marker and the difference was

significant, these two markers existed partial separation site.

Keywords : melon ; powdery mildew resistant gene; SSR marker ; gene mapping
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