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Abstract On the basis of existing sequencing data three sequence assembling programs were
utilized to assemble the genome sequence of Paenibacillus Shenyangensis. The assembly data of
DNA sequence were analyzed and compared with different software in their optimal parameters
and were compared with genes of the other species of the Paenibacillus in the NCBI database. The
results showed that SOAPdenovo is the most appropriate assemble software. When k-mer is 23
the total genome length and N50 are 5 501 467 and 293 864 bp respectively. 4 393 of the total
4 800 genes are successfully matched and annotated.
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Table 2 Genome assembly results of three software programs in optimal conditions
scaffold N50/b 0%
k — mer /bp /bp P ’
SOAPdenovo 23 5501 467 337819 64 293 864 0.77
ABySS 25 5523772 322581 49 196 783 24.73
SPAdes 29 5607712 426 344 195 203 036 28.41
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