LOO1 7 genes content 93% of 293 strains type: swap_candidate Known: MAT

Z\
©
a
N
a
o

MATalpha_HMG

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 N clade_2




LO02 8 genes content 91% of 293 strains type: swap_candidate Known: MAT
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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




LO03 8 genes content 0% of 293 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 N clade_2



LO04 7 genes content 32% of 293 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 N clade_2



LOO5 11 genes content 70% of 293 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



LO0O6 9 genes content 69% of 293 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 N clade_2



LOO7 7 genes content 95% of 293 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




LO08 15 genes content 92% of 293 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



LO09 11 genes content 66% of 293 strains type: swap_candidate
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AMP-binding

AMP-binding
ABC_membrane
ATP-grasp_4
ATPgrasp_N
ATPgrasp_N
ADH_zinc_N

DNA checked, absent B elsewhere / contig break Wl clade_1 WM clade_3
not DNA-checked Bl clade 0 B clade_2

B gene in place
[ DNA at site, no gene



LO10 11 genes content 94% of 293 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




LO11 11 genes content 91% of 293 strains type: swap_candidate
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DNA checked, absent B elsewhere / contig break Wl clade_1 WM clade_3

B gene in place
not DNA-checked Bl clade 0 B clade_2

[ DNA at site, no gene



LO12 11 genes content 92% of 293 strains type: swap_candidate
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Aminotran_1_
Aminotran_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 I clade_2




LO13 8 genes content 66% of 293 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 N clade_2



LO14 11 genes content 89% of 293 strains type: swap_candidate
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Bl gene in place DNA checked, absent I elsewhere / contig break Il clade_1 clade_3
[0 DNA at site, no gene not DNA-checked Bl clade 0 B clade_2




LO15 9 genes content 94% of 293 strains type: swap_candidate
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ADH_zinc_N

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 N clade_2




LO16 8 genes content 92% of 293 strains type: swap_candidate

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

B gene in place
Bl clade 0 I clade_2

[ DNA at site, no gene not DNA-checked




LO17 26 genes content 25% of 293 strains type: unresolved Starship: Osiris-h4
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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 N clade_2



LO18 10 genes content 86% of 293 strains type: content_variants
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Questin_oxid
Fungal_trans
Mpv17_PMP22

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 B clade_2




LO19 9 genes content 85% of 293 strains type: content_variants
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Fungal_trans
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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




LO20 16 genes content 20% of 293 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 N clade_2



LO21 16 genes content 20% of 293 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 N clade_2



L022 16 genes

content 19% of 293 strains

type: swap_candidate
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[ elsewhere / contig break
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L023 16 genes content 20% of 293 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 N clade_2



L024 7 genes content 94% of 293 strains type: content_variants
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Acetyltransf
Acetyltransf

Abhydrolase
Abhydrolase

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




L025 10 genes content 40% of 293 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 N clade_2



L026 9 genes content 82% of 293 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




L027 11 genes content 75% of 293 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 I clade_2




L028 7 genes content 20% of 293 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 N clade_2



L029 7 genes content 42% of 293 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 N clade_2



LO30 8 genes content 52% of 293 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 N clade_2



LO31 11 genes content 97% of 293 strains type: content_variants

Dynamin_M
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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 I clade_2




L032 8 genes content 62% of 293 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 N clade_2



L0O33 10 genes content 54% of 293 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 N clade_2
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LO35 9 genes content 88% of 293 strains type: content_variants

- o~ m < wn o ~ © el > o o m
£ ES X £ £ -
T S o =l ]
£ S = £ £
3 s 2 5 3
a O, L a a
= o Q = =
<< = o < <<
(G al

Bl genein place DNA checked, absent Bl elsewhere / contig break
[0 DNA at site, no gene not DNA-checked Bl clade 0
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L036 10 genes content 100% of 293 strains type: monomorphic
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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 N clade_2




L037 10 genes content 100% of 293 strains type: monomorphic
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Pyrd-TMTC
PNP_UDP_1

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




L038 10 genes content 100% of 293 strains type: monomorphic
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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 N clade_2




L039 10 genes content 100% of 293 strains type: monomorphic
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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 N clade_2




LO40 10 genes content 98% of 293 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 N clade_2




L041 9 genes content 41% of 293 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 N clade_2



L042 17 genes content 91% of 293 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 B clade_2




L043 21 genes content 40% of 293 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 N clade_2



LO44 26 genes content 60% of 293 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 N clade_2



L045 10 genes content 0% of 293 strains type: unresolved
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LO46 8 genes content 73% of 293 strains type: content_variants
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Bl clade 0
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L047 11 genes content 42% of 293 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 N clade_2



L048 18 genes content 3% of 293 strains type: unresolved Starship: Osiris-h3
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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 N clade_2



L049 17 genes content 5% of 293 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 N clade_2



LO50 32 genes content 6% of 293 strains type: rare_content Starship: Lamia-h4

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 N clade_2



LO51 32 genes content 4% of 293 strains type: rare_content Starship: Lamia-h4

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 N clade_2



LO52 20 genes content 18% of 293 strains type: content_variants Starship: Lamia-h4
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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 N clade_2



LO53 20 genes content 19% of 293 strains type: content_variants Starship: Lamia-h4
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LO54 38 genes content 24% of 293 strains type: unresolved Starship: Gnosis-hl

| R} II-I

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 N clade_2



LO55 9 genes content 30% of 293 strains type: unresolved
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L0O56 12 genes content 4% of 293 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 N clade_2



LO57 12 genes content 2% of 293 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 N clade_2



LO58 57 genes content 51% of 293 strains type: content_variants Starship: Tardis-h1
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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 N clade_2



LO59 12 genes content 69% of 293 strains type: content_variants Starship: Tardis-h1
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I genein place DNA checked, absent 0 elsewhere / contig break

[0 DNA at site, no gene not DNA-checked Bl clade 0
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LO60 8 genes content 44% of 293 strains type: unresolved

~ o~ m < n H‘ v—1| v—1| |—1I < - o~ m < n ©o ~ 0
w w w w E - — — — — — — -
[} [a) =) [=) ~
[a) a o [a) w
2
[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 N clade_2



LO61 14 genes content 0% of 293 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 N clade_2



L0O62 11 genes content 0% of 293 strains type: absent_in_focal
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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 N clade_2



LO63 9 genes content 0% of 293 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 N clade_2



LO64 21 genes content 3% of 293 strains type: rare_content

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



L0O65 14 genes content 0% of 293 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 B clade_2



L066 29 genes content 8% of 293 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 N clade_2



L0O67 7 genes content 100% of 293 strains type: monomorphic

PTP-SAK

Rhodanese
Rhodanese

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 B clade_2
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L069 9 genes content 100% of 293 strains type: monomorphic
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PIGO_PIGG
PIGO_PIGG
CBFD_NFYB_HM
Ribosomal_S1

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 B clade_2
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DNA checked, absent
not DNA-checked

[ DNA at site, no gene
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LO71 106 genes content 2% of 293 strains type: rare_content Starship: Lamia-h4

e EE=_ 1 I =il 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 N clade_2



LO72 7 genes content 99% of 293 strains type: monomorphic

Ribosomal_L3
Fung_rhodops
Fung_rhodops
NatB_MDM20

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 B clade_2




LO73 8 genes content 99% of 293 strains type: monomorphic

[ AT T EVRe IIIMI LI

ANAPC4_WD40
Ribosomal_S1

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 B clade_2




LO74 8 genes content 99% of 293 strains type: monomorphic

adh_short

MGH1-like_GH

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 B clade_2




LO75 8 genes content 99% of 293 strains type: monomorphic

adh_short

MGH1-like_GH

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 B clade_2




LO76 10 genes content 99% of 293 strains type: monomorphic

LI

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 B clade_2




LO77 10 genes content 99% of 293 strains type: monomorphic
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Fung_rhodops
RsgA_GTPase

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 B clade_2




LO78 7 genes content 99% of 293 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 I clade_2




LO79 7 genes content 99% of 293 strains type: monomorphic

NPHP3_N

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 B clade_2




LO80 11 genes content 97% of 293 strains type: monomorphic

‘II|I thl IIMII IIIIJII I HI
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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 B clade_2




L0O81 9 genes content 98% of 293 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 B clade_2




L082 10 genes content 97% of 293 strains type: monomorphic

Fungal_trans
Fungal_trans
Fungal_trans

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 B clade_2




L083 9 genes content 98% of 293 strains type: monomorphic

Bd3614-deam

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 B clade_2




L084 8 genes content 96% of 293 strains type: monomorphic

Fungal_trans
Fungal_trans
Fungal_trans

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 B clade_2




L085 9 genes content 97% of 293 strains type: monomorphic
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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 B clade_2



L086 9 genes content 97% of 293 strains type: monomorphic

Beta-prop_AC
Rrn6_HB
DUF2293
DUF2293
DUF2293
2f-C3HC4_2
Beta-AFase-|

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 B clade_2




L087 8 genes content 99% of 293 strains type: monomorphic

Acetyltransf
Acetyltransf
Ceramidase
Ceramidase

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 I clade_2




L088 8 genes content 97% of 293 strains type: monomorphic

Beta-lactama
DUF3176
TreT_GT1

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 B clade_2
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LO90 8 genes content 98% of 293 strains type: monomorphic
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Ceramidase
Ceramidase
Acetyltransf
Acetyltransf

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 I clade_2




L091 10 genes content 100% of 293 strains type: monomorphic
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Il gene in place
[ DNA at site, no gene

Peptidase_S1
Peptidase_S1
zf-ANAPC11
zf-C3HC4

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

AA_permease

B clade_1
N clade_2

(O R i TR i el IH‘

Bl clade_3




L092 8 genes content 97% of 293 strains type: monomorphic
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bl o
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Glyco_hydro

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 I clade_2




L093 10 genes content 96% of 293 strains type: monomorphic

100

DUF3638
20

Beta-prop_AT
Dynamin_M

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 B clade_2




L094 8 genes content 95% of 293 strains type: monomorphic

Aa_trans

TatD_DNase
PTP-NADK
DSRM_RDM1
Peptidase_M2

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




L095 8 genes content 94% of 293 strains type: monomorphic
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Ketoacyl-syn
Fungal_trans

Acyl

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




L096 13 genes content 95% of 293 strains type: monomorphic

9_
Trp_DMAT
Trp_DMAT

Catalase
Trp_DMAT

FAD_bindins

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 B clade_2




L097 8 genes content 95% of 293 strains type: monomorphic

transf_
transf_

Ketoacyl-syn

Fungal_trans
Acyl
Acyl

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




L098 11 genes content 94% of 293 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 I clade_2



L0099 11 genes content 93% of 293 strains type: monomorphic

DUF6736
Abhydrolase_
12
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ADH_zinc_N
Fungal_trans
Amidohydro_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 B clade_2




L100 10 genes content 95% of 293 strains type: monomorphic

B gene in place
[ DNA at site, no gene

DUF7357
DUF7357
Arrestin_N
Arrestin_N
V-ATPase_G
V-ATPase_G

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

V-ATPase_G

B clade_1
B clade_2

I clade_3




L101 8 genes content 94% of 293 strains type: monomorphic

M III, |

Fungal_trans
Fungal_trans
Fungal_trans
Fungal_trans
Oxidored_qg6
Oxidored_q6
Oxidored_qg6
Bromodomain
Fungal_trans

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




L102 9 genes content 92% of 293 strains type: monomorphic

Trypan_PARP

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 B clade_2




L103 8 genes content 90% of 293 strains type: monomorphic
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GPR_Gpa2_C
polyprenyl_s

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




L104 8 genes content 90% of 293 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 I clade_2




L105 11 genes content 90% of 293 strains type: content_variants

— ~ o o n © ~ © o o ul % % ) ) 9] ~ © o o —
o o ] — c 2 2 0 ] X — — — N ~
= = 2 e o I s S =

] =] ° o kel 8 <
£ hat = = < X )
> [ 2 2 @ Q P
2 g 8 ¥ 3 3
z E < <
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 B clade_2



L106 8 genes content 89% of 293 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 B clade_2
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I clade_3
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[ elsewhere / contig break
Bl clade 0

DNA checked, absent
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B gene in place

[ DNA at site, no gene




L108 10 genes content 87% of 293 strains type: content_variants

hlhl‘& II‘IIIIIIII HIIIIIIIIIIIIIIM IHII

FA_hydroxyla

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 B clade_2




L109 11 genes content 89% of 293 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



L110 9 genes content 86% of 293 strains type: content_variants

Annexin
Acyltransfer
DUF6590

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




L111 8 genes content 82% of 293 strains type: content_variants

F

:
|
i
|

DUF3632

Pro-kuma_act
Fungal_trans
Fungal_trans

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




L112 11 genes content 81% of 293 strains type: content_variants

O &IIIIII L

Beta-lactama
Beta-lactama
Beta-lactama
ArAE_2_N
ArAE_2_N

17

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




L113 11 genes content 78% of 293 strains type: content_variants
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AMP-binding
Anthrone_ox:

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

B gene in place
Bl clade 0 B clade_2

[ DNA at site, no gene not DNA-checked



L114 8 genes content 76% of 293 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



L115 8 genes content 74% of 293 strains type: content_variants
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Bac_rhamnosi

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




L116 8 genes content 72% of 293 strains type: content_variants
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L117 70 genes content 0% of 293 strains type: swap_candidate

|

=

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 N clade_2



L118 8 genes content 71% of 293 strains type: content_variants
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2-Hacid_dh
Fungal_trans
Fungal_trans
Fungal_trans
Fungal_trans
Aminotran_1
Amidase

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




L119 46 genes content 7% of 293 strains type: rare_content Starship: Osiris-h3
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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 N clade_2



L120 27 genes content 1% of 293 strains type: content variants Starship: Nebuchadnezzar-h2

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



L121 11 genes content 67% of 293 strains type: content_variants

Pro-kuma_act
ANK_LRRK2
DUF4743
13
Glyco_hydro_
Glyco_hydro_
16
17
18
19
20
-CoA_dh_

Acyl

DNA checked, absent W elsewhere / contig break Wl clade_1 WM clade 3

Il gene in place
[0 DNA at site, no gene not DNA-checked Bl clade 0 N clade_2




L122 9 genes content 56% of 293 strains type: content_variants

=

TrkH
Ki
MFS_1

CDP-OH_P_tra

DNA checked, absent W elsewhere / contig break Wl clade_1 WM clade 3

Il gene in place
Bl clade 0 I clade_2

[ DNA at site, no gene not DNA-checked



L123 8 genes content 53% of 293 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



L124 9 genes content 52% of 293 strains type: content_variants
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Ank_2

Il gene in place
[ DNA at site, no gene

10
11
MFS_1
13

Fungal_trans

DNA checked, absent Bl elsewhere / contig break
not DNA-checked Bl clade 0
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L125 8 genes content 51% of 293 strains type: unresolved
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DNA checked, absent B elsewhere / contig break Wl clade_1 WM clade_3

Il gene in place
Bl clade 0 I clade_2

[ DNA at site, no gene not DNA-checked




L126 29 genes content 1% of 293 strains type: content_variants Starship: Lamia-h4

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 N clade_2



L127 7 genes content 77% of 293 strains type: content_variants
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Bl gene in place
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[ DNA at site, no gene




L128 9 genes content 48% of 293 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



L129 146 genes content 0% of 293 strains type: unresolved Starship: Osiris-h3
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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 N clade_2



L130 8 genes content 45% of 293 strains type: unresolved
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ArAE_2_N
Amidase -
Amidase —
Amidase —

Glyco_hydro

ABC_membrane -

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 N clade_2



L131 10 genes content 47% of 293 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 N clade_2




L132 10 genes content 48% of 293 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 N clade_2



L133 10 genes content 63% of 293 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 I clade_2



L134 22 genes content 2% of 293 strains type: unresolved

i

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 N clade_2



L135 51 genes content 12% of 293 strains type: swap_candidate

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 N clade_2



L136 31 genes content 0% of 293 strains type: unresolved
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L137 8 genes content 84% of 293 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 N clade_2



L138 13 genes

content 46% of 293 strains
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L139 7 genes content 55% of 293 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 N clade_2




L140 8 genes content 52% of 293 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 N clade_2



L141 8 genes content 46% of 293 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 N clade_2



L143 39 genes content 2% of 293 strains type: unresolved Starship: Osiris-h3
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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 N clade_2



L144 14 genes content 11% of 293 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 N clade_2



L145 17 genes content 2% of 293 strains type: unresolved Starship: Osiris-h3
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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 N clade_2



L146 8 genes content 61% of 293 strains type: unresolved
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DNA checked, absent B elsewhere / contig break Wl clade_1 WM clade 3
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L147 8 genes content 36% of 293 strains type: unresolved
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L148 8 genes content 33% of 293 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 N clade_2



L150 10 genes content 34% of 293 strains type: unresolved
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L151 8 genes content 30% of 293 strains type: unresolved
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L152 8 genes content 29% of 293 strains type: unresolved
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[0 DNA at site, no gene not DNA-checked Bl clade 0 N clade_2



L153 20 genes content 2% of 293 strains type: unresolved

—
— T T T 1 1 1 11T 11T T 1T 1T T T T T 1
- o~ - < n [ ~ o (=) o o o~ X =2 n © ~ 0 o o m o~ Q < o ©o ~ m o o
X~ c o o — < — [= 1 — — - - - o~ = o~ o o~ c o~ o~ o o~ m
© © ~ o a < o | o 5 o
o 5 ~ ~ | o o T c ~
[P o T £ & £ [
£ > 3 2 a 5 g 2 =]
@ o o S z N o a
1S | Q =
| Q @ =
@ a <
<
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 N clade_2



L154 11 genes content 31% of 293 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 N clade_2



L155 8 genes content 38% of 293 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 N clade_2



L156 10 genes content 57% of 293 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 N clade_2
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12 genes content 28% of 293 strains

type: unresolved
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L158 13 genes content 27% of 293 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 N clade_2




L159 11 genes content 26% of 293 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 N clade_2
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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 N clade_2



L161 28 genes content 1% of 293 strains type: unresolved Starship: Gnosis-h1l
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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 N clade_2



L162 8 genes content 20% of 293 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 N clade_2



L163 10 genes content 13% of 293 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 N clade_2



L164 23 genes content 1% of 293 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 N clade_2



L165 148 genes content 5% of 293 strains type: unresolved
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L166 23 genes content 4% of 293 strains type: unresolved

£
:

=
3
i

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 N clade_2



L167 160 genes content 1% of 293 strains type: unresolved
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L168 13 genes content 2% of 293 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 N clade_2



L169 12 genes content 3% of 293 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 N clade_2



L170 19 genes content 0% of 293 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 B clade_2



L171 51 genes content 1% of 293 strains type: unresolved Starship: Nebuchadnezzar-hl

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 B clade_2




L172 16 genes content 6% of 293 strains type: unresolved Starship: Tardis-h1l
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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 N clade_2



L173 58 genes content 1% of 293 strains type: unresolved Starship: Tardis-h1l
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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 N clade_2



L174 79 genes content 1% of 293 strains type: unresolved Starship: Lamia-h4
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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 N clade_2



L175 14 genes content 5% of 293 strains type: unresolved
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L176 26 genes content 0% of 293 strains type: unresolved

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 N clade_2



L177 11 genes content 0% of 293 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 N clade_2



L178 11 genes content 1% of 293 strains type: unresolved Starship: Nebuchadnezzar-hl
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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 B clade_2




L179 9 genes content 2% of 293 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 N clade_2




L180 10 genes content 2% of 293 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 N clade_2



L181 15 genes content 22% of 293 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



L182 11 genes content 1% of 293 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 N clade_2



L183 30 genes content 9% of 293 strains type: unresolved
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L184 11 genes content 7% of 293 strains type: unresolved Starship: Gnosis-h1l
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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




L185 77 genes content 6% of 293 strains type: unresolved Starship: Lamia-h4
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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



L186 10 genes content 26% of 293 strains type: unresolved
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DNA checked, absent B elsewhere / contig break Wl clade_1 WM clade_3
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L187 132 genes content 5% of 293 strains type: unresolved Starship: Janus (likely)-h2 (likely)
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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 B clade_2



L188 17 genes content 2% of 293 strains type: unresolved
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Il gene in place DNA checked, absent I elsewhere / contig break
[0 DNA at site, no gene not DNA-checked Bl clade 0




L189 12 genes content 1% of 293 strains type: unresolved Starship: Nebuchadnezzar-hl
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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 B clade_2




L190 12 genes content 1% of 293 strains type: unresolved Starship: Nebuchadnezzar-hl
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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 B clade_2




L191 60 genes content 1% of 293 strains type: unresolved Starship: Gnosis-h1l
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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 I clade_2



L192 44 genes content 2% of 293 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 N clade_2



L193 55 genes content 9% of 293 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 B clade_2



L194 13 genes content 1% of 293 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 N clade_2



L195 12 genes content 2% of 293 strains type: unresolved Starship: Nebuchadnezzar-hl
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Sulfotransfe
1-cysPrx_C

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 B clade_2




L196 14 genes content 3% of 293 strains type: unresolved
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FAD_bindin
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20G-Fell_Ox:
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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 B clade_2




L197 29 genes content 1% of 293 strains type: unresolved

N

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 I clade_2



L198 16 genes content 10% of 293 strains type: unresolved

Fungal_trans
Ble-like_ N
Helicase_C

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 B clade_2




L199 19 genes content 8% of 293 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 N clade_2



L200 9 genes content 0% of 293 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



L201 95 genes content 0% of 293 strains type: unresolved Starship: Janus (likely)-h2 (likely)
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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 B clade_2



L202 45 genes content 1% of 293 strains type: unresolved Starship: Janus (likely)-h2 (likely)

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 B clade_2



L203 24 genes content 0% of 293 strains type: unresolved Starship: Lamia-h4
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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 N clade_2



L204 24 genes content 6% of 293 strains type: unresolved

GloB_C
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ArgolL2
DUF8563

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 N clade_2



L205 21 genes content 1% of 293 strains type: unresolved
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Glyco_hydro
Glyco_hydro

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 I clade_2



L206 9 genes content 11% of 293 strains type: unresolved
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W elsewhere / contig break ~ Ml clade_1 WM clade_3

DNA checked, absent
Bl clade 0 I clade_2

Il gene in place
not DNA-checked

[ DNA at site, no gene



L207 10 genes content 12% of 293 strains type: unresolved Starship: Lamia-h4
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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 N clade_2



L208 34 genes content 48% of 293 strains type: unresolved Starship: Gnosis-hl

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 N clade_2



L209 8 genes content 29% of 293 strains type: unresolved

DUF8267
DUF8267
BD-FAE —
Sugar_tr
Epimerase

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 N clade_2



L210 8 genes content 50% of 293 strains type: unresolved

DUF8267
DUF8267
BD-FAE —
MFS_1
Epimerase

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 N clade_2



L211 10 genes content 92% of 293 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 N clade_2



L212 20 genes content 8% of 293 strains type: unresolved
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Il gene in place
[ DNA at site, no gene
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DNA checked, absent
not DNA-checked
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DDE_1
DDE_1
DDE_1

Dynamin_M

[ elsewhere / contig break
Bl clade 0

16

DUF8568

B clade_1
I clade_2
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DUF7587
DUF7587

Bl clade_3

HSF_DNA-bind




L213 9 genes content 1% of 293 strains type: unresolved
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Aa_trans

DUF4246
DUF4246

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 B clade_2




L214 15 genes content 8% of 293 strains type: unresolved Starship: Lamia-h4
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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 N clade_2



L215 19 genes content 4% of 293 strains type: unresolved Starship: Janus (likely)-h2 (likely)
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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 I clade_2



L216 38 genes content 1% of 293 strains type: unresolved Starship: Lamia-h4
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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 N clade_2



L217 25 genes content 28% of 293 strains type: unresolved Starship: Janus (likely)-h2 (likely)

OPT
Glyco_hydro
13
DUF4246
SUR7
GH16_XgeA

SPT23_MGA2_D

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 N clade_2



L218 21 genes content 4% of 293 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 B clade_2
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L219 28 genes content 0% of 293 strains type: unresolved

Bl clade_3

I clade_2

B clade_1

[ elsewhere / contig break

Bl clade 0

DNA checked, absent
not DNA-checked

[ DNA at site, no gene

Il gene in place



L220 28 genes content 1% of 293 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



L221 19 genes content 4% of 293 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 N clade_2



L222 15 genes content 1% of 293 strains type: unresolved

9
10
11
15
16

T T T T
— o~ m < T <] ~ < = m ©o [} (=)} I
c a o o N = = — <)
o > S ) ~ = 5
7 | g « ™ < S
< © Zz .l i B
= £ | > 2 |
=) o 9 F o o
\ 3 9] { o
2 ®© = X =
= & © 5]
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



L223 24 genes content 4% of 293 strains type: unresolved Starship: Lamia-h4
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Bl clade_3

B clade_1
I clade_2

[ elsewhere / contig break
Bl clade 0

DNA checked, absent
not DNA-checked

B gene in place

[ DNA at site, no gene



L224 43 genes content 4% of 293 strains type: unresolved Starship: Janus (likely)-h2 (likely)

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



L225 9 genes content 1% of 293 strains type: unresolved

Dynamin_M
AFUB_07903_Y

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




L226 9 genes content 1% of 293 strains type: unresolved Starship: Lamia-h4
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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 Il clade 0 I clade_2




L227 37 genes content 2% of 293 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



L228 24 genes content 7% of 293 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 N clade_2



L229 12 genes content 1% of 293 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 B clade_2



L230 33 genes content 12% of 293 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 B clade_2




L231 21 genes content 1% of 293 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



L232 23 genes content 9% of 293 strains type: unresolved

F-box-like
Rad60-SLD
Rad60-SLD

DUF3435
DUF1275

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 B clade_2




L233 55 genes content 6% of 293 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 N clade_2



L234 15 genes content 1% of 293 strains type: unresolved Starship: Osiris-h3
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PK_Tyr_SerT
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AFUB_07903_Y

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 I clade_2



L235 39 genes content 12% of 293 strains type: unresolved Starship: Lamia-h4

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 N clade_2



L236 16 genes content 6% of 293 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 B clade_2




L237 20 genes content 5% of 293 strains type: unresolved

Starship: Osiris-h3
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L238 39 genes content 2% of 293 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 I clade_2



L239 12 genes content 9% of 293 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



L240 18 genes content 2% of 293 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



L241 37 genes content 2% of 293 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 B clade_2



L242 9 genes content 2% of 293 strains type: unresolved

DUF7702
DUF3435
DUF3435

DUF7069
DUF7069
PNP_UDP_1

ABC_membrane

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 B clade_2




L243 12 genes content 13% of 293 strains type: unresolved Starship: Osiris-h3
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HrmA_N
HrmA_N
PK_Tyr_SerT
SPOK2_N

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 N clade_2



L244 10 genes content 2% of 293 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



L245 29 genes content 2% of 293 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 B clade_2



L246 23 genes content 0% of 293 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 B clade_2




L247 10 genes content 0% of 293 strains type: unresolved
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Fungal_trans

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

[ elsewhere / contig break
Bl clade 0
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L248 52 genes content 0% of 293 strains type: unresolved Starship: Lamia-h4
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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 B clade_2



