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Abstract: Using electronic cloning method, the putative disease resistance protein RGA4 and the homologue of the
potato Rpi-blblprotein were obtained from tomato’s protein sequences database in NCBI by protein-blast when the
sequence of late blight resistant protein Rpi-blbl from potato was used as query sequence,then,they were compared
in gene mapping,gene structure, modify, secondary structure, topological structure and electronic gene expression pro-
file,etc, for proving their evolutionary relationship. The result showed that tomato RGA4 protein (XP_004245923.1)
was composed of 988 amino acid residues with NB ARC and LRR; conserved domain, the corresponding cDNA se-
quence (XM-004245875.1) was located on SL2.40 region in the chromosome 8, with genomic DNA length 4 089 bp,
the alignment region in chromosome 8 between 57228847 — 57232935 bp, and composed of two exons and one
intron. The tomato RGA4 protein was an unstable globular secretory protein without transmembrane structure. To-
mato RGA4 protein was regarded as an orthologous of potato Rpi-blbl protein because they were similar in secondary
structure composition, gene sequence composition, gene mapping, etc,but their minor differences in gene evolution and
composition could result in different functions. This study would provide theory for cloning late blight resistant gene
and its utilization in tomato breeding of disease resistance.
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T I B A 9% (Phytophthora infestans) J& & i
AR EERE. BEERNES X E5ERE KR
REFEHRR, R AFEMET N EEZER, BER
RHBUREERET BN —FEERRE, EH AT
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P EEER A UM MR bk (B Z %,
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BHIYEREE Ph-3 e AB AR PP KRB T
T MRS B HUME I B AT T R AR A e .
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R (A FE 4, 2008) , Ho 1 Rpi-blb1 1 Rpi-bib2 J& M
LB (Solanum bulbocastanum ) F 7y 85 H i B 5
R IE B M K (Van der Vossen et al., 2003,
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al.,2005) , Uk BHIX B4 1 B 72 % Al A 5 4% 2 2 [A]
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T, A FH )G, FIH Tree View D6 7R b Xt
75 5 6 IE ¥ 51/ BE 8 i fb W (R B Neighbor
Joining ¥ ,kimura protein JEE ,FAlHERKERMBIR
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Rpi-blbl EH R o BHE. THMWE M P&
HA R AR 62.27%.30.01% .7.42 % Al
1.86 %, i R 4540 5 LU AR 823 ik — B LW &
M REMNI G (R O EREHHEE —REWE
P50 A 84 43 A 0 AR AR, BEE — B A
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