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Abstract: To evaluation the methylation status of different immature embryo stages of Carya cathayensis, DNA
methylation variety was detected on immature embryos of Carya cathayensis, and an inter-simple sequence
repeat (ISSR) analysis was performed to reveal the DNA methylation in five developmental stages of immature
embryos (9 — 13 weeks post pollination). Results revealed 128 bands obtained from 17 primers. With
development of the immature embryos, the methylation percentage from 9 to 13 weeks post pollination
increased gradually from 23.4% to 25.8%, 28.9%, 40.6%, and then 42.2%. Also, total DNA methylation (7.8%,
8.6%, 16.4%, 24.2%, and 25.0% ) and half DNA methylation (15.6%, 17.2%, 12.5%, 16.4%, and 17.2% )
existed. Thus, there was DNA methylation variety with the development of the immature embryos of Carya
cathayensis (P<<0.01).[Ch, 3 fig. 5 tab. 21 ref. ]
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Figure 1 DNA methylation band types of different development stages of immature embryos of Carya cathayensis
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Figure 2 Effect of development stage on DNA methylation
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Table 4 DNA methylation types on different development stages of immature embryos of ISSR

%l%vl $9H 55 10 J4 4511 4 5512 4 % 13 H
i 1 I I v I Il m v I I mw v I I 11—\ 1 Il m v
808 7 6 0 1 0 5 1 1 0 6 1 0 0 6 0 0 1 6 1 0 0
809 17 4 0 0 7 4 0 0 7 4 0 0 6 4 1 0 6 4 1 0
815 7 1 4 0 2 2 4 0 1 2 4 0 1 6 1 0 0 5 2 0 o0
816 5 3 0 0 2 3 0 0 2 3 0 0 2 3 0 0 2 3 0 0 2
817 8 3 0 0 5 3 0 0 5 3 0 0 5 5 0 0 3 5 0 0 3
822 9 5 3 1 0 5 3 1 0 5 4 0 0 5 4 0 0 5 4 0 o0
825 8 3 0 0 5 3 0 0 6 6 0 2 0 6 0 2 0 6 0 2 0
827 9 1 2 0 6 1 2 0 6 6 1 1 1 5 1 0 3 5 3 0 1
830 6 4 2 0 0 4 2 0 0 4 2 2 0 5 1 0 0 5 1 0 o0
834 7 3 2 0 2 3 2 0 2 3 2 0 2 3 2 0 2 4 2 0 1
840 9 5 2 2 0 5 2 2 0 5 2 2 0 6 3 0 0 6 3 0 o0
855 6 1 1 1 3 2 1 0 3 1 1 1 3 2 1 0 3 3 0 0 3
858 9 4 3 2 0 4 3 2 0 4 3 2 0 5 3 1 0 6 3 0 0
862 6 2 2 1 1 5 0 0 1 5 0 1 0 2 2 1 1 4 1 1 0
867 6 5 1 0 0 5 1 0 0 5 1 0 0 5 0 1 0 5 1 0 0
888 7 3 1 0 3 4 0 0 3 6 1 0 0 6 1 0 0 7 0 0 0
889 8 3 0 0 5 3 0 0 5 7 0 1 0 7 0 1 0 7 0 1 0
Bt 128 59 27 14 30 60 25 13 30 74 26 12 16 719 23 17 9 8 25 13 9
AL
] 23.44 25.78 28.90 40.62 42.19
L 15119
®5 ISSREABRXEMBRSYEHEEREFELETRMCASIT
Table 5 Total/half DNA methylation on different development stages of ISSR
559 14 55 10 J4 411 512 4 55 13 4
1Y YA AWEL ERAE ATAE R AT L AL S L A S R L R R
oL, (A=Y L, oL, (A=Y L, (A= L, oL, (A=
808 7 1 0 1 1 1 1 1 1 1 1
809 11 0 0 0 0 0 0 1 0 1 0
815 7 0 2 1 1 1 1 3 1 4 1
816 5 0 2 0 2 0 2 0 2 0 2
817 8 0 0 0 0 0 0 2 0 2 0
822 9 2 0 2 0 2 1 2 1 2 1
825 8 0 3 0 3 3 0 4 0 4 0
827 9 2 0 2 0 2 0 2 1 2 1
830 6 0 0 0 0 0 0 2 1 2 1
834 7 0 3 0 3 1 3 1 3 1 3
840 9 2 0 2 0 2 0 2 1 2 1
855 6 1 3 1 3 1 3 1 3 1 3
858 9 2 0 2 0 2 1 2 1 2 2
862 6 0 1 0 1 1 0 1 3 2 2
867 6 0 0 0 0 0 0 1 0 0 1
888 7 0 3 0 3 0 3 1 3 1 3
889 8 0 5 0 5 5 0 5 0 5 0
it 128 10 20 11 22 21 16 31 21 32 22
7.81 15.62 8.59 17.19 16.40 12.50 24.22 16.41 25.00 17.19
R AL L 15il1%

23.44 25.78 28.90 40.62 42.19
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