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Table 1 Part of different expressed gene between irradiation group and control group in genechip array ()

Probename Gene description P -value FCAbsolute Regulation
050220262800 NBS-LRR 6x10"vs C 0.0505 7.8 up
protein(Fragment) 6x10""vs Z 0.0735 4.7 up
ZvsC 0.3096 1.7 up
050520365300 NBS-LRR 6x10"vs C 0.0002 4.4 up
protein(Fragment) 6x10""vs Z 0.0024 3.1 up
ZvsC 0.7859 1.4 up
0s08g0499700 Conserved hypothetical 6x10"vs C 0.3229 24 up
protein 6x10""vs Z 0.2066 35 up
ZvsC 0.0943 1.4 down
0s04g0330900 Conserved hypothetical 6x10"vs C 0.0018 24 up
protein 6x10"vs Z 0.2217 1.6 up
ZvsC 0.2943 L5 up
050320830400 PGPS/D12 6x10"vs C 0.2435 1.9 up
6x10""vs Z 0.2406 4.8 down
ZvsC 0.1470 9.3 up

Note: C: control, Z: vacuum
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Table 2 Primers used in semi-quantitative RT-PCR experiments

Probename Gene description Primer(5°-3”) GeneBank accession
050220262800 NBS-LRR protein (NBSLRR1) F GAAGCGACCTCCTACCAGC AK073576
R TAGACACGCAAACCCAGAC
0s05g0365300 NBS-LRR protein (NBSLRR2) F TAGCGAAAGCAAGGGACT AK120289
R AATGGAGACAACGAAACG
050820499700 Conserved  hypothetical ~ pro- F GTTGCTGTTGGAGGAAGTAT AK119271
tein(CHP1) R AGGAGCCAGAATCTGTAGTG
050420330900 Conserved  hypothetical ~ pro- F CGTTAAATAGCGTCATCTC AK065565
tein(CHP2) R CAAACAACCGATTAAGTGC
0s0320830400 PGPS/D12(PD) F AGGTAGTCAGATTGCCAGGAT CI422497

R TGAGAAAGGCTCCCAGGTC
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Fig.1 The RNA results of rice
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Fig.2 RT-PCR results of NBSLRR1, NBSLRR2, CHP1, CHP2, and PD ranging from 72 to 120 h(C, control; Z, vacuum; 1,

1x10"7cm™ dose; 3, 3%x10'7 cm™? dose; 5, 5%10'7 cm™ dose)
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Semi-quantitative analysis of the five up-regulated genes in rice screened by genechip array

underlying the implantation of the low-energy ion beams
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ABSTRACT

We select abnormal expression genes from the gene chips which detected the nitrogen ion beam irra-

diated rice, and these genes (NBS-LRR, PGPS/D12, Pherophorin-S, aspartic endopeptidase) involve in stress re-

sponse and cell number regulation. In order to investigate the characters of these genes expression in rice seedlings

stage irradiated by the low-energy iron beam, mRNA were purified from seedlings at different growth stages ranging

from 72 to 120 h after implantation (HAI) and analyzed by semi-quantitative RT-PCR. The results showed that dif-

ferent implantation doses could regulate expression level of NBS-LRR1, NBS-LRR2, Pherophorin-S precursor, As-

partic endopeptidase and PGPS/D12, providing the target genes for the molecular mechanism of ion beam mutation.
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