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Abstract: The methylation—sensitive amplification polymorphism ( MSAP) and the fluorescence-da—
beled methylation-sensitive amplification polymorphism ( F-MSAP) are both modified AFLP ( ampli—
fied fragment length polymorphism) techniques to investigate cytosine methylation in genomes. In F-
MSAP system selective amplification is fluorescently labeled and selective products could be detec—
ted by DNA sequencer. In the present study MSAP and F-MSAP methods were used to analyze
DNA methylation in antler stem cells. In MSAP and F-MSAP systems a total of 387 and 1 524 frag—
ments were detected respectively and type I fragments are the most frequent and type Il fragments
are the least frequent. The results show that compared to MSAP method F-MSAP method had the
main advantages of safety high efficiency high sensitivity and automation in the process of data a—
nalysis and operation. Overall the present study reveals that the F-MSAP method was more suitable
than MSAP method for detecting cytosine methylation in antler stem cells as well as deer.
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Table 1. Sequences of primers and adapters

/

EcoR 1

E+1

E+3

Hpa Il IMsp 1

HM +1
HM +3

5"-CTCGTAGACTCGTACC-3~

3= CATCTGACGCATGGTTAA-S"
5°-GACTGCGTACCAATTC + A3~
5’-GACTGCGTACCAATTC + AAC3~
5"-GACTGCGTACCAATTC + AAG3~
5"-GACTGCGTACCAATTC + ACA3
5"-GACTGCGTACCAATTC + AGT3~
5’-GACTGCGTACCAATTC + ATC3
5"-GACTGCGTACCAATTC + ACT-3"
5"-GACTGCGTACCAATTC + AGA3
5’-GACTGCGTACCAATTC + ATG3~
5"-GACGATGAGTCTAGAA-3~
3'—CTACTCAGATCTTGC-S~
5"-GATGAGTCTAGAACGG + T3~

5’ FAM-GATGAGTCTAGAACGG + TAC-
%’—F AM-GATGAGTCTAGAACGG + TAG-
3
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Table 2. Analysis results of MSAP

I I I
1 29 19 4 6
2 33 18 11 4
3 25 14 5 6
4 19 11 4 4
5 38 24 8 6
6 27 17 8 3
7 22 9 9 4
8 26 17 5 4
9 16 9 3 4
10 30 20 7 3
11 18 10 4 4
12 19 9 6 4
13 25 15 3 7
14 24 10 8 4
15 17 10 4 3
16 29 17 6 6
387 203 95 89

3 F-MSAP

Table 3. Analysis results of F-MSAP

I I m
1 86 37 35 14
2 82 45 33 4
3 104 46 44 14
4 102 49 39 14
5 95 44 31 20
6 86 35 30 21
7 95 47 23 25
8 88 49 23 16
9 98 43 40 15
10 86 39 26 21
11 91 40 27 24
12 49 31 12 6
13 111 57 33 21
14 117 49 41 27
15 116 71 27 18
16 108 58 30 20
1524 740 494 290
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