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Supplemental Figure S5. Nucleotide sequences of the dihydropteroate synthase (dhps) gene (enclosed in square
brackets) and its upstream dihydro-6-hydroxymethylpterin pyrophosphokinase (pppk) gene of Pneumocystis from
hares and rabbits. Highly conserved sequences are highlighted in dark shadow. Nucleotide variations resulting tin
amino acid changes in the dhps gene are indicated by red squares. Phare_v1, P. sp. ‘townsendii’ variant 1; Phare_v2, P.
sp. ‘townsendii’ variant 2 . Numbers on the two ends of each sequence correspond to the nucleotide positions of the
full-length sequence of the region amplified by PCR deposited in GenBank with accession no. listed in Table Sé.





