Table 1- Classification of human protozoa of the genus Plasmodium

	Domain

	Eukaryota

	Kingdom


	Chromalveolata

	Superphylum


	Alveolata

	Phylum


	Apicomplexa

	Class


	Aconoidasida

	Order 


	Haemosporida 

	Sub-order
	Haemosporidiidea

	Family 


	Plasmodiidae

	Genus 


	Plasmodia

	Sub-genus
	Plasmodium; Laverania

	Species
	P.falciparum

P.malariae

P.ovale

P.vivax

P.knowlesi*


* P.knowlesi is a primary parasite of monkey that can infect humans 

Table 2- Characteristics of infection with the five species of Plasmodia infecting humans
	Characteristics
	Plasmodium falciparum
	P.knowlesi
	P.malariae
	P.ovale
	P.vivax

	Pre-erythrocytic stage  (days)
	5-7
	8-9
	14-16
	9
	6-8

	Pre-patent period (days)
	9-10
	9-12
	15-16
	10-14
	11-13

	Erythrocytic cycle (days)
	48
	24
	72
	50
	48

	Red cells affected
	All
	All
	Mature erythrocytes
	Reticulocytes
	Reticulocytes

	Parasitaemia per µL

· Average

· Maximum
	20,000-500,000

2,000,000
	600-10,000

236,000
	6000

20,000
	9000

30,000
	20,000

100,000

	Febrile paroxysm (hours)
	16-36 or longer
	8-12
	8-10
	8-12
	8-12

	Severe malaria
	Yes
	Yes
	No
	No
	Yes

	Relapses from liver forms
	No
	No
	No
	Yes
	Yes

	Recurrences
	Yes (treatment failure)
	Yes
	Yes (as long as 30-50 years after primary attack)
	No
	Yes (treatment failure)


Table 3 – Comparative genome size , whole genome SSR , A+T and G+C content of the three sequenced genome of Plasmodium species causing human malaria
	Plasmodium species
	Overall genome size (Mb)
	Number of genes*
	Overall SSR content (%)
	Overall A+T content (%)
	Overall G+C content (%

	Plasmodium vivax


	26.8
	5,433
	3.8
	58
	42.3

	Plasmodium knowlesi


	23.5
	5,188
	4.92
	63
	37.5

	Plasmodium falciparum 


	23.3
	5,403
	10.5
	81
	19.4


* Including pseudogenes and partial genes, excluding non-coding RNA genes; SSR=simple sequence repeats; A=adenine; T=thymine; G=guanine; C=cytosine
