Table 1. Final sets of primers and probes by our strategy on different species or subspecies of coronaviridae.

Forward Reverse
Species/ Forward Reverse Probe
Forward Primer Reference Primer Reverse Primer Reference Primer Reference Probe
Subspeci Gene Primer Primer Probe Sequence Conserva
Sequence ID Conserva | Sequence ID Conserva ID Position
es Position Position tion
tion tion
CTGTGAATTAGAA CAGTCTTTGCT AACAGCATCAACA
HKU1 ORFlab DQ415907 5649 33.30% DQ415907 5743 100.00% DQ415907 5715 100.00%
CTTATTTGTGA AATGTACCA CCAACACGACTT
TGGTGTTAATTTC GCAGATCTACT TACTACATTCGCT
0C43 S KX344031 26278 70.60% KX344031 26367 98.20% KX344031 26348 100%
AATGTAGA GGARGC GCCTAGACAACCT
replicase GTACCAAATAC
GCTGGTTTATGTG TAGGCTTACGCAG
NL63 polyprotein JQ765564 15138 81.70% | ATGATCATATG | JQ765564 15244 100.00% JQ765564 15204 98.30%
TTGTTTG ACAATCACCACAA
lab Cc
replicase CACCATTCTGA
TGGTGTTGTGTGY ATCAGCAATGTAA
229E polyprotein KT253325 14653 80.00% | TAATATAAAGT | KT253325 14744 56.70% KT253325 14704 100%
TAYA CCAAGTTCAGCAT
lab RG
MERS- GGCTAAAGATAA GGGCATTTACA TCAAGGCACAATC
S MF598714 31517 98.70% MF598714 31614 98.50% MF598714 31543 98.70%
CoV AGTCAAYGAG ACAAARG CAAGCGTTCTG
SARS- CCTCAGGCTGAAG CCTCTATTTTGT CATGGCTGAGCAT
ORFlab AY394986 18941 100% AY394986 19010 100% AY394986 18984 100%
CoV TAGA AAGCTTTGTC CGTAGAACTTCC
COVID- GTGTCAACCTATA | EPI_ISL_40 GCATCAAACAT | EPL_ISL_40 ACTTCCGCACTAT EPI_ISL_4
ORFlab 7959 100% 8043 100% 8022 100%
19 CTGTTACTA 2124 TTTAACTGC 2124 CACCAACATCAGA | 02124

Notes: HKU1 represents Human coronavirus HKU1; OC43 represents Human coronavirus OC43; NL63 represents Human coronavirus NL63; 229E represents Human coronavirus 229E; MERS represents Middle East respiratory

syndrome coronavirus; SARS-CoV represents severe acute respiratory syndrome coronavirus; SARS-CoV-2 represents severe acute respiratory syndrome coronavirus 2.

Degenerate bases: R=A/G, Y=C/T, M=A/C, K=G/T, S=C/G, W=A/T, H=A/C/T, B=C/G/T, V=A/C/G, D=A/G/T,N=A/C/G/T.




Table 2. The performance of our strategy on reducing false negative rate

for sample sets of identified multi-copy regions compared with known 16S rRNA genes.

Known Known Alignment of sequences between Distribution of
Target
rRNA Copy De Novo Biomarkers and Copy Numbers of
Organisms
Genes Numbers known rRNA Genes De Novo Biomarkers
Mycobacterium
10,15
tuberculosis GCA_@81652545.1 --------------- tgaaccgocccggtgagtccggagactctetgatctgagacctea
) AJ242985.1 tggcgecgtgtagtagtgaaccgccccgetgagtocggagactectetgatctgagacctea
A{ycobacnnqunz E e L L ]
20
Africanum GCA_B8@1652545.1 gccggeggctggtototggetttgagegtagtaggeagoctogagttogaccggcgegac
AJ242985.1 goccggeggctgetetetggegttgagegtagtagecagectegagttogaccggocgegac
E S L L T L L e e e Y
GCA_@B1852545.1 gtcgccgcagtactgetagaggcggcgatggttgaaccagtcgacccagogcgcggtgec
AJ2429858.1 gtegecgeagtactggtagagecggegategttgaaccagtegacccagegegeggteee
E S L T L L L e L e Y
GCA _001652545.1 246 copy:8(8-10)
GCA_@B1652545.1 caactcgacatcctogategacceccagegctteccggetttgatcagcteggtctteta 0(7N1(63N2(43M3(23M4(25)b(4ﬂ6(3ﬂ7(6ﬂg(
AJ242988.1 caactcgacatcctcgatggaccgocaggecttgocggetttgatcageteggtcttgta
186110 E S L T L L L e L e Y 5N9(11N10(7M11(11N12(14N13(17N14(14N1
GCA_BB1652545.1 taggccgttgatcgtctogectagtgcattgtcatageagettccgaccgctecgaccga 5(23)|16(17)[17(13)[18(8)|19(4)|20(1)[21(9)]
AJ242988.1 taggccgttgatcgtctocggectagtgcattgtcataggagettoccgaccgoctccgaccga
A{ycobacuﬂiunz E S T Y 22(2»23(3”24(4”25(2)‘ *
1,20
bovis ’ 97.9%[332/339] 8.37463126843658

GCA_B81652545,

AJ242988.1

GCA_Bele52545.

AJZ242988.1

GCA_Bele52545.

AJ2472988.1

cggttggatgcctgoctoggcgagecgctegetgaaccggatogatgtgtactgagatcc
cggttggategcctgocctocggcgagccgctcgetgaaccggatcgatgtgtactgagatec
O e T E T e e T T  E T

cctatcocgtatggtegataacgtcttteaggtegagtaceccttettgttggcgesteca

cctatccgtatgetegataacegtctttcaggtcgagtacgctttcttgttgecegeteca
FEFR R F R F R R R R R FEFFFERFFREFFERREFRFT R R RFFEER R R FE

gatggcttgctegatcgcgtcgaggaccatggagetggccategtgga------------

gatggcttegctegatcecgtcgaggaccatggagetegsccatcgtggaagcgaccoegcca
B T e O e T




Mycobacterium

56 GCA_@8B88858535.1 ---------------mmmm oo cgcgggccttaagocagett
tuberculosis ’ X84741.1 ccgaaggatcacgcgaggaaccttcactcgtacaccacgtccctggccttggocctggtet
* & ******ll *..*. *
Mycobacterium
5,6 GQCA_@88558535.1 taggcccagctggagoccgacggcgctgtoggtttgtgoccatgttgttgccggcagectec
ziﬁicanuni X84741.1 caggcccagctggagccgacggcgctgtoggtttecgocatgttgttgoccggcagoctece
IttttttttttttttttttttttttttttttttttItttttttttttttttttttttttt
GCA_@e8558535.1 accttctgcccgtgggcgttggoctgctegtagatcacctggaagttacggcccagecteg
XB4AT41.1 accttctgeccgtgegegttagectg-togtagatcacctggaagttacggcccaacteg GCA _000658535.1 410 copy:5(2-5)
FEFFRFEFFFFFFFFFFFFF FFEFF FEFFEFEFFFFEFEFFEFFFFFFEFFFF | FFHF - - -
1S1081 0(D[L2)2(6)3(28)4(65)|5(236)[7(1)]  *
GCA_@88658535.1 gtaatgaacccocctggrageccgccgaaccggcgocgocccaaaagtcactocgoggtoaac
XB4741.1 gtaatgaacccctgecaggccgccgaaccgEcgccgccccaaaagtcactcgcgetcaac 99.7%[338/339] 4.55752212389381
Mycgbacterium B e S L T ]
5,6
bovis GCA_8885658535.1 acatcagaaatgatggcctgatgctcggocctoccagecaacccggoccagagegecggatecate
X84741.1 acatcacgaatgatggcctgatgctogecctccagraacccggectgagcgoggatcate
EEEEEE I====3333333333======================= FEFEFEEFEEEE R ER
GCA_88B658535.1 grgreat----------------------omooooooooooooooo oo
X84741.1 gcgccatgatcgtogacatccccgaattgatagttgatggtcatogaacctgttoctectt
kkkkkdkk
Clusterl2d423  -—-------mmmmmmmmmm e tegtt
134263.1 atgcggaccacgetatctacagactcggtgaatccggactcagoccggegttgccgttgtt
EEEES
Clusterl2423 gecttteccgoccgetgecaccetcgaggcoccttgecgccgtcgecgocgetegcgoocgtt
Z134263.1 gecttteccgcecgetgeraccetcgaggcccttgecgccgtcgecgocgetegcgoegtt
EEEE L bt b b b bt e e
Clusterl242s gacgccgccgctaccgoecggcccegectttcccgocggecgraccggtcccgecaacacc
I134263.1 gacgccgecgetaccgecggeccegectttocccgecggecgraccggtocccgecaacacc
Tuberculosis EE R L e e e CP054014 1|3361564-3361841|2|C0py’5(3-
PGRS 26,30
Conuﬂgx Clusterl2423 gccgtcaccgcccgtgecggcggceccggggetaccggcattgaaaatggccccacecgtt 5)Hengﬂn278|1-278
Z134263.1 gecgtcaccg-cogtgocgecegceccgeggetaccggcattgaaaatgeccccaccgtt
EEEEEFFEEEEF R R R R RN R R RN R RN R R R RN RN kR Rk Rk Rk kR kR ke kg
Clusterl242s ECCE-CCECCECCECCEEtcccgccagccccgcCgEcEccEccgacgcctccggcaccac
I134263.1 grcgoccgocgoegocggtcccgocagocccgocggcgocgocgacgoctocggcaccac
FEFF FFEFFFEFFRF R FFFFFFFFF R R FFFFFFFFFFE R F R F R FFFFFFF R R FERF RS
Clusterl242s cgggttggtcatcagggectecaageggat------------------------- -
Z134263.1 CEECCCCgCe----- geccccaaactggccgaatatcccgogoccaccgocgtocccocgec

wEE O E EEER EEE Ok ok




Bordetella
pertussis;
Bordetella

parapertussis

1S1002

GCA_8815e89915.

I54268.1

GCA_@81589915.

L54268.1

GCA_881589915.

I54268.1

GCA_8815e89915.

I54268.1

GCA_@81589915.

L54268.1

GCA_881589915.

I54268.1

GCA_8B815e89915.

I54268.1

GCA_@81589915.

Z34268.1

GCA_8815e89915.

I54268.1

GCA_BB815e89915.

I54268.1

GCA_@81589915,

I54268.1

GCA_8815e89915.

I54268.1

GCA_@81589915.

L54268.1

GCA_881589915.

I54268.1

1

1

1

1

1

1

1

1

1

1

1

1

1

1

---ctaggtegagecccttettegttaacaggetgatecaacagaactegacgatzagecag

ctcctaggtcgagoccttcttgttaacagggtgatgcaacagaactggacgatgagecag
FEFFEFEFEFFFEFFFEFFFFFFFFFFFFFEFFFFFEFFFF IR TR F R TR TR R T EEE

gccagccaggcggcageegtgagcctgogcaccggttacaagtggcttgocccgcttccga

gccagccagegcggcagegeggtgagoctgcgraccggttacaagtggocttgoccgottccga
EE 2222 2 2 2 s 222 22 R 2 2222 2 2 2 22 22 L L 2 0

agcgaaggtctggacggoctgettgaccgoagttctcgoccgoaccgoagoccgaaggeoc
agcgaaggtetepacgecctecttpaccgcagttetecgoccgcaccgcagcccgaaggoc
B L e s L L

tetgcecccpagecagettgagcacttcpeccagecagegocgccagogtetgecgctetee

tgtgegcccgageaggttgageacttcgoccageagegoccgecagegtetgeegetgtgg
FEFFEFEFFFFEEFFFFFFFFFFFFFFFEFFFF IR FFFFRFFFFF R F R RS R EEEE

cgcatcgegegtgaagecggccgeagectggccaccgtggegegetatatggaacgeatc

cgcatcgogegtgaagocggccgoagoctggccaccgtggcgcggtatatggaacgeate
EE Ry s e ettt L]

gecctgagtcgactcgoctogttggagoccgeocggcgocgegtgcgeccgetatgaacgogec

gecctgagtcgactcgoctegetggagccgccggcgccgetgcgccgctatg-acgcgcc
R I R S L L]

agcccaggcgagctgctgcacatcgacaccaagocggctggeccgcatccggggcgtegsc

agcccaggcgagetgetgecacatcgacagecaageggctgeeecgeatccgggecgtgeee
FEFFXFFFFFXXFFFFFFFFIFFFFFFFRF FFFFFFFF IR R IR R X ER R E

catcgcatcaccggcgatcgggeccagaaccgraaccgeggcattggctegggacgctgte

catcgcatcaccggcgatcgggcccagaaccgcaaccgoggcattgectgggacgetete
EE Ry s e ettt L]

cacctggeccatcpatgacttctegegegtgtectttegctegratectecgacgatgaagee
cacctggccatcgatgacttctegegegtgtectttgetegeatcctocgacgatgagegsc

B e b e e L e L P

gecgatcagtgcgetgagttoctgogecaagocaccgoctactacgoccagtctgggegte
gecgatcagtgocgetgagttoctgraccaagocaccgectactacgocagtctgggegty

FEEEEEFFEFFEFF IR FREFFHES FFF I F R F TR EF AR R TR F R R EEREEEE

cgcatcgaccgocgtgatgaccgacaacggcageggctacgtctoccaggacctttegggeg
cgcatcgaccgeptgatgaccgacaacggcaggesttacgtctecaggaccttteggeee

FEEEEEFFEEREEFFREFEREFREERRFEFFEE FE R EFREER R R R R R RS

gtgtecgtegagctgegaatcegteacatccgcaccegoccctacaccocccaagaccaac
gtetgcgteggagttgggaatccgacacatccgaacccgoccctacacctoccaagaccaac

FEEFEEEFEEFE FFFEFREEEF FRFEFFHE FEFEFEEFFEFFEEE KB RFEEREEEF

ggcaaggccgagcgcctocgtgcagacctgettacgegagtggecatacgccaggcocctac

gtcaaggccgagegectcgtgaagacctgocttacgggagtgggcatacgocaggcectac
F OFFFFFFFEFIFFFFFFFFFEIF KRR R R R R AR AR R R X FER R R

acgagctcagocgaacgacaggctgoctigeagocccttcattgaccgctacaactgg---

acgagctcagacgaacgacaggctgccttgeageecttecattpaccgctacaactgetet
FkkFkkFkdFd FFrFkFFFFFrFFFFFFrrFFFFrrFrFrFFr kb bk kb r kb E Rk E

GCA_001509915.1 74 copy:3(3-3)
0(179)]1(144)[2(15)|3(1)|
47.2%][160/339] 0.52212389380531




Bordetella
pertussis;
Bordetella

holmesii

1S481

239;
100;
>50;
8--10

AB678737.1
GCA_B81985665.1

AB678737.1
GCA_B81985665.1

AB678737.1
GCA_B81985665.1

ABG78737.1
GCA_@@81985665.1

ABB7B737.1
GCA_881985665.1

ABG7@737.1
GCA_@@1985665.1

AB678737.1
GCA_B81985665.1

AB678737.1
GCA_B81985665.1

AB678737.1
GCA_B81985665.1

ABG78737.1
GCA_@@81985665.1

ABB7B737.1
GCA_881985665.1

ABGT@737.1
GCA_@@1985665.1

AB678737.1
GCA_B81985665.1

AB678737.1
GCA_B81985665.1

AB678737.1
GCA_8@1985665.1

ABB78737.1
GCA_2@1985665.1

ABG78737.1
GCA_881985665.1

AB678737.1
GCA_881985665.1

AB678737.1
GCA_2@1985665.1

agcgccaacaccetgetgctggtgeagacgecactaggtgtgaagattcaataggttata

--------------------------------- ctaggtgtgaagattcaataggtteta
e s

tgcatggttcatccgasccggatttgagaaactggaaatcgccaaccecccagttcacte
tgcatggttcatccgasccggatttgagaaactggaaatcgccaaccecccagttcacte

aaggagcccgeccggatgaacacceataageatgcccgattgaccttectacgtegacte
aaggagcccgeccggatgaacacceataageatgcccgattgaccttectacgtegacte

gaaatggtccageaattgatcgeccateangtttgtgtacctgaageggcccgegectat
gaaatggtccageaattgatcgeccateangtttgtgtpcctgaagcgecccgegectat

geeggtcaccgcgccgactgtgcgcasatggctggeccgcttaectggetcaggeccaggce
geegetcaccgcgccgactgtgcgcasatggctggeccgcttoctggetcaggeccaggce

gecttggccgatecgtoctogecgcccgacgetctegecccgagogattecgccgeccaas
gecttggccgatecgtoctogecgcccgacgetctegecccgagogattecgccgeccaas

gegetggctategtggagctgegccgeasgegectgacceaagcgcgcatcgoccagecs
gegetggctategtggagctgegccgeasgeggctgacccaagcEcgcatcgcccagecs

ctgggcetetcagecageaccgtcagecgegtcctggcccgegccggtctgtegcacctg
ctgegcetetcagecageaccgtcagecgegtcctggcccgegccggtctgtegcacctg

gecgacctggagccggcegagccgetggtgcgctacgagcatcagecccccgecgatete
gecgacctggagccggccgagccgetgetgcectacgagcatcagecccccgecgatete

ctgcacatcgacatcaagaagctgggacgtatocagegecctggteaccgggteacggse
ctgcacatcgacatcaagaagctgggacatatocagegecctggccaccgggteacegge

aaccgacgcgataccgttgagegegccggctgggacttegtcttegtgeccategategac
aaccgacgegataccgttgagggeeccggetgggacttogtettcgtggecategatgac

cacgcccgegtggecttoaccgacatccacceccgacgagegcttacccagegecgtecag
cacgcccgegtggccttocaccgacatccaccoccgacgagegcttacccagegecgtecag

ttcctcaaggacgeagtgecctactaccagegectgggcgtgaccatecagcgettacte
ttcctcaaggacgeagtgecctactaccagegectgggcgtgaccatecagcgcttacte

accgacaatggctcggectttcgeagecgegecttcgecgegctgtgccatgagetgegc
accgacaatggctcggectttcgeagecgegecttcgecgcgctgtgccatgagctgegc

atcaagcaccgetttacccgaccttaccgeccacagaccaatggcaaggccgaacgettc
atcaagcaccgetttacccgaccttaccgeecacagaccaatggeaaggecgaacgettc

atccagtcggeecttgcgtgagteggcttacgctcacacctaccagaactcccaacaccga
atccagtcggocttgcgtgagtegecttacgctcacacctaccagaactcccaacaccga

gccgatgccatgaaatcctgectacaccactacaactggeatcgaccccaccaaggcate
pccgatgccatgaaatcctgectacaccactacaactggeatcgaccecaccaaggeatc

gEgcEcgctetacceatctecagactcaacctggacgaatacaacctattgacagttcac
gEgcEcEctgtacccatctccagactcaacctggacgaatacaacctattgacagttcac

aactaggcagcgcggegacctitacccttgecaacaaggacggcaaget cgatatcggta

Elda T - e e PP PP PR
E RAEE E bR

GCA_001985665.1_53_copy:26(2-26)
0(23)[1(229)12(84)[3(1)|4(2)| *
93.2%[316/339] 1.20353982300885




Bordetella

pertussis

1S1663

17

NZ_CPB25371.1:ic
GCA_8B1583915.1

NZ_CPB25371.1:c
GCA_8e1589915.1

NZ_CPB25371.1:c
GCA_881589915.1

NZ_CP®25371.1:c
GCA_881569915.1

NZ_CPB25371.1:c
GCA_981589915.1

NZ_CPB25371.1:ic
GCA_8B1583915.1

NZ_CPB25371.1:c
GCA_8815895915.1

NZ_CPB25371.1:ic
GCA_821583915.1

NZ_CPB25371.1:c
GCA_881589915.1

NZ_CP®25371.1:c
GCA_881589915.1

NZ_CPB25371.1:c
GCA_881583915.1

NZ_CPB25371.1:c
GCA_981589915.1

NZ_CPB25371.1:ic
GCA_8B1583915.1

NZ_CPB25371.1:c
GCA_8e1589915.1

NZ_CPB25371.1:c
GCA_881589915.1

NZ_CP825371.1:c
GCA_881589915.1

NZ_CPB25371.1:c
GCA_881589915.1

NZ_CPB25371.1:c
GCA_281589915.1

------ gtggctgatageagtttgttatctgcaggaggecaagtccatgttttcataget
gecgcagtgectgacageagtttettatctgcaggageccaagtccatgttttcataget

attgatgtatcaaaggecaagetggattgeacgttactgacggctgagectgacaagtet
attgatgtatcaaaggccaagctggattegcacgttectgacgectgagectegacaagtet

aagaccaaggtgetggtcaacaccgecgeggpegtacaagocctgetggegtggtacgee
aagaccaaggtgstggtcaacaccgecgegggcgtacaagecctgetggogtggtgcgec

mascacggcgcacagocggcgcagttgcacgecatcctggagectacgggtetgtatcac
aamacacggcgcacagecggegcagttgcacgccatectggagectacgggtetgtatcac

gagcaagcggccacgecgctgccccaggtccgggtetctttggteaateccgeccageecc
gagcasgcggccacggcgctgccccagetccgggtetetttggtcaateccgoccaggec

cgggactttgccaaggccttggcgctgcgctoccazaaatgatgcgctcgacagctacgte
cgegactttgccaaggccttggegctgegctccaaaaatgatgcgctcgacagetacgty

ctggctcegctatggacagacgctgagoccggcgctgtggcacccggcgcccttgcatgcs
ctggctcgetatggacagacgctgagoccggcgctetggcaccocggcgcccttgeatges

cgtcaactgcgegccttgttgacgcgacgcgaggcectgageaaggatctgttecgteag
cgtcaactgcgcgecttgttgacecgacgcgagecgctgagcaageatetgttecgteas

ctcaatcgcaaagagaagageccagttcagoccccteggegeccttggtegatggttecate
ctcaatcgcaaagagaagagecagttcagoccctcggogcccttggtcgatggttocate

gacaaggccatcgegttcttgogegaacagatcasacaaatcgagegggegatcgateag
gacaaggccatcgegttettgcgcgaacagatcasacaaatcgagegggcgatcgatcag

cacatcgacaaccaccccgacctcaageaagactgegagetgctgaactocateccegec
cacatcgacaaccaccccgacctcaageaagactgegagetgetgaact ceatoccegee

atcgggccteageccggcaacgecatcctgeccgteatgracaateggeatatcgactee
atcgggccteaggccggcaacgecatoctggccgteatgcacaatcggcatategactec

gcccagagcctggccgectatetogggetegteccctgtgcagegccaatccggcagcagt
gcccagagectgeccgectatctegeegtestecctgtgragegccaat ceggcageagt

ctgaacagctgcgcacgoctgtocaaagecggeccctecccaggtgegegocacgttatac
ctgaacagctgcgcacgoctgtecasagoccggccccteccaggtgcgcgocacgttatac

atggcggccctgettgggacccgecacaaccoccacatecgegecctttaccagegects
atggcggccctggttgggacccgecacaacccccacatecgegocctttaccagegects

ctcaaagcaggaasaagcaaaaaggccgcgctgggcgcgeccatgagasaacagetgcat
ctcaaagcaggaaasagcasaaageccgcgctgegcgeggccatgagasaactggtgcat

ctgtgctteggggtectcanaaaccgeatccectaccageccaattacgecatgaategt
ctgtgctteggggtectcaaaaaccgcatccectaccageccaattacgecatgaacggt

tgactgccaagacggtatctgtoccccgoggege
was

GCA_001509915.1 _17_copy:5(2-6)
O(D|IS(1)16(82)]  *  98.8%[83/84]
15.797619047619




X66

_— - etcacocantancatasazagettisgcan-tcttegts
o passoszss o hemccancasenr T
P— . sacatcagget sctessteacangtpatasast
GCA_Be4@08355_0 t geeal [:ad gctgea gttgctggagt
X66858.1
GCA_8e4808355_0 cgct ad tar
X66858.1 geacgctgtega a =4 gt
GCA_BB48088355_0 gcacgctgtcga a =4 et
e stecot sttesacssstacsogatctcesatatics
Seh. p0an03535_0 et HR R R
p— cetatcesercs
e basoonass o agsetchspren
P— gcgcctggsgcagctigeetag —
GCA_8e4@08355_0 cgcgt geagceg 1 88" gectegces
X66858.1
GCA_B@48@8355_@ aggcctgcagecaattectecas gcaacgteca gaa
X66858.1 tegetteegca EEC
GCA_BB4808355_0 tgeetteggca EEC
X66858. 1 gga gagta g it
GCA_PB40BE355_0 cgga gagta £ it
p— st e ctees
e basonzss o et o i
Bordetella 20;
— scteaceceaa geacastraccs cec R(D_
P GCA_004008355_0_copy:8(2-8)

parapertussis; 22
o IS1001 7 om0 Fomgi i eone: 222DR3(DR4M  * - 100.0%[23/23]
ordetella -7,

XB6858.1 cacagecegagatcgtctatgacttgttccatetegtgeccaagtategacgagagetca 22.1304347826087
. . . GCA_BB4BBB355_8 cacagecggagatcgtctatgacttgttccatgtegtegccangtategaceagagetca
bronchiseptica 0;
6855.1 ga aggccaatcaacta cgcagga
GCA_PB40B3355_0 ttga aggccaatcaacta cgcagga
X66858.1 ttegatcegetececetgegatcageccaatcaactacgecaggategtcecgeacecagea

GCA_BB4B08355_@ tteatceeetececetegatcaggccantcaactaceccaggategtcccecacgeagea

X66858. 1 teatcaaatcgagtcgctggctacte ccgtgacaacctgga cage
GCA_BB4BAB355_8 tcatcasatceastcectegctecte ccgtgacaacctgga cage
X66858.1 gtccggctogacgantte gccancca gctgacgetctatgtcctes
GCA_ _@ ccgtccggctcgacgantte gccaacca gctgacgetctatgtccte
X66858.1 gtgacgaactcasacggeteteg ccaasgacctg gcctgga
GCA_9@4605355_0 gtgacgaact CasacgEctoteg ccaasgacctg gcctega
X66858.1 accactggtacgagcaggecgagcasagcggastagccgccttgaacaccttegeteage
GCA_ _@ accactggt: tagccgcettgaacaccttegeteage
X66858.1 gettgaaaggctatctgeacggeatectggccagatgecgaca gea
GCA ¢ _@ gctigaaaggctatctgcacgecatctgeccagatecceaca gca

X66858.1
GCA_

X66858.1 accaggaata aaaa ceceatgaace-
GCA_ @ accaggaata aaaa gegegatgaacce

X66858.1  ------
GCA_BB4BEE355_2 anaaaa




Mycoplasma

pneumoniae

RepMP
2/3

10

Flgadlea.l

GCA_B82898215.

Flgedalea.l

GCA_eez2afa21s.

Fleedlea.l

GCA_Bez2e98215.

Fleedlea.1

GCA_BB82@898215.

Floedalea.l

GCA_B82898215.

Flcedlea.l

GCA_B82898215.

Floadlea.l

GCA_Be2e98215.

Fleedlea.1l

GCA_BB2898215.

Fleedlea.1

GCA_BB82@898215.

Flgadlea.l

GCA_B82898215.

Flgedalea.l

GCA_ee2a9a215.

Floadlea.l

GCA_Be2e98215.

1

1

1

1

1

1

1

1

1

1

1

1

gctgatcaccocccgggttgecttgaacgccgocaagacgttggtaacatcgttgtcagtes
--tgatcacccccgggttepcttegaacgecpcaagacgtteggtaacategttetcagtee

EE L 2t RS R kb b o e e e

caccagcttcagettecagoeteggegestgettagttacgttcacggactttatcaaace

caccagcttcagcttccagoctocggecgegteggttagttacgttcacggactttatcaaacc
EEE LR b el b b b b b b e el ]

ccgegctgettacctoggectoccagttaacgggtctcgatgtaagtgaagogacccaaag

ccgegetgettaccteggegctoccagttaacggegtctcgatgtaagtgaagegacccaaag
EEE LR R L e e e L e e e e e e L L e e et

geagttaatttgegccaagcggccctgagegecctttogteggragttgggtcaaccgect

ggagttaatttgggccaagoggccctgagcggcctttogtggcagtigggtcaaccggct
S L L L T e T L

gegccgegtgeagagtetetgggatttcaaggeggtetgegcggatcaagetcagttesc
gggccgcgtggagagtgtagtgggattteaagggestgtegecggatecaageteagttgac

B e e e R L LT e b

cgcgcaagcagctacaagtagtaccaccaccaccgcaacaggggctaccttaccggagea

cgcgcaagcagctacaagtagtaccaccaccaccgraacaggggctaccttaccggagca
EEE LR b el b b b b b b e el ]

cccgaatgecctegegtaccaaattagctataccgacaaggattegtacaaggcttecac

cccgaatgocctecgocgtaccaaattagetataccgacaaggattocgtacaagegcttccac
EEE LR b el b b b b b b e el ]

tcaaggttcgegtcaaaccaattcccaaaacaattcgoccctacctoccattttattaaacc

tcaaggttcgggtcaaaccaattcccaaaacaattcgocctacctoccattttattaaacc
kkkkkkkkkdkkkkbkkbkdkbkkkkd bk bk kkkkk bk kbbb bk kbbb kbbb kkkkkkk

taagaaagtcgaaagcacgacccaactcgaccagggcttaaaaaacctgttggaccoccaa

taagaaagicgaaagcacgacccaactcgaccagggcttaaaaaacctgttggaccccaa
S L L L T e T L

ccaggttcgcaccaagctgocgocaaagetttggtacagaccattccacccagocccagec

ccaggttcgraccaagetgegecaaagetttggtacagaccatteccacccageocccagee
B e e e e e

ccaatcgctcaaaacaacgacaccggtatttegggaggagtagtgetaacctcagtagtet
ccaatcgctcaaaacaacgacaccggtatttgggaggagtagtggtaacctcagtagtet

EEE LR b el b b b b b b e el ]

gtttagtggtgggggtegctggagggegttcttcagecteaggteaa
gtttagtggtegeegtectggagg----------------------

EEE L L L L L Ll

GCA_002090215.1 89 _copy:6(3-7)
0D1O)] *  90.0%[9/10] 0.9




Mycoplasma

pneumoniae

RepMP

MFE6E982.1

GCA_882128125.

MFB6E982.1

GCA_@82128125.

MFE6E982.1

GCA_882128125.

MFB6E982.1

GCA_B82128125.

MFE6E982.1

GCA_@e2128115.

MFE6E8982.1

GCA_BB2128125.

MFB68982.1

GCA_@e2128115.

MFE6E8982.1

GCA_BB2128125.

MFB68982.1

GCA_@e2128125.

MFEEE8982.1

GCA_@82128125.

aaaaatgatctcgeocaacgetocccattaagecggagegaggagtcgegtcagtccgtecaa
----atgatctcgeocaacgttoccattaagecgeegecgaggagtcgegtcagtccgteccaa

kkEkdkkkkkkkdkkd Fkkkdkkkdkkdkdd FxdkFkkkkkddkkdkkkdkkdkkkkEk

ctcaaggecggacgattttggtactgccctttccagticgggatcaggcggraactccaat

ctcaaggragccgactteggraccacceccatccagttegegatcagecegcaactoccaac
FEEFFEFF F OFFF _FF _FF _FFFFF | FFFFFFFFFFFFFFRFFRFFRFEFFEFFF

cccggtteccccacccocctgaaggcocgtggcttecgactgageaaattcacaaggaccte
cccggtteocccccacccocctgaaggccgtgpettecgaccgagcaaattcacaaggacctc

Fkdkkkkkkdkkdkkkkbkdkdk kb bk kb kkkkdk FdkkdkkkkkkbkkkkkkkEd

cccaaatgatccgoctogatocctgattetgtacgatgogocttatgogegeaaccgtacc
cccaaatgatccgectegatectgattetegtacgatgcgecttatgcgegcaategtace

B b T e LT e

goecattgaccgegttgatcacttggatoccaageccatgaccgecgaactatcogoccagt

gtcattgatcgogttgatcacttggatcccaaggtgatgaccgcgaactatcocgoccagt
F Fkkkkd dkkdkkdkkkkkdkdkkkkkkdrkdkd FkFFdkkdkkFkrkdkdkkEkkEd

tgaagaacgcccaagtgaaaccaccacggtttotgggactgaaaggcgegcgatgtttte

tgaagaacgcccaagtgasaccaccacgegttegteggactgaaageccagagatgttite
dkdkkkdk bbbk kb kbR dk kb bk kb hkEd kdkkdkFkdEkEdkkdRbEE  F kdkEkEEkEd

ctccaaaccaccggettottoaaccegegecgccaccccgagtggttteatgecegecag
ctccaaaccaccgggttcttcaaccogeggegecaccccgagtggtttzaccagegccaa

EEEREEEREEERFEFRFEFREEREERREE FERERE AR R R EREE | kE RE

acggtcgegeataacgaaaagaccggetttgatetegataactctgaaaacaccaageag
gcggtcgecggataatacccaaaccgggtttgatacagatgacaccgataataaaaaacaa

JEEEEEEREEREEE * FxkExkEkkkEx  FkEk kX F kF kx X &k k&

gectttcaaaaggaagctgactccgacaagtcgeccccgatecgccctcccgtttgaagce
gectttcaaaaggaagetgactccgacaagocgeccccgatecgoccctocccgtttgaageg

FEEFEEEEEF R REEEEF R EEEE R R E R R EE LR E R R REE R R R REE

tacttcgeocaacattggraacctcacctgettogggcaagogettttgetgtttestesc

tacttcgccaacattggraacctcacctggtteggecaagegettttgetettteg----
EE e e e P e e e R R R P R o

GCA_002128125.1_490_copy:6(2-7)
1®)2Q) *  100.0%[10/10] 1.2




Mycoplasma

pneumoniae

RepMP

HQE98831.1

GCA_BB2808215.

HQ698831.1

GCA_B82898215.

HQE98831.1

GCA_Be2eoezls.

HQE98831.1

GCA_BB2898215.

HQ698831.1

GCA_Be2898215.

HQE98831.1

GCA_Bee2e0a215.

HQE98831.1

GCA_B82898215.

HQB98831.1

GCA_Be2eoezls.

HQE98831.1

GCA_BB2898215.

HQ698831.1

GCA_882898215.

HQE98831.1

GCA_Be2eoezls.

aagagagcgaaagaagcagtatgocttctatocgegattatectgctcaaccaagaaaatat

aagagagcgaaagaagcagtatgoctictatcgegattatctgctcaaccaagaaaatat
e e e E E  E E EE L ey

ccgaaaaatttacggagcaaatatacctttcgaaacttttcaagtaaaggatatttgtea

ccgaaaaatttacggagcaaatatacctttcgaaacttttcaagtaaaggatatttgtga
FkkkkEFFkr bRk d bk k kR kb kR bk Rk bk kR bbbk kb Rk bk kR kR F kR EE

aattagaagaggtcgagcgatcactaaagcgtatattaggaataatcctggagaaaatce

aattagaagagetcgagcgatcactaaagcgtatattaggaataatcctggagaaaatcc
ERE b bt bbb bbb b b e e e s e e e e e e T

agtttattccgragctaccacaaatgategtgagttaggacgtattaaagattgecgattt

agtttattccgragctaccacaaatgategtgagttaggacgtattaaagattecgattt
EE ErErEEE E e S T T

tgatggtgaatacatcacttgaactacaaatggttategctegagtagttttttatcgtaa

tgatggtgaatacatcacttgaactacaaatggttatgctegagtagttttttatcgtaa
ER R L L e e e R R P R P R RS T

tggcaagtttaatgcatcacaagattgocggtgttttaaagsttaaaaataaaaaaatcte

tggcaagtttaatgcatcacaagattgocggtgttttaaagesttaaaaataaaaaaatcts
e e T

caccaaattcctatcctttttattaaagatagaagcaccaaaattegttcataatctage

caccaaattcctatcctttttattaaagatagaagcaccaaaattcgttcataatctage
FkkkkEFFkr bRk d bk k kR kb kR bk Rk bk kR bbbk kb Rk bk kR kR F kR EE

ttcaagaccaaaactaagccaaaaagtaatggectgaaatcgaactctocttttocacctet

ttcaagaccaaaactaagccaaaaagtaatggctgaaatcgaactctettttocacctet
ERE b bt bbb bbb b b e e e s e e e e e e T

agaaattcaagaaaagattgctgatattoctectttgoctttzaaaaactttgcaatgattt

agaaattcaagaaaagattgctgatattctctttgocctiteaaaaactttecaatgattt
e e e E E  E E EE L ey

agtagaaggtattcctectgaagtcgaaatecgtaaaaagcaattegattactatcasaa

agtagaaggtattcctgctgaagtcgaaatgcgtaaaaageaattggattactatcagaa
FkkkkEFFkr bRk d bk k kR kb kR bk Rk bk kR bbbk kb Rk bk kR kR F kR EE

cttcttatttaattgagtecaagaacaaaaaactcaattagagcaaattatgtaatgett

cttcttatttaattgagtecaagaacaaaaaactca------------------------
EEEE b P P bbb b e e

GCA_002090215.1 316_copy:4(2-4)
410 *  100.0%[10/10] 4




X13893.1
GCA_@B82898215.1

X13@93.1
GCA_8e2896215.1

X13893.1
GCA_8e2896215.1

cagttcggacgactgectgcaagtagtagttttectcaacctetttcagaaaggagttatte
--gttggcagcactgctgcaagtagtagttttctcaacctctttcagaaaggagttatte

FEE ok ok EEEE EEEY

cttaatgaaagaaaaaactccctttaaaaacgaaaaagaattecatgacatggtgaaaaa
cttaatgaaagaasaaactcccttitasaaacgaaaaagaattccatgacatggtgaaaaa
EEE EEE

gaccaaaaagggcactttttcaggttgatacatcgttaatccagagaacaacagtgtgea
gaccaaaaagggcactttttcaggttgatacatcgttaatccagagaacaacagtegtgga

GCA_002090215.1_182_copy:8(3-8)

Mycoplasma RepMP — wa
14 102)/11(8)| *100.0%[10/10]
ln1eunqoniae 1 X13893.1 attctctggcaatttcaatagacaatttaaacttaacasannnnttataccagtgaacac
GCA_@82898215.1 attctctggcaatttcaatagacaatttaasacttaacaaaccggttataccagtgaacac 10‘8
FEE *E
X13893.1 ggaatacgtaacgcgtaaagagttcaacgagtacaaagactcaaacgaccaacgactcat
GCA_@82898215.1 ggaatacgtaacgcgtaaagagttcaacgagtacaaagactcaaacgaccaacgactcat
*EFE *EFE
¥13893.1 aaagattgasaccactttggctgcccaaggtgaacaaataagaatccagggtgagcaaat
GCA_@e2898215.1 aaagattgaaa-------------------"----"-"--"-"-"-"“"-"-"-"-"-"-~-~-~-~-~-~-~-~------
FEFEEFEEEEFE
AJ292938.1 gettcagacccaatcgoctocctgogaaacagocattgttcagectacttgagtatttaaacg
GCA_@B2873795.1 ------------mmmmmmmmmm oo gctacttgagtatttaaacg
FEFFFFFFFRFFERFR R RE
AJ292938.1 atggctacgagteggatteteggacattgacttggaaaagttcttcgatactgttccgcaag
GCA_@82873795.1 atggctacgagtggattgtggacattgacttggaaaagttcttogatactgttccgeaag
EE T
AJ2020938.1 acagattgatgtccctgettecataatatecattcaagatggcgatacggagtcactgatte
GCA_@82873795.1 acagattgatgtccctggttcataatatcattcaagatggcgatacggagtcactgattce
EEE L
AJ292938.1 gtaagtacttccattcgggagttegttattaacggacagcgacataagactttagtcgega
GCA_B82873795.1 gtaagtacttccattcgggagttgttattaacggacagegacataagactttagtcggga GCA7002073795 1771700py3(3-3)
Streptococcus ) waws
GBSil 2 0(5)13(1)20(1)| 28.6%[2/7]
zqgalaciiae AJ292938.1 cacctcaaggegeggaatctatcaccoctoctatetaatattatgettaatgagttagaca

GCA_282873795.1

AJ292938.1
GCA_2B82873795.1

AJ292938.1
GCA_282873795.1

AJ292938.1
GCA_88z2873795.1

cacctcaaggcgggaatctatcaccectoctatctaatattatgcttaatgagttagaca

EEEETY

aagggttggaaaagcgaggtcttogetttgtecgttacgocgatgactgtgtcatcactg
aagggttggaaaagegaggtcttcgetttgtccgttacgeccgatgactgtgtecatcactg

EEETEY

tcggaagcgaagcagctgoctaagogggtcatgoattcggtcagtagectatattgagaasc
tcggaagcgaagcagetgctaagcgggtcatgcattegetcagtagetatattgagaage
FEEEFE

gattagggttgaaagtcaacatgactaagaccaagattgtcagaccgaacaaactcaaat
gattagggttgasagtcaacatgactaagac-----------------------------

3.28571428571429




Helicobacter

pylori

cagA

1.4-3.7

80179231

UP2_input_P168_

A0017923.1

UP2_input_P168_

AB017923.1

UP2_input_P168_

801792

3.1
UP2_input_P1e8_

Age1752

UP2_input_Piss_

28017923,

1
UP2_input_Pl6s_

280179231

UP2_input_P168_

ssgtate

28017923.1

B8gtEte

UP2_tnput_P16s_

280179231

UP2_input_P168_

48017923.1

80179:
UP2_input_P168_

8017923.1

UP2_input_P168_

A8017923.1

UP2_input_P168_

A8017923.1

UP2_input_P168_

48017923.1

UP2_input_P168_

A8617923.1

UP2_input_P168_

48017923.1
UP2_input_P168_

A8017923.1

UP2_input_P168_

ape17923.1

UP2_input_P1€s_

#8017923.1

UP2_input_Pit

#8017923.1
UP2_input_P163_

ape17923.1

uP2_input_P1es_

#8917923.1
UP2_input_P168_

48017923.1

UP2_input_P168_

AB017923.1

UP2_input_P168_

28017923.1

uP2_input_P1ss_

A8017923,1

UP2_input_P163_

48017923.1

UP2_input_P168_

Ap017923.1

uP2_input_P1es_

48017923.1
UP2_input_P168_ cgeg
48017923,

17923.1
UP2_input_P168_

ase17923.1
UP2_input_Piss_

A8017623.1
UP2_input_P168_

A8017923.1
UP2_input_P1A

Ape17923.1
UP2_input_p1se,

28017923.1

UP2_tnout_P16s_

480179231
UP2_input_P168_

ase17923.1
UP2_input_pise,

A8017923.1

UP2_input_P16s_

A8017923.
UP2_input_P168_

80179231
UP2_input_P1se_

28017923.1
UP2_input_P16s_

80179231
UP2_input_P168.

Ase17923.1
UP2_input _P168_

28017923.1
UP2_input_P16s_

A8017923.1
UP2_input_P168_
AB017923.1

2_{nput_P168_

AB017923.1
w2 input_Piss_

480179231
UP2_input_P168_

280179231
192_{nput_P163_

AB017923.1
2_input_P1s8_

A8017923.1
P2_input_P163_
A8017923.1

P2_input_P163_

Ase17923.1
P2_input_P16s_

480179231
UP2_input_P16s_

280179231
P2_input_P163_
ABe17923.1

wP2_input_Pies_

A8017923.1
wP2_input_Pies_

A8017923.1
P2_tnput_P168_

aB017923.1
P2_tnput_P168_

48017923
UP2_input_P1es_

558 sstantga

agtggse 885¢
gt

FR666836.1  copy:2(2-2)




Table 3. The performance of our strategy on reducing false positive rate

for sample sets of identified newly discovered species or subspecies specific multi-copy regions.

Target Organisms

Distribution of
Copy Numbers of

De Novo Biomarkers

Sequences of identified newly discovered

species or subspecies specific multi-copy regions.

Mycobacterium tuberculosis

Guasrd Dabuion
Quatsr1ss

Cumerts

Warhar | Porcan of srang | Visighted Aversge Copy
7128 aes6a07

Ijz8(1)]
iR

ST

SR

nmhsﬁv 7

oSSR
o e

084247 SO

255 d
o3BT 206 )
=t 2R

i

1O UETRRTHE ny

(325)14:2115,20)6(62
(25143520

A0
(S 158458)
RUEN O3 8)

6CA_000649655.1 57 1i1engtn:103011-1030
TACTTIGETGECT T v
>6CA_060673095.1 608 copy:2(2-2)| 31 3 1
T T T T TTCCGTCCCCTCICRRGETTTTG
>GCA_661673395.1 239 copy:2(; 1f1ength:261[1-261
26CA_002087305.1 623 copy:3(3-3)|99097| Segment19]747296-747684| 1 |1engtn: 387|1-233
AT T6¢
>6CA_800651675.1 483 copy:a(.
GGACGATCTGATC TCGAGATTGTGCGCGAAT TTCACC!
>6CA_801652545.1 56 1engthi749]1-566
26CA_000653935.1 2022} 1224131 seguenti 11785560 1786344 1| ength: 78511785
:zzﬁccmﬁazuuxumvu(uncwv« CCCATGGTGCTAAGTTCATC T6¢ TeaccaceeeTeee
secr ensmress. 1
o, cGA
Secn oorersizs.s 242 copy:5(5-6)| i 1] length:213]1-213
>6CA_002087375.1 254 copy:8(2-8)|98529]Segs 1| 1ength:255|1-255
ATCCTGTTTGAGCCOCTCOATGCACAT6CEAGCECGT COAMCELBOCCLECt CoA TCACACTCTTCOATGATET
L s. a0 y

C6CGBGCCTTAAGCCAGCTT TTTGTGCCATGTTGT
>6CA_068649675.1 265 copyia(: |
>6CA_001184735.1 321 1]
6CA_000651655.1 358 111ength:312|61-312

TTCSGAGT T6T Tcr T TTTe
26Ch_s00872455.1 545 copy:3( 1
ACAGETATTS T66¢6T
Snaorerssos 1 248

Tee
26CA_002087375.1 145
AAAACCC Tcr
>6CA_000652135 .1 638 copy:a(: 1flength:391[1-298
TGGTGTTGTTGTCGCTGRAGT GAATGTCG!
>6CA_001652545.1 678 1
£ 448 opy:3( 1i1ength:
msncscsnwwcmmm«cm« T
copy:2(

CAGCCAGGGCCT CCGTCAGEC! GATTACGGCS6C

>6CA_602003715.1 483 9234 1]

6CA_000653035.1

vcmmssm&vevcwwmsmunaus

copy:2(2-2)

22191 segnent4| 3655727 3656044 11 1ength: 3181131
ATGTTCGATCAGGTGCGG6GGCTCATOC

>GCA_008657635 ety
TGAACCGCCCCRGCA Crecasricr 6T
>6CA_000653535.1 52 I |11 1ength:

™ TeaccTeCees
>GCA_001673395.1 copy:5(4-6)|

wcsccmcvmchumsas-«w««xmcm &l

>6CA_000555715.1

74385 Sepment 214205067 4205525 1| Jength 46111461
GAAGOTG

TacACC

GGTATTCCGT!

TACTATTCCTGGTATTCCGT!
3122664 | Segment 17| 2156738-2158296 | 1| Length: 1553 1-205

TACTATTCCTGGTATTCCGT

>GCA_000655515. 1 283 copy:14(3-14)
TGaT
>6CA_000653135.1 117 copy:3(2-3)|22216] Segment2[2246026-2246865| 1] Length: 8411-352
CATH 6GT¢ TICCAGAGTTCACTCAGTTGATCEA
>GCA_000572915.1 560 10
cr6T TGTCCGATT
>GCA_006649655 .1 263 copy:S(: |1 Length: 386|1-386




Bordetella pertussis

ClusterlD
Clusterd3
Cluster3g
Cluster33
Clusterlsg
Clusterldg
Clustersd
Cluster208
Clusterd0
Clusters?
Cluster73
Cluster25
ClusterléD
Cluster3?
Cluster24
Clustergd
Cluster3
Clusterg2
Clusteré0
Clustersg
Clusterdd
Clusterdg
Clusterd5
Clusterdd
ClusterdD
Cluster3d
Clustards
Cluster34
Cluster2d
Cluster28
Cluster2é
Cluster22
ClusterZl
Cluster207
Clusterldg
Clusterls?
Clusterléd
Clusterlél
Clusterlé
Clusterl5
Clusterld
Clusterl3
Clusterl2
Clusterl20
Clusterll3
Clusters3
Cluster2?
ClusterE0
Cluster7?
Clusterlld
Cluster2l5
Clusterlgl
Clusterl

Distribution
2284
2284
3L(1)|32(83)|
3L(1)|32(83)|
18{1)|32(83)|
18(1)|32(83)|
18(1)|32(83)|
14(1)22(83)
g(1)|22(83)|
A1)22(83)]
A1)22(83)]
2(1)122(83)|
11jj22(e3)|
11jj22(e3)|
O(1)[32(83)|
0(1)[22(83)]
0(1)[22(83)]
0(1)[22(83)]
0(1)[22(83)]
0(1)[22(83)]
0(1)[22(83)]
0(1)[22(83)]
0(1)[22(83)]
0(1)[22(83)]
0(1)[22(83)]
orLj[3z(ez)|
0(1)[22(83)]
0(1)[22(83)]
0(1)[22(83)]
0(1)[22(83)]
0(1)[22(83)]
0(1)[22(83)]
0(1)[22(83)]
0(1)[22(83)]
0(1)[22(83)]
0(1)22(83)]
0(1)[22(83)]
0(1)[22(83)]
0(1)[22(83)]
0(1)[22(83)]
0(1)[22(83)]
0(1)[22(83)]
0(1)[22(83)]
0(1)[22(83)]
O[1)[214)|22(79)|
0(1)[20(2)[2L{TL)|22(10)|
2(1)27(83)|
2(L))17(ez)|
2L)|17(e3)|
15(1)|16(83)|
15(2)|16(82)|
15(2)|16(82)|

Marker| Percent of strains  Weaighted Average Copy

*

*

*

*

100.0%[B4/84]
100.0%[B4/84]
100.0%[B4/84]
100.0%[B4/84]
100.0[B4/84]
100.0%[B4/84]
100.0%[B4/84]
100.0%[B4/84]
100.0%[B4/84]
100.0%[B4/84]
100.0%[B4/84]
100.0%[B4/84]
100.0%[B4/84]
100.0%[B4/84]
08.8%[B3/84]
08.8%[B3/84]
08.8%[B3/84]
08.8%[B3/84]
08.8%[B3/84]
08.8%[B3/84]
08.8%[B3/84]
08.8%[B3/84]
08.8%[B3/84]
08.8%[B3/84]
08.8%[B3/84]
02.8%[22/24)
08.8%[B3/84]
08.8%[B3/84]
08.8%[B3/84]
08.8%[B3/84]
08.8%[B3/84]
08.8%[B3/84]
08.8%[B3/84]
08.8%[B3/84]
08.8%[B3/84]
08.8%[B3/84]
08.8%[B3/84]
08.8%[B3/84]
08.8%[B3/84]
08.8%[B3/84]
08.8%[B3/84]
08.8%[B3/84]
08.8%[B3/84]
08.8%[B3/84]
08.8%[B3/84]
08.8%[B3/84]
100.00[B4/84]
100.0%[B4/84]
100.0%[B4/84]
100.0%[B4/84]
100.0%[B4/84]
100.0%[B4/84]

3z
3z
31.08800524
31.08800524
318452281
31.83333333
31.83333333
3178571420
3171428571
31.66666667
31.66666667
3184285714
31.63005238
31.63005238
3161004762
3161004762
3161004762
3161004762
3161004762
3161004762
3161004762
3161004762
3161004762
3161004762
3161004762
31.61804762
3161004762
3161004762
3161004762
3161004762
3161004762
3161004762
3161004762
3161004762
3161004762
3161004762
3161004762
3161004762
3161004762
3161004762
3161004762
3161004762
3161004762
3161004762
31.57142857
30.72610048
16.82142857
16.82142857
16.82142857
1508800524
1597810048
1597810048

>6CA_001509915.1 8 t | 11 1784-3019

GGCTCAGGCGCCCTGCTGEC TGCCO66C Tcea
>GCA_001167405. 1 1 copyi12- n)lumlsw-ennsgmmu 3014662 1| 1ength:302|1-302
AccCAGe TGGGTTTCCEGCT TGATGCCOTGCGCCAGCGCATAGT CCAACTGTTCGTGAGCCTGCGLCTCEETATTCTG
>GCA_001686405. 1 copy:3(2-3) 76541 I
R CGaATCCrGaTTTCaATCAGGETCACACACAAGAT TEAALTGAAGAGT AT LTS T CAGATTaRCBE T TTCs6CC
>GCA_001187405. 1 19  copy:2(2-2)|43361 11| 2engtn:761|1-761
GTGGCGGGCGACAACTATTTCGATACCACSC TGGGCGGCTACGAAAGCCRC T666CC
>GCA_001167405. 1 3 copy:6(3-6) 43361 11[1ength:293(1-203
cuvcﬁccsvalcmcﬁcl:crscmrrrrurﬂru T6C CTCAGGAGCCTGTCCCGGC AGAAGCAACCCACTCAGBAGCCTGTC
>GCA_001509915. 1 copy:202-27) 66357 1] 1369-1773
s«ccmcsﬁcrmcﬁmmmmc«cﬂm TCTATCSC ATTCAATAACCTGCTGGTGCAGAACCACATCCTGGCCTCGCAGATCACGECCETCE
>GCA_001167405. 1 copy:2(2-2) |43361| Segnent 90| 2366749-2366995 |1 | 1ength: 247|1-247
A oA o eCTCaLCCCCACaBCCCCAACatCT LT CEAGOAC o T oL AR A A CAGLETCE TS T TAEABAACT CAMA AT CSCCACCTCOCTCAGAACAGECTGARGTCCECACSCCBACCACSGEATCCSCLCGESC
>GCA_001187405. 1 152 copy:l1(4-11)|43361|Segnent195|3023626-3023857 |1 1engtn:242|1-242
ACGGCCACGGCCAGL( GG C66C6C T6GCO06CTEE
>GCA_081985665. 1 us - cosyi?G-7 1] 1-405
CT6G66CAGCECCGTGECCECTTALT T6CGCCG6C T AGGGC CACCACCTTGGTCTTACECTTGTCAGCCTCAG
>GCA_001187405. 1 124 copy: n(z 4) ussusemuumw 13172611 |1engen:22651302-1131
TGGCCTGCACCECGTTCTC GCGGCTEETCTGOCCETCRCCGT TeGCCe T CGTCCEETCCTERCECTTECCEAC
>GCA_001988675. 1 181 copy: S nwszzmsepenmzmznszso 2247080 1 | 1engtn 79111791
TCCG6GTCTCTTT66T CAAT CCCGCCCAGECCCEEGACT TTECCARGECCTTEECECTECEC CGACAGCTACGTGCTGGCTCGC TGAGCCCORCSC AACTECEC
26ch eo1isees. 1 133 copy:4(2-4)|43361 isarrazli| -476
TACGGCATCCA TATGAGGT TTTC
m_oouxuos,x 4 copy:7(2-7)|43361 11]1ength:255]1-255
caeaC TGACC CGTCCTGGCECTGRECAT TCCTGETGC 6T TECTGGTGET TTGCGECTECTECG
>GCA_001686405. 1 75 copy:14(2-15) | 76341 -2722112111ength: 1927]1728-1927
T TICT
>GCA_001509915.1 108 copy:3(2-3)| 1978457 1984652 1|
TGCAGACATCCCCATCTTCT
>GCA_001686405. 1 1 comiaGe- z)lnsuisep-enmsmuus 124616211 1 1engtn:a11a 1429
AGCGCGACCTCAGCCTGGCCTAC T6GGGC TesCC
GCA_001686485. 1 36 coor:3(2-25)] 135-2858204 1 1engtn: 10631 1-106
TACAACCTATTGACAGTT TAGCTGTCGATTCTCARTAGGTTATT 16T TCBECTGAGCTCET
>GCA_001187405. 1 146 copy:3(3-5)|43361 1948920- 1949207 |2 1-288
ccrcee TeaT ™ CATCTAACTGTGAA
»GCA_001686405. 1 cooy:20(2-22) 176341 | Segment818 |193225-195314 1| 1engtn: 2050112090
TAGCTGTGAAC TAGGTTGTAT TCGTCCAGATTGAGTE T TCGGTGTTGGGAGT TC!
GCA_001187405.1 203 copyi5(4-7)|43361Segment112| 26937412 | 1engtn:296 1-296
TGCTGOGCARCCTGGTCGGCCTCATCGACTCCGAC TEATGGTC TcaccC TGGCGCARC T
>6CA_001985725.1 167 copy:19(11-19) |819: 1l :58711-587
AGCTGTGAAGATTCAATAGGT' TTGAGARAC TCAC TEACCTTCCTACGTCOAC oA
YGCA_001509915.1 174 copy:2(2-2)| 360017~ asnuui 248
TCGGCGTEC TC666GTTCRCCORCCTRLC
>GCA_001187405.1 e cooyi42-4) 43361 | Segment2 1314341 131720311 1engtn: 2262 1- D)
T T
GCA_001987755.1 6 Copy:2(3-2)|82153 | Segnent 611061843- 1062036 1 | 1ength 194 1134
TGCAGE
>GCA_001509915.1 2 copy:29( i 1-300
TAGT TGTATTCGTCCAGRT T T T6GGAGT
>GCA_001187405.1 204 copy:2(2-2)[43361 [} 1-206
TCCaTT
>GCA_001988335.1 180 copy:24(6-28) |82188| Segnent240| 1194383-1197531 1| length: 3149 |1-3149
TGTATTCGTCCAGET T T666GT
>GCA_001686405.1 28 copy: 28(28-28) | 76341 |Segnent18€|1177933-1178251| 1 | 1ength:3191-319
Trececa
>6CA_001686405. 1 113 copy:28(4-29)| 76341 | Segment 2653 | 3696853696405 |1| 1ength:321]1-321
TCAATAGGT TTGAGAAACTGGAA c TeACeT
>GCA_001187405. 1 126 copy:2(2-2)|43361|Segnent32|1659987- 16610911 | 1engtn: 1105 |1-1105
GARACCC creeac
>6CA_001686405, 1 192 copy:3(2-3)|76341|Segnent735| 1845332-1851533 | 1| engtn: 6202 3723-3956
TAAG GGCTTAGA TITAMGA TCACTGATCEA
>6CA_001585665.1 ) copy:26(2-26) | 81953 | Segnent 2184|3299433-3300742|1 | Lengtn:1310]1-1310
TCAATAGGT! TTGAGAAAC TCAC TEACCTTCCTACGTCGACT ARTTGATCEC
>GCA_001509915.1 14 copy:31(26-31) 66337 |Segment 10041 2092533-2093244 1| lengtn:7121-712
c TCAATAGGT Tea TTGAGARAC TeaccT TeATCSCCC
>GCA_001686405. 1 154 copy: 11
CATGATTTTGT T TTGAACT TTAGTGT
>6CA_001509915.1 27 <opy:27(2-27) 6633 736748-738057 |11 1-1310
T TCTTCTTETGC
>6CA_01187465.1 7 ) | 11] Lengtn:432|193-432
GGTCACAT TCGGGGCTGCGETTGCCGCCCT
20ch se1sesezs. 1 159 copy:28( 19962401
CAATAGGT Teacc
GCA_091509915 Capy 270227} [56957 | Segment 1551 |1702575. 3705978 1 angth 3951 1-305
CTAGCTSTGAMGATICAATAGGTTGTATGCATeT TTGAGARAC] eacerTec:
>GCA_001187405.1 7 copy:9(7-10) 143361 | Segnent130| 2995877-2996112 1| 1ength: 23611-236
GGeAT
260k gs16ssies 1 62 copy:28(26-28) | 76341 |Segment 2427 [346983- 3461994 | 1 | 1engtn:922|1-922
TI6TGTGC c
J6Ch sorisraes.1 copy:3(3-3)[43361 | Segnentes | 2068105-267426412 | Length: 615811-364
Acmccccvmcrvmcv«wcvamcc CTT66 TT66CC6CC TCARACC e
>6CA_01985925.1 I
T6T T AGGGGTA
>GCA_001685405.1 112 copy:2(2-2)176341 1 1967-5666
Tcr Trcan
>GCA_001985665.1 51 copy:30(3-30) | 81953 | Segnent2362| 3463785-3465657 11| Lengtn:1873|1-1673
TaGTCt
>6CA_001985665.1 a2 copy:20(3-21) | 81953 | Segnent3249|77635-79513 1| 1ength: 18791 1-1879
TETATTCGTCCAGST T6GAGTTC
>6CA_001509915.1 138 copy:2(2-27 111 1-330
GATITCCAGTTT TGAATCTTS
>6CA_661187405.1 134 copy:3(2-3)|43361| Segnent211] 316845-3169246| 1| engtn: 788 |1-298
CICCTANTCAT TCGRTCOC6C ACGCTGOCCRCC TCo66C66CC
GCA_001987515.1 51 copy:2(2-2) 1l 1-202
TTCGAGE T T TTTCTTGCGAGAGCT
>GCA_001509915.1 39 copy :22(2-22) 66337 | Segnent2851431723-432324 | 1| 1ength: 602 1-602
Tearer
>GCA_001988335.1 % copy:25(16-25) 82188 | Segnent2479| 3497751-3497911 1 [ 1ength: 161 1-161
TACGE TGACAGTTCACACCTAGCC
>6CA_001686485.1 195 : 11
T TTCCAGBAC TTeT
20CA 901187405 1 185 copy:2(2-3)|43361 |
T CTTCEATCH
oy SeLis7des 1 T SSPLAET) 14361 Segmant 167 2610447262467 1 [ 1engtn: 619115873 8140
s ™ GAGATTATGAAGAAGTTTTTTCAGCTTGTC
S6ch_oo1187405.1 6 copy: | 111 1ength:23411-234
CGGGATTTCC
>6CA_001509915.1 a7 copy:2( 11 3565-4488




56CA_900536935 25 copy:2(2-2)|UPa_input_PoS_BPP_S1_v7_Bordetel1a_parapertussis_ 153743001
ClusterlD  Distribution Marker Percent of strains Wsighted Average Copy 26CA0017935 14 copy:2(2-3)|UP2. input Po8 BPP 51V Bordetella parmpertussis BuEMIseAn R
Clusters | 22(21)|24(1)[25()| . 100.08[22/23] 299173012 SGCA_01525345 31 copyi2(2-2) |UP3. input. P98 89P_S1.V7_Bordetel la parapertusiis. .

>GCA_000317935 28 copy 12(2-2) |UP2_input_P98_BPP_S1_V7_Bordetella_parap: is_] 1747064-1751055(1 1-1220
Clusters  22{21)|24{1)|25(1)| * 100.0m[22/22] 222173012 SGCh GaISTISAS. 10| ooy 1(2-2){UPT- Input-Pe8, 095117 Soaetel s paraperussis ;i T enetn: y
Clusterd  22({21)|24(1)]25(1)) * 100.0%[23/23)] 222173813 26CA_000317935 5 Copy119(5-19)IUP2 ot #98_8PP_51. V7 Sordetelia_parape 3 I i
Cluster22  22(21)|24({1)|25(1)] * 100.0%[23/23] 22.2173013 A GsRCACCETETCTICCACSC AL ’: e eeA e BT AT ccEa A ACesaLE e ACTaL s eeeCT oL sataaeTaCETBRALETGCEaRACEEACE —
30CA 0040R21S. 36 copy12(3-3)|UP3_dnpus o8 B6P. S1. V7 Bordetel La.parap ¥ |
Clusterl2  22(21)[24(2)| * 100.0m[23/23] 2217301304 O e oy o 7o 8 117 et fotoereot e 1 Setunt 1 751 e Sorn ] o Sl S
Clusterl2  22(21)124{2)| * 100.08[23/23] 22.17301304 e o177 Copy 13(2-39 UP2.Anput.PaBEPP 51,17 Bordstatia.par s - 1232
Clusterl | 22(21)23(1)]24{1)| * 100.00[23/23] 22.13043478 Eﬁ‘éyg’zﬁé??s?uﬂméfzé&%«%ZZLQZEV‘.J?‘:.E&&EZZ#&ZEZEEEZ" e 16 ‘
5GCA 000317935 21 Copy:3(3-2)(UP3, input. PS8_BPP.S1.V7_ Bordetella, parapertussis.
Clusterd  23(21)|23(1)|24(1) * 100.0%[23/23] 1213043478 5 ) 0 o po B 1.5 Secusc sorserinc i 15 Comen 45 5e0e T35S Lcgtn el et
Clusterd  O(1))2(22)] * B5.7W[22/23] 1.913042478 SGCh 300445735 35 - Copy :3(3-18)|U62. input. P98 86 1.7 Sordetella parapertussis, oI5 ] | il
Clustard Dtl”ltl]lzizljl * 95?'05[22‘."23] 1.86805685217 >6CA_800317935 35 copy :2(2-3) |UP2_Lnput_P98_BPP_S1_V7_Bordetella_parape: . 1751233-1752526] 1 121-1294
Cluster23  O{1)[1(1)[2(21)] * 85.78[22/23) 1860565217 et scatacseAT R AL SO e Saa Lo SRECoatbe Lot T CCBCCBaT o TR Baceac T bseauTe 3”&2&32?5”.0..1 s =
>GCA_004008355 25 copy :2(2-2) |UP2_; inpw P98_BPP_51_V7_Bordetella_parapertussis_1|Segment136|474388-474621 1| 1engtn: 234(1-
Cluster2d  1(22))3(1) * 100.0%[23/23] 1086056522 SR GO 6 o Copy18(8-19)|UPE, input £38, 8PP 1.7 Bordcteiia, porapercussis 1652 e
Cluster  1(22)|12(1)| * 100.0%[23/23] 1.043478761 56CA 900445795 24 copy:2(2-12) [UP2_input_P98_8PP_S1_\7_Bordetells_parap : I |
CluStBrEB 1[22”2[1” - 1mm[2y23] 1D434T3251 >6CA_000317935 39 (ow:‘l(lvl)IUPZ_‘nnvl,m,w_s.\_v‘:::‘-o::fleuucr»eﬂuuu_ 1111ength:1188|:
>GCA_900445795 30 copy:2(2-14) |UP2_input_P98_BPP_S1_V7_Bordetella_parapertussis_9|Segment93|2373828-2381140] 1 |1ength:7313|1365-2472
Clusteral  1{22)]2(1)] * 100.00[23/23] 1043478261 o OOrSTSSAS 3 Capy 3(2.2) 073, snpet. 596, 59951V Doccktaliosporpersursis. 16l Sepe i 1215
Clustar2s  1(22)|2(1)| * 100.0%[23/23] 1.043478261 SGCA 900445795 18 copyi2(3-13)|U83.input P98 8PPS1V7. Sarcetelts.parapertussis. | i 1572-1060 o
Clustsr2  1(22)|12(1)| * 100.06[23/23] 1.043478261 :x:z:’ ,.:z : ::"‘:3:;:“: 2 “ sccscrecror
¢ copy |UP2_input_P98_BPP_S1_V7_Bordetella_parap 31! 131, 11]1ength: -
Cluster36  1(23)] * 100.0m[22/23] 1 e A 1urs Lopu 50,895 5117 o ceter o sarspertussi 11 Segment 15113991655 S992141 1 Lengtn. 530 1- 504
Cluster34 | O[1)|1(21))2(1) * 05.7%[22/23] 1 5GCA_500445795 33 copy:2(2-14) |UP2_input_P38_SPP_S3V7_Sordetelia parapertussis_ 2
Clustara2 D[1]|1[21]|2[ l]l * 05, ?'05[221"23] 1 30cA_sea17935 32 copy:2(2-2) |UP2_input_PS8_BPP_S1_V7_Bordetella_parapertussis_l 3 :878 uul 2 :

Bordetella parapertussis AL, Ao AT T BT AT i TTCITOAGCCOCCT TTCTGACAACCTCCATCTGTGCTGTCTTCTCTTGE T et
Cluster20  O(1)|1{Z1)|2(1)| * 95.78[22/23] 1 Tk ORI, 16 Copy 30073 RS ot P8O 51 V7 Do GeteL B oarsprussie: Feesoos sessso songm see sz | e
Cluster27  1(23)] * 100.08[23/23] 1 Sk OORSITESS 40 Copy (35 UPS It 53859 5117 BrGetcL1n oarepertussis. i
Clustar26  1/23)| + 100.0%[23/22] 1
Cluster24 | O{1)|1(21))2(1)| * 05.78[22/23] 1 56ch_00BS17835 13 copy:3(2-7) 1193 PS8 8PP 53 7 Sorcetelia,parspertusais
Clusterle  O{1)[1{21)|2(1)| . 05.78[22/23] 1 Soch sousizass 37 copy:3(3-8) |ies. input. a8 EPP 53 7 Sorcetelia ¥

SGch 800317955 12 copy:3(3-9) L83 input. P8 £PP. 33 V7. Sorcetella 2
Clusterl? | 1{23)] + | 1000H[23/23] 1 e s et e )
Cluster10 |0{1)[1{21)|2(1)] * 05.7%[22/23] 1 e Mww w«:m e e S—
Cluster?  0[22)|11] 4.21/23] 0,043476261 B S R O
Clusterdl  0(22)14(1)] 4.3%[1723] 0.1730132042 Seca_casoesais ooy 3(2-39 1053, input P90 8955317 Borcut ek 16, pu dmrtussis. Sagne A engeh 3950l 17663240 e
Clustgrag thzjlztljl 430&[1’(23] {)DBBDSBSZZ >S(:_:fu)svs 17 copy:2(2:2)] D)_fﬂwl_Nl_IVP_Sl»\ﬂ_lﬂ!‘ﬂt‘llll_wrlw»(uii“_" 344
Sh Sa0RITans 33 copy 17(1617) | UPS.nput. P38, 5PP S V7. Sardetciia.paras %
Clustera?  0(22))2(1)] 4.3%[1723] 0.086056522 ricATescaca it CATGACCTTGATAGTGTTG
Cluster3d  0(22))2(1)] 4.3%6[1723] 0.086056522
Clustera2  0(22))2(1)] 4.3%6[1723] 0.086056522
Cluster2®  0(22))2(1)] 4.3%6[1/23] 0.086056522
Cluster2l  0(22))2(1)] 4.3%6[1/23] 0.086056522
Cluster20  0(22))2(1)] 4.3%6[1/23] 0.086056522
Clusterl®  0(22))2(1)] 4.3%6[1/23] 0.086056522
Clusterls  0(22)]4(1)] 4.3%6[1/23] 0.173013042
Clusterls  ©(22)|2(1)| 4.308[1/22) 0.086056522
Clustarld  ©(22)|2(1)| 4.308[1/22) 0.086056522
Clustarll  ©{22)|2(1)| 4.308[1/22] 0.086056522




Mycoplasma pneumoniae

ClusterlD
Cluster22
Clusterléd
Clustarl4l
Clusterd
Clusterd72
Clustardgg
Clusterlgg
Clusterlg?
Clusterlg2
Clusterd
Clustergé
Clusterlé
Clusterd2
Clusters12
Clusterd3
Clustardds
Cluster421
Cluster34
Clusteré
Clustersl
Clustard37
Clustard13
Cluster3s
Cluster2g
Clusterlds
Clusterld
Clusterlg
Clusterl3
Cluster241
Clusterlss
Clustard20
Clusterlgd
Clustarl4d
Clustarl34
ClusterZl
Cluster2?
Clusterg2
Cluster?
Clusters4
Clusters32
Clusters08
Cluster3gg
Cluster257
Clustar247
Cluster23g
Cluster232
Cluster230
Clustar24
Clusterl?3
Clusterl2s
Clusterl02
Clustar248

Distribution
11010
11010
11010

102)118)|

1021108

102)118)|

102)118)|
102)118)|
102)118)|

102118
10010
10010

2(Z)2o0E)|
2(Z)2o0E)|
8(1)[20(9)|
e(Z)1o08)|
9(10)|
9(10)
B(10)|
B(10)|
B(10)|
B(10)|
B(10)|
B(10)|
B(10)|
B(10)|
B(10)|
B(10)|
T(LeE
(123
TZ)EE)
TZ)EE)
TZ)EE)
T2)EE)
B(L)[7(1)[5(8)|
TE)E2)
7(10)|
7(10)|
7(10)|
7(10)|
7(10)|
7(10)|
7(10)|
7(10)|
7(10)|
7(10)|
7(10)|
7(10)|
7(10)|
7(10)|
7(10)|
B(L)[7(3)|

Marker | Percent_of strains  Wsaightad Averags Copy

B 100.0%[10/10] 11
B 100.0%[10/10] 11
B 100.0%[10/10] 11
B 100.0%[10/10] 10.8
B 100.0%[10/10] 108
B 100.0%[10/10] 10.8
B 100.0%[10/10] 10.8
B 100.0%[10/10] 10.8
B 100.0%[10/10] 10.8
B 100.0%[10/10] 10.8
B 100.0%[10/10] 10
B 100.0%[10/10] 10
B 100.0%[10/10] 0.8
B 100.0%[10/10] 0.8
B 100.0%[10/10] 0.8
B 100.0%[10/10] 0.6
B 100.0%[10/10] o
B 100.0%[10/10] )
B 100.0%[10/10] g
B 100.0%[10/10] g
B 100.0%[10/10] g
B 100.0%[10/10] g
B 100.0%[10/10] g
B 100.0%[10/10] g
B 100.0%[10/10] g
B 100.0%[10/10] g
B 100.0%[10/10] g
B 100.0%[10/10] g
B 100.0%[10/10] 7.8
B 100.0%[10/10] 7.0
B 100.0%[10/10] 78
B 100.0%[10/10] 78
B 100.0%[10/10] 78
B 100.0%[10/10] 78
B 100.0%[10/10] 77
B 100.0%[10/10] 7.2
B 100.0%[10/10] 7
B 100.0%[10/10] 7
B 100.0%[10/10] 7
B 100.0%[10/10] 7
B 100.0%[10/10] 7
B 100.0%[10/10] 7
B 100.0%[10/10] 7
B 100.0%[10/10] 7
B 100.0%[10/10] 7
B 100.0%[10/10] 7
B 100.0%[10/10] 7
B 100.0%[10/10] 7
B 100.0%[10/10] 7
B 100.0%[10/10] 7
B 100.0%[10/10] 7
B 100.0%[10/10] 6.0

Llengtn:21811-118
G1C TTTAGCTGET TGACCARAT 1
1 1167
T T AAGTAATTTAGTTAGTTTCTTTTTATCCART T TTARACAGACT AAAAATCCGCTTTCGGTATAMGCSTTTCTACTAACTITATTTGGGTC
>GCA_002090215. 1 |
TGACCGCGTTGATCACT
>GCA_062128125.1 405 copy:4(3-6)|95827 1
TTCCACCT T T TARACGGGG
>GCA_002090215.1 3 copy:2(2-2 1
TTTGATCCAT TAACTGTTTTGT TTCAGAATGTTGATAACGTTCTTTTIGTTCARTTCACCTTTATTTGCTTCAMAGTATTTY 166¢
>GCA_86296215.1 289 |
TCTGATCT) TeT Ac.uuu TGATTTATC " CTTCTTTAAAAMGTCTT ACAMATTGTTET
>GCA_062090215. a( 11]1engtn:137]1-137
cmcmvcmcrvcvccccucscmcccsmcvcuc GOGTTCAACCT GGTGTTGGAT
Schseiniere 1 1 1-250
TTAcoACCTCRACTTTTCARGY TTTAACCCCTTTGGCGGCTTTGGT TTGAGTGEGEE
>r.u 002090215.1 <opy:8( 186418-186543| 1| Length:126]1-126
T
Sex \_002090215.1 372 opy [1]Lengtn:137]1-137
ATTTTGT TTAGTTCAATTTATT AAATCTTTAATTTTTGAAAT! TEATCCCTGTTGACA TGCAAGTGTTAGTTATTTTTTA
6CA_002090215.1 20 copy:7(6-7 |1[1engtn:144]1-144
CCCARMAAAACCTCACCA TTTARGC TAAATGAAGCT CTGGAT
>GCA_002090215.1 216 copyi2(2-4) 1|1engtn:119/1-119
AGCARATTAAAGAACTTCAA TTAAAGCTAATCT T
>GCA_002090215.1 18 183897-184033| 1 Lengtn:1371-137
0 161 T 1¢6666T
>GCA_B62696035. 1 copy:2(2-2
uvnmm("nﬁé""vnmw TGTTGGTCATTECTTTGCTTAATT TTTATGTTGTTTAGCAAAT T
>GCA_002090215.1 <opy:5(5-5 th:160/1-160
TTCAAT T TAATCTCTTT
>GCA_062090215. 1 172 opy 186250- 136602/ 1
TCATTTTGGT GAGTTGGAATTCCCAACET TAARA
GCA_002128125.1 398 y I
TTGAAATCAATTACTTAAT TAATATCTCT 1 ACTCAAAMATTGTTTCACACTTTTTTGACTAACATCAT!
>GCA_662090215. 1 30 copyi(2-3)|95634 | Segnent 74| 171621-171727 1 | Lengtn: 1711 107
T TCGCGCCTAATAC
>GCA_062090315. 1 482 copy:3( [1] Length:15811-156
AAGATAAGATTAATAATTGTCATGTT GATGGTAGC AATGGCAATTTCAACC TATGTTACCCAAAAGCAGTTTAGCGAGTT
>6CA_062090215. 1 259 copy:2( 1525515395 1| 1Lengtn 140]1- 148
TCTGAAGGLCC TTGATGAA
GCA_002095995.1 235 copy:a( 125974-126227 1 Lengtn:25411-254
ST ACETOMTT T TTGATAACTTCTTT TTAGTAACTT TITTAA AAAAAACTCA
>GCA_00209: y:5(2-5) | 9563 1
AT GAMMCCACAACCTCGCCAACGCCCCSATTAAC TTTGGTACTGCCCCTTCCAGT Accece TGAGCARK
>6CA_0020: 1 1
AACTCGCTTACTTAW TGTGATGGG! TTGTGGTAT TTGATGAGCS
| 1]1ength:116]1-116
TCCCRTT TCGCCAACATTGGCARCCTCACCTGGT TTTGGTGTTTGRT
337101-337224| 1| Lengtn:124|1-124
T TGCAAGTGTTAGTTATTTTT
1831
TITAGCTGCT TTGACCAMATTGATGATGGCAAMAT TCGTTAACT TTACAGCAATTGTG
11]1engtn:67711-677
TTAT TACT & TTGTGGTAT TTGAACTTCRGCA
>GCA_002090215. 1 49 copy :4(. 1
TTTCATTTATT AATTGARATCAATTACTTAATTARATAT TAATATCTGATI
6CA_002090215.1 416 copy:7(6-7 1
TTGCGACTGAGCAAA TCGATCCTGATTC TATGCGCEC TGATCGCGTTGATCACT
>GCA_062090215. 1 & y | I 361] 1|1ength:138]1-138
TCGGCGTTGATC CARGCCACGC A TACAGGCGGC TeeAGCCe
>GCA_002090215.1 131 8892 1] 1ength: 196]1-196
CCAACTCECTTACT TeTEATGEGT TTGTGATATIGGETCETO A
GCA_02090215.1 2 + |3-1101
TGATCCCACT! TITCCCETT CAACC Tooa
260020002151 301
GTTTATGARATT TITTAGTOGCTTICTAGETCTTTETGCCATT TeATEARGT TICCTETTIAACT TACARGCAATTGT
S6ca_ 0020902151 526 166677-166798 1| 1engtn:122|1-122
T AN AC
>GCA_02090255.1 151 copyi6(6-7 lengtn:114]1-114
AAGACTTTTT CTTTTTGCCTICTTTAGTTTTAATIGCT TIcT TAAGATCT
>GCA_882128125. copye(e-7) 3582 196144-196381 1| 1engtn:23811-238
AReTACTGTERTACCCSTOCTEETSTaRTET ¢ ™ a/ CACCCAGTTATACCATACTT TCGCTTACTT GTATG6G"
662090235 .1 Lengtn: 156]1-156
TGATTGTTGGAATTTTTGARATCATTARACTECTTT TITICGTITT TITGATGTTTTAATCTTATCTTTT
>6CA_092126125.1 395 copy 320322-320669]1| 1ength:348| 1-348
CTTACGANGT! T6TTGT (6GGTAAATTAGGTATTGCGGATTTTGATT T 1 TEATCATT
GCA_00209215.1 391 -
AGAGTGAATTGAGTTTGGTGCTTCARTTAGCTGA' T TAATCTCTTTAGTTATITGAGTATTTAN
>GCA_02090215.1 120 I1engtn:27811-278
CCACETTTECST TITCEARGT TTAACCCETTTOOCEECTTIGATT
>6CA_002090215..1 52 3| 2engen:2651-265
TTATTTTCAATCTTTGTAAGTCGT TITGTACTCGTTARACTCTTTGCGCGT TATTGAAATTGCCAGAGARTTCCACACTTTTGTTTTC
>6CA_062090215.1 54 copy:7(6-7 1] ength:147|1-147
6 Teatcact
GCA_992090295 .1 451 Jengtn:104/1-104
TTARAATTGT TTGA o
>6CA_002128125.1 483 copy:a(3- 11]1ength: 384]1-384
6CA_062126125.1 Copy :3(2-4) | 95627 | Segnent656|702593-704077 | 1| 1engtn: 1485]1-1485
unsrcccmmomcscnnmwmavw TGOACATTAACAMGGCTTGAGCATTATTGGGCAACTTAACTTGACTAGGT T6cC TCAATCE6CAC TTTTATAAGEA
Y 1-2221
TGATCACT
6CA_802126125.1 512 |1engtn:22611-226
TITTTEACCT TTCATCTTTATGAGTCGTTGATCETTTGAGTCTTTGTACTCETTARACTCTTTECGCTTACGTATTCCGTET TETTAGTTTAMATTGTCTATTGANA! TITIGTITTCTO0
6€4_082090235 .1 373 copy: 35]1-135
cTTeT TCTTACTCTTCTAACTTTCARRAG TICTATTATICATT TAAAGTTTGGTGATAR
>6CA_062090215.1 75 copy:3(. 1[2ength:2871-287
T6eTATTTITY e
GCA_02090215.1 Jengzn:205|1-205
TITARTTGCTT TTGCCAGTIGTTTCT TAAGATTGGCT TTAATATTG TGACARAAGTTTCTTTTTACGCAT
»6CA_002096215. 1 195 3 Lengtn:563]1-563
6CA_992126125.1 196213 |1 | 1engen:139]1-139
mvnwmnmvcuamum TAATATTTCTCTAMATTTCGGGTTTCTAGTGT T TATGAAAT TTAAGTACGGCGCTATTGT TTTTAGTTGTCTTTTGGGCGTTTCGECCATTTTAGCTGCCTETERG
GCA_002090215. 1 412 copy length:182|1-182
COAAMACTACACCAATTTCGCBAGTGCTAAGEGCAG TCEGTAACGGT TGACGAAT
260 ga29se215 .1 copy:2(2-2 lengtn:376|1-376
TGCATTAATT TAACAAATTTAGGTGTTTC TAGGATTATTTCATCACTTT TCCACARACATTGETTGCGTTARRTTGACCGTTACGAT




Streptococcus agalactiae

ClusterlD
Clusterdd
Clustergd
Clusterg?
Clustergg
Clustergl
ClusterE0
Cluster74
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Clustergg
Clusterld
Cluster?
Clusters3
Clusterdl
Cluster7?
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Cluster3
Cluster58
Clustersl
Cluster30
Cluster2?
Cluster25
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Clusterg4
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o(8)|2(1)|
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0(8)|28(1)|
O(5)[2(1)128(1)|
o(s)[2(1)120(1)|
0(8)[18(1)|

G ]

Marker | Percent of strains Weaighted Average Copy

*

*

*

*

85.7H[B/T]
85.7H[B/7]
85.7H[B/7]
85.7H[B/7]
B5.7H[B/T]
85.7H[B/7]
85.7H[B/7]
85.7H[B/7]
85.7H[B/7]
85.7H[B/7]
85.7H[B/7]
85.7H[B/7]
100.00[7/7]
100.00[7/7]
100.00[7/7]
100.00[7/7]
100 O[7/7]
100.00[7/7]
100.00[7/7]
100.00[7/7]
100.00[7/7]
85.7H[B/T]
85.7H[B/7]
85.7H[B/7]
85.7H[B/7]
100.00[7/7]
85.7H[B/T]
85.7H[B/7]
5. 7H[B/T]
28.6H[2/T]
14.38[1/7]
14.38[1/7]
14.38[1/7]
14.38[1/7]
14.38[1/7]
A2.00[2/T]
28.6H[2/T]
14.38[1/7]
14.38[1/7]
14.38[1/7]
14.38[1/7]
14.38[1/7]
14.38[1/7]
TLAB[5/T]
28.6H[2/T]
14.38[1/7]
28.6H[2/T]
14.38[1/7]
28.6H[2/T]
28.6H[2/T]
14.38[1/7]
14.38[1/7]

2.714285714
2.714285714
2.714285714
2.714285714
2.714285714
2.714285714
2.714285714
2.714285714
2.714285714
2.714285714
2.142857143
2.142857143
2

BR3P R R B3P

2
1714285714
1714285714
1428571420
1428571420
1428571420
1285714286
1285714286

1

2
0.285714286
3.714285714
3.714285714
3.714285714
0.285714286
2.857142857
2571428571
0.285714286
0.285714286
0.285714286
0.285714286
0.285714286
0.285714286
4142857143
2.857142857
1285714286
0428571420
3.714285714
2.714285714
3.285714286
2.285714286
0428571420

>6CA_001275545.2 4 copy:5(. 11 1-1473
T TAGTTAGAT TCCGACAGTTGT TccTen
>GCA_002073795.1 50 copy:4(3-5 11366977-1367842(1| 1-866
CATCTTCOGCTGCTTTCACGGCTECT TTGCCET TGACGGTTACT TACT TTCAACGCTTCTT 1c
>GCA_001275545.2 16 11 1-1222
« o T TAGTTAAGAT TCCGACAGTTGT TAACGT
>GCA_001932715.1 91 copyi2(2-2) 76643 | Segment 1 | 1133715- 1194530 1 [Length: 12121 1-386
T TCTCTTGTATGS
>GCA_001932715.1 copy:2(2- z)|7m9|s¢mts\snzas 613602 |1|1engeh: 56| 1-568
nnvnnuc""nmranmnc'lucs.l GATETGATATATTTTGCTATITTTTCAGGACTTTCAGTAMATTAT AT TTCAATTGT TTGATAT(
>GCA_000736485. 1 conyi39(2-19) | 17831 |1]1ength: 1553
ACATCATA T T
)GCA u127ss¢5 2 14 2-2 7|1n 11|
7T ATCC caT ATGAAT! TACTTTTT TTGATTGCTTATTTAACCAGTCA
Socago1. ¥ 2129 [62292 Segments| 115087122262 1 | Lengen: n;s;s:sv 7196
AT T AT A TATAATTATACAAGAARKTC TG TATTOTAAGTAT T TAAATATTTATTTaTT 1T TALAAMAATCTTGTTTTTARAATGATTTTAT TGTACGAATTTGTCGEAG!
>GCA_002073695.1 s1 copyi2(2-2)|86334 | Segnent1]1304259-13054701 1 Length: 1212]s14-815
CTCATGAGGATATCATTCCTCTAG AT CTCCTTGRTCGTATTATCEC AGGCAACTTTACGCGTACAGCCAACCGTCACGACTATGCAG
>GCA_002073695.1 2 copy:13(10- n)lusu(ses-e«uzlmusz 157425014 Lengtn: 33891473-777
AACTAGATGCGGTTACGTAT Tioc TCGARGCT AATAAAG
>GCA_002073695.1 L - 76-459802|1|
Amuvmummcmwsmmmwvm AT AT G EAT T TTACTEAGACCTACHC AT CTAACCATCAMAGAACTTACGECTEA TeaT
>6CA_001275545.2 y:2(2-2) 62292 | Segment 1| 110675-111818| 1| Length: 344| 1-344
m:luc.\nmwmmﬁ"nauumu AT TTT6CTCTIGACOATGACSGAGTTATTGACCT I TTATAAGCASTTTAMATTTC TTTC TEAGATTTTCCH
>GCA_001275545.2 capy:2(2-2) 62292 | Segment 19| 1910656- 1910959 1| 1ength: 364|
ccmvummmnmnavcmmncmmnmnmmcunmmacunmrmmmsmvmmmuv:vmv:cm"ccmummcnm"annanmamnwwuuvccu
>GCA_001275545.2 8 copy:2(2-2 [11ength; 71061
TITAGTGAT TTGCTCACTGTCTGAAAGACCTTCGGTT T TTGACGGTAAT'
>GCA_002025025.1 3¢ copy:16(15-16) | 82762 | Segnent43|807501- nwnnanm 2486 1-2486
AGCARCGGCARACCA uoT Tar TeAAC(
>GCA_801275545.2 56 copy:2(2-2) 62292 | Segment21|1962925-1964136| 1| Length: 1212 396- 866
TIGATTTGT TGATTT TGATCTAGTTTATT T66¢
GCA_000736485.1 26 copy:2(2-2) [17821 [Segment89|1467469-1467848| 1| Length: 372|1-372
TCTGTAGGAT TTGT TeceaTTT T
YGCA_001275545.2 12 copy: 1192531-1193219|1 11-689
TARAGTCGCTTGCCTTAACGAT TrT TICCCATTTTTTTGCAGGTTAGGCGTTARTACAGACTCACCAACC(
GCA_002025025.1 49 <opy:16(15-16) |82762|Segment4d|807501-81€574| 1] Length: 3074| 1-3074
AGCARCGGCARACCAL TGAAGT 6 T6AAC(
GCA_001275545.2 coy:2(2-2)|62292  Segnent| 115087 122282] 1 [ 1engtn: 71964261 6349
au«c,cnauﬂwv«nuvmsvm«anmmnnnmm A GAAT AT AAAAGCAGGT CARAT GG AACGCTTATGATAT TGATGGTTCGTTCGGTGCACAATGCTGGGACGGTTATGCAGE
>GCA_001275545.2 55 0py:2(2-2) 162292  Segment 1511211131 i length:484|1-484
AT CECCCATTTCCAGTCAGC TCAGCARTCCG T TTTGTCTGTCTAGLTCTATCATCAC TAGCACGT T TARGC TGCTTTTGTETCLTGCTT TCTGTAATTTGTAGCT! T
>GCA_002073695.1 35 <opy:13(5- u)lumlswmmlmus: 1374251| 1| 1ength: 3481|1766-2357
GCCCTCGCAN GGTCAGTTGCTTAGATTACTATC TTAGCCTCTACTCGATTTCTTACCGAATTC )
»GCA_001275545.2 15 Copy:2(2-2) (62293 [Segnent 26 1912811 151319511 Lengen:335]6-335
CARATTAAATTAACTCCTGARGTAC CTGETT TATTGATGAGAAT TIGACAGTTT TCAAT
>GCA_000736485.1 ] 21) | 17831 | Segent 127 1605963 1687508 | | Length: 1544 162654
CTCTT6CGT 1 TATGACT TAT TAGTT TCAATGTCTCTTTGGCATICGT
»GCA_002073695.1 23 (] 1-2168
GTTCCATC TAC TTTGAGCCATCTGRARTCT TTCTTTATCTGARACTGGTGTCCCTTGRGGTACTGTT(
>GCA_001275545.2 i copy:2(2-2 | 11] 11-374
GCTTGT TGTTTTGGTT T TTTGATAT TeTT TGGAGATTTCAGGGATATTCCTTT T
>GCA_002025025.1 7 14(2-4) 82762 | Segment 13| 1576753 xsumluxemmssnzu 902
T TCTATCTTECTAAGCAAGCTCAAAGAAAL TTITAGT
»GCA_002025025.1 99 Copyi4(2-4) 87762 segment1 | 1537557, 1559142 1 1ength: 1546 268-720
TGTGGT TCTATCTTGCTARGCARGCTCA TTTAGT
GCA_002073695. 1 25 copy:2(2-2 1511 1engtn: 1212
TTAAATAT' TTGATACTT il TGAGGATTTTTCAGRAC!
>GCA_801275545.2 57 copy:2(2-2 12 1-400
TGCATTTCT TTGCGGCT T TAGC(
>GCA_002073795.1 19 copy :6( |1 1engen:
CTETTTCCTGT T TCAACTCTTCTTT AAGCAAGA
>GCA_000736485. 1 63 copy:2(2-2)| 1[1ength:1212154-731
GCGGCACCAGATGCCAATGATTTTGTCA TCCTGATGGTGCTTCAGACACGCTTGCCACATT T6GACTTGC TTGGTAATATTCC GCTTAAGACCGTCCCTGCAl
>GCA_002073795. 1 20 copy:2(2-2) 1 1-652
T TACAGAACTTTTTCAATCCTTAGSST TTTTGATTCAATCTGTTARRA(
>GCA_002073795. 1 copy:7(2-7) 1|1engtn: 143815471071
(V(VIG"A\’(AHMYGV((KHAM(nauuyululuuuuuwlluﬂ AGCTGTC! T TTCa
26cA oe1275845.2 cony:2(2- z)lszzms»mnnluum mzmlxlunm 719813438
T T ACAACCT TACACTGATTTTARA: GTAGTAATTTTTGCGC
360 01275845.2 97 (wy:z(z-z)|sm:(scmnu|nsum:mzlx|1-nm:msn-mn
AACA
>GCA_001275545.2 13 12( 3| I 1-336
cmucmmcrvvrrmmvvacc"vcnmmacm(mmnavmvmvmrcmmvmn"mm TTTATTTGCAGCATTACGCT TITAGATTTTTATY
>6CA_001275545.2 65 y:2(2-2)162202  Segment2|111522- 113072 1 engtn: 1551111551
mlnnscﬁuucnmr(rmvm‘ TOTASCATTTGACATTTTAAACTUGSSASCTTTEACAATTSGOACMACSAAGTAMATSACMAMACTTACT
<copy:2(2- z)|sz:9nsep=nus|umss mzmnlxemn 6331160,
mcucmcvmmmﬁmwnc‘mmamnn ACTCTSCATCACTTTTAGCOATTANGCTAT TR CuTaCT CaTCTTTSGTCTTAMCTCTTETCTT AA TCATAAM
\_002025005. 1 :11(7-15)
GTGACACCAAAAC T TTAGTTAAGATTCCAGATGGC TCCGACAGTTGTTGSTGATCSTCCAGAT)
>GCA_002025025. 1 101 copy:16( 20003 1-4500
AGCAACGGCAAACCABATTC TGAAGT TETTAATC TTEAAC
>GCA_000736485. 1 34 copy:19(19- 19)lmn|se:-enux|mm7 1020945 8 | 1engtn:15401422-840
TTTTAGC TTTTTACTACGAGGTCTAGTATAAGAAAAAACTGGTATGATACCTATAGT'
>GCA_002025025. 1 <opy:14(9-16) | Siissa 1-6212
CGCAGCTGAAGCAGCCGT! mmmwv«(a(cwas«mumwrm 16T T TCCeTT,
»GCA_D0O736485. 1 copy:3(2-3) |17821| Segnent13|1049121-1049539 | 1| length:419|1-419
ATGTTCTAGAGCGT T
\_002025005. copy:3(2-3) 176234 176577411 369-893
cn:mma:rmumrmmn TGAARRACTTTT T
CA_606736485.1 copy:2(2- 2)|l782)|$¢l‘=n(27!|412!7$ 41250011 | 1engtn:32611-326
1cmmn:v:nvumunﬂm(mu"m TAACAGATTCAGAACTT
>6CA_001932715.1 copy:2 |7su9|s=mnt3|\usm 1686782 1| 1ength:329]1-329
lﬁA(s"ﬂsﬂnss(«ncunuvacsﬁvqvuna(vfxﬁ""ﬂmnrsrmvsnmmnainw‘ ACCTGAAAGAGAACCTT6GATATATTTT6GTARTACTTGTTTTTGGGCACGTTCATAGATTTCTGAATCTGTTAACTGA!
>GCA_000736485. 1 73 copy:17(4-17) |
ST T AN TR TATARTOMANT At roas A A T TTGCGTCAMT TTTTCATITATTTATGACT TAT A
>6CA_002073795. 1 copy:3(3-3) 86319 Segnent | 1124922 uzsmuuenm 1862]405-875
mmrcmmamsmcmuwmwscwucsmmcuwm T6C TCGGAACAATATGCTCEAM
>GCA_B00736485.1 2(2-2)1 |2es
mmmwrmrmumrnwmsscncvccrmcmnmrmcvrmmcrcmnssmccsrcsmvcnurcscmcemwermw&swnwmc@vcncmrummmcms
>GCA_000736485. 1 2 y:2(2-2)| 1467956-1468513 |1
rmmwnmrsqrwrvcwmuaumwvnnwuqcnrcn:wurmnmmw«rnuwunmsrrm«rrrmtnmmmmmmwcmcmuranwnm
26CA_002073695. 1 38 copy:2(2-2)
TTTACTTCACTTATCTATTTCT TGTTTTGRCTTCACTTGTTTTTTAT TGGATTTCOCTTCACTTAGCGAC TTATCATTTATACTTTATTTTTATACTGAA"
W_OOIBZMSJ 33 <opy:12(8-13) 111 1-2494
T TAGTTAAGAT
>GCA_002025005. 1 58 copy:12(8-15) 1 121 11-2944
T TAGTTAAGAT




Helicobacter pylori

ClusterlD
Clustsrg
Clusterl07
Clustsréb
Clustsr24
Clusterd2
Cluster20d
Clusterl33
Clustsrs5
Clustsr40
ClusterZ62
Cluster23g
Clusterl0d
Cluster2a2
Cluster2
ClusterZ1l
Clusterlsg
Cluster3s4
Cluster2s
ClusterZl4
ClusterZ
Cluster20
Clusterls0
Clustar4l
Cluster3ss
Cluster32
Cluster250
Clustsr227
Clustsr201
Clusterl4l
Clusterg2
Clusters3
Clustsr373
Clustsr3s0
ClusterZ87
Cluster21é
Cluster205
Clustsr200
Clusterld
Clusterlss
Clusterl3s
Clusterl34
Clusterll?
Clusters
Clustergs
Clusterg4
Clusterg3
Clustsrgl
Cluster77
Clusteri2
Clustergg
Clustarg
Clustsrs

Distribution
LzzE)2E)+2)5(1)]
gz )
15)[2(15)2(1)|
Lg)2(12)3(2)|

R R e
o)A 2L2)=(3)
L2203
11z)2(5)2(2)|

B e EE]
1(107]2(11)|
O[T |2(B)12(4)]
U322
oL 12))2(7)|
BRI R e
R ERTEE]|
0021122203
DL 241208

Lol B i T
A7)
S| ey 2 2]
o400 2(E) 21|
Q)LL)
C{L) 28204
S 2(5)[2(1)]
S L2242
112z
1ae)2z)
1132121

S 1z)12(8)|
L1(18)(2(2)]
)22
02 12)12(5)|
S22
o) E2(5)|
L1(18)(2(2)]
Qi) 22
UL 221
S )22
L2y
O[T
D)5
oL E)2(L)[2(1)]
L2021y
L2oy2L)
L{2e)2(L)]
L2021y
L2021y
L2021y
L2021y
OiLZ) 125
L2021y
L2021y

Marker

*

*

*

*

Parcent_of strains
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85.75[18/21]
90.5%[10/21]
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100.0%[21/21]
100.0%[21/21]
100.0%[21/21]
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‘Weighted_Average Copy
2571428571
2
1.80852381
1.80052381
1.761804762
1761804762
1818047618
1523808524
1.523800524
1.523800524
1476100478
1428571429
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1.285714286
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1.047610048
1.047610048
1.047610048
1.047610048
1.047610048
1.047610048
1.047610048

>GCA_001189695. 1 200 copy:2(2-4) 11 1-519
GTCCGCTCCARAS T \GCTAGA CAAAAN TrcTITT TGTTTGTAGCCCACT ..
>GCA_801245105. 1 copy:2(2- 3)|;s¢s7|s¢muu|umsz 103193811 ength: 66711687
TR CARAATTCTAT T CTCATTARGTATTGCTTATAARAT TAAAATACCCCARMATCCTTTTTTTTTTTTT CAATCAGT
25Ch_go1189655 .1 L 322
nawnsawucscunaunm A ACAG ST A TARAGCCTGCBGTATTGGAGT TAGC TTGT6T TTCA

ch €01248035. 1 copy:2(2-2)
CVSMKLAICAY(TCTCCTITWHVMCTETG\‘AAGCCCCAFTEH|‘ T ATGoAATCARATSTTeAMAMTGTTaCaCSGST TTTTAAGCGBATTTTTG
>6CA_001248035. 1 copy:2(2-2) 1554998-1555341| 1| Length: 344]1-34¢
A'(A"C"ICYAECV"A"V"AK| T TTGAATAT TTTTTGAATCAAGAACGCATCCARACCATTTCTAACGCTCAMATA
>GCA_091189695.1 316 copy:2( 1474835-1475135| 1| Length: 30111-361
GGCTAGCACTTGGTT TTCACCCCTT TITTCAGT TTGGCGTTCGT TGATCGC TT666GGTTCTAGTGT
>GCA_091051445.1 342 Py 38517 | Segmentsl
TIGTTIT o] TAGAAATGGCACAA TGGAGTTT TTAT)
>GCA_00144629: y:3( 2| 1-42;

ucnnnmwunnunww TGGTTTTTTTTITITY T TTAATTTTTATGACTTCAGGTTCAAGCCATTCTCTTAR

(CATAMAACCARAAACAGAACCTTTTCAAG
copy:2(2-2) 43477 | segnent 71| 9677 - lBZs7|l|1enlm 361(1-391

TTTAACCCTAAAAGTTT! TG TGAGCaATIGAT T CAMACGCTTATT "
>GCA_801189755.1 copy:2(2-2) 43477 | Segnant13]1326599-1926783 1] 1ength: 385113
mnmmmﬂnmcnawmcnmvc awmnmsmcvammmmxarrmcausmnmuamrcrmmmwmvmmnmwmmcucscccrmnmm
>«A osnsx 5.1 Py 38517 111
ACGCTTAAAAACA( TGATGATTTATT TITAARAC Ten
»«A conos1ns 1 179 wpy:m-z) 38517 kmn(’?lll%S?B uwmmmnn 605(1-605
™

>GCA_801051445. 1 Copyi2(2-2) 138517

|Segrent77|61-397|1|1engtn:

TTTGGCAGGC TTTARRGTTACCCTT Al

337|1-337

(:
GAVI’TrTcl‘(tY"WAMV'AGG(ACTACTMAMCYl"‘ATICVM(A'AY\‘|’VUYfwﬂ‘:C(TVMATchvnAu'(TlMAGHAthGAc(t"Gv:vaAvA666CETMCK'AK"GAC(CYATCGCUMAGQMA

>6CA_8012458035. 1 351 copy:

T EAMGATCTTTCABAAAACTATGAAAMGCTSAACAACCTTTTEAKCAATTACASCACCCTAACACCETGAT

2 copy:3(2- 3>Iuns
TACAN

segm-lsl 10s6873- 2087182 1

1l1ength:3s0l1-310

GTTTGAAAGATCTCCCTARAGACTTACANS GCATCTCAAGCCARAAC TACTCACCCCTGAAGCGAAMMMACTTTTAGAAGA:
>GCA_001441 13 copy:2(2- it 1310071 mgs.sm

Ymcvvmﬁcrcvvﬂvuu-u TITTTIGCT TTCTTCTTCATTTCTAGCT TTTATAAGCTT TTAGCTTCTTCTAMAGCTTTTTC!
>GCA_001189775.1 11| 1ength: 363]1-363

ATGCAATAGTTATTTTTTCTCCATEATTGTTT Tecr TCCCTGAATT TCCCTTATTTTTTACTTCGCTCACTTCGCTTACTTTGAGTGTT TTTGTGCTTTCACACATETCCCCCA
>GCA_091248105.1 y 4645 1t31]1512646-1513574 (1] 1-929

AACCTCTT AT TCCGCTTGATT TACECTCCT TeATCTCT

GCA_091051445.1 256 copy:a(2-2) {3851 11 1-582

AACTTTAGACGARGAGGCAAAAGAATTGATCSC TTGA TC TCGCTGAACTCATTT T

TTCTATGGCGCTAGACCCT

. 346 copy:2(.
AATCGCTACCCACCCCATAAGTCCAAACATCAGAAGCTGAGT TAAAGAAATTGGATT

1569512

1|1ength:33111-331
=

ATAATACCTTAACCCCCAAGTCCTCTTTTTGCCAAAAAATTGCTTATAGCCCGCTTGCACCCCAMGCCAT

copy:
CTTTTTGCAANGTCTTKRGGAATATTTTTCAAGCACTCGTTTCGTICTT

1-478
CTAGAACCTGTTGTTCTAACTTTTTTTTCGCT
1-591

TCRGTTTTAGCGTTTTTCARACAR TTCTCAEATTCTTGTTTCTCITTTTCATTCCTAGCT
>GCA_081051445.1 143 Py : 38517 1
TC6C AR TTGATCAAGTTTGAAGGGTGC a1 TITGGATCCCCTT!

20cA 0011097651 325 copy:a( 1[1ength: 352]1-352

GACAT TAGGE T
>6CA_¢ umucs o 133 copy: 1 1 1-584
ceect T TCTGTATTTGAGT TGGTGTTGATGGT
>su nxesxus 1 copy:3(3-3) 138517 | Segnent 26| 1196405-1196717 | 1| 1engtn:31311-313

TCTTTARAAGECTCTGTAATTTGGTGGAGTTTTGCTTCATCTTCT TTTTTTATIGECTTTAGCGATGCTT

I}

copy:6(4-7.

S6ch ser1sates
TTAAGCTYTCAA!

AAAAAACCTGAGTTAAGCTNCTCAAT GCCARARAR!

GCCARAA
>GCA_¢ eo116755 .1 copy:2(2-2) 43477

I1)

97
AAGAATCTARAATCTTTGA

AATAGCA T ACTTTAGCTAN:

i
>6CA_00118975:¢ 190 opy:2(2-2) 43477
znumsmurmvc"mnvwancrmnumw

Segment11]12-756]1| length:

AAGAACTCAMACAGH
7a5]1-

TG GEACAT G0 e TAAATCT T T GAGEGTGATTTCTTTCTGTTCTAAGGTTTGTATCACTTGETTTAATTCGACTCTCTCTRETCTCTCTARAGCTT!

>GCA_601051445. 1 copy:2(2-2)138517| Segment 4 1755246 756910 1| Length: 76511765

T 61T TTTTTTASAATTTCAACATTGGATTTTARAGCTTGCCCGE

>6CA_091189695. 1 261 copy:2(2-2)] 1-598

TTATTTCATCC TATAMATEATTC TCTTTGECAATCCTT! T AACAC: T GCCTAR

TAG
| equentz | DuarB1E: 1116393|1

>GCA_801446295.2 copy:2(2-2)]81079 |1engen:378]1-378
AT TOACTTGAA TTAMACACATAGCTAM TITATTGTTT TTCCTAMTTTAAAMTAACTAAAGATTAACATGTTTTTA:
>6CA_001189755.1 191 copy:3(3-4)| 1
AGCTTCCTTTTTTICTTGTTCTAGTICTATTTGTTCAS TGTCRC TGAATATTTCCACCAATTGATTTGATTCTCTTTTTCAGCTTGTTTGRATTTATCTTGGACTTTATCGTC
>GCA_001248035.1 copy: 1 |
CAATTTTTCGCATTCTTTTTTTTCAGCTTCAGTTTTGGC T TGAGATACGCAGTCTTTATAAGCT T CAGGCTCTCTTTAGCTTCTTCTARRAGTTTTTTCGCTTCAGGCGTGABTAATTTCTCGEATTCTTTTTTCTCTTTTTCATTCCTAGCTCTTGARE
>6CA_001051445.1 257 copy:2(2-2)[3851 - |11 1engtn:7851-785
AAGCGCTCTTTC

TGCTGCTTATCATAGECGTTCAAAACCTTTTCTATATTTTTTTC6CTTGTTTCGCTTGTTTGAGTTTTTTGAATTTCTTTGE6C
I 1

56CA_001189755.1 264 copy:2(2-2 2
GTGATTTTTCGCAACTTTATTCARCGGCACT TGAT TARACCACT TTAAGAACTTTTCGCTAT TCGTTGCCTTTTTCACTCCTTARGST TACACGAT TTAGCCTCCACCACTTTGTCGTTTATCGT
>6CA_001248105.1 120 copy:2(2- 111 1engtn:307|1-387
GAAACT TARAGAGT
>6CA_001446295.2 1 1-363
7601 T TGTGATCGCTGCGATTTTTCTCTACAACCTT

>GCA_001189775

TCTATGGCTTTCTTTATGACT
1-503

6CA_001248105.1

TAGTTTARAGAGCTAT
7

TGTTGGCGTTTTGAATGCTTTGTTT TTGATT TTAATTGCTCGTATTIGTCGTTC
1-a48

e
ATTTC

TTTACATTGATCCGCCT
>6CA_001278525.1

TGCGCATTCCTTAT TTGTGAGCAT

375 12
TTTTECTTCCTCTTTTGAGGTGTT
6

0012480351 copy:2(2-4

TACT,
767964- 765215 1 [ Length 1316111316

TTAGATATAGTTACCGGGTTTAAT TCTAAATATTCTATAGE

ca
GCA_0012480
GECCETTITT i’

TCGGTATTCT,

AGTT e T

>6CA_001€51445.1

RCCATATABAGACTARTANTCAAATAMAGT A

copy:4(2-4)|38517
\CAAGARCAACAAAAGA(

1136548-1137423/1
(GGAAAACAAAAGA

\CAGAACAAGAAAAR CAAAAGACACT
1157913- usoztslx mmn:mlrm

TTCATTAMGACCT: AATT

>GCA_001248105.1 201 copy:2(2-2
ACCC TGATCGC T TG6CTTTATCGCCGATCARATICTT T TTAGGGTGCTGTATC
>GCA_001248105.1 47 copy:3(2-3)|464! 135525: Us!?!ﬁll IMVI:SMIPS”
T TITATGY TCTA ccra
>GCA_001278525.1 57 copy:2(2-2. i
AACGET! TTATTGGGCGT TTTAATGATTTCATAGGGTTGGCTTATTATGGCAT ASCCCTTA TCCAGCAAT T
GCA_002093735.1 249 copyia(2-2 |
Gaat TCAT TARTTY TCATCC TTAGCGCTTTTARTGT T
0012481051 203 copy:2(2-2)] 11/ 1engen: 397 [1-396
T TGAGAGCTTAACTCAGGTTTTTTGGCGTCTTTTTTATCTT CTAATTGAGAGCTTARCTCAGGTTTITTGGCETCTTTTTTATET TAACTCAGS
GCA_S 775 234 copy:2(2- 1]
GCCTGTAGGGTTATTTTTATTGGAGTAAGTGGTGATGARATCCACTAACAAATC A TBC TGO TT1BoTTAGTGACTTTAGCSTARTTGTATT TGAAGTAGTT
3 copy:2(2-2. 3!9676 320067 1| 392
TeCaTT GGAT" " GAAGAAGATTTT act

2(2-2) (38517 | Segaent 103956708- 9s7au9|||:mnn 58211-582
TAAAKAARA CANAAAACHARMANAGAANCCTT

TCAAGNNT TNCGGNT TTTTTTTTTTTTTTGEATAMATAGCTTTAAMMAAGEGTGTTTAATTTTTATGACTTCAGCTTCAAGCCA

copy:2(2-2)| 97041

TTGARRACTTCTTATAA
3

17
GTTGTTATICTTATARTTCCCGTTACT
3 |

CTTGAACATTGTTTT TATTTCTATTAACTGCTTGTTCTACCAC TGATTTGTTTASAC
-467

copy:3(3- 536725511

TCGGTATTCCAGTT TCGT6T ™ TTTTTCTTAGGC
>GCA_001248035 .1 160 copy:2(2-2 | 11[1engtn:315]1-315
GATCGCTCTAMATTTCARAATATTT T TAAGCTTT TICATTICCTTGTT ™ TGATACCT TTAMGO ucy
>GCA_001278525.1 275 copyia(; 111 1-314
ATAARAGGT TATTTT TAGCTGAACCATC TAGCETT TAGAGCCACTGCCCATTGAT




Legionella pneumophila
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Markar Pearcant_of strains Waightad A
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28.0%[8/2)
100.0%[0/0]
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»6CA_001549915..1 418 : 1 1-80
TCCCTATGATITTTGGAAT TAGCARCTTTT , TaTTTGCATCST
ge Copy 7GCA_0e1965405. 1 se7  copyi3( 1]1engtn:3s91-359
T TATAAATTTTTCCATCCABATTTGTT TTTGCCTTGATGSGTTCGCTCATTAT
24.55555556 2GCA_000500125 .1 174 copy: [1]1engtn:33411-334
TTGACCTGETTCTGTCTTAMATG ACTTGAATTCGGTCAT TCTGAACCAGAT TCTTCTGATETCATITCTTTATTTARTECCACH
23. >6CA_001383475. 1 69 opy:2(. 116: 111
T scaTCT TaTGT TIATCTCCCA
22 55555556 >6CA_001549915.1 247
TCATGGTC TriceTe
77 >GCA_000468235.1 596 copy:a(a-2 352602
CGCTEGTATC TAGCGTTGCGTACCATGATTAC ACTCTSGCCS TGTTAATCGARGTC TAACGTCATT cTas 6
>GCA_000465915.1 138 copyi2(2-2) Length:6911-691
20.68888887 T TAGTCCTTT TAGEAGCATT u
1477777778 >GCA_000465915. 1 12 copyi7( 1-214
oo sessgsns 3 3 1-268
8.333333333 %, GeTT TTARGGTTTTATT, TTCAATACH
325 copyia 32211322
6.7TTTTITIR CATARMTCCCTTTATTCARGE THATTAGAGCTTC TATTGATGTTGCATECC TTCAACTESCTCTC TTGATCCCCTCCTGAACECC
>6CA_000468235..1 151 sass 150 1]
4 TTT6OTAC GATARGTGACTTGATCT TeAGTGTC
. »GCh_608s00125 .1 261 copyi2(2-2
ATTTTTT778 »6CA_001549925. 1 678 copy:6(3-6)|68366| Segrent 101 |05617- 805796 |1 | 1engtn: 82| 1-182
AGTEC T ™
3.333333333 >GCA_081549915.1 67 111
SGACTT TGACTT TCTaTCTT T T ™ TecATCC
2111111111 >GCA_001549915.1 253 copy:7(4- 11l
3 »6Ch_001639045..1 188 : 1
2444444444 5GCA_009466235 .1 469 copy:2(2-2 | 1-203
. TTTGTAMAGTGGCTGTTGGATTCTTGTAATTATACTCCCATTCAGAACCCAC ot TCaCACT Tee TIATTATAT.
>6CA_060465235 .1 593 1
2.333333333 i TACTAT GCAN TAAMATEECTTT
5 »6Ch_000465915. 1 216 copy:2(2-
B »6CA_001549925 .1 424 copy: Hiengen: 21| 1-1211
TrIeTITCTC GCTCCAATTTTGTTTGGAAGTECTTCTTT TrCTCATe r
B copy:3(2-3) 11{2engtn: 22411224
TEGAGCGGTCCCCCATGATTTTGAGTTAATTGARTA TTCCACTTTTAGTTATTATACATGTTATTTTCGCTTTTTTGTTTCTCGCTCT
2.222222222 B el A 3
2222002222 eyttt Tas
2111111111 GCA_091549925.1 280 :1021-
TCTCGAMGCCT ToATA Feciactscaamteccrce
2.111111111 GCA_001549915.1 733 Lengtn: 199711987
TATGETT T TATGSCATTAC
2 >GCA_000500125. 1 3 1i1engtn:377]1-377
15499151 & 1
2 amariTATGcTer e .uu..... T
1l 73
1828888880 (Mrc»wunrerm"uunu“(wuu: CrescCT TAAGAAGOAT T TGAATATCCTCGOARAT TTGACCAATAT TAAGACCATAGCGAGCCECTTTCTCY
>6CA_000465915. 1 :6(5-7 i
1.888888888 " TAAAATTOCTAATCTTCACAACAGTTTT TAGCTTTTCAATTARMGCCARTTTETTTTTTCTTGACCCOCCTTTAAGTTC
»6Ch_801985475..1 284 copy:
1.888888880 TGATTTTGGCATTAACGATTATTCTTT TTTICCTGAATT
>GCA_000458235 .1 181 copy: 10 ‘237
1777777778 ARAATTTT TrTATIT T TTCTAGACTGTTTTTATCTTTATAATAGTCTTTT TTGATTTCTACTTTTTCAATCCCATGT GTTACTTGGCCT
1777777778
1777777778 >6CA_465915.1 | 111 1-202
nwswscrucm\narmmvcamnmrrmnm.m TGAGCTGTCAGATATTTTAAA TG TTATTTTTCATGGAACAAGTCGCGAATCGAGTGTTTTGCGACGATGTTAATCTCTT
1777777778 >GCA_000500125. 169 copy:2(2- 2) 11| 1-
CTATGCTC Tcc TCGCTGTTTGOCCTICTTCAATGCT TeTTCT
1777777778 GCA_090466235.1 557 copy:2(2-2) 556861 Segnent 1612718693 2719011 |1  ength:31]1-316
GGCAN T T T TGATGT T TITAN
1.666666667 >GCA_000465915. 1 137 copy:3(3-4) | 18663 Se, 1|1ength:370]1-37@
AraTecoTTT T AT TATT TEATCAAGAKGCTCTCGAG
1.666666667 663 2(2-2)| 55886] Segment 31| 1993901-1994240] 1| 1ength: 340]1-348
AT GTTTaCaTCITTGATTGATGTATITAGTCOATRATTECTERS TICTTTTTGTGTAAT TIGGATTTCTTAAGTGCT TGATA
1.666666667 20CA_ 0013495151 732 copy:3(2-3)|68365| Segment13|1577680- 157602811 | Length: 349 |1-349
THTTATAGCCTTCECCTGATGTTTTACCCAGTGGGTC: TGATTACCAGGCCCTTTGATTAACATGATCCAGTGACCAGAG
1 666666667 m oe1sasais 1 668 copy:3(2-3) 1577780-1576127 1 1-3a8
Gt TTGAT T TECCTETTCAGGGCTTCTGTGTCA TATAATGCTTCCGCTGE
1.666666667 SGch sagaearss. x 541 copy:2(2-2) 1] 1-3%
cecTaGT TTACCTTTGT T TATGCGGTTGAACCGTTTT: AAGTTAI
1.666666667 m_oom;szs.l 423 copy:2(2-2)|68366] Segment88| 785436-785560] 1| 1engtn: 125(1-125
TTA TTTAACTTTT TA A TATGCCTTAGATTGAGGAAATTATAATTGTGTAAAAT 1
1666666667 >GCA_891753145.1 195 copyia(2-2) 11 -
AT TiGuGTAGT TCTAAAGTCARATCGCCTTGAGCCAT TTAGCTTCCAAC TTTTAGRAC TAT
1.555555556 >GCA, copy:. 2(2-2) 11 -
nmmuccurwmnnumcmmcca TGO T T AT TG TG ARG TCTGCTGT T T TTT CAATCCACTTGCCARCCCACATACATAMACCACAGEAATCACAATTARAGTC
1555555556 m 50012 337 copy:2(2-2) 1-233
TTAGATTT TITTTTCTGTTCC T6AC TeTCGT ACT
1555555536 SGCA_000468235.1 601 copy:2(2-2) 55886 Segnent 136| 3622967 3623214 |1 | Length: 24811248
TTTTGACATGCTCTATAATTCACTGTT TATCGACTT TICTTT
1.555555556 >GCA_002465915.1 ] 11-262
TCTGGCTGTTTTATCATACCC TTCGACCAGTTATTATAACGATTATAAACACTTTTCCAGT AGCATCG
1.555555556 >GCA_01969405. 1 S6T  ocooyi3(3-3) (81478 Segment2512193879. 219458513 | Length: 767 |235-767
GeGeT6T T TCCTTTACTGCTAGT CAACTCGATTCTTGTGATTAGGTTTTCTGCGAGT TTGATCGARTAATGCATCAACTCCACCAGACTCTACTGCTEATTTGTAACGATARAAAG
1.555555556 >GCA_091969405.1 510 copy:2(2-2) Sounses. oa195011 1-285
AAAGGAGAC T T GCAGGGATTACC TACCAGGACC
1.555555556 >GCA_801969485.1 2 copy:11(11-12 04289-704743 1| 1-455
TAAGCGTGECT! TcT CGTGAATTTGTCCGGCAAGATCA ARGC T6TT
1.555555556 >GCA_0@@465915.1 us copy:2(2-2) It 1-920
AACTACAACTTGAGGAGGSGCAAATTCAGGAAMAAI TIGCTT AC AATGCCAAN AAGACCAGEC T
1.555555556 >GCA_001969405.1 202 copy:3(2-3) -2194591 1| J1-1211
TAATTIGTAGTAGTTCARACTT TGCCGGTTTT TGTCAGGTCARATTCAGTTTATARATTTTTCCATCCAGATTTGTTTGE 1 TTTGCCTTIGATGGGTT!
1555555556 >GCA_091639045.1 743 copy:3(3-3) 1111engtn: 264|1-264
TAAAAATGGCTTTCAATCCAGTTC T6CGGC TAATCCTGATTGCATTAT AGAACT Ter
1444444444 >GCA_000465915. 1 578 copy:2(2-2) |18663|se [1l1engtn:zsa 1251
TACTAATATTT CTACTGCTATCTACCATTT TTATT TGECGAGAACETGAGGCARACGAACCECATGTTGGTAGAGC
1444444444 >GCA_001753145.1 199 'lllemh ncsn ms
TACGECT luwu \CAACGGCAACA TrTCAT
1444444449 76ch_001549935.1 Tao. . Copy 232|686 Segnentan| 261771+ zsnseslllxenm\ s|1~ns
1 GGGTTGTTTTGATTTCCCCT TTTCAATGCCTTCACCTGCCTTGTAGST TIGTGTTTETANGE
el 11]

T
>GCA, ulsﬂwsz 680 copy:2(2-2)
TTCACTTTTTCTTTTTTCATTGTAAATTTTAGCAGT! )

TCTCGTETTGCAGATTAT AAGCAATCTTA!

TCGGCEATTTTATT
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>0h_o02758435.2 Copyia-] cansion_uris gca 001739433, Cond_auris 8441 VR, e tostevel. folSegmentasz | easasel- ge33snal 1engtnianal 219
AT A TATT o0 A TToe T AT T T eAE R ECAA AN TR AT ECAM BT AT CE AT TTE e AR A SCTGCTGRCAGCTTTACTATGATGATGTTGAGAACGSTS
>6A_001189475.1 copy:3(2- 3 o 00118475 ASHLIIONIVL. dra. ool evel. folSegrentios | S04TE31 M:nnllnnn oa) 1408

GGCTTTCTTTTCTTG0ATCTTGRACCT TCTTTCAGTCTGAGATECCAGTS
30144151 <opy:2

AT GO COATTTCAGA A TAGAATAGCA TACGCATCTGAACT GAGCATTTGCT TGTGTCATAAGCTTATGTTOTGT TTOGAAAACTTCTATACCTCT
a_863014415. Cand_aurs_ 1521 a17arser 11506008
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ca_082775815. Cand_surds_B11221_V1.ans . toplevel . a| Seguent1783|1729542-1740557 1| Length: 106161 7977-2520
AT TAGAT oA ARG AT AAABACCORCCEAAT A TCACTTC AT CLBAGGACAGCACOAA T BAASTCTCAAAAGCTCEAGSAGTES

s sco SeLigseTs s oplevel. fal Segrent1125045410-5043613 |1 | Lengtn: 204] 1- 204
TACGA TTACTCEA TAAMATCATAGA CATTTATCACT

copy:2(2-2)1_canaida_suris gt
AR GCAUATE

o S0381415.Cond oot 1. S11243 - toptevel 6013781111 |
CCATG GCGTAGAGATGN
11)|_candida_suris_gea_093014415.Cand_auris 81134’
i ocos
26CA_e@277se1s. 1 851 copy:2(2-2)|_candida_suris_gca_082775015.Cand_suriz 11221 \ 2 0
TooMs
>6CA_0@2775015.1 BE 20 cancide surl sce 02775815, Cong_surds BLIZ2I VL cna, Soplevel fal Sesnent 037 7065831 7076383 1 engch:ess3l 8613136
T AR AAMAATARA LSRR AN A T BT AL AR AGA R GGTSCAGGCCH
>0CA_00275943: suris s S82755431.Cond_uri BaARL iy Soplevel folsegmenti’s 5730000 S EsI3 11 et 424361 19365 m”
Soch soniooarset 0 copy 10 3)] e oncion_sor 9. gen_ 001100475 ASILGRTV] dnm.t
cACTCTCoaC:
6CA_802775015.1 s copyi3(3.3)] cancida suris. uce.GO3TTSR15 Cand surts ST VA Tever i sase 7305
2ok ser7sess 1 736 copyi17(15-17)|_candica_auris_gca 00277 auris_B11221 % 1
comy2(a-2)] cansidn_suris gca SONLAAL? Comi_auris B1133 . toplevel o Segnent 100112133635 12133500 engtn 25211253

T A TAAGET TEAGATTCARA T TGTGACSEAGMATTETE nmu&l(mcﬂc!unmrclﬂw‘:nnnrrcAvmmn:( CACCCAGAGTACAATARATGCTACGACGCCTTTGACATTGAATATT
>6CA_002750435.2 332 copyi2(2-2)]_cenaide_suris_gc is_68441.\ 973-3248
>6CA_063014415.1 291 copy:10(10-10)|_candica_auris_gca_003014415. Cand_auris_811243. eve
T ccoos i o
>6CA_802775015.1 copy:2(2-2)1. 775615 Condaurtc 811321 11 o soplevel 76383 1 1ength: 55313153 3685
Y&vu«u(wm&lmﬁ!ovl(tv((uwr(wﬁv(‘umvunvnmun" GATG6CST T AACTONCEAGTCACACAATTETTGCTCTTTGCATATCCCRRTCEC
>6ca_ve27s8a35 .2 :5(8-10) |_candida_suris_sca. 1_suris_8séd1 1

C4_002775015.,1 900 ST condic wuris_gea 0027 T7o015-Cana. oo BL1SSL VA dna. topLEveL folsepment1as8|12403310- 1 o2s4611 [ Length: 23311233
2 COAMAGATTTTCC TCoRCCCACCACCTECBGCRaCEAC A T AT TG CAAAC T CEGCC GG TARTCAC ST TGCCACCCSTICCTCTAACETCCEETacTTa
6CA_082750435.2 637 y:2(2-2)) o oo i3 gco. 042730435 o ot T
AAGARAAT TCAGAACGCARCTTGAGCTOCACGEA aacoc
>6CA_082775815.1 748 Copy:3(3-2)] canaida auris, gca.093775e15.Cand. auris 11321 V1 .ana. Soplevel o] 6313 Lengeh:s317] 11633
ot GATTTCTCOTAGACCCTOOAGTC OCTTATCTOCTCTAGCAGAGAAACTTTACTCAATARAT CTTTTCTAGCCOTTIC] 16
>6CA_003014415.1 282 copy:3(2-4)]. 5_gca_893014415.Cand_suriz_B11243.dna. toplevel . falSegnent2 [10563126- mmnmmm 208]1-208
CTGARGTGTTG CAAGTAGTCATCACAC TCTACTTTACATICAGCGCTGE T T T GACATCAC CECACATACTTTC TTOASMEASCCTTAMGSTCASCATAMATASTTCH
>6Ch_803013715 . 200 er YA cancida_suris o 0LITLS, Cand_ g 811330, dna ool i1 1i3e

CGGAGTAT
56CA_002775015 . 755 22-2)1_canalde_orts gca 502715015.Cond. oo 5, BLLLEL V1 G, omLeveL ol Segment DA 600S81- COOOOIE 11| Lengtn: s34 T 111)- 1736
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GOTCARTCTCCTCCARTC
>6C4_82775015 . Cooy 2(2-3)]Canais. suris Sca. 03775015, Cand. aurds. B11321 V1. aneSoglevel £a]Sepuentliad| 146asss 11466248 ]1 | engtn: 19131623- 1312
wmm«v(wxwmmmmwmvmwmwummmcvnw«mvv"mvmmvcvmmcmw cesC CCACAAT ey
>6C4_pe2775015 . 375 copy:2(2-2)|_condida_suris_sca 092775015, Cand._suris, B} 1.0na. toplevel  fa| Segrent 1817]3425768- 342771411 | Lengtn: 1947 1-
TSI T T CETBeACAT mvmmy«vcmmmmmcmcmrmrmmmmmmmcmmm;m«.mmmvscvmusmmmcnummmmm
0CA_003014415.,1 779 18(3-14) |_condide_suris_gce_003014415. Cand_suris_
AL TATCCTCARCTATGTCAN CEATTACC T GEGGTGEGARTGATCELCTETGAM

6C4_002759435.2 898 copy:2(3-3)|_candida_suris_gca 092750435 Cand_auris_B3441 V2 Sevel I 1547 2068
GAGTTCCCTOS COACAGTC oGAAR
2k seiiaaers.y 170 copy:3(2-4)]_candida_suris_sca_001185475. ASKI18847v1 1 638150458 436]1-436.

Scca_sen18547

TCoMeTATICTCTAMC
copy:3(2-2) | _canaida_suris_gca_BO1185475 . ASM118547v1. dna. topleve] . 3] Segnentaa | 12250168-12250488 1 1ength: 261 1
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Copy:8(7-13) | candica. surds, gca 082753435, Cand, surks. 88441 V2 ana. toplevel falSepuent 111367107 11395695 1| engtn: 583 7280-7758
Ao O A TA A A A LA AT 0T GCA T AT CECTGOATATAGCSAACCATOAGLGAGC AR GOCTTBCCARASTGATCACAGCATTTTAGCACACCOACACGTE

copy 117(10-18) | _canaida_suris_gca_002775015. Cond_surdz_§11221_V1.cns  toplevel. fa|Segnent1538| 12411167-12420885 1 lengtn:5719|73;
G0 CTGAGGACT AT ACTCCAGATTATCT AGGGAGSTCTCGACAT

260h_002759435.2 202-2) i gca 802758435 Cond_sur BNV e toplevel. o segmentd3s 4358346439914 1| engen: doe 13354
rumaccwnavI&Tarﬂvlmru.vsvlurmm AT T A T A AC T A A A C ARG A TACGAAN T TTCT T CEAGAGGAGHT T GRACTGSCTGCTTTGGCTACAATTTETTAGTS!
>60A_092775015 .1 ooy 3(2-4) . mnsm Cond_ouris_811221.1 th:290]1-290
T mv«m«umnammnmvmn TGAGTCAAG!
260_002775015.1 7 30-3) | s o, 002775015 Cond. . B11211 Level
accr GesGcC
26CA_081160475..1 615 cosy:3(2-4)].. : Tevel 251
TCCORCTTACACH
>604_083014415.1 00711 | caneia. uris.gca. 093034415, Cand aurds. 811343, ona.toplevel alsegmentizeleratser. 61m1lu|\mm« thinivy
AR TA AT TTAOATTACCTOTT T T COAMDTANTCOTTGaTATCOTGABOCATOOATGAGOAGTTGFTCTC T EOTCATCEGCCGT 1T COSATAGOT oLt
B NS canaian auris gea gu3B1aass cand aurls 811243, temieves alSepmentaes msunnum B
':mymnmmsm.mmne.mvm ATCTCTTCCTCAGCTT CeCCTTMATETCOTANCTC
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e RGO TTEACEACCALTACE T AT CEACEATTTACTACUTT AT TALT A TACEACCOACRRTAN AR AAGGAACTATICTGATGTGATAKTTGTTACACGGATT
56C4_093015715.1 78 comm 83311 ansioe a1 £ea. POIBIITES:Cont-mur o, SL1LE0.dnn CopLEVAL 4o ScEments| 10133453107 S365011 Length 19811
CraciTisTe i A A A AT AT A E T CARTCTTCTGCCARCTGRATGTECTTETTCTGA TSN
26Ch_09250435.2 188 copy:5(5-6) |_condide_suris_gce_ 902759435, Cand_suris_B8441_V2.dna. toplevel 705251111
GAAAGTTGATCTCGTCARATGAGG
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_001105475.1 946 cooyi2(2-2)|_candide_ 981109475 451854701 toplevel 4ol Seprent 4] 11338074- 11330415 1 Length: 21142
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