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Supplementary Material 3: Neighbor-joining tree for Genetic relatedness of
Shigella isolates identified in this study; The scale indicates the number of
nucleotide substitutions per position. Numbers above the branches indicate
bootstrap percentages (those above 50%) based on 1,000 replicates. Reference
strains for Shigella enterotoxin 1 were selected from GenBank, using the accession
numbers indicated in the text

MF326948 Cryptosporidium parvum 18S ribosomal RNA gene human isolate 2

EU032322 Cryptosporidium hominis haplotype C4D small subunit ribosomal RNA gene partial sequence
MF326949 Cryptosporidium parvum 18S ribosomal RNA gene animal isolate 3

17— KF679722 Cryptosporidium hominis isolate NY-48 18S ribosomal RNA gene partial sequence

AY204229 Cryptosporidium parvum clone B3a 18S ribosomal RNA gene partial sequence

% AY204227 Cryptosporidium parvum clone Bla 18S ribosomal RNA gene partial sequence

MF326947 Cryptosporidium parvum 18S ribosomal RNA gene human isolate 1
L16997 Cryptosporidium parvum 18S ribosomal RNA gene complete
AF159110 Cryptosporidium parvum isolate HCTX8 small subunit ribosomal RNA gene partial sequence

JN812214 Cryptosporidium parvum isolate A183 small subunit ribosomal RNA gene partial sequence

KM199753 Cryptosporidium parvum isolate HB-5 small subunit ribosomal RNA gene partial sequence

AB441688 Cryptosporidium parvum gene for 18S ribosomal RNA partial sequence strain: Cp (C) 104IR(NG)
82

KM199745 Cryptosporidium parvum isolate SH CM-48 small subunit ribosomal RNA gene partial sequence
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