
L26

19F

P37039

12C

P37005

A84

A20

S3_016_000X1

A203

SP_CRL_000G1

SP_CRL_000G1

SP_CRL_017G2

N1_023_007G1

N1_023_000G1

P37037

P78048

A48

A92

S3_003_012Y1

P75010

N2_070_000G1

P60002

P75016

P75063

Ca6

GC75

P87

A155

P57055

P34048

P78042

A67

A123

CHN1

P76055

P57072

P76067

N5_264_006G1

N5_264_000G1

P94015

Ca529L

SC5314_v3

SC5314_v4

3153A

SC5314-P0

SC5314-GTH12

SC5314

UAB040-W3D3

UAB090-W2D7

UAB012-W7D4

UAB012-W3D5

ATCC 10231

WO-1

TIMM 1768

0.07

CHN1

P75010

GC75

P94015

Ca529L

A20

P75016

P75063

19F

12C

SC5314

P57055

A123

P57072

N1_023

A84

P76067

A92

A67

A48

SP_CRL

ATCC10231

P34048

P37037

3153

N2_070

P87

S3_016

S3_003

P76055

A155

P37039

P37005

L26

P78042

N5_264

P78048

A B

Figure S2: Phylogenetic and ANI comparisons of C. albi-
cans genomes show no clear hospital associated popula-
tion. (A) ANI comparisons for each C. albicans strain. All 
publically available C. albicans genomes from NCBI were 
included. Genomes assembled in this study are highlighted in 
red. If multiple genomes were assembled for the same strain 
from different time points, all assembled genomes were 
included in this analysis. (B) A phylogenetic tree of C. albi-
cans strains constructed from concatenated SNVs. Strains 
with genomes assembled in this study are highlighted in red. 
All publically available C. albicans genome read sets on 
NCBI are included in this analysis. 


