
Formatted Alignments

Phare_v1
Phare_v2
P.oryctolagi

1 85
1 85
1 85

T AT GA AT CAGAGC C T AT G T AT T T T GAAA AT CAGC CA A T AT T T T A TA AT GC T G T AT G TAAGG T A T A TAG T AT T T T T CG T T T TA AT T
T AT GA AT CAGAGC C T AT G T AT T T T GAAA AT CAGC CA A T AT T T T A TA AT GC T G T AT G TAAGG T A T A TAG T AT T T T T C AT T T TA AT T
T AT GA AT CGGAGC C T AT G T AT T T T GAAA AT CAAC CAC T AT T T T A TA AT GC T G T AT G TAAGG T A T A TAG T AT T T T T C AT T T TA AT T

Phare_v1
Phare_v2
P.oryctolagi

86 170
86 170
86 170

G A TA AT T T T G T T T AT T G T T TAAGG T T GAGAC T T C T T TAA AT C C T CAACAGC T T C T T AT T GA AT TACAAACA AT T GAAAAGGAGC T
GACA AT T T T G T T T AT T G T T TAAGG TAGAGAC T T C T T TAA AT C C T CAACAGC T T C T T AT T GA AT TACAAACA AT T GAAAAGGAGC T
G A TA AT T T T AT T T AT T G T T TAAGG T T GAGAC T T C T T TAA AT C C T CAACAGC T T C T T AT T GAG T T GCAAACA AT T GAGAAGGAGC T

Phare_v1
Phare_v2
P.oryctolagi

171 255
171 255
171 255

T GGACG T AT TAAGAC T AT T G A TAAAGG T C C T CG AT GC AT T G AT T TAG A T AT T AT T T T T T T T GG TAGACAA A TA AT TA AT T C T GAA
T GGACG T AT TAAGAC T AT T G A TAAAGG T C C T CG AT GC AT T G AT T TAG A T AT T AT T T T T T T T GG TAGACAA A TA AT TA AT T C T GAA
T GGACG T AT TAAGAC T AT T G A TAAAGG T C C T CG AT GC AT T G AT T TAG A T AT T AT T T T T T T T GG TAGACAA A TA AT TAAC T C T GAA

Phare_v1
Phare_v2
P.oryctolagi

256 340
256 340
256 340

T C AT TA AT T G T T C C T C AT C T CAGA A TAC T T GAACG T C C AT T T G T T C TAAAAC CGC T T T C T GAG TAA AT G A TA A T A TAG A TAAGG T
T C AT TA AT T G T T C C T C AT C C TAGA A TAC T T GAACG T C C AT T T G T T C TAAAAC CGC T T T C T GAG TAA AT G A TA A T A TAG A TAAGG T
T CAC T AT T T G T C C C T C AT C C TAGG A TAC T T GAACG T C C AT T T G T T C TAAAAC CAC T T T C T GAG TAA A TAG TAG T A TAG A TAAG AT

Phare_v1
Phare_v2
P.oryctolagi

341 425
341 425
341 425

AA A T AT T T T T C TA AT T A TAA AT TAG T A T AT CGAG T G A T AT T AT T C AT C C T G T TAC CGGG T T AT C T A TAG T T T C A T AT C T TAGAAA
AA AT G T T T T T C TA AT T A TAA AT TAG T A T AT CGAG T G A T AT T AT T C AT C C T G T TAC CGGG T T AT C T A TAG T T T C A T AT C T TAGAAA
A AT T G T T T T T C TA AT T A TAA AT TAG T A T AT CGA AT G A T AT T AT T C AT C C T G T TAC T GG AT T AT C T A TAG T T T CG T AT C T TAAAAA

Phare_v1
Phare_v2
P.oryctolagi

426 510
426 510
426 510

A A TAG A TA AT C T TA A T AT TAAAC CAG T T T T GC C AT T T T T A T A TAAAA A TAAAAG T A TAA AT T T TAG T T C T GGG T C C T A TAAAGCA
A A TAG A TA AT C T TA A T AT TAGAC CAG T T T TAC C AT T T T T A T A TAAAA A TAAAAG T A TAA AT T T TAG T T T T GGG T C C T A TAAAG TA
AACAG A TAG T C T TA A T AT TAAAC CAG T T T T GC C AT T T T T A T A TAAGA A TAAAAG T A TAA AT T T CAG T T T T GG AT C T T A TAA AT CA

Phare_v1
Phare_v2
P.oryctolagi

511 595
511 595
511 595

C C CACAC A T AT T AT GGC T AT T T T GA AT C T CAC T C C T G AT T C T T T T T C T G AT GG T GG T AT T C AT T C A T AT GG T T C T A T AT TA AT GG
C C TACAC A T AT T AT GGC T AT T T T GA AT C T CAC T C C T G AT T C T T T T T C T G AT GG T GG T AT T C AT T C A T AT GG T T C T A T AT T G AT GG
C C TACAC A T AT T AT GGC T AT T T T GA AT C T CAC T C C T GAC T C T T T T T T T G AT GG T GGC AT T C AT T C A T AT G AT T C T A T AT T G A TAG

Phare_v1
Phare_v2
P.oryctolagi

596 680
596 680
596 680

AT GC T GAGAAG T T T A TAAAAGC T GG T GCAACA A TA AT T G A T AT T GG T GGACAG T C TACAAGGC C T GG T T C T C A T AT T G T T T C TAC
AT GC T GAGAAG T T T A TAAAAGC T GG T GCAACA A TA AT T G A T AT T GG T GGACAG T C TACAAGGC C T GG T T C T C A T AT T G T T T C TAC
AT GCAGAGAAG T T T G TAAAAGC T GG T GCAACA A TA AT T G A T AT T GG T GGACAG T C TACAAGGC C T GG T T C T C A T AT T AT T T C T AT

Phare_v1
Phare_v2
P.oryctolagi

681 765
681 765
681 765

AG AT GAAGAA A T AT C T CGAG T T AT T C C T GC T A TAAAACGAC T T T TAGAAAC A T AT C C T G A T AT T T TAG TAAG T A TAG A TAC AT T T
AG AT GAAGAA A T AT C T CGAG T T AT T C C T GC T A TAAAACGAC T T T TAGAAAC A T AT C C T G A T AT T T TAG TAAG T A TAG A TAC AT T T
AGAGGAAGAA AT T T C T CGGG T T G T T C C T GC T A TAAAACGAC T T T TAAAAAC A T AT C C CG A T AT T T TAG TAAG T A TAG A TAC AT T T

Phare_v1
Phare_v2
P.oryctolagi

766 850
766 850
766 850

CG T T C T GAAG T T GCAGAAGAAGCA AT TAGGGC CGG T GC TAG T C T T G T TA AT G AT G TAACAGGAGGGAA A T AT GAC C CGAAA AT G T
CG T T C T GAAG T T GCAGAAGAAGCA AT TAGGGC CGG T GC C T G T C T T G T TA AT G AT G TAACAGGAGGGAA A T AT GAC C CAAAA AT G T
CG T T C T GAAG T T GCAGAAGAAGCA AT TAGAGC CGG T GC T T G T C T T G T TA AT G AT G TAACGGGAGGGAA A T AT G AT C CGAAA AT G T

Phare_v1
Phare_v2
P.oryctolagi

851 935
851 935
851 935

T TAAAAC T G T GGC TAA AT T T CAAG T T C CA A T AT G T A TA AT GC A T AT GAGAGGCG AT T T T T TAAC C AT GG A TA AT T TAACAG AT TA
T TAAGAC T G T GGC TAA AT T T CAAG T T C CA A T AT G T A TA AT GC A T AT GAGAGGCG AT T T T T TAAC C AT GG A TAAC T TAACAG AT TA
T TAAAAC T G T CGC TAA AT T T CAAG T T C CG A T AT G T A TA AT GC A T AT GAGAGGCG AT T T T T TAAC C AT GG A TA AT T TAACAG AT TA

Phare_v1
Phare_v2
P.oryctolagi

936 1020
936 1020
936 1020

T GG T GC T G A T AT T G TAAAGCAG AT CAC T A TAGAG T TAGAAGAG T T GC T T AT T T G T GC CGAAA AT T CGGG T AT T C C T CGC T GGA AT
T GG TAC T G A T AT T G TAAAGCAG AT CAC T A TAGAG T TAGAAGA AT T GC T T AT T T G T GC CGAAA AT T CGGG T AT T C C T CGC T GGA AT
T GG TAC T G A T AT T G TAAAGCAA AT CAC T G T GGAG T TAGAAGA AT T GC T T AT T T G T GC CGAAA AT T CGGG T AT T C C T CG T T GGA AT

Phare_v1
Phare_v2
P.oryctolagi

1021 1105
1021 1105
1021 1105

AT T AT T T TAG AT C C CGGG T TAGG AT T T GC TAAAAC T T C A T AT CAGA A T A TAGAG T T AT T GAGAAGG T T TA AT GA AT TAAA AT C T C
AT T AT T T TAG AT C C CGGG T TAGG AT T T GC TAAAAC T T C A T AT CAGA A T A TAGAG T T AT T GAGAAGG T T TA AT GA AT TAAA AT C T C
AT T AT T T TAG AT C C T GGG T TAGG AT T T GC TAAAAC T T C A T AT CAGA A T A TAGAG T T AT TAAGAAGG T T TA AT GA AT TAAA AT C T C

Phare_v1
Phare_v2
P.oryctolagi

1106 1190
1106 1190
1106 1190

AGC C T T G T T T TAGAGG T T T GC C C T GG T T GC T T GG T C C TAG T CGAAAAAG AT T TACAGGC T G T AT TACAGGGG A T AT T G T T C CAAG
AGC C T T G T T T TAGAGG T C T T C C C T GG T T GC T T GG T C C TAG T CGAAAAAG AT T TACAGGC T G T AT TACAGGGG A T AT T G T T C CAAG
AGAG T T GC T T CAG T GG T T TAC C C T GG T T GC T CGG T C CAAG T CGAAAAAG AT T TACAGG AT G T G T TACAGGGG A T AT T G T T C CAAG

Phare_v1
Phare_v2
P.oryctolagi

1191 1275
1191 1275
1191 1275

AG A TAGG AT T T GGGGCACGGC T GC T GC T G T TAC T GC AT C T AT T T TAGGAGG AT G T G A T AT T A TACGG AT T C AT G AT G T T T T T GAA
AG A TAGG AT T T GGGGCACGGC T GC T GC T G T TAC T GC AT C T AT T T TAGGAGG AT G T G A T AT T A TACGG AT T C AT G AT G T T T T T GAA
AG A TAGA AT T T GGGG TACGGC T GC T GC T G T TAC T GC AT C T AT T T TAGGAGG AT G T G A T AT T A TACGGG T T C AT G AT G T T T T T GAA

Phare_v1
Phare_v2
P.oryctolagi

1276 1307
1276 1307
1276 1307

AT G T GCAAGG T G T TAAAGAC T T CAG AT GC T AT
AT G T GCAAGG T G T TAAAGAC T T CAG AT GC T AT
AT G T G TAAAG T T T CAAGG AT T T CAG AT GC T AT

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 S6. 




