2004 ,9(1) : 7 10
Journd of China Agriculturd Universty

f103
(
( Setariaitalica) cDNA
819 , 130 ,
f103 ,
; £103 ; CDNA ;
Q78 1007-4333(2004) 01-0007-04

100094)
103 ,
14113 u Southern
Northern 103
,F103
F103
A

Cloning of f103in Setaria italica and its characters
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Abstract A new gene (f103) was isolated from Setariaitalica cDNA library. The sequenced and characterized. f103
gene was composed o 819 nt. The encoded putative polypeptide had a molecular weight of 14 113 u and contained

130 amino acid residues. Southern blotting analysis indicated that {103 was one copy in the genome of millet and had

homologous gene in maize. Northern blot analysis showed that f103 mRNA accumulated in stems, irflorescence, devel-

oping seeds, but not inleaves. The analysis by a hiology software indicated that the hydrophibic domain was dominant

in the structure of the deduced protein which had several phospho-sites and might be a nuclear targeting protein. All

these would be the structural basis for the function of FLO3 protein.
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1 CGGCACGAGGGGAATAGCTCCGGLCAAGTAGGAAATTAAAGCCCCOCCTTGTCTAGTTGG
61 AGCCATTGGA TACATBGGCAGGCCTCGAGGGAAGAGCAAGAAAGCGA TOGAAGCCGOGAG
| M 6 R PRGIEKSIE KIEKATIEHAAS
121 CAACGACGACGAAGATCGCAGCGGCGGUGAGGAGGUGCCGCCCACCCCCAAGAGGA GGG
17 NDDEDGSGOGETEAPPTZPIEKERRG®G
I81 AAGGCCTCAGACGAAGCCTCTCAAGGACGACGLCGACGAAGCCLAGGATAAGGACALCIA
7 R PQTHKPLEKDDADEAEDEKTDTA
2 CGAGGCOGAGGAAGACGACGCAGACGGUACAAAGCCCGTCGTGUGGUCAAGUAAGGACTT
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601 GTICGTAGTCCCATCTCTAGGAGTAGCAGCATGATCATGTTCATGCCATTAAGTGC TGGT
661 CGOTGGATGACATGCTAGTTATAGCTTGTCAGTTCGTTTGCATGAGGGTAC TAGTRACTH
721 GTGOTTTGCG TTAAAACTTGAAAGTATAAGCAAGCATTCTCTGCGAACTGTTTATCC TG
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Fg.1 Nudeotide sequence and deduced amino acid sequence of the millet cDNA clone f103
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f103 At2g42190 EST ,103
At3g57930 EST
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Table 1 Blast resultsof 103 in database
At2g42190 AAB88644 34% All non-redundant GenBank CDS blastx
trandations+ PDB + SwissProt + PIR + PRF
At3g57930 NP191352 31 % All norrredundant GenBank CDS blastx
trandations+ PDB + SwissProt + PIR + PRF
Unknown in Arabidopss AAL 87340 34 % All norrredundant GenBank CDS blastx
trandations+ PDB + SwissProt + PIR + PRF
At2g42190 protein AAB88644 34 % Swiss- Prot + TrEMBL + TrEMBL - NEW blastp
Wheat WHE4119_B09_D17ZS BQ752790 23/ 33(69 %) CGenBank + EMBL + DDBJ EST database blastx
Maize 660035D06 AW360466 22/ 31(70 %) CenBank + EMBL + DDBJ EST database blastx
Bardy AW982295 21/ 40(52 %) CGenBank + EMBL + DDBJ EST database blastx
HV SM EgO002M 04f
Rice OSIN Ec04D03 CB653297 22/ 26(84 % CGenBank + EMBL + DDBJ EST database blastx
Maize 605011D10 A 1665454 23/ 30(76 %) CenBank + EMBL + DDBJ EST database blastx
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