LOO1 7 genes content 88% of 169 strains type: swap_candidate

= 4 = z o A a M
= v Y &
g = g
o
8
[
o
B gene in place DNA checked, absent B elsewhere / contig break Wl clade_1 WM clade_3

[0 DNA at site, no gene not DNA-checked Bl clade 0 BN clade_2 W clade_4
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LO05 7 genes content 93% of 169 strains type: monomorphic
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LOO6 8 genes content 98% of 169 strains type: swap_candidate
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LO10 13 genes content 2% of 169 strains type: rare_content
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Il gene in place DNA checked, absent B elsewhere / contig break Wl clade_1 WM clade_3

[0 DNA at site, no gene not DNA-checked Bl clade 0 I clade 2 W clade 4
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LO13 6 genes content 89% of 169 strains type: content_variants
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LO14 6 genes content 90% of 169 strains type: content_variants
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LO15 10 genes content 83% of 169 strains type: content_variants
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LO16 12 genes content 40% of 169 strains type: unresolved
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LO17 12 genes content 52% of 169 strains type: swap_candidate
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LO18 12 genes content 52% of 169 strains type: swap_candidate
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Bl gene in place DNA checked, absent B elsewhere / contig break Wl clade_1 WM clade_3

[0 DNA at site, no gene not DNA-checked Bl clade 0 BN clade 2 W clade_4



LO19 12 genes content 51% of 169 strains type: swap_candidate
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Il gene in place DNA checked, absent B elsewhere / contig break Wl clade_1 WM clade_3

[0 DNA at site, no gene not DNA-checked Bl clade 0 BN clade 2 W clade_4



L0O20 9 genes content 70% of 169 strains type: swap_candidate
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LO21 9 genes content 70% of 169 strains type: swap_candidate
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L022 17 genes content 63% of 169 strains type: content_variants
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L023 17 genes content 63% of 169 strains type: content_variants
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L024 17 genes content 63% of 169 strains type: content_variants
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LO25 9 genes content 61% of 169 strains type: content_variants
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LO26 8 genes content 63% of 169 strains type: content_variants
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LO27 8 genes content 64% of 169 strains type: content_variants
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L028 8 genes content 60% of 169 strains type: content_variants
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Bl genein place DNA checked, absent B elsewhere / contig break Wl clade_1 WM clade_3

[0 DNA at site, no gene not DNA-checked Bl clade 0 BN clade 2 W clade_4
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LO31 7 genes content 89% of 169 strains type: content_variants
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Il gene in place DNA checked, absent B elsewhere / contig break Wl clade_1 WM clade_3
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LO33 10 genes content 83% of 169 strains type: content_variants
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LO34 7 genes content 64% of 169 strains type: swap_candidate
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Bl gene in place DNA checked, absent B elsewhere / contig break Wl clade_1 WM clade_3

[0 DNA at site, no gene not DNA-checked Bl clade 0 I clade 2 W clade 4
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LO38 9 genes content 42% of 169 strains type: presence_absence
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LO39 9 genes content 40% of 169 strains type: presence_absence

Bl gene in place
[ DNA at site, no gene

10
11
12
13
14
15
16
17
18
19

m ]
I o~
~ ~
m oM
o o
=3 2
[a] (=}

DNA checked, absent B elsewhere / contig break Wl clade_1 WM clade 3
not DNA-checked Bl clade 0 I clade 2 W clade 4



LO40 16 genes content 27% of 169 strains type: swap_candidate
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Bl genein place DNA checked, absent B elsewhere / contig break Wl clade_1 WM clade_3

[0 DNA at site, no gene not DNA-checked Bl clade 0 BN clade 2 W clade_4



LO41 7 genes content 73% of 169 strains type: content_variants
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LO42 7 genes content 63% of 169 strains type: content_variants
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L043 21 genes content 40% of 169 strains type: unresolved
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B gene in place DNA checked, absent B elsewhere / contig break Wl clade_1 WM clade_3

[0 DNA at site, no gene not DNA-checked Bl clade 0 BN clade_2 W clade_4



L045 16 genes content 52% of 169 strains type: unresolved
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LO46 8 genes content 62% of 169 strains type: swap_candidate
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B gene in place DNA checked, absent B elsewhere / contig break Wl clade_1 WM clade_3

[0 DNA at site, no gene not DNA-checked Bl clade 0 I clade 2 W clade 4
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LO48 8 genes content 54% of 169 strains type: swap_candidate
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LO50 10 genes content 15% of 169 strains type: presence_absence
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L052 21 genes content 22% of 169 strains type: unresolved
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LO55 14 genes content 73% of 169 strains type: content_variants
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LO56 10 genes content 86% of 169 strains type: content_variants
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LO60 13 genes content 28% of 169 strains type: presence_absence
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LO64 6 genes content 61% of 169 strains type: content_variants
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Bl gene in place DNA checked, absent B elsewhere / contig break Wl clade_1 WM clade_3
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Bl gene in place DNA checked, absent B elsewhere / contig break Wl clade_1 WM clade_3

DNA at site, no gene not DNA-checked Bl clade 0 I clade 2 W clade 4



LO69 16 genes content 59% of 169 strains type: content_variants
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Bl gene in place DNA checked, absent B elsewhere / contig break Wl clade_1 WM clade_3

DNA at site, no gene not DNA-checked Bl clade 0 I clade 2 W clade 4



LO70 7 genes content 45% of 169 strains type: unresolved
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B gene in place DNA checked, absent B elsewhere / contig break Wl clade_1 WM clade_3

[0 DNA at site, no gene not DNA-checked Bl clade 0 BN clade_2 W clade_4



LO73 8 genes content 64% of 169 strains type: content_variants

Amidase
Amidase
Amidase

Fungal_trans

Il gene in place DNA checked, absent B elsewhere / contig break Wl clade_1 WM clade_3
[0 DNA at site, no gene not DNA-checked Bl clade 0 I clade 2 W clade 4




LO74 9 genes content 76% of 169 strains type: content_variants

DUF7779
DUF7779
DUF6601

Bl gene in place DNA checked, absent B elsewhere / contig break Wl clade_1 WM clade_3
[0 DNA at site, no gene not DNA-checked Bl clade 0 BN clade 2 W clade_4




LO75 6 genes content 44% of 169 strains type: unresolved

11
12
13
14
15
16

DUF3435
DUF3435

Il gene in place DNA checked, absent B elsewhere / contig break Wl clade_1 WM clade_3
[0 DNA at site, no gene not DNA-checked Bl clade 0 I clade 2 W clade 4



LO76 28 genes content 31% of 169 strains type: unresolved

Bl gene in place DNA checked, absent B elsewhere / contig break Wl clade_1 WM clade_3
[0 DNA at site, no gene not DNA-checked Bl clade 0 BN clade 2 W clade_4



LO77 35 genes content 4% of 169 strains type: rare_content

Bl gene in place DNA checked, absent B elsewhere / contig break Wl clade_1 WM clade_3
[0 DNA at site, no gene not DNA-checked Bl clade 0 I clade 2 W clade 4



LO78 26 genes content 31% of 169 strains type: unresolved

Bl gene in place DNA checked, absent B elsewhere / contig break Wl clade_1 WM clade_3
DNA at site, no gene not DNA-checked Bl clade 0 I clade 2 W clade 4



LO79 26 genes content 31% of 169 strains type: unresolved

Bl gene in place DNA checked, absent B elsewhere / contig break Wl clade_1 WM clade_3
DNA at site, no gene not DNA-checked Bl clade 0 I clade 2 W clade 4



LO80 26 genes content 31% of 169 strains type: unresolved

Bl gene in place DNA checked, absent B elsewhere / contig break Wl clade_1 WM clade_3
DNA at site, no gene not DNA-checked Bl clade 0 I clade 2 W clade 4



LO81 19 genes content 63% of 169 strains type: content_variants
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Bl gene in place DNA checked, absent B elsewhere / contig break Wl clade_1 WM clade_3

[0 DNA at site, no gene not DNA-checked Bl clade 0 BN clade 2 W clade_4



LO82 48 genes content 5% of 169 strains type: rare_content

Bl gene in place DNA checked, absent B elsewhere / contig break Wl clade_1 WM clade_3
[0 DNA at site, no gene not DNA-checked Bl clade 0 I clade 2 W clade 4



L083 79 genes content 0% of 169 strains type: unresolved

Bl gene in place DNA checked, absent B elsewhere / contig break Wl clade_1 WM clade_3
DNA at site, no gene not DNA-checked Bl clade 0 I clade 2 W clade 4



LO84 19 genes content 22% of 169 strains type: swap_candidate
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Il gene in place DNA checked, absent B elsewhere / contig break Wl clade_1 WM clade_3

[0 DNA at site, no gene not DNA-checked Bl clade 0 I clade 2 W clade 4



LO85 33 genes content 0% of 169 strains type: content_variants
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Bl gene in place DNA checked, absent B elsewhere / contig break Wl clade_1 WM clade_3
[0 DNA at site, no gene not DNA-checked Bl clade 0 I clade 2 W clade 4



LO86 17 genes content 50% of 169 strains type: content_variants
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ATP-grasp_4
ATP_transf
Epimerase
Epimerase
Epimerase
Epimerase

Beta-lactama

Bl gene in place DNA checked, absent B elsewhere / contig break Wl clade_1 WM clade_3
DNA at site, no gene not DNA-checked Bl clade 0 I clade 2 W clade 4



LO87 32 genes content 0% of 169 strains type: content_variants
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Bl gene in place DNA checked, absent B elsewhere / contig break Wl clade_1 WM clade_3

[0 DNA at site, no gene not DNA-checked Bl clade 0 I clade 2 W clade 4



LO88 7 genes content 1% of 169 strains type: presence_absence
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Bl gene in place DNA checked, absent B elsewhere / contig break Wl clade_1 WM clade_3
[ DNA at site, no gene

not DNA-checked Bl clade 0 I clade 2 W clade 4



LO89 11 genes content 27% of 169 strains type: swap_candidate
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Bl gene in place DNA checked, absent B elsewhere / contig break Wl clade_1 WM clade_3

[0 DNA at site, no gene not DNA-checked Bl clade 0 I clade 2 W clade 4




LO90 7 genes content 0% of 169 strains type: absent_in_focal
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DNA checked, absent
not DNA-checked Bl clade 0
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Plavaka -
Pkinase

PK_Tyr_SerT

BN clade_1 M clade_3

[ elsewhere / contig break
BN clade_2 W clade_4

Il gene in place
[ DNA at site, no gene



LO91 50 genes content 0% of 169 strains type: content_variants

3
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B gene in place DNA checked, absent B elsewhere / contig break Wl clade_1 WM clade_3
[0 DNA at site, no gene not DNA-checked Bl clade 0 BN clade 2 W clade_4



L092 11 genes content 12% of 169 strains type: unresolved

7
8
9
10 o

T
- o ” - 0 g o 5 a M A E =
I
& © =
a
Bl gene in place DNA checked, absent B elsewhere / contig break Wl clade_1 WM clade_3

[0 DNA at site, no gene not DNA-checked Bl clade 0 BN clade 2 W clade_4



L0O93 24 genes content 0% of 169 strains type: content_variants

Bl gene in place DNA checked, absent B elsewhere / contig break Wl clade_1 WM clade_3
[0 DNA at site, no gene not DNA-checked Bl clade 0 BN clade 2 W clade_4



L094 7 genes content 98% of 169 strains type: monomorphic
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Bl gene in place DNA checked, absent B elsewhere / contig break Wl clade_1 WM clade_3
[0 DNA at site, no gene not DNA-checked Bl clade 0 BN clade 2 W clade_4




L095 7 genes content 98% of 169 strains type: monomorphic

Bl gene in place DNA checked, absent B elsewhere / contig break Wl clade_1 WM clade_3
[0 DNA at site, no gene not DNA-checked Bl clade 0 BN clade 2 W clade_4




L096 7 genes content 98% of 169 strains type: monomorphic

Bl gene in place DNA checked, absent B elsewhere / contig break Wl clade_1 WM clade_3
[0 DNA at site, no gene not DNA-checked Bl clade 0 BN clade 2 W clade_4




L097 7 genes content 98% of 169 strains type: monomorphic
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Bl gene in place DNA checked, absent B elsewhere / contig break Wl clade_1 WM clade_3
[0 DNA at site, no gene not DNA-checked Bl clade 0 BN clade 2 W clade_4




L0O98 9 genes content 87% of 169 strains type: content_variants

Bl gene in place DNA checked, absent B elsewhere / contig break Wl clade_1 WM clade_3
[0 DNA at site, no gene not DNA-checked Bl clade 0 BN clade 2 W clade_4




L0O99 9 genes content 87% of 169 strains type: content_variants

Bl gene in place DNA checked, absent B elsewhere / contig break Wl clade_1 WM clade_3
[0 DNA at site, no gene not DNA-checked Bl clade 0 BN clade 2 W clade_4




L100 39 genes content 0% of 169 strains type: content_variants
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Il gene in place DNA checked, absent B elsewhere / contig break Wl clade_1 WM clade_3

[0 DNA at site, no gene not DNA-checked Bl clade 0 I clade 2 W clade 4



L101 9 genes content 91% of 169 strains type: monomorphic
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Glyco_hydro
zf-RING_2
zf-RING_2
zf-RING_2

DNA_meth

[ elsewhere / contig break WM clade_1 WM clade_3

DNA checked, absent
BN clade 2 W clade_4

B gene in place
not DNA-checked Bl clade 0

[ DNA at site, no gene




L102 7 genes content 90% of 169 strains type: content_variants

pro
pro

UVB_sens_C

Kgd4-YMR31
UVB_sens_C

UVB_sens,
UVB_sens

DNA checked, absent B elsewhere / contig break Wl clade_1 WM clade_3

B gene in place
B clade 0 I clade 2 W clade_4

[ DNA at site, no gene not DNA-checked




L103 7 genes content 91% of 169 strains type: monomorphic
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Bl gene in place DNA checked, absent B elsewhere / contig break Wl clade_1 WM clade_3
[0 DNA at site, no gene not DNA-checked Bl clade 0 BN clade 2 W clade_4




L104 7 genes content 92% of 169 strains type: monomorphic
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AA_permease

Bl gene in place DNA checked, absent B elsewhere / contig break Wl clade_1 WM clade_3
[0 DNA at site, no gene not DNA-checked Bl clade 0 BN clade 2 W clade_4




L105 8 genes content 64% of 169 strains type: content_variants
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Il gene in place DNA checked, absent B elsewhere / contig break Wl clade_1 WM clade_3

[0 DNA at site, no gene not DNA-checked Bl clade 0 I clade 2 W clade 4



L106 8 genes content 66% of 169 strains type: content_variants

DUF3435
Fung_rhodops
Fung_rhodops

Bl gene in place DNA checked, absent B elsewhere / contig break Wl clade_1 WM clade_3
[0 DNA at site, no gene not DNA-checked Bl clade 0 BN clade 2 W clade_4




L107 9 genes content 36% of 169 strains type: unresolved
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B genein place DNA checked, absent [ elsewhere / contig break B clade_1 B clade 3

DNA at site, no gene not DNA-checked Bl clade 0 I clade 2 W clade 4



L108 9 genes content 36% of 169 strains type: unresolved

11
12
13
14
15

Bl gene in place DNA checked, absent B elsewhere / contig break Wl clade_1 WM clade_3
[0 DNA at site, no gene not DNA-checked Bl clade 0 BN clade 2 W clade_4



L109 9 genes content 32% of 169 strains type: unresolved

6
7
8
9
10
_fung
_fung
13
14
GFA

Pkinase_fun
Pkinase_fun

BN clade_1 M clade_3

DNA checked, absent 0 elsewhere / contig break
B clade 0 I clade 2 W clade_4

Il gene in place
[ DNA at site, no gene not DNA-checked



L110 9 genes content 32% of 169 strains type: unresolved
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B gene in place DNA checked, absent B elsewhere / contig break Wl clade_1 WM clade_3

[0 DNA at site, no gene not DNA-checked Bl clade 0 I clade 2 W clade 4



L111 7 genes content 70% of 169 strains type: content_variants
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Bl genein place DNA checked, absent B elsewhere / contig break Wl clade_1 WM clade_3
[0 DNA at site, no gene not DNA-checked Bl clade 0 BN clade 2 W clade_4




L112 8 genes content 66% of 169 strains type: content_variants

Bl gene in place DNA checked, absent B elsewhere / contig break Wl clade_1 WM clade_3
[0 DNA at site, no gene not DNA-checked Bl clade 0 BN clade 2 W clade_4




L113 8 genes content 66% of 169 strains type: content_variants
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Bl gene in place DNA checked, absent B elsewhere / contig break Wl clade_1 WM clade_3
[0 DNA at site, no gene not DNA-checked Bl clade 0 BN clade 2 W clade_4




L114 10 genes content 54% of 169 strains type: content_variants

Il gene in place
[ DNA at site, no gene

GATA
10
11
12
13
Zn_clus

DNA checked, absent Bl elsewhere / contig break
not DNA-checked Bl clade 0

15
16

B clade_1
N clade_2

17

18
19

Bl clade_3
W clade_4

20



L115 10 genes content 54% of 169 strains type: content_variants
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Bl genein place DNA checked, absent B elsewhere / contig break Wl clade_1 WM clade 3
Bl clade 0 BN clade 2 W clade_4

[ DNA at site, no gene not DNA-checked



L116 10 genes content 54% of 169 strains type: content_variants
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Bl genein place DNA checked, absent B elsewhere / contig break Wl clade_1 WM clade_3

[0 DNA at site, no gene not DNA-checked Bl clade 0 BN clade_2 W clade_4



L117 7 genes content 76% of 169 strains type: content_variants

Peptidase_S8
Inhibitor_I9
Peptidase_M1
Peptidase_M1
9
Abhydrolase_
Abhydrolase_
12

13

14

15

16

MFS_1

Bl gene in place DNA checked, absent B elsewhere / contig break Wl clade_1 WM clade_3
[0 DNA at site, no gene not DNA-checked Bl clade 0 BN clade 2 W clade_4



L118 8 genes content 60% of 169 strains type: unresolved
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Peptidase_S8

Bl gene in place DNA checked, absent B elsewhere / contig break Wl clade_1 WM clade_3
[0 DNA at site, no gene not DNA-checked Bl clade 0 I clade 2 W clade 4



L119 7 genes content 38% of 169 strains type: unresolved

(6] ~ o < n c = © o o - ~ ) < n © ~

o b4 = 2‘ — El — — — — — —
S e S o o
? 2 o ©
£ K=l Z 3
o < = =
= a o
& &

Bl gene in place DNA checked, absent B elsewhere / contig break Wl clade_1 WM clade_3

[0 DNA at site, no gene not DNA-checked Bl clade 0 I clade 2 W clade 4



L120 7 genes content 37% of 169 strains type: unresolved
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Bl gene in place DNA checked, absent B elsewhere / contig break Wl clade_1 WM clade_3

[0 DNA at site, no gene not DNA-checked Bl clade 0 I clade 2 W clade 4



L121 7 genes content 33% of 169 strains type: unresolved
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Bl gene in place DNA checked, absent B elsewhere / contig break Wl clade_1 WM clade_3

[0 DNA at site, no gene not DNA-checked Bl clade 0 I clade 2 W clade 4



L122 11 genes content 40% of 169 strains type: unresolved
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Il genein place DNA checked, absent [ elsewhere / contig break B clade_1 B clade 3

DNA at site, no gene not DNA-checked Bl clade 0 I clade 2 W clade 4



L123 11 genes content 40% of 169 strains type: unresolved

MFS_1
MFS_1

APH
HNH_2
HNH_2
15

16

17

CDP-OH_P_tra

[ elsewhere / contig break WM clade_1 WM clade_3

DNA checked, absent
B clade 0 I clade 2 W clade_4

B gene in place
[ DNA at site, no gene not DNA-checked



L124 11 genes content 40% of 169 strains type: unresolved

APH
11
12
13

MFS_1
MFS_1
CDP-OH_P_tra
HNH_2

I clade_3
BN clade 2 W clade_4

DNA checked, absent B elsewhere / contig break Wl clade_1

B gene in place
not DNA-checked Bl clade 0

[ DNA at site, no gene



L125 10 genes content 43% of 169 strains type: unresolved
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Bl gene in place DNA checked, absent B elsewhere / contig break Wl clade_1 WM clade_3

DNA at site, no gene not DNA-checked Bl clade 0 I clade 2 W clade 4



L126 45 genes content 1% of 169 strains type: unresolved
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B genein place DNA checked, absent [ elsewhere / contig break B clade_1 B clade 3
DNA at site, no gene not DNA-checked Bl clade 0 I clade 2 W clade 4



L127 8 genes content 32% of 169 strains type: unresolved

12
13

STAS
AlaDh_PNT_N

AlaDh_PNT_C

[ elsewhere / contig break WM clade_1 WM clade_3
B clade 0 I clade 2 W clade_4

DNA checked, absent

B gene in place
[ DNA at site, no gene not DNA-checked



L128 8 genes content 36% of 169 strains type: unresolved
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Bl gene in place DNA checked, absent B elsewhere / contig break Wl clade_1 WM clade_3

[0 DNA at site, no gene not DNA-checked Bl clade 0 BN clade 2 W clade_4



L129 51 genes content 0% of 169 strains type: content_variants

E
o

] _- H B [ |
o IHE __
- [ o I EE s
— [ —
_--— - [ |

Illlllhlllll IIIIIIIIIII-II

Bl gene in place DNA checked, absent B elsewhere / contig break Wl clade_1 WM clade_3
DNA at site, no gene not DNA-checked Bl clade 0 I clade 2 W clade 4



L130 8 genes content 42% of 169 strains type: unresolved

DNA checked, absent

B gene in place
not DNA-checked

[ DNA at site, no gene

12

[ elsewhere / contig break
Bl clade 0
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18



L131 7 genes content 28% of 169 strains type: unresolved
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Bl gene in place DNA checked, absent B elsewhere / contig break Wl clade_1 WM clade_3

DNA at site, no gene not DNA-checked Bl clade 0 I clade 2 W clade 4



L132 7 genes content 47% of 169 strains type: unresolved

B =
N =

s
'
“E
B
——
=
-
.
-

11
12
13

Bl gene in place DNA checked, absent B elsewhere / contig break Wl clade_1 WM clade_3
[0 DNA at site, no gene not DNA-checked Bl clade 0 BN clade 2 W clade_4



L133 14 genes content 7% of 169 strains type: unresolved
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Bl gene in place DNA checked, absent B elsewhere / contig break Wl clade_1 WM clade_3

[0 DNA at site, no gene not DNA-checked Bl clade 0 BN clade_2 W clade_4



L134 11 genes content 50% of 169 strains type: content_variants
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Il gene in place DNA checked, absent B elsewhere / contig break Wl clade_1 WM clade_3

[0 DNA at site, no gene not DNA-checked Bl clade 0 I clade 2 W clade 4



L135 11 genes content 27% of 169 strains type: unresolved
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Glucosamine
Glucosamine

Il gene in place DNA checked, absent B elsewhere / contig break Wl clade_1 WM clade_3
[0 DNA at site, no gene not DNA-checked Bl clade 0 I clade 2 W clade 4



L136 10 genes content 20% of 169 strains type: unresolved
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Bl gene in place DNA checked, absent B elsewhere / contig break Wl clade_1 WM clade_3

DNA at site, no gene not DNA-checked Bl clade 0 I clade 2 W clade 4



L137 18 genes content 72% of 169 strains type: content_variants
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Bl gene in place DNA checked, absent B elsewhere / contig break Wl clade_1 WM clade_3

[0 DNA at site, no gene not DNA-checked Bl clade 0 BN clade 2 W clade_4



L138 18 genes content 72% of 169 strains type: content_variants
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Bl genein place DNA checked, absent B elsewhere / contig break Wl clade_1 WM clade_3

[0 DNA at site, no gene not DNA-checked Bl clade 0 BN clade 2 W clade_4



L139 18 genes content 62% of 169 strains type: content_variants
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Bl genein place DNA checked, absent B elsewhere / contig break Wl clade_1 WM clade_3

[0 DNA at site, no gene not DNA-checked Bl clade 0 BN clade 2 W clade_4



L140 18 genes content 66% of 169 strains type: content_variants

B gene in place
[ DNA at site, no gene

DNA checked, absent
not DNA-checked
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[ elsewhere / contig break
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L141 12 genes content 53% of 169 strains type: content_variants
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B gene in place DNA checked, absent B elsewhere / contig break Wl clade_1 WM clade_3

[0 DNA at site, no gene not DNA-checked Bl clade 0 BN clade_2 W clade_4



L142 13 genes content 10% of 169 strains type: unresolved
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Bl gene in place DNA checked, absent B elsewhere / contig break Wl clade_1 WM clade_3

[0 DNA at site, no gene not DNA-checked Bl clade 0 BN clade 2 W clade_4



L143 36 genes content 2% of 169 strains type: unresolved

Bl gene in place DNA checked, absent B elsewhere / contig break Wl clade_1 WM clade_3
[0 DNA at site, no gene not DNA-checked Bl clade 0 BN clade 2 W clade_4



L144 23 genes content 0% of 169 strains type: unresolved

Bl gene in place DNA checked, absent B elsewhere / contig break Wl clade_1 WM clade_3
[0 DNA at site, no gene not DNA-checked Bl clade 0 BN clade 2 W clade_4



L145 10 genes content 0% of 169 strains type: unresolved

Bl gene in place DNA checked, absent B elsewhere / contig break Wl clade_1 WM clade_3
[0 DNA at site, no gene not DNA-checked Bl clade 0 I clade 2 W clade 4



L146 18 genes content 4% of 169 strains type: unresolved
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ACAS_N

AFUB_07903_Y

DNA checked, absent B elsewhere / contig break Wl clade_1 WM clade_3

B gene in place
B clade 0 BN clade_2 BN clade_4

[ DNA at site, no gene not DNA-checked



L147 7 genes content 2% of 169 strains type: unresolved
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Peptidase_S8

Bl gene in place DNA checked, absent B elsewhere / contig break Wl clade_1 WM clade_3
DNA at site, no gene not DNA-checked Bl clade 0 I clade 2 W clade 4



L148 10 genes content 0% of 169 strains type: unresolved
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B genein place DNA checked, absent [ elsewhere / contig break B clade_1 B clade 3

DNA at site, no gene not DNA-checked Bl clade 0 I clade 2 W clade 4



L149 10 genes content 0% of 169 strains type: unresolved

Bl gene in place DNA checked, absent B elsewhere / contig break Wl clade_1 WM clade_3
DNA at site, no gene not DNA-checked Bl clade 0 I clade 2 W clade 4



L150 8 genes content 1% of 169 strains type: unresolved
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Bl gene in place DNA checked, absent B elsewhere / contig break Wl clade_1 WM clade_3
[0 DNA at site, no gene not DNA-checked Bl clade 0 BN clade 2 W clade_4



L151 7 genes content 0% of 169 strains type: unresolved
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DNA checked, absent B elsewhere / contig break Wl clade_1 WM clade 3
Bl clade 0 BN clade_2 W clade_4

Bl gene in place
DNA at site, no gene not DNA-checked



L152 15 genes content 66% of 169 strains type: content_variants
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B genein place DNA checked, absent [ elsewhere / contig break B clade_1 B clade 3

DNA at site, no gene not DNA-checked Bl clade 0 I clade 2 W clade 4



L154 10 genes content 0% of 169 strains type: unresolved
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L155 13 genes content 18% of 169 strains type: unresolved
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DNA checked, absent B elsewhere / contig break Wl clade_1 WM clade_3

Bl gene in place
Bl clade 0 BN clade_2 W clade_4

DNA at site, no gene not DNA-checked



L156 11 genes content 1% of 169 strains type: unresolved
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Bl gene in place DNA checked, absent B elsewhere / contig break Wl clade_1 WM clade_3

DNA at site, no gene not DNA-checked Bl clade 0 I clade 2 W clade 4



L157 9 genes content 49% of 169 strains type: unresolved
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L158 7 genes content 2% of 169 strains type: unresolved
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Bl gene in place DNA checked, absent B elsewhere / contig break Wl clade_1 WM clade_3
DNA at site, no gene not DNA-checked Bl clade 0 I clade 2 W clade 4



L159 12 genes content 10% of 169 strains type: unresolved
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Bl gene in place DNA checked, absent B elsewhere / contig break Wl clade_1 WM clade_3

DNA at site, no gene not DNA-checked Bl clade 0 I clade 2 W clade 4



L160 7 genes content 12% of 169 strains type: unresolved
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Bl gene in place DNA checked, absent B elsewhere / contig break Wl clade_1 WM clade_3

DNA at site, no gene not DNA-checked Bl clade 0 I clade 2 W clade 4



L161 14 genes content 0% of 169 strains type: unresolved
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DNA checked, absent B elsewhere / contig break Wl clade_1 WM clade_3
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L162 16 genes content 0% of 169 strains type: unresolved
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B gene in place DNA checked, absent B elsewhere / contig break Wl clade_1 WM clade_3

[0 DNA at site, no gene not DNA-checked Bl clade 0 BN clade_2 W clade_4



L163 8 genes content 0% of 169 strains type: unresolved

-

-

13

T
= = o - ~
P | — - —
& ¢
s 3
ok
o
B genein place DNA checked, absent [ elsewhere / contig break
DNA at site, no gene not DNA-checked Bl clade 0

14
15

B clade_1
N clade_2

16
17

Bl clade_ 3
W clade_4

18



L164 26 genes content 1% of 169 strains type: unresolved

Bl gene in place DNA checked, absent B elsewhere / contig break Wl clade_1 WM clade_3
[0 DNA at site, no gene not DNA-checked Bl clade 0 BN clade 2 W clade_4



L165 10 genes content 15% of 169 strains type: unresolved
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Bl gene in place DNA checked, absent B elsewhere / contig break Wl clade_1 WM clade_3

DNA at site, no gene not DNA-checked Bl clade 0 I clade 2 W clade 4



L166 9 genes content 54% of 169 strains type: content_variants
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Bl gene in place DNA checked, absent B elsewhere / contig break Wl clade_1 WM clade_3
DNA at site, no gene not DNA-checked Bl clade 0 I clade 2 W clade 4



L167 11 genes content 0% of 169 strains type: unresolved
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L168 43 genes content 0% of 169 strains type: unresolved

B gene in place DNA checked, absent B elsewhere / contig break Wl clade_1 WM clade_3
[0 DNA at site, no gene not DNA-checked Bl clade 0 BN clade 2 W clade_4



L169 10 genes content 0% of 169 strains type: unresolved
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L170 25 genes content 0% of 169 strains type: unresolved
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Bl gene in place DNA checked, absent B elsewhere / contig break Wl clade_1 WM clade_3
[0 DNA at site, no gene not DNA-checked Bl clade 0 BN clade 2 W clade_4



L171 8 genes content 10% of 169 strains type: unresolved
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Bl genein place DNA checked, absent B elsewhere / contig break Wl clade_1 WM clade_3

[0 DNA at site, no gene not DNA-checked Bl clade 0 BN clade 2 W clade_4



L172 11 genes content 0% of 169 strains type: unresolved
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Il gene in place DNA checked, absent B elsewhere / contig break Wl clade_1 WM clade_3

[0 DNA at site, no gene not DNA-checked Bl clade 0 I clade 2 W clade 4



L173 8 genes content 76% of 169 strains type: content_variants
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Ribosomal_L7
Ribosomal_L7

Bl gene in place DNA checked, absent B elsewhere / contig break Wl clade_1 WM clade_3
[0 DNA at site, no gene not DNA-checked Bl clade 0 I clade 2 W clade 4



L174 18 genes content 17% of 169 strains type: unresolved

B gene in place DNA checked, absent B elsewhere / contig break Wl clade_1 WM clade_3
[0 DNA at site, no gene not DNA-checked Bl clade 0 BN clade 2 W clade_4



L175 12 genes content 3% of 169 strains type: unresolved
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Il gene in place DNA checked, absent B elsewhere / contig break Wl clade_1 WM clade_3
[0 DNA at site, no gene not DNA-checked Bl clade 0 I clade 2 W clade 4



L176 7 genes content 7% of 169 strains type: unresolved

Bl gene in place DNA checked, absent B elsewhere / contig break Wl clade_1 WM clade_3
[0 DNA at site, no gene not DNA-checked Bl clade 0 I clade 2 W clade 4



L177 9 genes content 55% of 169 strains type: content_variants

—

I
—
.
. B
— I
]

—

—
'

I I m o n © ~ 0 o o — o~ m <
o o i= — - — — —
< < 2

Q

2

©

c

<

o

Bl gene in place DNA checked, absent B elsewhere / contig break Wl clade_1 WM clade_3

DNA at site, no gene not DNA-checked Bl clade 0 I clade 2 W clade 4



L178 11 genes content 6% of 169 strains type: unresolved
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Il gene in place DNA checked, absent B elsewhere / contig break Wl clade_1 WM clade_3

[0 DNA at site, no gene not DNA-checked Bl clade 0 I clade 2 W clade 4



L179 10 genes content 0% of 169 strains type: unresolved

Metallophos

F420_oxidore

DNA checked, absent B elsewhere / contig break Wl clade_1 WM clade_3
B clade 0 BN clade_2 BN clade_4

B gene in place
[ DNA at site, no gene not DNA-checked



L180 9 genes content 38% of 169 strains type: unresolved

AAA_lid_6
AAA_lid_6

Il gene in place DNA checked, absent B elsewhere / contig break Wl clade_1 WM clade_3
[0 DNA at site, no gene not DNA-checked Bl clade 0 I clade 2 W clade 4




L181 16 genes content 3% of 169 strains type: unresolved
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Bl gene in place DNA checked, absent B elsewhere / contig break Wl clade_1 WM clade_3
[0 DNA at site, no gene not DNA-checked Bl clade 0 BN clade 2 W clade_4



L182 16 genes content 47% of 169 strains type: unresolved
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DNA checked, absent B elsewhere / contig break Wl clade_1 WM clade_3

Bl gene in place
Bl clade 0 BN clade_2 W clade_4

DNA at site, no gene not DNA-checked



L183 14 genes content 0% of 169 strains type: unresolved
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Bl genein place DNA checked, absent B elsewhere / contig break Wl clade_1 WM clade_3
[0 DNA at site, no gene not DNA-checked Bl clade 0

BN clade_2 W clade_4



L184 7 genes content 40% of 169 strains type: unresolved
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Glyco_hydro

[ elsewhere / contig break [l clade_1 WM clade_3

DNA checked, absent
I clade 2 W clade 4

Bl gene in place
not DNA-checked Bl clade 0

[ DNA at site, no gene



L185 42 genes content 3% of 169 strains type: unresolved

Bl gene in place DNA checked, absent B elsewhere / contig break Wl clade_1 WM clade_3
[0 DNA at site, no gene not DNA-checked Bl clade 0 BN clade 2 W clade_4



L186 17 genes content 2% of 169 strains type: unresolved
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Bl gene in place DNA checked, absent B elsewhere / contig break Wl clade_1 WM clade_3

[0 DNA at site, no gene not DNA-checked Bl clade 0 BN clade 2 W clade_4



L187 63 genes content 37% of 169 strains type: unresolved

Bl gene in place DNA checked, absent B elsewhere / contig break Wl clade_1 WM clade_3
[0 DNA at site, no gene not DNA-checked Bl clade 0 BN clade 2 W clade_4



L188 26 genes content 1% of 169 strains type: unresolved

Bl gene in place DNA checked, absent B elsewhere / contig break Wl clade_1 WM clade_3
[0 DNA at site, no gene not DNA-checked Bl clade 0 BN clade 2 W clade_4



L189 18 genes content 0% of 169 strains type: unresolved
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B gene in place DNA checked, absent B elsewhere / contig break Wl clade_1 WM clade_3

[0 DNA at site, no gene not DNA-checked Bl clade 0 BN clade_2 W clade_4



L190 69 genes content 3% of 169 strains type: unresolved

Bl gene in place DNA checked, absent B elsewhere / contig break Wl clade_1 WM clade_3
[0 DNA at site, no gene not DNA-checked Bl clade 0 BN clade 2 W clade_4



L191 7 genes content 0% of 169 strains type: unresolved
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Bl gene in place DNA checked, absent B elsewhere / contig break Wl clade_1 WM clade_3
[0 DNA at site, no gene not DNA-checked Bl clade 0 BN clade 2 W clade_4



L192 16 genes content 55% of 169 strains type: unresolved
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DNA checked, absent W elsewhere / contig break Wl clade_1 WM clade 3

Bl gene in place
Bl clade 0 BN clade_2 W clade_4

[ DNA at site, no gene not DNA-checked



L193 39 genes content 2% of 169 strains type: unresolved

Bl gene in place DNA checked, absent B elsewhere / contig break Wl clade_1 WM clade_3
[0 DNA at site, no gene not DNA-checked Bl clade 0 BN clade 2 W clade_4



L194 74 genes content 4% of 169 strains type: unresolved
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Bl gene in place DNA checked, absent B elsewhere / contig break Wl clade_1 WM clade_3
[0 DNA at site, no gene not DNA-checked Bl clade 0 BN clade 2 W clade_4



L195 48 genes content 12% of 169 strains type: unresolved
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Bl gene in place DNA checked, absent B elsewhere / contig break Wl clade_1 WM clade_3
DNA at site, no gene not DNA-checked Bl clade 0 I clade 2 W clade 4



L196 15 genes content 54% of 169 strains type: content_variants
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L197 22 genes content 1% of 169 strains type: unresolved
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DNA checked, absent W elsewhere / contig break Wl clade_1 WM clade 3
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[ DNA at site, no gene not DNA-checked



L198 28 genes content 0% of 169 strains type: unresolved
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Bl gene in place DNA checked, absent B elsewhere / contig break Wl clade_1 WM clade_3
DNA at site, no gene not DNA-checked Bl clade 0 I clade 2 W clade 4




L199 11 genes content 0% of 169 strains type: unresolved
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Bl gene in place DNA checked, absent B elsewhere / contig break Wl clade_1 WM clade_3

[0 DNA at site, no gene not DNA-checked Bl clade 0 BN clade_2 W clade_4



L200 10 genes content 18% of 169 strains type: unresolved
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Bl gene in place DNA checked, absent B elsewhere / contig break Wl clade_1 WM clade_3

[0 DNA at site, no gene not DNA-checked Bl clade 0 I clade 2 W clade 4



L201 19 genes content 1% of 169 strains type: unresolved
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Il gene in place DNA checked, absent B elsewhere / contig break Wl clade_1 WM clade_3
[0 DNA at site, no gene not DNA-checked Bl clade 0 I clade 2 W clade 4



L202 13 genes content 16% of 169 strains type: unresolved
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Bl gene in place DNA checked, absent B elsewhere / contig break Wl clade_1 WM clade_3
[0 DNA at site, no gene not DNA-checked Bl clade 0 I clade 2 W clade 4



L203 7 genes content 46% of 169 strains type: unresolved
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Peptidase_S8
Peptidase_S8

Bl gene in place DNA checked, absent B elsewhere / contig break Wl clade_1 WM clade_3
[0 DNA at site, no gene not DNA-checked Bl clade 0 I clade 2 W clade 4



L204 48 genes content 35% of 169 strains type: unresolved

Bl gene in place DNA checked, absent B elsewhere / contig break Wl clade_1 WM clade_3
DNA at site, no gene not DNA-checked Bl clade 0 I clade 2 W clade 4



L205 8 genes content 8% of 169 strains type: unresolved

Il gene in place DNA checked, absent B elsewhere / contig break Wl clade_1 WM clade_3
[0 DNA at site, no gene not DNA-checked Bl clade 0 I clade 2 W clade 4



L206 16 genes content 0% of 169 strains type: unresolved
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L207 7 genes content 12% of 169 strains type: unresolved
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Bl gene in place DNA checked, absent B elsewhere / contig break Wl clade_1 WM clade_3
[0 DNA at site, no gene not DNA-checked Bl clade 0 BN clade 2 W clade_4




L208 33 genes content 5% of 169 strains type: unresolved
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Bl gene in place DNA checked, absent B elsewhere / contig break Wl clade_1 WM clade_3
[0 DNA at site, no gene not DNA-checked Bl clade 0 BN clade 2 W clade_4



L209 32 genes content 36% of 169 strains type: unresolved

Bl genein place DNA checked, absent B elsewhere / contig break Wl clade_1 WM clade_3
[0 DNA at site, no gene not DNA-checked Bl clade 0 BN clade 2 W clade_4



L210 8 genes content 2% of 169 strains type: unresolved
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I clade 2 W clade 4



L211 16 genes content 85% of 169 strains type: content_variants
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L212 10 genes content 0% of 169 strains type: unresolved
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[ DNA at site, no gene



L213 11 genes content 0% of 169 strains type: unresolved
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Bl gene in place DNA checked, absent B elsewhere / contig break Wl clade_1 WM clade_3
DNA at site, no gene not DNA-checked Bl clade 0 I clade 2 W clade 4



L214 8 genes content 0% of 169 strains type: unresolved
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Bl gene in place DNA checked, absent B elsewhere / contig break Wl clade_1 WM clade_3

[0 DNA at site, no gene not DNA-checked Bl clade 0 I clade 2 W clade 4



L215 22 genes content 0% of 169 strains type: unresolved
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L216 15 genes content 5% of 169 strains type: unresolved
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Bl gene in place DNA checked, absent B elsewhere / contig break Wl clade_1 WM clade_3
[0 DNA at site, no gene not DNA-checked Bl clade 0 I clade 2 W clade 4



L217 13 genes content 1% of 169 strains type: unresolved
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L218 8 genes content 2% of 169 strains type: unresolved
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L219 16 genes content 0% of 169 strains type: unresolved
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Bl gene in place DNA checked, absent B elsewhere / contig break Wl clade_1 WM clade_3
[0 DNA at site, no gene not DNA-checked Bl clade 0 BN clade 2 W clade_4



L220 33 genes content 1% of 169 strains type: unresolved
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L221 22 genes content 2% of 169 strains type: unresolved
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L222 57 genes content 1% of 169 strains type: unresolved
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Bl gene in place DNA checked, absent B elsewhere / contig break Wl clade_1 WM clade_3
[0 DNA at site, no gene not DNA-checked Bl clade 0 BN clade 2 W clade_4



L223 22 genes content 1% of 169 strains type: unresolved
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Bl gene in place DNA checked, absent B elsewhere / contig break Wl clade_1 WM clade_3

[0 DNA at site, no gene not DNA-checked Bl clade 0 I clade 2 W clade 4



L224 61 genes content 0% of 169 strains type: unresolved
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Il gene in place DNA checked, absent B elsewhere / contig break Wl clade_1 WM clade_3
[0 DNA at site, no gene not DNA-checked Bl clade 0 I clade 2 W clade 4



L225 21 genes content 0% of 169 strains type: unresolved
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L226 8 genes content 0% of 169 strains type: unresolved

PAP2

Bl gene in place DNA checked, absent B elsewhere / contig break Wl clade_1 WM clade_3
[0 DNA at site, no gene not DNA-checked Bl clade 0 BN clade 2 W clade_4



L227 50 genes content 1% of 169 strains type: unresolved

Bl gene in place DNA checked, absent B elsewhere / contig break Wl clade_1 WM clade_3
[0 DNA at site, no gene not DNA-checked Bl clade 0 BN clade 2 W clade_4



L228 10 genes content 4% of 169 strains type: unresolved
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Bl gene in place DNA checked, absent B elsewhere / contig break Wl clade_1 WM clade_3

DNA at site, no gene not DNA-checked Bl clade 0 I clade 2 W clade 4



L229 13 genes content 2% of 169 strains type: unresolved
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Bl gene in place DNA checked, absent B elsewhere / contig break Wl clade_1 WM clade_3

[0 DNA at site, no gene not DNA-checked Bl clade 0 BN clade 2 W clade_4



L230 9 genes content 0% of 169 strains type: unresolved
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Bl gene in place DNA checked, absent B elsewhere / contig break Wl clade_1 WM clade_3

[0 DNA at site, no gene not DNA-checked Bl clade 0 BN clade 2 W clade_4



L231 35 genes content 5% of 169 strains type: unresolved
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Il gene in place DNA checked, absent B elsewhere / contig break Wl clade_1 WM clade_3

[0 DNA at site, no gene not DNA-checked Bl clade 0 BN clade 2 W clade_4



L232 32 genes content 3% of 169 strains type: unresolved
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Bl gene in place DNA checked, absent B elsewhere / contig break Wl clade_1 WM clade_3
[0 DNA at site, no gene not DNA-checked Bl clade 0 BN clade 2 W clade_4




L233 12 genes content 1% of 169 strains type: unresolved
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DNA checked, absent B elsewhere / contig break Wl clade_1 WM clade_3
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[0 DNA at site, no gene not DNA-checked Bl clade 0



L234 25 genes content 3% of 169 strains type: unresolved
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L235 7 genes content 2% of 169 strains type: unresolved
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Bl gene in place DNA checked, absent B elsewhere / contig break Wl clade_1 WM clade_3

[0 DNA at site, no gene not DNA-checked Bl clade 0 I clade 2 W clade 4



L236 21 genes content 1% of 169 strains type: unresolved
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Bl gene in place DNA checked, absent B elsewhere / contig break Wl clade_1 WM clade_3

[0 DNA at site, no gene not DNA-checked Bl clade 0 I clade 2 W clade 4



L237 33 genes content 0% of 169 strains type: unresolved

Bl gene in place DNA checked, absent B elsewhere / contig break Wl clade_1 WM clade_3
[0 DNA at site, no gene not DNA-checked Bl clade 0 BN clade 2 W clade_4



L238 11 genes content 3% of 169 strains type: unresolved
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L239 19 genes content 1% of 169 strains type: unresolved
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B gene in place DNA checked, absent B elsewhere / contig break Wl clade_1 WM clade_3

[0 DNA at site, no gene not DNA-checked Bl clade 0 BN clade_2 W clade_4



L240 49 genes content 0% of 169 strains type: unresolved

Bl gene in place DNA checked, absent B elsewhere / contig break Wl clade_1 WM clade_3
[0 DNA at site, no gene not DNA-checked Bl clade 0 BN clade 2 W clade_4




L241 30 genes content 1% of 169 strains type: unresolved
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Bl gene in place DNA checked, absent B elsewhere / contig break Wl clade_1 WM clade_3

[0 DNA at site, no gene not DNA-checked Bl clade 0 I clade 2 W clade 4



L242 15 genes content 0% of 169 strains type: unresolved
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Bl gene in place DNA checked, absent B elsewhere / contig break Wl clade_1 WM clade_3
[0 DNA at site, no gene not DNA-checked Bl clade 0 I clade 2 W clade 4



L243 13 genes content 5% of 169 strains type: unresolved
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Bl gene in place DNA checked, absent B elsewhere / contig break Wl clade_1 WM clade_3

[0 DNA at site, no gene not DNA-checked Bl clade 0 BN clade 2 W clade_4



L244 78 genes content 7% of 169 strains type: unresolved

Il gene in place DNA checked, absent B elsewhere / contig break Wl clade_1 WM clade_3
[0 DNA at site, no gene not DNA-checked Bl clade 0 I clade 2 W clade 4



L245 54 genes content 1% of 169 strains type: unresolved
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Bl gene in place DNA checked, absent B elsewhere / contig break Wl clade_1 WM clade_3
[0 DNA at site, no gene not DNA-checked Bl clade 0 BN clade 2 W clade_4



L246 25 genes content 5% of 169 strains type: unresolved
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Bl gene in place DNA checked, absent B elsewhere / contig break Wl clade_1 WM clade_3
DNA at site, no gene not DNA-checked Bl clade 0 I clade 2 W clade 4



L247 19 genes content 3% of 169 strains type: unresolved
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Il gene in place DNA checked, absent B elsewhere / contig break Wl clade_1 WM clade_3

[ DNA at site, no gene not DNA-checked

Bl clade 0 BN clade 2 W clade_4
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L248 48 genes content 3% of 169 strains type: unresolved

Bl gene in place DNA checked, absent B elsewhere / contig break Wl clade_1 WM clade_3
[0 DNA at site, no gene not DNA-checked Bl clade 0 BN clade 2 W clade_4



L249 10 genes content 45% of 169 strains type: unresolved
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Bl gene in place DNA checked, absent B elsewhere / contig break Wl clade_1 WM clade_3

[0 DNA at site, no gene not DNA-checked Bl clade 0 I clade 2 W clade 4



L250 34 genes content 0% of 169 strains type: unresolved
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Bl gene in place DNA checked, absent B elsewhere / contig break Wl clade_1 WM clade_3
[0 DNA at site, no gene not DNA-checked Bl clade 0 I clade 2 W clade 4



