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SSR Linkage Map Congruction and QTL Analysisfor
Curvularia Leaf Spot Dissase in Maize
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Abgract :In this sudy ,SSR nmolecular marker techrology and sftware Mapmaker3. 0 ,Mapdraw2. 0 and dignment
QTLMagperl. 6 were goplied for preliminary genetic analydsdf Ye 478 ,Qi319 and population of F, -3 lines,and nolecular
genetic linkage mgp was condructed. The totd length of the linkage mgp was 1 638. 7 ¢M ,containing 114 markers ,and
the average digance between two markerswas 14. 37 cM. Fve QTL swere found near the SSR markers st ,which were lo-
caized on chronoome 2,3 ,5,6 ,9 which could explain 36. 21 %,21. 6 % ,39. 41 % ,20. 67 % ,30. 54 % of the phernotyp-
ic variation. They al denondrated additive efects. Digenic epidads interactions exiged between ome detected QTL S re-
lated to redgance to Curvularia lunata.
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2.1 SSR
, 3 45 SR , 319 478
[14] , 17
1.3 DNA MAPMAK-
CTAB (Cetyl triethylamnonium broride) ER/ EXP 3.0 114
DNA , Saghai - Maroof ™!
DNA , 100pL TE, DNA , Mapdran2. 0 , 1
1ML RNA - (10 mg/ L) ,37 30 1638.7cM,
min, RNA 0.8% 14.37 cM
DNA ,- 20 , 2.2
1.4 SSR P23 2 ;
PCR ( : 0,45 : 0.5,1,2
20UL) ddHO 8L ,Pimer F(10Mmol/L) 0. 54L, 3 6,5,24,43
Primer R(100 nol/L) 0. 50 L ,2 x Tag SQupermix 10U L , 7.7%,6.4%,30.8%,55. 1 % F:3
50 ng DNA PCR (PTC200) , ,
95 5mn,65 40s,72 40s, , :
; 9% 30s,55 40s,72 40s, 20 36.74 %, 0.84, -0.86,
;95 30s,15 ;72 6mn P=0.00155, -0.36, P=0.504 15,
4 ! )
11 ,95 5 mn , Q1L
8% PA 10pL , 2.3 QTL
350 V 3h , , QTLMaeperl. 6
Q1L , 1
1.5 QTL 2
1 QTLs
Tab.1 QTLs detected through the significanc level
IM M LOD I %
Chrom Intervel Stel Ste2 LR LOD A Pob  /H (AN
2 bnlgl21 - hrgl 0.020 0.020 16.04 3.48 -0.5085 0.0001 36.21
3 BEG39846 - umc2266 0.7%4 0.000 13.78 2.9 0.3927 0.0002 21.60
5 bnlg1306 - ucsd106e 0.224 0.060 13.37 2.90 - 0.5305 0.0002 39.41
6 brig2151 - endl 0.191 0.060 22.40 4.86 -0.3823 0.0000 20.67
9 mB04b - susl 0.229 0.000 32.26 7.00 -0.4647 0.0000 3054
(v, 5 QTLs:bnlgl21 - (D,
hrgl , BE639846 - umc2266, bnlgl306 - ucsdl06e, 5 QILs
bnlg2151 - endl ,gom604b - susl 2,3,5, 17 , ,bnigl21 -
6,9 , 36.21 %, hrgl brigl61 , 9.7 cM;
21.6 %, 39. 41 %, 20. 67 %, 30. 54 % 4 BEG39846 - unc2266 brlg1063 ,
QTLs 1 22.7 cM ;brlgl306 - ucsd106e brig1346 ,
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Tab.2 Digenic epigasis interactions exiged between different QTLs
LOD
Ch- Ini Int. Namei Ch- In Int. Namei LR LOD AAij Probij
1-7 umcl566 - bnls. 62a 2-4 C2 - umc52a 22.93 4.98 0.1897 0.000 0
5-7  bnlgl306- ucsdl06e 6-4  brlgr181- brigle2 14.83 3.2 -0.1520 0.000 2
8-4 bnlg1446 - brigll76a 7-1 gpm79a- umcl033 36.88 8.00 0.2159 0.0000
3 QTL ,DH
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