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Comparison of SSR Types and Abundance Differences between G. raimondii
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Abstract: The 39277 G. arboreum and 63588 G. raimondii ESTs from NCBI databases which were in a
total sizes of 64. 08 Mb (approximately 6. 02% of total cotton genome) were respectively assembled by
bioinformatical methods, and the differences of Simple Sequence Repeat (SSR) types and abundance
between these two species were analyzed. The main results were shown as follow: The singleton rati-
os of G. arboretum were higher than those of G. raimondii in the assembled tentative consensus se-
quences; The interval distances of six SSR types which were from mononucleotide to hexa-nucleotide
repeats in G. arboreum were farther than those of the six SSR types in G. raimondii, respectively; The
percentages of the five repeat types which were from di- to hexa-nucleotides were higher in G. arbore-
um than that of the five repeat types in G. raimondii. However, the percentages of mononucleotide re-
peat type were lower in G. arboreum. Moreover, the advanced SSR motifs and abundance of mono-,
tetra-, and hexa-nucleotides repeat types were also different between two species. Therefore, it is
suggested that the primers designed according to the tetra- or more nucleotides repeat types can effec-
tively identify the genome differences between G. arboreum and G. raimondii. The differential analysis
of SSR types and abundance in the donor species for A and D sub-genome of the tetraploid species pro-
vides more useful information for SSR marker design and profound research of the origin and evolution
of Gossypium species.
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Table 1 Assembly results of the EST sequences between G. arboreum and G. raimondii
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Fig.1 Distribution of in contig size in G. arboreum
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Fig.2 Distribution of in contig size in G. raimondii
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Table 2 Quantity distribution of SSRs in tentative consensus sequences
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Table 3 SSR Repeat type distribution between G. arboreum and G. raimondii
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Fig.3 Copy number of six repeat types in G. arboreum Fig.4 Copy number of six repeat types in G. raimondii
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Fig.5 Different motifs of SSRs distribution
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