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Supplementary Figure 1 a. Bacterial 16S marker gene 
sequenced species were matched with cultured 
Staphylococcus aureus isolates in their phylogenetic tree 

23_HHC_of_02123a_HHC_of_021_1m21a_inGPA_1m
21_aGPA

0 20 40 60 80 100

81_inGPA

69_inGPA

63_aGPA

63a_inGPA_1m

020406080100

73_inG
PA

0
20

40
60

80
100

125_aGPA

121_inGPA51_aGPA
0

20
40

60
80

100

67_inG
PA

105_aG
PA

111_aG
PA

0
20

40
60

80
100

49_inGPA

47_inGPA

157_EGPA

153_inGPA
0

20
40

60
80100

23_HHC_of_021

23a_HHC_of_021_1m

21a_inGPA_1m

21_aGPA

0 20 40 60 80 100

OTP_0008_Staphylococcus_aureus OTP_0045_Staphylococcus_epidermidis OTP_0683_Corynebacterium_propinquum
OTP_0025_Propionibacterium_acnes OTP_0909_Corynebacterium_accolens OTP_1570_Haemophilus_influenzae
OTP_0022_Staphylococcus_pseudintermedius OTP_0744_Dolosigranulum_pigrum OTP_1448_Corynebacterium_tuberculostearicum
OTP_1542_Prevotella_copri OTP_1447_Corynebacterium_segmentosum OTP_0912_Corynebacterium_macginleyi
OTP_1746_Lactobacillus_amylovorus OTP_1052_Finegoldia_magna OTP_0033_Peptoniphilus_rhinitidis
OTP_1456_Corynebacterium_diphtheriae OTP_1781_Anaerococcus_sp. OTP_1329_Propionibacterium_sp.
OTP_1486_Enterococcus_faecium OTP_1440_Streptococcus_salivarius OTP_1723_Parvimonas_micra
OTP_0030_Enterobacter_aerogenes Other



Supplementary Figure 1 b. Shotgun sequenced 
Staphylococcus species were matched with cultured 
Staphylococcus aureus isolates in their phylogenetic 
tree
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Supplementary Figure 1
31 cultured Staphylococcus isolates were sequenced and their assembled genomes were used for 
phylogenetic tree construction. 

Supplementary Figure 1 a 
Bacterial 16S marker gene sequenced species were matched with cultured Staphylococcus aureus isolates 
in their phylogenetic tree. The top 22 species with a minimum abundance of 0.1%  were used for the stack 
bar chart presentation. The top 22 species represented 98.91% of all reads. Please note: a bacterial 16S 
profile was not available from all samples from which an isolate was sequenced.  

Supplementary Figure 1 b
Shotgun sequenced Staphylococcus species were matched with cultured Staphylococcus aureus isolates 
in their phylogenetic tree 
The top 28 taxa with a minimum abundance of 0.1% were used for the stack bar chart presentation. The top 
28 taxa represented 97.25% of all reads. Please note: a Staphylococcus profile was not available from all 
samples from which an isolate was sequenced. 


