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Genome of Plasmodium gonderi, a malaria-causing parasite of african monkey, was
analyzed. We obtained a total of 8.0 Gb nucleotide data from the combination of PacBio RS and Miseq (Next
Generation Sequencer). Nucleotide data was assembled at 16 superconti?s (14 is corresponding to the 14
parasite chromosomes, one is the mitochondria genome and one is the plastid genome). 5,180 genes were
identified from 14 chromosomes. Synteny was well conserved among 7 closely related malaria species. The
gene number of antigen multigene families, blood cell binbing genes (DBL, RBL etc) were varied, but other
genes were well conserved. From the comparative genome analysis, it was suggested that the gain/loss of
duffy binding like protein genes was relateded to the host switch between human and monkey.
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Table 1 Plasmodium gonderi genome features

Assemble
size (Mb) 234
Number of scaffolds 16
Coverrage 341
GC content (%) 26.1
Genes
No. of protein coding genes 5,180
Mean gene length (bp) 2,050
Gene density (bp/gene) 4517.4
Percentage coding 454
Nuclear genome
number of chromosome 14

Mitchondria genome

Size (bp) 5,989
GC(%) 29.9
No. of protein coding genes 3

Apicoplast genome
Size (bp) 34,507
GC(%) 14.1

No. of protein coding genes 30

Table 2 Nucdleotide and amino acid number
used for the phylogenetic analysis

Chr. No gene nuc aa
Chr. 1 153 267,318 89,106
Chr. 2 136 204,657 68,219
Chr. 3 182 289,284 96,428
Chr. 4 156 230,241 76,747

total 627 991,500 330,500
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Fig. 1 Phylogenetic tree of 7 Plasmodium
species
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Program: RaxML-8.2.7,

Model: aa = PROTGAMMA,

nuc = GTRGAMMA

Bootstrap analysis: 1000 resampling
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Fig. 2 Bootstrap value of P. gonderi, P. vivax
and P. cynomolgi monophyletic clade
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