C. cuniculus [KC157563] ex Oryctolagus cuniculus (China)
C. hominis [KX926463] ex Equus cabalus (China)
84l c. parvum [AF481960] ex Homo sapiens (Uganda)
C. erinacei [KF612327] ex Erinaceus europaeus (Czech Republic)
80 C. tyzzeri [JQ073446] ex Mus musculus (New Zeland)
20 L[ Cryptosporidium ferret genotype [AB469366] ex Mustela putorius furo (Japan)
50
72|~ Cryptosporidium weddellseal genotype [JQ740107] ex Leptonychotes weddellii (Island)
— C. wrairi [U35027] ex Cavia aperea (USA)
C. meleagridis [JX568159] ex Homo sapiens (Iran)

Cryptosporidium mink genotype [EU197214] ex Mustela lutreola (China)

87 C. viatorum [JX984441] ex Homo sapiens (Guatemala)

|_[ Cryptosporidium chipmunk genotype | [JX984442] ex Homo sapiens (Sweden)
77 94 Cryptosporidium southern elephant seal genotype [JQ740108] ex Mirounga leonina (Island)

I C. rubeyi [EU847640] ex Spermophilus beldingi (USA)
C. ubiquitum [HM209391] ex Coendou prehensilis (USA)

95— Cryptosporidium vole genotype V [MH145319] ex Microtus arvalis (Czech Republic)
L—— Cryptosporidium sp. isolate CrCZ-27 [AY282699] ex Apodemus sylvaticus (Czech Republic)

50 Group 3

64 Ye] md C- microti sp. n. [MH145316] ex Microtus arvalis (Czech Republic)

Cryptosporidium vole genotype VIl [MH145321] ex Microtus arvalis (Czech Republic)
Cryptosporidium vole genotype lll [MH145317] ex Microtus arvalis (Czech Republic) Group 1

Cryptosporidium vole genotype VI [MH145320] ex Microtus arvalis (Czech Republic)
SULH Cryptosporidium vole genotype Il [MH145322] ex Microtus arvalis (Czech Republic)

e C. alticolis sp. n. [MH145318] ex Microtus arvalis (Czech Republic) Group 2

0.1 52 — C. canis [FJ233016] ex Homo sapiens (Brasil)

LogL =-3016.36

96 L———— Cryptosporidium giant panda genotype [JN588570] ex Ailuropoda melanoleuca (China)

Cryptosporidium sp. isolate EGKB [AY237635] ex Macropus giganteus (Australia)

Cryptosporidium sp. isolate 815 [AF266277] ex Pituophis catenifer (USA)
C. felis [AY282700] ex Felis catus (Czech Republic)
C. baileyi [DQ060434] ex Gallus gallus (China)

| C. muris [DQ060430] ex Rattus rattus (Japan)

100] 1 C. andersoni [DQ989570] ex Camelus bactrianus (China)
0L ¢. serpentis [AF266275] ex Lampropeltis sp. (USA)

Supplementary Fig. S3. A maximum likelihood (ML) tree based on Cryptosporidium oocyst wall
protein (COWP) gene sequences. A representative of each COWP 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 COWP sequences
of gastric Cryptosporidium spp. 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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