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 C. hominis [EF591784] ex Homo sapiens (China)

 C. cuniculus [GU327783] ex Oryctolagus cuniculus (UK)

 C. tyzzeri [JQ073404] ex Mus musculus (Czech Republic)

 C. erinacei [KF612326] ex Erinaceus europaeus (Czech Republic)
 C. parvum [AF382338] ex Bos taurus (NS)

 C. meleagridis [AB471662] ex Nymphicus hollandicus (Japan)

 C. wrairi [AF382348] ex Cavia aperea (USA)

 C. fayeri [HQ008933] ex Homo sapiens (Australia)

 C. viatorum [JN846707] ex Homo sapiens (UK)

 Cryptosporidium chipmunk genotype I [JX978270] ex Homo sapiens (Sweden)

 Cryptosporidium skunk genotype [AY120923] ex   (USA)Mephitis mephitis

 C. rubeyi [KT027533] ex Cynomys ludovicianus (USA)

 Cryptosporidium deer mouse genotype III [AY120925] ex Peromyscus sp. (USA)

 C. suis [EF012373] ex Sus scrofa (Norway)

 C. ubiquitum [GQ337961] ex Ovis aries (Norway)

 Cryptosporidium sp. isolate 1947 Mipe NA [KY657329] ex Microtus pennsylvanicus (USA)

 Cryptosporidium vole genotype VII [MH145313] ex Microtus arvalis (Czech Republic)

 Cryptosporidium sp. isolate 10482 Mygl EU [KY657327] ex Myodes glareolus (Slovakia)

 Cryptosporidium vole genotype III [MH145309] ex Microtus arvalis (Czech Republic)

 Cryptosporidium sp. isolate 2035 Myga NA [KY657325] ex Myodes gapperi (USA)

 Cryptosporidium sp. isolate 23236 Miar EU [KY657294] ex Microtus arvalis (Czech Republic)

 C. microti sp. n. [MH145308] ex Microtus arvalis (Czech Republic)

Cryptosporidium muskrat genotype II [KY779769] ex environmental sample (USA)

 Cryptosporidium sp. isolate 1857 Mipe NA [KY657307] ex Microtus pennsylvanicus (USA)

 Cryptosporidium vole genotype VI [MH145312] ex Microtus arvalis (Czech Republic)

 Cryptosporidium sp. isolate 2018 Mipe NA [KY657320] ex Microtus pennsylvanicus (USA)

 Cryptosporidium chipmunk genotype IV [KC954268] ex Tamias striatus (USA)

 Cryptosporidium sp. isolate 12438 Mygl EU [KY657317] ex Myodes glareolus (Slovakia)

 Cryptosporidium vole genotype II [MH145314] ex Microtus arvalis (Czech Republic)

 C. alticolis sp. n. [MH145310] ex Microtus arvalis (Czech Republic)

 Cryptosporidium sp. isolate 1763 Mipe NA [KY657342] ex Microtus pennsylvanicus (USA)

 Cryptosporidium bear genotype [AF382339] ex Ursus americanus (USA)

 C. canis [EU754841] ex Canis lupus (China)

 C. felis [AF382347] ex Felis catus (USA)

 Cryptosporidium chipmunk genotype II [KC954264] ex Tamias striatus (USA)

 Cryptosporidium vole genotype IV [MH145315] ex Microtus arvalis (Czech Republic)

 Cryptosporidium sp. isolate 1962 Mipe NA [KY657347] ex Microtus pennsylvanicus (USA)

  Cryptosporidium vole genotype V [MH145311] ex Microtus arvalis (Czech Republic)

 Cryptosporidium sp. isolate 12477 Miar EU [KY657344] ex Microtus arvalis (Czech Republic)

 C. varanii [AF382349] ex Varanus griseus (USA)

 C. bovis [AY741307] ex Bos taurus (USA)

 C. scrofarum [AB852580] ex Sus scrofa (Japan)

 C. macropodum [EU124664] ex Macropus giganteus (Australia)

 C. baileyi [EU741853] ex Gallus gallus (China)

 C. avium [KU058882] ex Cyanoramphus novaezelandiae (Czech Republic)

 C. molnari [HM365219] ex Sparus aurata (Spain)

 C. galli [AY163901] ex Tetrao urogallus (Czech Republic)

 C. serpentis [AF382353] ex Varanus exantheticus (NS)

 C. andersoni [FJ463205] ex Bos taurus (China)

 C. muris [AF382350] ex Mus musculus (USA)

 C. proliferans [KT731194] ex Syncerus caffer (Central Africa Republic)
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Supplementary Fig. S2. A maximum likelihood (ML) tree based on actin gene sequences. A 
representative of each actin 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. The ML tree was rooted with an actin sequence from Plasmodium 
falciparum [Acc. No.: EF472536]. 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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