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Abstract : According to the conservative sequences of the NBS-LRR disease-resistant genes (RGAs) ,we isola-
ted 10 homologous sequences ( pp-01-10 and GenBank accession number is HM446507-16) from the mango varie
ty Jin Huang genomic DNA. Analysis of DNA sequences showed that the RGAs had more variation in the 200-300
bp region and Pi value was above 0. 4. The clones of pp-01-10 showed great homologous differences with the simi-
larity from 11. 0% to 98. 4% ,divergence value from 1. 6 to 100. 7 ,and 10 RGAs could be divided into two groups.
pp-01-10 sequences had open reading frames and the encoded protein contained P-loop and Kinase-2a domains
that were typical character of NBS gene families. pp-01-10 could be divided into TIR-NBS-LRR and CC-NBS-LRR
families and the homology was 20% —-60.2% compared with NBS genes of other known species.
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Fig.2 Alignment of NBS type gene sequences in Mango
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Fig.3 DNA polymorphism of NBS
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Table 1 DNA identity of NBS type resistance RGAs in Mango
AR 20 L (% ) Percent identity
pp-01 pp-02 pp-03 pp-04 pp-05 pp-06 pp-07 pp-08 pp-09 pp-10
pp-01 11.2 11.6 83.3 81.3 81.7 79.3 78.0 11.2 79.3
pp-02 83.2 26.9 13.0 14.2 12.2 14.6 14.2 21.3 12.2
pp-03 100.7 62.0 16.3 14.6 15.0 11.8 11.8 61.3 15.9
pp-04 19.0 80.0 89.3 89.0 93.9 85.8 85.8 11.0 87.4
A dl) pp-05 22.3 80.2 98.2 12.0 89.0 84.6 84.6 11.0 87.4
Divergence pp-06 21.2 79.0 90.5 6.4 12.0 82.1 83.7 11.0 85.0
pp-07 24.6 81.7 96. 6 15.9 17.5 20.7 98.4 11.0 85.4
pp-08 26.6 84.5 95.1 16.0 17.6 18.6 1.6 11.4 85.8
pp-09 80.0 68.6 59.5 78.3 81.9 78. 1 87.2 85.5 11.4
pp-10 25.0 82.9 92.0 13.9 13.9 16.9 16.4 15.9 79.4
pp-07 i FE R SE 1) P-loop (GMGGL/LGKTT) il Kinase2
pp-
P (VLDDVW/D) £ #3383, kinase2 ( VLDDVW/
pp- \ S
i D) B AR A AR, AT 10 10 P 91 1 5 4 — 5
] ———pp-0l op-03 T P-Loop(GMGGL/LGKTT) ZEM AR S RS, H
1 09 £ pp-01 il pp-06 55 5 i 5 W2, Hode hy 52
T T T T T T 1 V=07 _ sy 7 Bt 55 R 2% AR g Yk A iR
5 5 " " I I ) ZIR, M pp-10 55 6 {7 45 89 H & R 2 78 WS AR

Nucleotide substitutions( x 100)

4 TR NBS EEZEMUY DNA FIIRER TR
Fig. 4 DNA phylogenetic tree of NBS type resistance
RGAs in Mango
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Fig. 5 Differences of NBS type resistance RGAs protein in Mango
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Arabidopsis RPP4 (NP_193420.2).pro
Arabidopsis RPPS (NP_193428.2).pro
Arabidopsis SS14 (AAN86124.1).pro
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Flux L6 (AAA91022.1).pro
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pp-05.pro

pp-06.pro
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Arabidopsis RPS2 (Q42484.1).pro
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Lettuce RGC2B (AAD03156.1).pro

Tomato 12C-1 (AAB63274 ).pro
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Tomato Prf (AAC49408.1).pro

Tomato Hero (NP_001233995.1).pro
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Fig. 6 Phylogenetic tree of NBS type resistance RGAs protein sequences in different plants
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