
Plasmodium 
falciparum
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 C. erinacei [KF612325] ex Erinaceus europaeus (Czech Republic)

 C. parvum [XM625373] ex Bos taurus (USA)

 C. tyzzeri [AF221530] ex Mus musculus (USA)

 C. hominis [XM661662] ex Homo sapiens (USA)

 C. wrairi [AF221536] ex Cavia aperea (USA)

 C. meleagridis [AF221537] ex Meleagris gallopavo (USA)

 Cryptosporidium mink genotype [EF428203] ex Mustela lutreola (China)

 Cryptosporidium chipmunk genotype I [JX978275] ex Homo sapiens (Sweden)

 Cryptosporidium skunk genotype [AY120917] ex Mephitis mephitis (USA)

  C. alticolis sp. n. [MH145324] ex Microtus arvalis (Czech Republic)

 Cryptosporidium vole genotype V [MH145325] ex Microtus arvalis (Czech Republic)

 Cryptosporidium giant panda genotype [JN588571] ex Ailuropoda melanoleuca (China)

 Cryptosporidium bear genotype [AF247536] ex  (USA)Ursus americanus

 Cryptosporidium chipmunk genotype II [KC954247] ex Tamias striatus (USA)

 C. felis [AF221538] ex Felis catus (Australia)

 C. canis [EU754843] ex Canis lupus (China)

 C. ubiquitum [DQ898163] ex Cervus nippon (China)

 Cryptosporidium vole genotype VII [MH145327] ex Microtus arvalis (Czech Republic)

 C. microti sp. n. [MH145323] ex Microtus arvalis (Czech Republic)

 Cryptosporidium vole genotype VI [MH145326] ex Microtus arvalis (Czech Republic)

 Cryptosporidium chipmunk genotype IV  [KC954250] ex Tamias striatus (USA)

 Cryptosporidium deer mouse genotype [AY120919] ex Peromyscus sp. (USA)

 C. suis [DQ898164] ex Sus scrofa (China)

 C. xiaoi [KF907826] ex Ovis aries (China)

 C. baileyi [AF221539] ex Coturnix sp. (Australia)

 C. serpentis [AF221541] ex Corallus hortulanus (USA)

 C. muris [AF221543] ex Mus musculus (Czech Republic)

 C. andersoni [FJ463201] ex Bos taurus (China)
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Supplementary Fig. S4. A maximum likelihood (ML) tree based on 70 kilodalton heat shock protein 
(HSP70) gene sequences. A representative of each HSP70 species/genotype from this study is 
highlighted in bold and boxed. GenBank accession numbers, host species (Latin name) and 
country of isolate origin are shown in after the isolate identifier. GenBank accession numbers are 
shown in parenthesis after the isolate identifier. The ML tree was rooted with a HSP70 sequence 
from Plasmodium falciparum [Acc. No.: M19753]. Numbers at the nodes represent the bootstrap 
values gaining more than 50% support. Branch length scale bar indicates the number of 
substitutions per site.
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