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Abstract
tion mutants for SGR2 gene were got. The experiments of chlorophyll fluorescence analysis, determination of the content of chlorophyll and soluble

[ Objective | To study Arabidopsis thaliana SGR2 genes involved in degradation and senescence of chlorophyll. [ Method ] T-DNA inser-

sugar ,qRT - PCR test and some other bioinformatics analysis were conducted. [ Result ] The chlorophyll content of the mutant leaves was less than
the case in the wild-type. The soluble sugar content of the mutant leaves was more than the case in the wild-type. Expression of RBCS and CAB
were down regulated. While,a transparently prolonged flowering period was observed in mutant,as compared with colo-0. [ Conclusion ] The results

demonstrate that SGR2 gene is involved degradation and senescence of chlorophyll in A. thaliana.
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Fig.1 The principle of identification for T — DNA mutant plants
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Code Primer name Primer sequence

1 N561388 - LP 5" - GCAACTGGTGAAAGCAAGAAC -3’

2 N561388 — RP 5" = GCAGTGAAGAAGCTGAACACC -3’

3 N502718 - LP 5" - AATTGTCTCCACGGTGTATCG -3’

4 N502718 — RP 5" — AACTGGTTTCATCTTCGATGG -3’
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name sequence
1 Actin2 =L 5" = ACGTATCGATGTCTATTTCAACGA -3’
2 Actin2 =R 5’ - ATATCGTAGAGAGCCTCATTGTCC -3’
3 SGR2 - L. 5" = GCAAGGATGGGCAAATAGG -3’
4 SGR2 -R 5" - CACCGCTTATGTGACAATGAAC -3’
5 SAGI2 -L 5" -=TGGATACGGCGAATCTACTAACG -3’
6 SAGI2 -R 5" - GCTTTCATGGCAAGA - CCACATAG -3’
7 CAB-L 5" = CCAGA - GGCATTCGCTGAGTTG -3’
8 CAB -R 5" = CCTTACCAGTGACGATGGCTTG -3’
9 RBCS-L 5" - CCACCCGCAAGGCTAACAAC -3’
10 RBCS-R 5" —=TTCGGAATCGGTAAGGTCAGG -3’
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Fig.2 T —DNA insertion site of N502718 1 N561388
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