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Analysis of DNA Methylation Related on the Interaction between
Wheat and Wheat Leaf Rust

FU Sheng-jie's WANG Hui*, FENG Li-na', LI Xing', WANG Shen', YANG Wen—=iang', LIU Da-qun'

(1. Department of Plant Pathology, College of Plant Protection, Agricultural University of Hebei,
Baoding 071001, China; 2. Jining Medical College, Jining 272013, China)

Abstract: DNA methylation is known to play an important role in the regulation of gene expression in eukaryotes. The
wheat near-isogenic line Telr 19 and Thatcher is race-specific resistance and compatible in the interaction with Puccinia
triticina respectively. Using methylation-sensitive amplified polymorphism (MSAP ) analysis, we compared the patterns of cy-
tosine methylation in Telr19 and Thatcher that had been inoaulated with Puccinia triticina, subjected to left untreated. In
all, 3 554 DNA fragments, each representing a recognition site cleaved by either or both of o isoschizomers, were amplified
using 60 pairs of selective primers. A total of 998 sites were found to be one of the methylated. The results suggest that no
differences in c¢ytosine methylation exist between seedlings inoculated and those unchallenged.
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Tab.1 Primers used in the test , » EcoRT-Msp 1
Adaptors and The sequences of + EcoR IHpa 11
primers adaptors and primers .
EcoR T adaptor(forward) CTCGTAGACTGCGTACC
- I+ 12
EcoR T adaptor(reverse)  AATTGGTACGCAGTCTAC 5 Hpa 1-Myp NN
Hpu 11-Myp 1(forward) GAGGATGAGTCTAGAA EoR I +ANN(N=A, T, G, C) 60
Hpu 11-Myp 1Ceverse) CGTTCTAGACTCATC , Thatcher Telr19
EcoR T+ A GTAGACTGCGTACCAATTCA
Hp T-Mp 1+ T GATGAGTCTAGAACGGT 0. 12,24, 48,72 h DNA
E+AAC GTAGACTGCGTACCA ATTCAAC DNA  COGG
E+AAA GTAGACTGCGTACCAATTCAAA 50 ~80
E+AAT GTAGACTGCGTACCAATTCAAT ’ ’
E+AAG GTAGACTGCGTACCAATTCAAG
E+ACT GTAGACTGCGTACCAATTCACT X 3 554
E+ACC GTAGACTGCGTACCAATTCACC
E+ACA GTAGACTGCGTACCAATTCA CA 9% ’
E+ACG GTAGACTGCGTACCAATTCA CG ¢ 2.
E+AGT GTAGACTGCGTACCA ATTCAGT
E+AGC GTAGACTGCGTACCAATTCAGC €6 , Myl ’ Hpa
E+AGG GTAGACTGCGTACCAATTCAGG m ., 17.6%.»
E+AGA GTAGACTGCGTACCAATTCAGA 3, Hpa 11 , Myp 1
HM+ TTC GATGAGTCTAGAACGGTTC 0
HM+ TAC GATGAGICTAGAACGGTAC . 10.5%. .
HM—+ TGC GATGAGTCTAGAACGGTGC 281 Vo
HM+TAG GATGAGTCTAGAACGGTAG Marker HI H2 H3 H4 H5 H6 M1 M2 M3 M4 M5 M6
HM+TTG GATGAGICTAGAACGGTTG
B
2 HR G40
2.1 TcLr19 Thatcher 04-15-8-1
A
7,13d 8 AsB.C . . HlL H2 H3
Telrl9 H4 HS, H6 M1, M2, M3, M4, M5, M6
DNA  EwRI-Fpa 1l and EcoR - Mp | .
Thatcher 0 4C 1) H1 H2 H3 Hé H5 H6 and ML M2 M3 M4 M5, M6 are amplification frag-
Tel.r19 04-15-8-1 ments after digestion with EwR -Hpa 11 and Ew R - My 1 respectively.
2 ,
° Fig.2 MSAP band of unmethylated (A), hemimethylated (B)
and fully methylated (C) sites
b
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3 i
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Fig. 1 Infection types of 04-15-8-1 on DNA
TeLr19 and Thatcher ,
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