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Fluorescence microscopy images of the different strains
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Fig.2 Analysis the expression level of the target gene in mutant strain by Western blot
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Fig.3 Fluorescence microscopy images of the different strains
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Fig.4 Fluorescence microscopy images of different strains induced with different concentrations of inducers
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Fig.5 Fluorescence microscopy images of different strains
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Fig.6 Analysis the expression level of the target gene in mutant strain by Western blot
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Construction of controllable protein degradation
system in Anabaena sp. PCC 7120

WANG Jing ZHANG Juyuan WANG Li CHEN Wenli

State Key Laboratory of Agricultural Microbiology s Huazhong Agricultural University ,
Wuhan 430070,China
Abstract  Anabaena sp. PCC 7120 is an important model strain in the field of cyanobacteria re-
search.Controlling the expression level of gene is one of the most important ways to investigate gene
functions. There are a variety of matured gene induction systems available in cyanobacteria. However,no
controllable protein degradation system is available in cyanobacteria yet. This work is based on the pro-
tein quality control system in Mesoplasma florum and aims to construct an inducible protein degradation
system facilitating the investigation of essential genes in Anabaena PCC 7120. Results showed that the
degradation or decrease of the target proteins was not detected.It is indicated that the constructed system
needs to be further improved.
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