[bookmark: _GoBack]Supplementary Table1. The performance of our strategy on reducing false negative rate 
for sample sets of identified multi-copy regions compared with known 16S rRNA genes.

	Target Organisms
	Known rRNA Genes
	Known Copy Numbers
	Alignment of sequences between
De Novo Biomarkers and
known rRNA Genes
	Distribution of 
Copy Numbers of 
De Novo Biomarkers

	Mycobacterium tuberculosis
	IS6110
	10,15
	[image: ]
	GCA_001652545.1_246_copy:8(8-10)	
0(7)|1(63)|2(43)|3(23)|4(25)|5(4)|6(3)|7(6)|8(5)|9(11)|10(7)|11(11)|12(14)|13(17)|14(14)|15(23)|16(17)|17(13)|18(8)|19(4)|20(1)|21(9)|22(2)|23(3)|24(4)|25(2)|	*	97.9%[332/339]	8.37463126843658

	Mycobacterium  Africanum
	
	20
	
	

	Mycobacterium bovis
	
	1,20
	
	

	Mycobacterium tuberculosis
	IS1081
	5,6
	[image: ]
	GCA_000658535.1_410_copy:5(2-5)
0(1)|1(2)|2(6)|3(28)|4(65)|5(236)|7(1)|	*	99.7%[338/339]	4.55752212389381

	Mycobacterium  Africanum
	
	5,6
	
	

	Mycobacterium bovis
	
	5,6
	
	

	Tuberculosis complex
	PGRS
	26,30
	[image: ]
	CP054014.1|3361564-3361841|2|copy:5(3-5)|length:278|1-278

	Bordetella pertussis;
Bordetella parapertussis
	IS1002
	6;
4--8;
9;
90
	[image: ]
	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
	IS481
	239;
100;
>50;
8--10
	[image: ] [image: ]
	GCA_001985665.1_53_copy:26(2-26)
0(23)|1(229)|2(84)|3(1)|4(2)|	*	93.2%[316/339]	1.20353982300885

	Bordetella pertussis
	IS1663
	17
	[image: ] [image: ]
	GCA_001509915.1_17_copy:5(2-6)
0(1)|15(1)|16(82)|	*	98.8%[83/84]	15.797619047619

	Bordetella parapertussis;
Bordetella bronchiseptica
	IS1001
	20;
22
1--7;
0;
	[image: ]
[image: ]
	GCA_004008355_0_copy:8(2-8)
22(21)|23(1)|24(1)|	*	100.0%[23/23]	22.1304347826087

	Mycoplasma pneumoniae
	RepMP2/3
	10
	[image: ]
	GCA_002090215.1_89_copy:6(3-7)
0(1)|1(9)|	*	90.0%[9/10]	0.9

	Mycoplasma pneumoniae
	RepMP4
	8
	[image: ]
	GCA_002128125.1_490_copy:6(2-7)
1(8)|2(2)|	*	100.0%[10/10]	1.2

	Mycoplasma pneumoniae
	RepMP5
	7，9
	[image: ]
	GCA_002090215.1_316_copy:4(2-4)
4(10)|	*	100.0%[10/10]	4

	Mycoplasma pneumoniae
	RepMP1
	14
	[image: ]
	GCA_002090215.1_182_copy:8(3-8)
10(2)|11(8)|	*	100.0%[10/10]	10.8

	Streptococcus agalactiae
	GBSi1
	2
	[image: ]
	GCA_002073795.1_71_copy:3(3-3)
0(5)|3(1)|20(1)|	 	28.6%[2/7]	3.28571428571429

	Helicobacter pylori
	cagA
	1.4-3.7
	[image: ] [image: ][image: ] [image: ] 
	FR666836.1_ copy:2(2-2)



Supplementary Table2. 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
	[image: ]
	[image: ]

	Bordetella pertussis
	[image: ]
	[image: ] [image: ]

	Bordetella parapertussis
	 [image: ]
	[image: ] [image: ]

	Mycoplasma pneumoniae
	[image: ]
	[image: ][image: ] 

	Streptococcus agalactiae
	[image: ]
	[image: ] [image: ]

	Helicobacter pylori
	[image: ]
	[image: ] [image: ]

	Legionella pneumophila
	[image: ]
	[image: ] [image: ]

	Candida auris
	[image: ]
	[image: ] [image: ]



Supplementary Table3. 
Cluster sets of identified undiscovered multicopy regions from Mycobacterium tuberculosis, Mycobacterium Africanum, Mycobacterium bovis, Tuberculosis complex.

	ClusterID
	Distribution
	Marker
	Percent_of_strains
	Weighted_Average_Copy

	Cluster195
	0(3)|1(51)|2(40)|3(35)|4(21)|5(4)|6(3)|7(5)|8(5)|9(9)|10(7)|11(11)|12(19)|13(21)|14(19)|15(20)|16(24)|17(13)|18(6)|19(3)|20(2)|21(7)|22(3)|23(2)|24(2)|25(2)|27(1)|28(1)|
	*
	99.1%[336/339]
	8.831858407

	Cluster102
	0(3)|1(51)|2(40)|3(35)|4(21)|5(4)|6(3)|7(5)|8(5)|9(9)|10(7)|11(11)|12(19)|13(21)|14(19)|15(21)|16(23)|17(13)|18(6)|19(3)|20(2)|21(7)|22(4)|23(1)|24(2)|25(2)|27(1)|28(1)|
	*
	99.1%[336/339]
	8.825958702

	Cluster454
	0(3)|1(51)|2(40)|3(35)|4(21)|5(4)|6(3)|7(6)|8(5)|9(8)|10(7)|11(14)|12(16)|13(21)|14(19)|15(21)|16(23)|17(12)|18(7)|19(3)|20(2)|21(7)|22(3)|23(2)|24(2)|25(2)|27(1)|28(1)|
	*
	99.1%[336/339]
	8.817109145

	Cluster170
	0(3)|1(51)|2(41)|3(34)|4(21)|5(4)|6(3)|7(6)|8(5)|9(8)|10(7)|11(14)|12(17)|13(20)|14(19)|15(21)|16(24)|17(11)|18(7)|19(3)|20(2)|21(7)|22(3)|23(2)|24(2)|25(2)|27(1)|28(1)|
	*
	99.1%[336/339]
	8.808259587

	Cluster439
	0(3)|1(52)|2(43)|3(33)|4(20)|5(4)|6(3)|7(7)|8(6)|9(6)|10(9)|11(11)|12(17)|13(20)|14(19)|15(20)|16(25)|17(11)|18(6)|19(4)|20(2)|21(7)|22(3)|23(1)|24(3)|25(2)|27(1)|28(1)|
	*
	99.1%[336/339]
	8.764011799

	Cluster128
	0(3)|1(51)|2(40)|3(36)|4(20)|5(4)|6(3)|7(7)|8(5)|9(8)|10(9)|11(13)|12(16)|13(22)|14(18)|15(22)|16(20)|17(14)|18(5)|19(3)|20(2)|21(8)|22(3)|23(1)|24(2)|25(2)|27(1)|28(1)|
	*
	99.1%[336/339]
	8.749262537

	Cluster363
	0(3)|1(54)|2(41)|3(33)|4(20)|5(4)|6(4)|7(6)|8(6)|9(6)|10(9)|11(11)|12(18)|13(20)|14(18)|15(22)|16(23)|17(12)|18(5)|19(4)|20(2)|21(7)|22(3)|23(1)|24(4)|25(1)|27(1)|28(1)|
	*
	99.1%[336/339]
	8.737463127

	Cluster289
	0(3)|1(54)|2(41)|3(32)|4(21)|5(4)|6(4)|7(6)|8(6)|9(6)|10(9)|11(12)|12(16)|13(22)|14(17)|15(22)|16(23)|17(12)|18(5)|19(4)|20(2)|21(7)|22(3)|23(2)|24(3)|25(1)|27(1)|28(1)|
	*
	99.1%[336/339]
	8.734513274

	Cluster76
	0(3)|1(52)|2(43)|3(33)|4(20)|5(4)|6(3)|7(7)|8(6)|9(6)|10(10)|11(11)|12(17)|13(21)|14(19)|15(23)|16(20)|17(12)|18(6)|19(3)|20(2)|21(7)|22(4)|23(1)|24(3)|25(1)|27(1)|28(1)|
	*
	99.1%[336/339]
	8.713864307

	Cluster599
	0(3)|1(58)|2(42)|3(32)|4(22)|5(4)|6(3)|7(8)|8(3)|9(7)|10(8)|11(11)|12(14)|13(19)|14(17)|15(23)|16(24)|17(11)|18(5)|19(4)|20(2)|21(8)|22(2)|23(1)|24(4)|25(1)|26(1)|27(1)|28(1)|
	*
	99.1%[336/339]
	8.613569322

	Cluster532
	0(3)|1(58)|2(49)|3(22)|4(25)|5(7)|6(1)|7(5)|8(3)|9(14)|10(5)|11(11)|12(16)|13(17)|14(14)|15(24)|16(17)|17(13)|18(9)|19(4)|20(1)|21(9)|22(3)|23(2)|24(3)|25(3)|26(1)|
	*
	99.1%[336/339]
	8.592920354

	Cluster160
	0(3)|1(58)|2(49)|3(22)|4(26)|5(6)|6(1)|7(5)|8(4)|9(13)|10(5)|11(11)|12(16)|13(17)|14(15)|15(23)|16(17)|17(14)|18(8)|19(4)|20(1)|21(10)|22(2)|23(2)|24(3)|25(3)|26(1)|
	*
	99.1%[336/339]
	8.578171091

	Cluster606
	0(3)|1(58)|2(49)|3(22)|4(26)|5(6)|6(1)|7(5)|8(4)|9(13)|10(5)|11(11)|12(16)|13(17)|14(14)|15(24)|16(17)|17(15)|18(8)|19(3)|20(2)|21(9)|22(2)|23(2)|24(3)|25(3)|26(1)|
	*
	99.1%[336/339]
	8.572271386

	Cluster537
	0(3)|1(58)|2(49)|3(22)|4(27)|5(5)|6(1)|7(5)|8(3)|9(14)|10(6)|11(11)|12(16)|13(18)|14(13)|15(23)|16(17)|17(13)|18(9)|19(4)|20(1)|21(9)|22(3)|23(2)|24(3)|25(3)|26(1)|
	*
	99.1%[336/339]
	8.569321534

	Cluster101
	0(3)|1(58)|2(49)|3(22)|4(27)|5(5)|6(1)|7(5)|8(4)|9(13)|10(6)|11(11)|12(16)|13(18)|14(13)|15(23)|16(17)|17(13)|18(9)|19(4)|20(1)|21(9)|22(3)|23(2)|24(3)|25(3)|26(1)|
	*
	99.1%[336/339]
	8.566371681

	Cluster615
	0(4)|1(57)|2(49)|3(23)|4(25)|5(6)|6(2)|7(5)|8(5)|9(12)|10(5)|11(12)|12(14)|13(17)|14(14)|15(24)|16(17)|17(15)|18(8)|19(3)|20(2)|21(9)|22(2)|23(3)|24(3)|25(2)|26(1)|
	*
	98.8%[335/339]
	8.536873156

	Cluster2
	0(4)|1(57)|2(42)|3(33)|4(21)|5(4)|6(3)|7(9)|8(3)|9(8)|10(6)|11(11)|12(15)|13(19)|14(18)|15(25)|16(21)|17(12)|18(5)|19(3)|20(3)|21(7)|22(3)|23(1)|24(3)|25(1)|26(1)|28(1)|
	*
	98.8%[335/339]
	8.525073746

	Cluster535
	0(3)|1(59)|2(47)|3(31)|4(22)|5(4)|6(2)|7(9)|8(2)|9(9)|10(6)|11(11)|12(11)|13(20)|14(16)|15(23)|16(20)|17(14)|18(5)|19(4)|20(3)|21(6)|22(4)|23(1)|24(3)|25(1)|26(2)|28(1)|
	*
	99.1%[336/339]
	8.454277286

	Cluster397
	0(3)|1(59)|2(47)|3(31)|4(22)|5(4)|6(2)|7(9)|8(2)|9(9)|10(6)|11(11)|12(11)|13(20)|14(16)|15(23)|16(20)|17(14)|18(5)|19(4)|20(3)|21(6)|22(4)|23(1)|24(3)|25(1)|26(2)|28(1)|
	*
	99.1%[336/339]
	8.454277286

	Cluster396
	0(3)|1(59)|2(47)|3(31)|4(22)|5(4)|6(2)|7(9)|8(2)|9(9)|10(6)|11(11)|12(11)|13(20)|14(16)|15(23)|16(20)|17(14)|18(5)|19(4)|20(3)|21(6)|22(4)|23(1)|24(3)|25(1)|26(2)|28(1)|
	*
	99.1%[336/339]
	8.454277286

	Cluster182
	0(3)|1(60)|2(46)|3(32)|4(21)|5(4)|6(2)|7(9)|8(2)|9(11)|10(5)|11(11)|12(10)|13(20)|14(17)|15(22)|16(23)|17(11)|18(5)|19(4)|20(3)|21(6)|22(4)|23(1)|24(3)|25(1)|26(2)|28(1)|
	*
	99.1%[336/339]
	8.424778761

	Cluster605
	0(2)|1(65)|2(45)|3(28)|4(24)|5(5)|6(1)|7(5)|8(4)|9(15)|10(4)|11(6)|12(13)|13(19)|14(16)|15(23)|16(19)|17(14)|18(6)|19(4)|20(3)|21(6)|22(3)|23(2)|24(3)|25(1)|26(3)|
	*
	99.4%[337/339]
	8.392330383

	Cluster290
	0(4)|1(57)|2(44)|3(35)|4(21)|5(2)|6(6)|7(6)|8(4)|9(8)|10(7)|11(10)|12(14)|13(21)|14(17)|15(26)|16(18)|17(12)|18(5)|19(2)|20(4)|21(6)|22(4)|23(1)|24(2)|25(1)|26(1)|28(1)|
	*
	98.8%[335/339]
	8.374631268

	Cluster246
	0(7)|1(63)|2(43)|3(23)|4(25)|5(4)|6(3)|7(6)|8(5)|9(11)|10(7)|11(11)|12(14)|13(17)|14(14)|15(23)|16(17)|17(13)|18(8)|19(4)|20(1)|21(9)|22(2)|23(3)|24(4)|25(2)|
	*
	97.9%[332/339]
	8.374631268

	Cluster315
	0(4)|1(64)|2(47)|3(28)|4(24)|5(3)|6(2)|7(4)|8(7)|9(11)|10(5)|11(8)|12(12)|13(16)|14(15)|15(23)|16(16)|17(20)|18(5)|19(3)|21(10)|22(2)|23(3)|24(3)|25(2)|26(2)|
	*
	98.8%[335/339]
	8.356932153

	Cluster67
	0(3)|1(66)|2(46)|3(27)|4(24)|5(4)|6(1)|7(6)|8(4)|9(13)|10(5)|11(6)|12(14)|13(18)|14(15)|15(23)|16(18)|17(16)|18(5)|19(3)|20(2)|21(8)|22(2)|23(3)|24(3)|25(2)|26(2)|
	*
	99.1%[336/339]
	8.339233038

	Cluster395
	0(3)|1(66)|2(46)|3(27)|4(24)|5(4)|6(1)|7(6)|8(4)|9(13)|10(5)|11(6)|12(14)|13(18)|14(15)|15(23)|16(18)|17(16)|18(5)|19(3)|20(2)|21(8)|22(2)|23(3)|24(3)|25(2)|26(2)|
	*
	99.1%[336/339]
	8.339233038

	Cluster317
	0(3)|1(66)|2(47)|3(27)|4(24)|5(3)|6(2)|7(5)|8(6)|9(12)|10(6)|11(7)|12(11)|13(17)|14(14)|15(25)|16(15)|17(19)|18(5)|19(3)|21(10)|22(2)|23(3)|24(3)|25(2)|26(2)|
	*
	99.1%[336/339]
	8.327433628

	Cluster212
	0(5)|1(62)|2(45)|3(28)|4(24)|5(5)|6(1)|7(5)|8(4)|9(15)|10(4)|11(6)|12(14)|13(18)|14(16)|15(25)|16(17)|17(16)|18(6)|19(4)|20(6)|21(2)|22(3)|23(1)|24(4)|25(3)|
	*
	98.5%[334/339]
	8.324483776

	Cluster514
	0(3)|1(66)|2(47)|3(27)|4(23)|5(4)|6(2)|7(5)|8(6)|9(12)|10(5)|11(6)|12(13)|13(18)|14(15)|15(23)|16(18)|17(16)|18(5)|19(3)|20(1)|21(9)|22(2)|23(3)|24(3)|25(2)|26(2)|
	*
	99.1%[336/339]
	8.318584071

	Cluster88
	0(5)|1(62)|2(46)|3(27)|4(24)|5(5)|6(2)|7(5)|8(4)|9(14)|10(4)|11(7)|12(13)|13(17)|14(16)|15(26)|16(17)|17(16)|18(6)|19(4)|20(6)|21(2)|22(3)|23(1)|24(4)|25(3)|
	*
	98.5%[334/339]
	8.315634218

	Cluster667
	0(3)|1(66)|2(47)|3(27)|4(24)|5(3)|6(2)|7(5)|8(6)|9(12)|10(5)|11(7)|12(12)|13(17)|14(16)|15(23)|16(18)|17(16)|18(5)|19(3)|20(1)|21(9)|22(2)|23(3)|24(3)|25(2)|26(2)|
	*
	99.1%[336/339]
	8.315634218

	Cluster581
	0(5)|1(67)|2(46)|3(27)|4(25)|5(3)|6(1)|7(4)|8(8)|9(10)|10(5)|11(8)|12(12)|13(14)|14(15)|15(23)|16(17)|17(19)|18(5)|19(3)|21(11)|22(1)|23(3)|24(3)|25(2)|26(2)|
	*
	98.5%[334/339]
	8.259587021

	Cluster556
	0(4)|1(64)|2(45)|3(33)|4(19)|5(3)|6(6)|7(5)|8(4)|9(13)|10(7)|11(8)|12(10)|13(20)|14(16)|15(25)|16(19)|17(11)|18(6)|19(1)|20(5)|21(6)|22(3)|23(1)|24(2)|25(1)|26(1)|27(1)|
	*
	98.8%[335/339]
	8.14159292

	Cluster84
	0(3)|1(7)|2(2)|3(25)|4(3)|5(20)|6(263)|7(15)|9(1)|
	*
	99.1%[336/339]
	5.575221239

	Cluster83
	0(3)|1(7)|2(2)|3(25)|4(3)|5(20)|6(263)|7(15)|9(1)|
	*
	99.1%[336/339]
	5.575221239

	Cluster82
	0(3)|1(7)|2(2)|3(25)|4(3)|5(20)|6(263)|7(15)|9(1)|
	*
	99.1%[336/339]
	5.575221239

	Cluster294
	0(3)|1(7)|2(2)|3(25)|4(3)|5(20)|6(263)|7(15)|9(1)|
	*
	99.1%[336/339]
	5.575221239

	Cluster460
	0(19)|1(23)|2(36)|3(31)|4(13)|5(37)|6(159)|7(8)|8(1)|9(1)|10(1)|11(10)|
	*
	94.4%[320/339]
	4.637168142

	Cluster410
	0(1)|1(2)|2(6)|3(28)|4(65)|5(236)|7(1)|
	*
	99.7%[338/339]
	4.557522124

	Cluster459
	0(2)|1(6)|2(27)|3(290)|4(14)|
	*
	99.4%[337/339]
	2.908554572

	Cluster523
	0(2)|1(8)|2(39)|3(272)|4(18)|
	*
	99.4%[337/339]
	2.873156342

	Cluster652
	0(2)|1(8)|2(40)|3(272)|4(17)|
	*
	99.4%[337/339]
	2.867256637

	Cluster586
	0(1)|1(8)|2(40)|3(283)|4(6)|5(1)|
	*
	99.7%[338/339]
	2.849557522

	Cluster634
	0(2)|1(8)|2(51)|3(261)|4(17)|
	*
	99.4%[337/339]
	2.83480826

	Cluster16
	1(7)|2(45)|3(286)|4(1)|
	*
	100.0%[339/339]
	2.828908555

	Cluster187
	0(2)|1(9)|2(53)|3(262)|4(13)|
	*
	99.4%[337/339]
	2.81120944

	Cluster245
	0(2)|1(39)|2(69)|3(178)|4(39)|5(12)|
	*
	99.4%[337/339]
	2.734513274

	Cluster372
	0(8)|1(15)|2(62)|3(241)|4(9)|5(2)|6(2)|
	*
	97.6%[331/339]
	2.713864307

	Cluster474
	0(4)|1(21)|2(60)|3(239)|4(14)|5(1)|
	*
	98.8%[335/339]
	2.710914454

	Cluster604
	0(3)|1(25)|2(101)|3(156)|4(54)|
	*
	99.1%[336/339]
	2.687315634

	Cluster339
	0(5)|1(39)|2(81)|3(179)|4(23)|5(11)|6(1)|
	*
	98.5%[334/339]
	2.628318584

	Cluster510
	0(5)|1(41)|2(83)|3(178)|4(19)|5(12)|6(1)|
	*
	98.5%[334/339]
	2.604719764

	Cluster117
	0(1)|1(20)|2(97)|3(220)|4(1)|
	*
	99.7%[338/339]
	2.589970501

	Cluster295
	0(13)|1(51)|2(76)|3(177)|4(11)|5(10)|6(1)|
	*
	96.2%[326/339]
	2.460176991

	Cluster32
	0(11)|1(58)|2(81)|3(166)|4(13)|5(9)|6(1)|
	*
	96.8%[328/339]
	2.421828909

	Cluster98
	0(4)|1(25)|2(224)|3(3)|4(83)|
	*
	98.8%[335/339]
	2.401179941

	Cluster56
	0(10)|1(60)|2(86)|3(163)|4(10)|5(9)|6(1)|
	*
	97.1%[329/339]
	2.395280236

	Cluster139
	0(4)|1(31)|2(217)|3(4)|4(83)|
	*
	98.8%[335/339]
	2.386430678

	Cluster248
	0(4)|1(31)|2(218)|3(3)|4(83)|
	*
	98.8%[335/339]
	2.383480826

	Cluster258
	0(1)|1(29)|2(225)|3(24)|4(60)|
	*
	99.7%[338/339]
	2.333333333

	Cluster526
	0(1)|1(22)|2(233)|3(35)|4(48)|
	*
	99.7%[338/339]
	2.315634218

	Cluster354
	0(1)|1(22)|2(233)|3(35)|4(48)|
	*
	99.7%[338/339]
	2.315634218

	Cluster564
	0(2)|1(35)|2(221)|3(21)|4(60)|
	*
	99.4%[337/339]
	2.300884956

	Cluster654
	0(1)|1(15)|2(255)|3(18)|4(50)|
	*
	99.7%[338/339]
	2.297935103

	Cluster231
	1(20)|2(255)|3(13)|4(51)|
	*
	100.0%[339/339]
	2.280235988

	Cluster49
	1(20)|2(258)|3(10)|4(51)|
	*
	100.0%[339/339]
	2.271386431

	Cluster573
	0(2)|1(42)|2(158)|3(137)|
	*
	99.4%[337/339]
	2.268436578

	Cluster681
	0(1)|1(25)|2(246)|3(17)|4(50)|
	*
	99.7%[338/339]
	2.265486726

	Cluster651
	0(2)|1(60)|2(196)|3(8)|4(73)|
	*
	99.4%[337/339]
	2.265486726

	Cluster255
	1(24)|2(251)|3(14)|4(50)|
	*
	100.0%[339/339]
	2.265486726

	Cluster87
	0(13)|1(29)|2(216)|3(21)|4(60)|
	*
	96.2%[326/339]
	2.253687316

	Cluster105
	0(13)|1(31)|2(214)|3(21)|4(60)|
	*
	96.2%[326/339]
	2.247787611

	Cluster261
	0(2)|1(30)|2(243)|3(14)|4(50)|
	*
	99.4%[337/339]
	2.235988201

	Cluster80
	1(32)|2(249)|3(7)|4(51)|
	*
	100.0%[339/339]
	2.227138643

	Cluster21
	1(31)|2(251)|3(6)|4(51)|
	*
	100.0%[339/339]
	2.227138643

	Cluster17
	0(5)|1(28)|2(242)|3(14)|4(50)|
	*
	98.5%[334/339]
	2.224188791

	Cluster1
	0(3)|1(32)|2(240)|3(14)|4(50)|
	*
	99.1%[336/339]
	2.224188791

	Cluster125
	0(2)|1(31)|2(247)|3(8)|4(51)|
	*
	99.4%[337/339]
	2.221238938

	Cluster59
	0(3)|1(31)|2(245)|3(9)|4(51)|
	*
	99.1%[336/339]
	2.218289086

	Cluster345
	0(3)|1(31)|2(245)|3(9)|4(51)|
	*
	99.1%[336/339]
	2.218289086

	Cluster650
	0(4)|1(33)|2(238)|3(14)|4(50)|
	*
	98.8%[335/339]
	2.215339233

	Cluster557
	0(3)|1(31)|2(247)|3(7)|4(51)|
	*
	99.1%[336/339]
	2.212389381

	Cluster547
	0(5)|1(32)|2(238)|3(14)|4(50)|
	*
	98.5%[334/339]
	2.212389381

	Cluster269
	0(5)|1(32)|2(238)|3(14)|4(50)|
	*
	98.5%[334/339]
	2.212389381

	Cluster570
	0(8)|1(27)|2(241)|3(13)|4(50)|
	*
	97.6%[331/339]
	2.206489676

	Cluster583
	0(1)|1(32)|2(253)|3(3)|4(50)|
	*
	99.7%[338/339]
	2.203539823

	Cluster453
	0(23)|1(29)|2(206)|3(23)|4(58)|
	*
	93.2%[316/339]
	2.18879056

	Cluster50
	0(11)|1(28)|2(237)|3(13)|4(50)|
	*
	96.8%[328/339]
	2.185840708

	Cluster292
	0(11)|1(28)|2(237)|3(13)|4(50)|
	*
	96.8%[328/339]
	2.185840708

	Cluster70
	0(3)|1(38)|2(246)|3(2)|4(50)|
	*
	99.1%[336/339]
	2.171091445

	Cluster657
	0(24)|1(29)|2(227)|3(8)|4(51)|
	*
	92.9%[315/339]
	2.097345133

	Cluster633
	0(3)|1(61)|2(183)|3(90)|4(2)|
	*
	99.1%[336/339]
	2.079646018

	Cluster366
	0(29)|1(25)|2(226)|3(8)|4(51)|
	*
	91.4%[310/339]
	2.079646018

	Cluster356
	0(2)|1(71)|2(172)|3(87)|4(7)|
	*
	99.4%[337/339]
	2.076696165

	Cluster399
	0(1)|1(130)|2(53)|3(154)|4(1)|
	*
	99.7%[338/339]
	2.07079646

	Cluster48
	0(32)|1(25)|2(223)|3(8)|4(51)|
	*
	90.6%[307/339]
	2.061946903

	Cluster447
	0(32)|1(25)|2(223)|3(8)|4(51)|
	*
	90.6%[307/339]
	2.061946903

	Cluster282
	0(32)|1(25)|2(223)|3(8)|4(51)|
	*
	90.6%[307/339]
	2.061946903

	Cluster179
	0(32)|1(26)|2(222)|3(8)|4(51)|
	*
	90.6%[307/339]
	2.05899705

	Cluster361
	0(4)|1(63)|2(184)|3(86)|4(2)|
	*
	98.8%[335/339]
	2.056047198

	Cluster408
	1(45)|2(248)|3(30)|4(16)|
	*
	100.0%[339/339]
	2.050147493

	Cluster458
	0(3)|1(42)|2(247)|3(31)|4(16)|
	*
	99.1%[336/339]
	2.044247788

	Cluster52
	0(19)|1(44)|2(228)|3(2)|4(46)|
	*
	94.4%[320/339]
	2.03539823

	Cluster608
	0(1)|1(49)|2(244)|3(29)|4(16)|
	*
	99.7%[338/339]
	2.029498525

	Cluster436
	0(1)|1(50)|2(243)|3(29)|4(16)|
	*
	99.7%[338/339]
	2.026548673

	Cluster369
	0(10)|1(71)|2(165)|3(86)|4(7)|
	*
	97.1%[329/339]
	2.026548673

	Cluster402
	0(3)|1(47)|2(245)|3(28)|4(16)|
	*
	99.1%[336/339]
	2.020648968

	Cluster73
	0(2)|1(54)|2(239)|3(28)|4(16)|
	*
	99.4%[337/339]
	2.005899705

	Cluster69
	1(4)|2(332)|3(3)|
	*
	100.0%[339/339]
	1.997050147

	Cluster466
	1(4)|2(332)|3(3)|
	*
	100.0%[339/339]
	1.997050147

	Cluster528
	0(1)|1(1)|2(336)|3(1)|
	*
	99.7%[338/339]
	1.994100295

	Cluster613
	0(6)|1(76)|2(173)|3(83)|4(1)|
	*
	98.2%[333/339]
	1.991150442

	Cluster94
	0(1)|1(139)|2(70)|3(124)|4(4)|5(1)|
	*
	99.7%[338/339]
	1.982300885

	Cluster448
	0(10)|1(77)|2(163)|3(88)|4(1)|
	*
	97.1%[329/339]
	1.979351032

	Cluster120
	0(2)|1(8)|2(328)|4(1)|
	*
	99.4%[337/339]
	1.970501475

	Cluster565
	0(10)|1(75)|2(171)|3(82)|4(1)|
	*
	97.1%[329/339]
	1.967551622

	Cluster401
	0(2)|1(8)|2(329)|
	*
	99.4%[337/339]
	1.96460177

	Cluster631
	0(3)|1(8)|2(327)|3(1)|
	*
	99.1%[336/339]
	1.961651917

	Cluster230
	0(4)|1(15)|2(316)|3(4)|
	*
	98.8%[335/339]
	1.943952802

	Cluster412
	0(1)|1(20)|2(316)|3(2)|
	*
	99.7%[338/339]
	1.94100295

	Cluster538
	0(2)|1(133)|2(91)|3(110)|4(3)|
	*
	99.4%[337/339]
	1.938053097

	Cluster374
	1(24)|2(315)|
	*
	100.0%[339/339]
	1.92920354

	Cluster334
	0(4)|1(17)|2(317)|3(1)|
	*
	98.8%[335/339]
	1.92920354

	Cluster497
	0(1)|1(23)|2(315)|
	*
	99.7%[338/339]
	1.926253687

	Cluster664
	0(1)|1(24)|2(314)|
	*
	99.7%[338/339]
	1.923303835

	Cluster39
	0(2)|1(141)|2(86)|3(105)|4(5)|
	*
	99.4%[337/339]
	1.911504425

	Cluster267
	0(8)|1(15)|2(315)|3(1)|
	*
	97.6%[331/339]
	1.911504425

	Cluster656
	0(4)|1(30)|2(301)|3(4)|
	*
	98.8%[335/339]
	1.899705015

	Cluster542
	0(9)|1(32)|2(285)|3(12)|4(1)|
	*
	97.3%[330/339]
	1.89380531

	Cluster227
	0(9)|1(32)|2(284)|3(14)|
	*
	97.3%[330/339]
	1.89380531

	Cluster472
	0(6)|1(41)|2(281)|3(10)|4(1)|
	*
	98.2%[333/339]
	1.879056047

	Cluster367
	0(11)|1(21)|2(305)|3(2)|
	*
	96.8%[328/339]
	1.879056047

	Cluster569
	0(3)|1(108)|2(186)|3(12)|4(30)|
	*
	99.1%[336/339]
	1.876106195

	Cluster333
	0(3)|1(108)|2(186)|3(12)|4(30)|
	*
	99.1%[336/339]
	1.876106195

	Cluster679
	0(7)|1(38)|2(286)|3(7)|4(1)|
	*
	97.9%[332/339]
	1.873156342

	Cluster207
	0(7)|1(42)|2(278)|3(12)|
	*
	97.9%[332/339]
	1.87020649

	Cluster232
	0(6)|1(35)|2(296)|3(2)|
	*
	98.2%[333/339]
	1.867256637

	Cluster443
	0(6)|1(44)|2(280)|3(8)|4(1)|
	*
	98.2%[333/339]
	1.864306785

	Cluster166
	0(3)|1(111)|2(184)|3(11)|4(30)|
	*
	99.1%[336/339]
	1.864306785

	Cluster438
	0(30)|1(100)|2(110)|3(85)|4(14)|
	*
	91.2%[309/339]
	1.861356932

	Cluster389
	0(3)|1(56)|2(267)|3(12)|4(1)|
	*
	99.1%[336/339]
	1.85840708

	Cluster568
	0(14)|1(49)|2(261)|3(2)|4(13)|
	*
	95.9%[325/339]
	1.855457227

	Cluster165
	0(4)|1(112)|2(183)|3(10)|4(30)|
	*
	98.8%[335/339]
	1.852507375

	Cluster159
	0(4)|1(52)|2(275)|3(7)|4(1)|
	*
	98.8%[335/339]
	1.849557522

	Cluster321
	0(8)|1(41)|2(288)|3(2)|
	*
	97.6%[331/339]
	1.837758112

	Cluster663
	0(5)|1(113)|2(182)|3(11)|4(28)|
	*
	98.5%[334/339]
	1.83480826

	Cluster461
	0(5)|1(112)|2(184)|3(10)|4(28)|
	*
	98.5%[334/339]
	1.83480826

	Cluster673
	0(5)|1(63)|2(260)|3(11)|
	*
	98.5%[334/339]
	1.817109145

	Cluster414
	0(7)|1(49)|2(283)|
	*
	97.9%[332/339]
	1.814159292

	Cluster670
	0(8)|1(61)|2(257)|3(13)|
	*
	97.6%[331/339]
	1.81120944

	Cluster624
	0(10)|1(59)|2(256)|3(14)|
	*
	97.1%[329/339]
	1.808259587

	Cluster585
	0(11)|1(56)|2(260)|3(12)|
	*
	96.8%[328/339]
	1.805309735

	Cluster578
	0(7)|1(120)|2(175)|3(9)|4(28)|
	*
	97.9%[332/339]
	1.796460177

	Cluster590
	0(14)|1(56)|2(257)|3(12)|
	*
	95.9%[325/339]
	1.787610619

	Cluster609
	0(7)|1(89)|2(216)|3(27)|
	*
	97.9%[332/339]
	1.775811209

	Cluster601
	0(13)|1(63)|2(252)|3(11)|
	*
	96.2%[326/339]
	1.769911504

	Cluster299
	0(7)|1(91)|2(215)|3(26)|
	*
	97.9%[332/339]
	1.766961652

	Cluster118
	0(11)|1(62)|2(264)|3(2)|
	*
	96.8%[328/339]
	1.758112094

	Cluster473
	0(3)|1(94)|2(232)|3(8)|4(2)|
	*
	99.1%[336/339]
	1.740412979

	Cluster218
	0(31)|1(109)|2(123)|3(70)|4(5)|5(1)|
	*
	90.9%[308/339]
	1.740412979

	Cluster303
	0(3)|1(95)|2(231)|3(8)|4(2)|
	*
	99.1%[336/339]
	1.737463127

	Cluster384
	1(93)|2(245)|3(1)|
	*
	100.0%[339/339]
	1.728613569

	Cluster268
	0(21)|1(110)|2(156)|3(45)|4(6)|5(1)|
	*
	93.8%[318/339]
	1.728613569

	Cluster558
	0(41)|1(30)|2(256)|3(12)|
	*
	87.9%[298/339]
	1.705014749

	Cluster119
	0(40)|1(31)|2(257)|3(11)|
	*
	88.2%[299/339]
	1.705014749

	Cluster632
	0(16)|1(82)|2(240)|3(1)|
	*
	95.3%[323/339]
	1.666666667

	Cluster446
	0(10)|1(129)|2(186)|3(3)|4(11)|
	*
	97.1%[329/339]
	1.634218289

	Cluster40
	0(13)|1(131)|2(182)|3(2)|4(11)|
	*
	96.2%[326/339]
	1.607669617

	Cluster91
	0(34)|1(102)|2(175)|3(27)|4(1)|
	*
	90.0%[305/339]
	1.584070796

	Cluster359
	0(14)|1(117)|2(208)|
	*
	95.9%[325/339]
	1.572271386

	Cluster310
	0(9)|1(231)|2(13)|3(79)|4(3)|5(4)|
	*
	97.3%[330/339]
	1.551622419

	Cluster44
	0(23)|1(137)|2(151)|3(27)|4(1)|
	*
	93.2%[316/339]
	1.545722714

	Cluster320
	0(14)|1(139)|2(182)|3(2)|4(2)|
	*
	95.9%[325/339]
	1.525073746

	Cluster416
	0(13)|1(138)|2(187)|3(1)|
	*
	96.2%[326/339]
	1.519174041

	Cluster636
	0(30)|1(142)|2(139)|3(27)|4(1)|
	*
	91.2%[309/339]
	1.489675516

	Cluster612
	0(4)|1(189)|2(133)|3(2)|4(11)|
	*
	98.8%[335/339]
	1.489675516

	Cluster431
	0(3)|1(171)|2(163)|3(2)|
	*
	99.1%[336/339]
	1.483775811

	Cluster440
	0(50)|1(103)|2(160)|3(25)|4(1)|
	*
	85.3%[289/339]
	1.480825959

	Cluster683
	0(36)|1(133)|2(143)|3(26)|4(1)|
	*
	89.4%[303/339]
	1.477876106

	Cluster592
	0(5)|1(183)|2(145)|3(4)|4(2)|
	*
	98.5%[334/339]
	1.454277286

	Cluster72
	0(5)|1(191)|2(137)|3(4)|4(2)|
	*
	98.5%[334/339]
	1.430678466

	Cluster539
	0(42)|1(137)|2(152)|3(8)|
	*
	87.6%[297/339]
	1.371681416

	Cluster296
	0(12)|1(194)|2(129)|3(3)|4(1)|
	*
	96.5%[327/339]
	1.371681416

	Cluster193
	0(20)|1(196)|2(121)|3(1)|4(1)|
	*
	94.1%[319/339]
	1.312684366

	Cluster403
	0(12)|1(216)|2(108)|3(3)|
	*
	96.5%[327/339]
	1.300884956

	Cluster36
	0(6)|1(232)|2(97)|3(4)|
	*
	98.2%[333/339]
	1.292035398

	Cluster192
	0(20)|1(210)|2(105)|3(4)|
	*
	94.1%[319/339]
	1.274336283

	Cluster279
	0(36)|1(216)|2(52)|3(31)|4(3)|5(1)|
	*
	89.4%[303/339]
	1.268436578

	Cluster580
	0(3)|1(249)|2(84)|4(3)|
	*
	99.1%[336/339]
	1.265486726

	Cluster167
	0(3)|1(249)|2(84)|4(3)|
	*
	99.1%[336/339]
	1.265486726

	Cluster441
	0(19)|1(215)|2(104)|3(1)|
	*
	94.4%[320/339]
	1.256637168

	Cluster336
	0(9)|1(239)|2(86)|3(5)|
	*
	97.3%[330/339]
	1.256637168

	Cluster276
	0(46)|1(165)|2(124)|3(4)|
	*
	86.4%[293/339]
	1.253687316

	Cluster260
	0(1)|1(260)|2(76)|3(2)|
	*
	99.7%[338/339]
	1.233038348

	Cluster548
	0(9)|1(251)|2(76)|3(3)|
	*
	97.3%[330/339]
	1.215339233

	Cluster387
	0(11)|1(247)|2(78)|3(3)|
	*
	96.8%[328/339]
	1.215339233

	Cluster291
	0(13)|1(244)|2(78)|3(4)|
	*
	96.2%[326/339]
	1.215339233

	Cluster71
	0(58)|1(155)|2(124)|3(2)|
	*
	82.9%[281/339]
	1.206489676

	Cluster545
	0(25)|1(222)|2(90)|3(2)|
	*
	92.6%[314/339]
	1.203539823

	Cluster53
	0(23)|1(229)|2(84)|3(1)|4(2)|
	*
	93.2%[316/339]
	1.203539823

	Cluster168
	0(39)|1(232)|2(37)|3(28)|4(1)|5(2)|
	*
	88.5%[300/339]
	1.191740413

	Cluster467
	1(297)|2(37)|3(5)|
	*
	100.0%[339/339]
	1.138643068

	Cluster191
	0(3)|1(286)|2(50)|
	*
	99.1%[336/339]
	1.138643068

	Cluster587
	1(300)|2(39)|
	*
	100.0%[339/339]
	1.115044248

	Cluster172
	1(300)|2(39)|
	*
	100.0%[339/339]
	1.115044248

	Cluster455
	0(41)|1(225)|2(73)|
	*
	87.9%[298/339]
	1.09439528

	Cluster531
	0(9)|1(303)|2(21)|4(6)|
	*
	97.3%[330/339]
	1.088495575

	Cluster562
	1(317)|2(22)|
	*
	100.0%[339/339]
	1.064896755

	Cluster371
	0(17)|1(290)|2(30)|3(1)|4(1)|
	*
	95.0%[322/339]
	1.053097345

	Cluster206
	0(9)|1(309)|2(18)|4(3)|
	*
	97.3%[330/339]
	1.053097345

	Cluster20
	0(10)|1(308)|2(18)|4(3)|
	*
	97.1%[329/339]
	1.050147493

	Cluster465
	0(51)|1(232)|2(45)|3(11)|
	*
	85.0%[288/339]
	1.04719764

	Cluster158
	0(51)|1(232)|2(45)|3(11)|
	*
	85.0%[288/339]
	1.04719764

	Cluster490
	0(42)|1(240)|2(57)|
	*
	87.6%[297/339]
	1.044247788

	Cluster198
	0(11)|1(308)|2(17)|4(3)|
	*
	96.8%[328/339]
	1.044247788

	Cluster157
	0(52)|1(233)|2(43)|3(11)|
	*
	84.7%[287/339]
	1.038348083

	Cluster541
	1(331)|2(8)|
	*
	100.0%[339/339]
	1.02359882

	Cluster420
	0(1)|1(336)|3(1)|7(1)|
	*
	99.7%[338/339]
	1.020648968

	Cluster591
	0(19)|1(295)|2(25)|
	*
	94.4%[320/339]
	1.017699115

	Cluster506
	0(1)|1(332)|2(5)|3(1)|
	*
	99.7%[338/339]
	1.017699115

	Cluster346
	0(4)|1(326)|2(9)|
	*
	98.8%[335/339]
	1.014749263

	Cluster121
	1(337)|2(1)|5(1)|
	*
	100.0%[339/339]
	1.014749263

	Cluster677
	1(338)|4(1)|
	*
	100.0%[339/339]
	1.008849558

	Cluster674
	0(2)|1(332)|2(5)|
	*
	99.4%[337/339]
	1.008849558

	Cluster661
	1(336)|2(3)|
	*
	100.0%[339/339]
	1.008849558

	Cluster35
	0(2)|1(333)|2(3)|3(1)|
	*
	99.4%[337/339]
	1.008849558

	Cluster671
	1(337)|2(2)|
	*
	100.0%[339/339]
	1.005899705

	Cluster653
	1(337)|2(2)|
	*
	100.0%[339/339]
	1.005899705

	Cluster561
	1(337)|2(2)|
	*
	100.0%[339/339]
	1.005899705

	Cluster525
	1(337)|2(2)|
	*
	100.0%[339/339]
	1.005899705

	Cluster46
	0(4)|1(329)|2(6)|
	*
	98.8%[335/339]
	1.005899705

	Cluster383
	1(337)|2(2)|
	*
	100.0%[339/339]
	1.005899705

	Cluster358
	1(337)|2(2)|
	*
	100.0%[339/339]
	1.005899705

	Cluster264
	1(337)|2(2)|
	*
	100.0%[339/339]
	1.005899705

	Cluster194
	0(1)|1(335)|2(3)|
	*
	99.7%[338/339]
	1.005899705

	Cluster162
	0(1)|1(335)|2(3)|
	*
	99.7%[338/339]
	1.005899705

	Cluster13
	1(337)|2(2)|
	*
	100.0%[339/339]
	1.005899705

	Cluster112
	0(1)|1(335)|2(3)|
	*
	99.7%[338/339]
	1.005899705

	Cluster9
	0(1)|1(337)|3(1)|
	*
	99.7%[338/339]
	1.002949853

	Cluster643
	1(338)|2(1)|
	*
	100.0%[339/339]
	1.002949853

	Cluster639
	1(338)|2(1)|
	*
	100.0%[339/339]
	1.002949853

	Cluster627
	1(338)|2(1)|
	*
	100.0%[339/339]
	1.002949853

	Cluster598
	0(2)|1(334)|2(3)|
	*
	99.4%[337/339]
	1.002949853

	Cluster501
	1(338)|2(1)|
	*
	100.0%[339/339]
	1.002949853

	Cluster499
	1(338)|2(1)|
	*
	100.0%[339/339]
	1.002949853

	Cluster486
	1(338)|2(1)|
	*
	100.0%[339/339]
	1.002949853

	Cluster468
	1(338)|2(1)|
	*
	100.0%[339/339]
	1.002949853

	Cluster463
	1(338)|2(1)|
	*
	100.0%[339/339]
	1.002949853

	Cluster38
	0(1)|1(336)|2(2)|
	*
	99.7%[338/339]
	1.002949853

	Cluster343
	1(338)|2(1)|
	*
	100.0%[339/339]
	1.002949853

	Cluster34
	1(338)|2(1)|
	*
	100.0%[339/339]
	1.002949853

	Cluster33
	1(338)|2(1)|
	*
	100.0%[339/339]
	1.002949853

	Cluster325
	1(338)|2(1)|
	*
	100.0%[339/339]
	1.002949853

	Cluster265
	1(338)|2(1)|
	*
	100.0%[339/339]
	1.002949853

	Cluster174
	1(338)|2(1)|
	*
	100.0%[339/339]
	1.002949853

	Cluster146
	0(1)|1(336)|2(2)|
	*
	99.7%[338/339]
	1.002949853

	Cluster133
	1(338)|2(1)|
	*
	100.0%[339/339]
	1.002949853

	Cluster645
	1(339)|
	*
	100.0%[339/339]
	1

	Cluster641
	0(2)|1(335)|2(2)|
	*
	99.4%[337/339]
	1

	Cluster524
	0(51)|1(237)|2(51)|
	*
	85.0%[288/339]
	1

	Cluster502
	0(2)|1(335)|2(2)|
	*
	99.4%[337/339]
	1

	Cluster498
	1(339)|
	*
	100.0%[339/339]
	1

	Cluster487
	0(1)|1(337)|2(1)|
	*
	99.7%[338/339]
	1

	Cluster430
	1(339)|
	*
	100.0%[339/339]
	1

	Cluster423
	1(339)|
	*
	100.0%[339/339]
	1

	Cluster286
	0(1)|1(337)|2(1)|
	*
	99.7%[338/339]
	1

	Cluster285
	0(1)|1(337)|2(1)|
	*
	99.7%[338/339]
	1

	Cluster254
	1(339)|
	*
	100.0%[339/339]
	1

	Cluster23
	0(1)|1(337)|2(1)|
	*
	99.7%[338/339]
	1

	Cluster228
	0(2)|1(335)|2(2)|
	*
	99.4%[337/339]
	1

	Cluster199
	0(3)|1(333)|2(3)|
	*
	99.1%[336/339]
	1

	Cluster156
	0(4)|1(331)|2(4)|
	*
	98.8%[335/339]
	1

	Cluster142
	1(339)|
	*
	100.0%[339/339]
	1

	Cluster141
	1(339)|
	*
	100.0%[339/339]
	1

	Cluster124
	0(1)|1(337)|2(1)|
	*
	99.7%[338/339]
	1

	Cluster11
	0(1)|1(337)|2(1)|
	*
	99.7%[338/339]
	1

	Cluster669
	0(2)|1(336)|2(1)|
	*
	99.4%[337/339]
	0.997050147

	Cluster644
	0(2)|1(336)|2(1)|
	*
	99.4%[337/339]
	0.997050147

	Cluster610
	0(3)|1(334)|2(2)|
	*
	99.1%[336/339]
	0.997050147

	Cluster504
	0(2)|1(336)|2(1)|
	*
	99.4%[337/339]
	0.997050147

	Cluster188
	0(2)|1(336)|2(1)|
	*
	99.4%[337/339]
	0.997050147

	Cluster186
	0(3)|1(334)|2(2)|
	*
	99.1%[336/339]
	0.997050147

	Cluster540
	0(3)|1(335)|2(1)|
	*
	99.1%[336/339]
	0.994100295

	Cluster533
	0(3)|1(335)|2(1)|
	*
	99.1%[336/339]
	0.994100295

	Cluster527
	0(2)|1(337)|
	*
	99.4%[337/339]
	0.994100295

	Cluster505
	0(3)|1(335)|2(1)|
	*
	99.1%[336/339]
	0.994100295

	Cluster476
	0(2)|1(337)|
	*
	99.4%[337/339]
	0.994100295

	Cluster421
	0(2)|1(337)|
	*
	99.4%[337/339]
	0.994100295

	Cluster409
	0(4)|1(333)|2(2)|
	*
	98.8%[335/339]
	0.994100295

	Cluster293
	0(2)|1(337)|
	*
	99.4%[337/339]
	0.994100295

	Cluster151
	0(2)|1(337)|
	*
	99.4%[337/339]
	0.994100295

	Cluster617
	0(4)|1(334)|2(1)|
	*
	98.8%[335/339]
	0.991150442

	Cluster362
	0(5)|1(332)|2(2)|
	*
	98.5%[334/339]
	0.991150442

	Cluster332
	0(3)|1(336)|
	*
	99.1%[336/339]
	0.991150442

	Cluster259
	0(25)|1(292)|2(22)|
	*
	92.6%[314/339]
	0.991150442

	Cluster655
	0(4)|1(335)|
	*
	98.8%[335/339]
	0.98820059

	Cluster534
	0(4)|1(335)|
	*
	98.8%[335/339]
	0.98820059

	Cluster427
	0(4)|1(335)|
	*
	98.8%[335/339]
	0.98820059

	Cluster185
	0(19)|1(305)|2(15)|
	*
	94.4%[320/339]
	0.98820059

	Cluster626
	0(5)|1(334)|
	*
	98.5%[334/339]
	0.985250737

	Cluster434
	0(6)|1(332)|2(1)|
	*
	98.2%[333/339]
	0.985250737

	Cluster386
	0(5)|1(334)|
	*
	98.5%[334/339]
	0.985250737

	Cluster340
	0(5)|1(334)|
	*
	98.5%[334/339]
	0.985250737

	Cluster225
	0(5)|1(334)|
	*
	98.5%[334/339]
	0.985250737

	Cluster19
	0(5)|1(334)|
	*
	98.5%[334/339]
	0.985250737

	Cluster428
	0(6)|1(333)|
	*
	98.2%[333/339]
	0.982300885

	Cluster477
	0(8)|1(330)|2(1)|
	*
	97.6%[331/339]
	0.979351032

	Cluster432
	0(8)|1(330)|2(1)|
	*
	97.6%[331/339]
	0.979351032

	Cluster425
	0(8)|1(330)|2(1)|
	*
	97.6%[331/339]
	0.979351032

	Cluster597
	0(8)|1(331)|
	*
	97.6%[331/339]
	0.97640118

	Cluster422
	0(19)|1(313)|2(5)|4(2)|
	*
	94.4%[320/339]
	0.97640118

	Cluster236
	0(11)|1(326)|2(1)|3(1)|
	*
	96.8%[328/339]
	0.97640118

	Cluster183
	0(9)|1(329)|2(1)|
	*
	97.3%[330/339]
	0.97640118

	Cluster687
	0(9)|1(330)|
	*
	97.3%[330/339]
	0.973451327

	Cluster216
	0(11)|1(326)|2(2)|
	*
	96.8%[328/339]
	0.973451327

	Cluster579
	0(49)|1(253)|2(35)|3(2)|
	*
	85.5%[290/339]
	0.970501475

	Cluster110
	0(12)|1(325)|2(2)|
	*
	96.5%[327/339]
	0.970501475

	Cluster549
	0(15)|1(320)|2(4)|
	*
	95.6%[324/339]
	0.967551622

	Cluster147
	0(17)|1(316)|2(6)|
	*
	95.0%[322/339]
	0.967551622

	Cluster308
	0(14)|1(323)|2(2)|
	*
	95.9%[325/339]
	0.96460177

	Cluster407
	0(13)|1(326)|
	*
	96.2%[326/339]
	0.961651917

	Cluster364
	0(14)|1(324)|2(1)|
	*
	95.9%[325/339]
	0.961651917

	Cluster355
	0(16)|1(320)|2(3)|
	*
	95.3%[323/339]
	0.961651917

	Cluster415
	0(16)|1(321)|2(2)|
	*
	95.3%[323/339]
	0.958702065

	Cluster92
	0(17)|1(321)|2(1)|
	*
	95.0%[322/339]
	0.95280236

	Cluster3
	0(26)|1(303)|2(10)|
	*
	92.3%[313/339]
	0.95280236

	Cluster244
	0(16)|1(323)|
	*
	95.3%[323/339]
	0.95280236

	Cluster114
	0(21)|1(313)|2(5)|
	*
	93.8%[318/339]
	0.95280236

	Cluster31
	0(51)|1(256)|2(30)|3(2)|
	*
	85.0%[288/339]
	0.949852507

	Cluster323
	0(19)|1(319)|2(1)|
	*
	94.4%[320/339]
	0.946902655

	Cluster256
	0(40)|1(277)|2(22)|
	*
	88.2%[299/339]
	0.946902655

	Cluster419
	0(20)|1(318)|2(1)|
	*
	94.1%[319/339]
	0.943952802

	Cluster234
	0(28)|1(302)|2(9)|
	*
	91.7%[311/339]
	0.943952802

	Cluster220
	0(30)|1(299)|2(10)|
	*
	91.2%[309/339]
	0.94100295

	Cluster616
	0(23)|1(315)|3(1)|
	*
	93.2%[316/339]
	0.938053097

	Cluster418
	0(22)|1(316)|2(1)|
	*
	93.5%[317/339]
	0.938053097

	Cluster113
	0(27)|1(306)|2(6)|
	*
	92.0%[312/339]
	0.938053097

	Cluster237
	0(22)|1(317)|
	*
	93.5%[317/339]
	0.935103245

	Cluster215
	0(26)|1(309)|2(4)|
	*
	92.3%[313/339]
	0.935103245

	Cluster57
	0(29)|1(304)|2(6)|
	*
	91.4%[310/339]
	0.932153392

	Cluster509
	0(24)|1(314)|2(1)|
	*
	92.9%[315/339]
	0.932153392

	Cluster375
	0(30)|1(303)|2(6)|
	*
	91.2%[309/339]
	0.92920354

	Cluster123
	0(27)|1(309)|2(3)|
	*
	92.0%[312/339]
	0.92920354

	Cluster278
	0(27)|1(310)|2(2)|
	*
	92.0%[312/339]
	0.926253687

	Cluster224
	0(27)|1(310)|2(2)|
	*
	92.0%[312/339]
	0.926253687

	Cluster43
	0(36)|1(296)|2(6)|5(1)|
	*
	89.4%[303/339]
	0.923303835

	Cluster214
	0(27)|1(311)|2(1)|
	*
	92.0%[312/339]
	0.923303835

	Cluster14
	0(27)|1(311)|2(1)|
	*
	92.0%[312/339]
	0.923303835

	Cluster456
	0(29)|1(308)|2(2)|
	*
	91.4%[310/339]
	0.920353982

	Cluster106
	0(28)|1(310)|2(1)|
	*
	91.7%[311/339]
	0.920353982

	Cluster481
	0(33)|1(301)|2(5)|
	*
	90.3%[306/339]
	0.91740413

	Cluster108
	0(38)|1(295)|2(5)|4(1)|
	*
	88.8%[301/339]
	0.911504425

	Cluster378
	0(32)|1(306)|2(1)|
	*
	90.6%[307/339]
	0.908554572

	Cluster127
	0(37)|1(297)|2(4)|3(1)|
	*
	89.1%[302/339]
	0.908554572

	Cluster536
	0(39)|1(295)|2(4)|4(1)|
	*
	88.5%[300/339]
	0.90560472

	Cluster479
	0(37)|1(298)|2(4)|
	*
	89.1%[302/339]
	0.902654867

	Cluster342
	0(55)|1(264)|2(19)|3(1)|
	*
	83.8%[284/339]
	0.899705015

	Cluster470
	0(37)|1(301)|2(1)|
	*
	89.1%[302/339]
	0.89380531

	Cluster603
	0(47)|1(283)|2(9)|
	*
	86.1%[292/339]
	0.887905605

	Cluster270
	0(40)|1(297)|2(2)|
	*
	88.2%[299/339]
	0.887905605

	Cluster503
	0(50)|1(280)|2(9)|
	*
	85.3%[289/339]
	0.879056047

	Cluster660
	0(51)|1(281)|2(7)|
	*
	85.0%[288/339]
	0.87020649

	Cluster445
	0(49)|1(285)|2(5)|
	*
	85.5%[290/339]
	0.87020649

	Cluster444
	0(49)|1(285)|2(5)|
	*
	85.5%[290/339]
	0.87020649

	Cluster219
	0(45)|1(293)|2(1)|
	*
	86.7%[294/339]
	0.87020649

	Cluster301
	0(47)|1(291)|2(1)|
	*
	86.1%[292/339]
	0.864306785

	Cluster614
	0(48)|1(290)|2(1)|
	*
	85.8%[291/339]
	0.861356932

	Cluster566
	0(51)|1(286)|2(2)|
	*
	85.0%[288/339]
	0.855457227

	Cluster331
	0(53)|1(284)|2(1)|4(1)|
	*
	84.4%[286/339]
	0.855457227

	Cluster388
	0(52)|1(285)|2(2)|
	*
	84.7%[287/339]
	0.852507375

	Cluster529
	0(54)|1(283)|2(2)|
	*
	84.1%[285/339]
	0.84660767

	Cluster607
	0(64)|1(268)|2(7)|
	*
	81.1%[275/339]
	0.831858407

	Cluster341
	0(66)|1(265)|2(8)|
	*
	80.5%[273/339]
	0.8289085545






Supplementary Table4.Cluster sets of identified undiscovered multicopy regions from B. pertussis, B. parapertussis, B. holmesii.

	ClusterID
	Distribution
	Marker
	Percent_of_strains
	Weighted_Average_Copy

	Cluster43
	32(84)|
	*
	100.0%[84/84]
	32

	Cluster38
	32(84)|
	*
	100.0%[84/84]
	32

	Cluster33
	31(1)|32(83)|
	*
	100.0%[84/84]
	31.98809524

	Cluster159
	31(1)|32(83)|
	*
	100.0%[84/84]
	31.98809524

	Cluster198
	19(1)|32(83)|
	*
	100.0%[84/84]
	31.8452381

	Cluster59
	18(1)|32(83)|
	*
	100.0%[84/84]
	31.83333333

	Cluster208
	18(1)|32(83)|
	*
	100.0%[84/84]
	31.83333333

	Cluster90
	14(1)|32(83)|
	*
	100.0%[84/84]
	31.78571429

	Cluster57
	8(1)|32(83)|
	*
	100.0%[84/84]
	31.71428571

	Cluster73
	4(1)|32(83)|
	*
	100.0%[84/84]
	31.66666667

	Cluster25
	4(1)|32(83)|
	*
	100.0%[84/84]
	31.66666667

	Cluster160
	2(1)|32(83)|
	*
	100.0%[84/84]
	31.64285714

	Cluster37
	1(1)|32(83)|
	*
	100.0%[84/84]
	31.63095238

	Cluster24
	1(1)|32(83)|
	*
	100.0%[84/84]
	31.63095238

	Cluster64
	0(1)|32(83)|
	*
	98.8%[83/84]
	31.61904762

	Cluster63
	0(1)|32(83)|
	*
	98.8%[83/84]
	31.61904762

	Cluster62
	0(1)|32(83)|
	*
	98.8%[83/84]
	31.61904762

	Cluster60
	0(1)|32(83)|
	*
	98.8%[83/84]
	31.61904762

	Cluster58
	0(1)|32(83)|
	*
	98.8%[83/84]
	31.61904762

	Cluster49
	0(1)|32(83)|
	*
	98.8%[83/84]
	31.61904762

	Cluster48
	0(1)|32(83)|
	*
	98.8%[83/84]
	31.61904762

	Cluster45
	0(1)|32(83)|
	*
	98.8%[83/84]
	31.61904762

	Cluster44
	0(1)|32(83)|
	*
	98.8%[83/84]
	31.61904762

	Cluster40
	0(1)|32(83)|
	*
	98.8%[83/84]
	31.61904762

	Cluster39
	0(1)|32(83)|
	*
	98.8%[83/84]
	31.61904762

	Cluster35
	0(1)|32(83)|
	*
	98.8%[83/84]
	31.61904762

	Cluster34
	0(1)|32(83)|
	*
	98.8%[83/84]
	31.61904762

	Cluster29
	0(1)|32(83)|
	*
	98.8%[83/84]
	31.61904762

	Cluster28
	0(1)|32(83)|
	*
	98.8%[83/84]
	31.61904762

	Cluster26
	0(1)|32(83)|
	*
	98.8%[83/84]
	31.61904762

	Cluster22
	0(1)|32(83)|
	*
	98.8%[83/84]
	31.61904762

	Cluster21
	0(1)|32(83)|
	*
	98.8%[83/84]
	31.61904762

	Cluster207
	0(1)|32(83)|
	*
	98.8%[83/84]
	31.61904762

	Cluster199
	0(1)|32(83)|
	*
	98.8%[83/84]
	31.61904762

	Cluster167
	0(1)|32(83)|
	*
	98.8%[83/84]
	31.61904762

	Cluster164
	0(1)|32(83)|
	*
	98.8%[83/84]
	31.61904762

	Cluster161
	0(1)|32(83)|
	*
	98.8%[83/84]
	31.61904762

	Cluster16
	0(1)|32(83)|
	*
	98.8%[83/84]
	31.61904762

	Cluster15
	0(1)|32(83)|
	*
	98.8%[83/84]
	31.61904762

	Cluster14
	0(1)|32(83)|
	*
	98.8%[83/84]
	31.61904762

	Cluster13
	0(1)|32(83)|
	*
	98.8%[83/84]
	31.61904762

	Cluster12
	0(1)|32(83)|
	*
	98.8%[83/84]
	31.61904762

	Cluster120
	0(1)|32(83)|
	*
	98.8%[83/84]
	31.61904762

	Cluster113
	0(1)|32(83)|
	*
	98.8%[83/84]
	31.61904762

	Cluster53
	0(1)|31(4)|32(79)|
	*
	98.8%[83/84]
	31.57142857

	Cluster27
	0(1)|30(2)|31(71)|32(10)|
	*
	98.8%[83/84]
	30.72619048

	Cluster80
	2(1)|17(83)|
	*
	100.0%[84/84]
	16.82142857

	Cluster77
	2(1)|17(83)|
	*
	100.0%[84/84]
	16.82142857

	Cluster119
	2(1)|17(83)|
	*
	100.0%[84/84]
	16.82142857

	Cluster215
	15(1)|16(83)|
	*
	100.0%[84/84]
	15.98809524

	Cluster181
	15(2)|16(82)|
	*
	100.0%[84/84]
	15.97619048

	Cluster1
	15(2)|16(82)|
	*
	100.0%[84/84]
	15.97619048

	Cluster10
	15(2)|16(82)|
	*
	100.0%[84/84]
	15.97619048

	Cluster23
	0(1)|15(1)|16(82)|
	*
	98.8%[83/84]
	15.79761905

	Cluster17
	0(1)|15(1)|16(82)|
	*
	98.8%[83/84]
	15.79761905

	Cluster20
	0(1)|8(1)|9(1)|10(4)|11(9)|12(18)|13(16)|14(20)|15(7)|16(5)|18(2)|
	*
	98.8%[83/84]
	12.86904762

	Cluster19
	0(1)|8(1)|9(2)|10(7)|11(14)|12(22)|13(21)|14(10)|15(3)|16(2)|18(1)|
	*
	98.8%[83/84]
	12.16666667

	Cluster79
	4(1)|5(2)|6(81)|
	*
	100.0%[84/84]
	5.952380952

	Cluster122
	4(1)|5(2)|6(81)|
	*
	100.0%[84/84]
	5.952380952

	Cluster95
	2(1)|5(2)|6(81)|
	*
	100.0%[84/84]
	5.928571429

	Cluster74
	2(1)|5(2)|6(81)|
	*
	100.0%[84/84]
	5.928571429

	Cluster41
	2(1)|5(2)|6(81)|
	*
	100.0%[84/84]
	5.928571429

	Cluster200
	2(1)|5(2)|6(81)|
	*
	100.0%[84/84]
	5.928571429

	Cluster156
	2(1)|5(2)|6(81)|
	*
	100.0%[84/84]
	5.928571429

	Cluster36
	2(1)|4(2)|5(81)|
	*
	100.0%[84/84]
	4.94047619

	Cluster91
	3(84)|
	*
	100.0%[84/84]
	3

	Cluster46
	3(84)|
	*
	100.0%[84/84]
	3

	Cluster30
	3(84)|
	*
	100.0%[84/84]
	3

	Cluster219
	3(84)|
	*
	100.0%[84/84]
	3

	Cluster194
	3(84)|
	*
	100.0%[84/84]
	3

	Cluster193
	3(84)|
	*
	100.0%[84/84]
	3

	Cluster192
	3(84)|
	*
	100.0%[84/84]
	3

	Cluster191
	3(84)|
	*
	100.0%[84/84]
	3

	Cluster176
	3(84)|
	*
	100.0%[84/84]
	3

	Cluster155
	3(84)|
	*
	100.0%[84/84]
	3

	Cluster154
	3(84)|
	*
	100.0%[84/84]
	3

	Cluster140
	3(84)|
	*
	100.0%[84/84]
	3

	Cluster137
	3(84)|
	*
	100.0%[84/84]
	3

	Cluster135
	3(84)|
	*
	100.0%[84/84]
	3

	Cluster131
	3(84)|
	*
	100.0%[84/84]
	3

	Cluster118
	3(84)|
	*
	100.0%[84/84]
	3

	Cluster110
	3(84)|
	*
	100.0%[84/84]
	3

	Cluster108
	3(84)|
	*
	100.0%[84/84]
	3

	Cluster123
	0(1)|1(15)|2(38)|3(27)|4(3)|
	*
	98.8%[83/84]
	2.19047619

	Cluster98
	2(83)|4(1)|
	*
	100.0%[84/84]
	2.023809524

	Cluster97
	2(83)|4(1)|
	*
	100.0%[84/84]
	2.023809524

	Cluster96
	2(83)|4(1)|
	*
	100.0%[84/84]
	2.023809524

	Cluster3
	2(83)|4(1)|
	*
	100.0%[84/84]
	2.023809524

	Cluster2
	2(83)|4(1)|
	*
	100.0%[84/84]
	2.023809524

	Cluster210
	2(83)|4(1)|
	*
	100.0%[84/84]
	2.023809524

	Cluster201
	2(83)|4(1)|
	*
	100.0%[84/84]
	2.023809524

	Cluster169
	2(83)|4(1)|
	*
	100.0%[84/84]
	2.023809524

	Cluster158
	2(83)|4(1)|
	*
	100.0%[84/84]
	2.023809524

	Cluster127
	2(83)|4(1)|
	*
	100.0%[84/84]
	2.023809524

	Cluster124
	2(83)|4(1)|
	*
	100.0%[84/84]
	2.023809524

	Cluster115
	2(83)|4(1)|
	*
	100.0%[84/84]
	2.023809524

	Cluster100
	2(83)|4(1)|
	*
	100.0%[84/84]
	2.023809524

	Cluster190
	2(83)|3(1)|
	*
	100.0%[84/84]
	2.011904762

	Cluster153
	2(83)|3(1)|
	*
	100.0%[84/84]
	2.011904762

	Cluster84
	2(84)|
	*
	100.0%[84/84]
	2

	Cluster71
	2(84)|
	*
	100.0%[84/84]
	2

	Cluster52
	2(84)|
	*
	100.0%[84/84]
	2

	Cluster31
	1(1)|2(82)|3(1)|
	*
	100.0%[84/84]
	2

	Cluster217
	2(84)|
	*
	100.0%[84/84]
	2

	Cluster195
	2(84)|
	*
	100.0%[84/84]
	2

	Cluster177
	2(84)|
	*
	100.0%[84/84]
	2

	Cluster175
	2(84)|
	*
	100.0%[84/84]
	2

	Cluster168
	2(84)|
	*
	100.0%[84/84]
	2

	Cluster163
	2(84)|
	*
	100.0%[84/84]
	2

	Cluster126
	2(84)|
	*
	100.0%[84/84]
	2

	Cluster117
	2(84)|
	*
	100.0%[84/84]
	2

	Cluster109
	2(84)|
	*
	100.0%[84/84]
	2

	Cluster72
	1(1)|2(83)|
	*
	100.0%[84/84]
	1.988095238

	Cluster54
	0(1)|1(1)|2(80)|3(2)|
	*
	98.8%[83/84]
	1.988095238

	Cluster47
	1(1)|2(83)|
	*
	100.0%[84/84]
	1.988095238

	Cluster216
	1(1)|2(83)|
	*
	100.0%[84/84]
	1.988095238

	Cluster18
	1(1)|2(83)|
	*
	100.0%[84/84]
	1.988095238

	Cluster178
	1(1)|2(83)|
	*
	100.0%[84/84]
	1.988095238

	Cluster142
	1(1)|2(83)|
	*
	100.0%[84/84]
	1.988095238

	Cluster141
	0(1)|1(1)|2(80)|3(2)|
	*
	98.8%[83/84]
	1.988095238

	Cluster138
	1(1)|2(83)|
	*
	100.0%[84/84]
	1.988095238

	Cluster136
	1(1)|2(83)|
	*
	100.0%[84/84]
	1.988095238

	Cluster114
	1(1)|2(83)|
	*
	100.0%[84/84]
	1.988095238

	Cluster111
	1(1)|2(83)|
	*
	100.0%[84/84]
	1.988095238

	Cluster81
	0(1)|2(83)|
	*
	98.8%[83/84]
	1.976190476

	Cluster42
	0(1)|2(83)|
	*
	98.8%[83/84]
	1.976190476

	Cluster89
	0(1)|1(1)|2(82)|
	*
	98.8%[83/84]
	1.964285714

	Cluster88
	0(1)|1(1)|2(82)|
	*
	98.8%[83/84]
	1.964285714

	Cluster197
	0(1)|1(1)|2(82)|
	*
	98.8%[83/84]
	1.964285714

	Cluster87
	1(5)|2(79)|
	*
	100.0%[84/84]
	1.94047619

	Cluster206
	1(6)|2(78)|
	*
	100.0%[84/84]
	1.928571429

	Cluster174
	1(9)|2(75)|
	*
	100.0%[84/84]
	1.892857143

	Cluster61
	1(22)|2(62)|
	*
	100.0%[84/84]
	1.738095238

	Cluster92
	1(61)|2(23)|
	*
	100.0%[84/84]
	1.273809524

	Cluster56
	1(65)|2(19)|
	*
	100.0%[84/84]
	1.226190476

	Cluster182
	1(70)|2(14)|
	*
	100.0%[84/84]
	1.166666667

	Cluster205
	1(80)|2(4)|
	*
	100.0%[84/84]
	1.047619048

	Cluster86
	1(82)|2(2)|
	*
	100.0%[84/84]
	1.023809524

	Cluster75
	1(83)|2(1)|
	*
	100.0%[84/84]
	1.011904762

	Cluster165
	1(83)|2(1)|
	*
	100.0%[84/84]
	1.011904762

	Cluster139
	1(83)|2(1)|
	*
	100.0%[84/84]
	1.011904762

	Cluster112
	1(83)|2(1)|
	*
	100.0%[84/84]
	1.011904762

	Cluster99
	1(84)|
	*
	100.0%[84/84]
	1

	Cluster94
	1(84)|
	*
	100.0%[84/84]
	1

	Cluster93
	1(84)|
	*
	100.0%[84/84]
	1

	Cluster9
	1(84)|
	*
	100.0%[84/84]
	1

	Cluster85
	1(84)|
	*
	100.0%[84/84]
	1

	Cluster83
	1(84)|
	*
	100.0%[84/84]
	1

	Cluster82
	1(84)|
	*
	100.0%[84/84]
	1

	Cluster8
	1(84)|
	*
	100.0%[84/84]
	1

	Cluster78
	1(84)|
	*
	100.0%[84/84]
	1

	Cluster76
	1(84)|
	*
	100.0%[84/84]
	1

	Cluster70
	1(84)|
	*
	100.0%[84/84]
	1

	Cluster69
	1(84)|
	*
	100.0%[84/84]
	1

	Cluster67
	1(84)|
	*
	100.0%[84/84]
	1

	Cluster66
	1(84)|
	*
	100.0%[84/84]
	1

	Cluster65
	1(84)|
	*
	100.0%[84/84]
	1

	Cluster6
	1(84)|
	*
	100.0%[84/84]
	1

	Cluster55
	1(84)|
	*
	100.0%[84/84]
	1

	Cluster5
	1(84)|
	*
	100.0%[84/84]
	1

	Cluster51
	1(84)|
	*
	100.0%[84/84]
	1

	Cluster50
	0(1)|1(82)|2(1)|
	*
	98.8%[83/84]
	1

	Cluster4
	1(84)|
	*
	100.0%[84/84]
	1

	Cluster32
	1(84)|
	*
	100.0%[84/84]
	1

	Cluster222
	1(84)|
	*
	100.0%[84/84]
	1

	Cluster221
	1(84)|
	*
	100.0%[84/84]
	1

	Cluster220
	1(84)|
	*
	100.0%[84/84]
	1

	Cluster218
	1(84)|
	*
	100.0%[84/84]
	1

	Cluster213
	1(84)|
	*
	100.0%[84/84]
	1

	Cluster212
	1(84)|
	*
	100.0%[84/84]
	1

	Cluster211
	1(84)|
	*
	100.0%[84/84]
	1

	Cluster209
	1(84)|
	*
	100.0%[84/84]
	1

	Cluster204
	1(84)|
	*
	100.0%[84/84]
	1

	Cluster203
	1(84)|
	*
	100.0%[84/84]
	1

	Cluster202
	1(84)|
	*
	100.0%[84/84]
	1

	Cluster196
	1(84)|
	*
	100.0%[84/84]
	1

	Cluster189
	1(84)|
	*
	100.0%[84/84]
	1

	Cluster188
	1(84)|
	*
	100.0%[84/84]
	1

	Cluster187
	1(84)|
	*
	100.0%[84/84]
	1

	Cluster186
	1(84)|
	*
	100.0%[84/84]
	1

	Cluster185
	1(84)|
	*
	100.0%[84/84]
	1

	Cluster184
	1(84)|
	*
	100.0%[84/84]
	1

	Cluster183
	1(84)|
	*
	100.0%[84/84]
	1

	Cluster179
	1(84)|
	*
	100.0%[84/84]
	1

	Cluster173
	1(84)|
	*
	100.0%[84/84]
	1

	Cluster172
	1(84)|
	*
	100.0%[84/84]
	1

	Cluster171
	1(84)|
	*
	100.0%[84/84]
	1

	Cluster170
	1(84)|
	*
	100.0%[84/84]
	1

	Cluster166
	0(1)|1(82)|2(1)|
	*
	98.8%[83/84]
	1

	Cluster162
	1(84)|
	*
	100.0%[84/84]
	1

	Cluster157
	1(84)|
	*
	100.0%[84/84]
	1

	Cluster152
	1(84)|
	*
	100.0%[84/84]
	1

	Cluster151
	1(84)|
	*
	100.0%[84/84]
	1

	Cluster150
	1(84)|
	*
	100.0%[84/84]
	1

	Cluster149
	1(84)|
	*
	100.0%[84/84]
	1

	Cluster148
	1(84)|
	*
	100.0%[84/84]
	1

	Cluster147
	1(84)|
	*
	100.0%[84/84]
	1

	Cluster146
	1(84)|
	*
	100.0%[84/84]
	1

	Cluster145
	1(84)|
	*
	100.0%[84/84]
	1

	Cluster144
	1(84)|
	*
	100.0%[84/84]
	1

	Cluster143
	1(84)|
	*
	100.0%[84/84]
	1

	Cluster134
	1(84)|
	*
	100.0%[84/84]
	1

	Cluster133
	1(84)|
	*
	100.0%[84/84]
	1

	Cluster132
	1(84)|
	*
	100.0%[84/84]
	1

	Cluster130
	1(84)|
	*
	100.0%[84/84]
	1

	Cluster129
	1(84)|
	*
	100.0%[84/84]
	1

	Cluster128
	1(84)|
	*
	100.0%[84/84]
	1

	Cluster125
	1(84)|
	*
	100.0%[84/84]
	1

	Cluster116
	1(84)|
	*
	100.0%[84/84]
	1

	Cluster11
	1(84)|
	*
	100.0%[84/84]
	1

	Cluster107
	1(84)|
	*
	100.0%[84/84]
	1

	Cluster106
	1(84)|
	*
	100.0%[84/84]
	1

	Cluster105
	1(84)|
	*
	100.0%[84/84]
	1

	Cluster104
	1(84)|
	*
	100.0%[84/84]
	1

	Cluster103
	1(84)|
	*
	100.0%[84/84]
	1

	Cluster102
	1(84)|
	*
	100.0%[84/84]
	1

	Cluster101
	1(84)|
	*
	100.0%[84/84]
	1

	Cluster0
	1(84)|
	*
	100.0%[84/84]
	1

	Cluster7
	0(7)|1(77)|
	*
	91.7%[77/84]
	0.916666667

	Cluster68
	0(7)|1(77)|
	*
	91.7%[77/84]
	0.916666667

	Cluster214
	0(39)|1(45)|
	
	
	53.6%[45/84]

	Cluster180
	0(73)|1(9)|2(2)|
	
	13.1%[11/84]

	Cluster121
	0(69)|1(13)|2(2)|
	
	17.9%[15/84]






Supplementary Table5. 
Cluster sets of identified undiscovered multicopy regions from B. parapertussis, B. bronchiseptica.

	ClusterID
	Distribution
	Marker
	Percent_of_strains
	Weighted_Average_Copy

	Cluster9
	22(16)|24(1)|25(1)|
	*
	100.0%[18/18]
	22.27777778

	Cluster8
	22(16)|24(1)|25(1)|
	*
	100.0%[18/18]
	22.27777778

	Cluster25
	22(16)|24(1)|25(1)|
	*
	100.0%[18/18]
	22.27777778

	Cluster10
	22(16)|24(1)|25(1)|
	*
	100.0%[18/18]
	22.27777778

	Cluster19
	22(16)|24(2)|
	*
	100.0%[18/18]
	22.22222222

	Cluster18
	22(16)|24(2)|
	*
	100.0%[18/18]
	22.22222222

	Cluster1
	22(16)|23(1)|24(1)|
	*
	100.0%[18/18]
	22.16666667

	Cluster0
	22(16)|23(1)|24(1)|
	*
	100.0%[18/18]
	22.16666667

	Cluster40
	2(1)|3(17)|
	*
	100.0%[18/18]
	2.944444444

	Cluster3
	2(1)|3(17)|
	*
	100.0%[18/18]
	2.944444444

	Cluster28
	2(1)|3(17)|
	*
	100.0%[18/18]
	2.944444444

	Cluster27
	2(1)|3(17)|
	*
	100.0%[18/18]
	2.944444444

	Cluster4
	1(1)|2(5)|3(12)|
	*
	100.0%[18/18]
	2.611111111

	Cluster37
	2(11)|3(7)|
	*
	100.0%[18/18]
	2.388888889

	Cluster32
	2(15)|3(3)|
	*
	100.0%[18/18]
	2.166666667

	Cluster26
	2(15)|3(3)|
	*
	100.0%[18/18]
	2.166666667

	Cluster63
	2(18)|
	*
	100.0%[18/18]
	2






Supplementary Table6. 
Cluster sets of identified undiscovered multicopy regions from M. pneumoniae strain M129.

	ClusterID
	Distribution
	Marker
	Percent_of_strains
	Weighted_Average_Copy

	Cluster22
	11(10)|
	*
	100.0%[10/10]
	11

	Cluster164
	11(10)|
	*
	100.0%[10/10]
	11

	Cluster141
	11(10)|
	*
	100.0%[10/10]
	11

	Cluster9
	10(2)|11(8)|
	*
	100.0%[10/10]
	10.8

	Cluster472
	10(2)|11(8)|
	*
	100.0%[10/10]
	10.8

	Cluster468
	10(2)|11(8)|
	*
	100.0%[10/10]
	10.8

	Cluster188
	10(2)|11(8)|
	*
	100.0%[10/10]
	10.8

	Cluster187
	10(2)|11(8)|
	*
	100.0%[10/10]
	10.8

	Cluster182
	10(2)|11(8)|
	*
	100.0%[10/10]
	10.8

	Cluster0
	10(2)|11(8)|
	*
	100.0%[10/10]
	10.8

	Cluster66
	10(10)|
	*
	100.0%[10/10]
	10

	Cluster16
	10(10)|
	*
	100.0%[10/10]
	10

	Cluster92
	9(2)|10(8)|
	*
	100.0%[10/10]
	9.8

	Cluster512
	9(2)|10(8)|
	*
	100.0%[10/10]
	9.8

	Cluster43
	8(1)|10(9)|
	*
	100.0%[10/10]
	9.8

	Cluster446
	8(2)|10(8)|
	*
	100.0%[10/10]
	9.6

	Cluster421
	9(10)|
	*
	100.0%[10/10]
	9

	Cluster34
	9(10)|
	*
	100.0%[10/10]
	9

	Cluster6
	8(10)|
	*
	100.0%[10/10]
	8

	Cluster51
	8(10)|
	*
	100.0%[10/10]
	8

	Cluster457
	8(10)|
	*
	100.0%[10/10]
	8

	Cluster413
	8(10)|
	*
	100.0%[10/10]
	8

	Cluster35
	8(10)|
	*
	100.0%[10/10]
	8

	Cluster299
	8(10)|
	*
	100.0%[10/10]
	8

	Cluster198
	8(10)|
	*
	100.0%[10/10]
	8

	Cluster19
	8(10)|
	*
	100.0%[10/10]
	8

	Cluster18
	8(10)|
	*
	100.0%[10/10]
	8

	Cluster13
	8(10)|
	*
	100.0%[10/10]
	8

	Cluster241
	7(1)|8(9)|
	*
	100.0%[10/10]
	7.9

	Cluster156
	7(1)|8(9)|
	*
	100.0%[10/10]
	7.9

	Cluster420
	7(2)|8(8)|
	*
	100.0%[10/10]
	7.8

	Cluster189
	7(2)|8(8)|
	*
	100.0%[10/10]
	7.8

	Cluster149
	7(2)|8(8)|
	*
	100.0%[10/10]
	7.8

	Cluster134
	7(2)|8(8)|
	*
	100.0%[10/10]
	7.8

	Cluster21
	6(1)|7(1)|8(8)|
	*
	100.0%[10/10]
	7.7

	Cluster27
	7(8)|8(2)|
	*
	100.0%[10/10]
	7.2

	Cluster82
	7(10)|
	*
	100.0%[10/10]
	7

	Cluster67
	7(10)|
	*
	100.0%[10/10]
	7

	Cluster54
	7(10)|
	*
	100.0%[10/10]
	7

	Cluster532
	7(10)|
	*
	100.0%[10/10]
	7

	Cluster509
	7(10)|
	*
	100.0%[10/10]
	7

	Cluster388
	7(10)|
	*
	100.0%[10/10]
	7

	Cluster257
	7(10)|
	*
	100.0%[10/10]
	7

	Cluster247
	7(10)|
	*
	100.0%[10/10]
	7

	Cluster239
	7(10)|
	*
	100.0%[10/10]
	7

	Cluster232
	7(10)|
	*
	100.0%[10/10]
	7

	Cluster230
	7(10)|
	*
	100.0%[10/10]
	7

	Cluster204
	7(10)|
	*
	100.0%[10/10]
	7

	Cluster173
	7(10)|
	*
	100.0%[10/10]
	7

	Cluster125
	7(10)|
	*
	100.0%[10/10]
	7

	Cluster102
	7(10)|
	*
	100.0%[10/10]
	7

	Cluster248
	6(1)|7(9)|
	*
	100.0%[10/10]
	6.9

	Cluster343
	6(2)|7(8)|
	*
	100.0%[10/10]
	6.8

	Cluster100
	6(2)|7(8)|
	*
	100.0%[10/10]
	6.8

	Cluster491
	5(1)|6(1)|7(8)|
	*
	100.0%[10/10]
	6.7

	Cluster205
	5(2)|7(8)|
	*
	100.0%[10/10]
	6.6

	Cluster351
	5(1)|6(5)|7(4)|
	*
	100.0%[10/10]
	6.3

	Cluster131
	6(8)|7(2)|
	*
	100.0%[10/10]
	6.2

	Cluster77
	6(10)|
	*
	100.0%[10/10]
	6

	Cluster531
	6(10)|
	*
	100.0%[10/10]
	6

	Cluster497
	6(10)|
	*
	100.0%[10/10]
	6

	Cluster426
	6(10)|
	*
	100.0%[10/10]
	6

	Cluster416
	6(10)|
	*
	100.0%[10/10]
	6

	Cluster377
	6(10)|
	*
	100.0%[10/10]
	6

	Cluster328
	6(10)|
	*
	100.0%[10/10]
	6

	Cluster226
	6(10)|
	*
	100.0%[10/10]
	6

	Cluster20
	6(10)|
	*
	100.0%[10/10]
	6

	Cluster120
	6(10)|
	*
	100.0%[10/10]
	6

	Cluster119
	6(10)|
	*
	100.0%[10/10]
	6

	Cluster53
	5(1)|6(9)|
	*
	100.0%[10/10]
	5.9

	Cluster319
	5(2)|6(8)|
	*
	100.0%[10/10]
	5.8

	Cluster317
	5(2)|6(8)|
	*
	100.0%[10/10]
	5.8

	Cluster305
	5(2)|6(8)|
	*
	100.0%[10/10]
	5.8

	Cluster126
	5(2)|6(8)|
	*
	100.0%[10/10]
	5.8

	Cluster11
	5(2)|6(8)|
	*
	100.0%[10/10]
	5.8

	Cluster144
	5(3)|6(7)|
	*
	100.0%[10/10]
	5.7

	Cluster65
	5(4)|6(6)|
	*
	100.0%[10/10]
	5.6

	Cluster2
	4(2)|6(8)|
	*
	100.0%[10/10]
	5.6

	Cluster190
	5(4)|6(6)|
	*
	100.0%[10/10]
	5.6

	Cluster60
	5(8)|6(2)|
	*
	100.0%[10/10]
	5.2

	Cluster5
	5(8)|6(2)|
	*
	100.0%[10/10]
	5.2

	Cluster264
	5(8)|6(2)|
	*
	100.0%[10/10]
	5.2

	Cluster124
	5(8)|6(2)|
	*
	100.0%[10/10]
	5.2

	Cluster52
	5(10)|
	*
	100.0%[10/10]
	5

	Cluster506
	5(10)|
	*
	100.0%[10/10]
	5

	Cluster499
	5(10)|
	*
	100.0%[10/10]
	5

	Cluster46
	4(3)|5(4)|6(3)|
	*
	100.0%[10/10]
	5

	Cluster453
	5(10)|
	*
	100.0%[10/10]
	5

	Cluster414
	5(10)|
	*
	100.0%[10/10]
	5

	Cluster40
	5(10)|
	*
	100.0%[10/10]
	5

	Cluster384
	5(10)|
	*
	100.0%[10/10]
	5

	Cluster357
	5(10)|
	*
	100.0%[10/10]
	5

	Cluster352
	5(10)|
	*
	100.0%[10/10]
	5

	Cluster315
	5(10)|
	*
	100.0%[10/10]
	5

	Cluster306
	5(10)|
	*
	100.0%[10/10]
	5

	Cluster289
	5(10)|
	*
	100.0%[10/10]
	5

	Cluster246
	5(10)|
	*
	100.0%[10/10]
	5

	Cluster24
	5(10)|
	*
	100.0%[10/10]
	5

	Cluster176
	5(10)|
	*
	100.0%[10/10]
	5

	Cluster167
	5(10)|
	*
	100.0%[10/10]
	5

	Cluster138
	5(10)|
	*
	100.0%[10/10]
	5

	Cluster123
	4(1)|5(8)|6(1)|
	*
	100.0%[10/10]
	5

	Cluster293
	4(1)|5(9)|
	*
	100.0%[10/10]
	4.9

	Cluster174
	4(1)|5(9)|
	*
	100.0%[10/10]
	4.9

	Cluster386
	4(2)|5(8)|
	*
	100.0%[10/10]
	4.8

	Cluster345
	4(2)|5(8)|
	*
	100.0%[10/10]
	4.8

	Cluster298
	4(2)|5(8)|
	*
	100.0%[10/10]
	4.8

	Cluster282
	4(2)|5(8)|
	*
	100.0%[10/10]
	4.8

	Cluster8
	3(2)|5(8)|
	*
	100.0%[10/10]
	4.6

	Cluster56
	4(5)|5(5)|
	*
	100.0%[10/10]
	4.5

	Cluster543
	4(6)|5(4)|
	*
	100.0%[10/10]
	4.4

	Cluster522
	4(8)|5(1)|6(1)|
	*
	100.0%[10/10]
	4.3

	Cluster489
	4(8)|5(2)|
	*
	100.0%[10/10]
	4.2

	Cluster395
	4(8)|5(2)|
	*
	100.0%[10/10]
	4.2

	Cluster387
	4(8)|5(2)|
	*
	100.0%[10/10]
	4.2

	Cluster346
	4(8)|5(2)|
	*
	100.0%[10/10]
	4.2

	Cluster312
	4(8)|5(2)|
	*
	100.0%[10/10]
	4.2

	Cluster287
	4(8)|5(2)|
	*
	100.0%[10/10]
	4.2

	Cluster197
	4(8)|5(2)|
	*
	100.0%[10/10]
	4.2

	Cluster191
	4(8)|5(2)|
	*
	100.0%[10/10]
	4.2

	Cluster97
	4(9)|5(1)|
	*
	100.0%[10/10]
	4.1

	Cluster549
	4(9)|5(1)|
	*
	100.0%[10/10]
	4.1

	Cluster208
	4(9)|5(1)|
	*
	100.0%[10/10]
	4.1

	Cluster166
	4(9)|5(1)|
	*
	100.0%[10/10]
	4.1

	Cluster153
	4(9)|5(1)|
	*
	100.0%[10/10]
	4.1

	Cluster148
	4(9)|5(1)|
	*
	100.0%[10/10]
	4.1

	Cluster71
	4(10)|
	*
	100.0%[10/10]
	4

	Cluster57
	4(10)|
	*
	100.0%[10/10]
	4

	Cluster544
	4(10)|
	*
	100.0%[10/10]
	4

	Cluster537
	4(10)|
	*
	100.0%[10/10]
	4

	Cluster533
	4(10)|
	*
	100.0%[10/10]
	4

	Cluster527
	4(10)|
	*
	100.0%[10/10]
	4

	Cluster473
	4(10)|
	*
	100.0%[10/10]
	4

	Cluster465
	4(10)|
	*
	100.0%[10/10]
	4

	Cluster463
	4(10)|
	*
	100.0%[10/10]
	4

	Cluster450
	4(10)|
	*
	100.0%[10/10]
	4

	Cluster443
	4(10)|
	*
	100.0%[10/10]
	4

	Cluster438
	4(10)|
	*
	100.0%[10/10]
	4

	Cluster424
	4(10)|
	*
	100.0%[10/10]
	4

	Cluster417
	4(10)|
	*
	100.0%[10/10]
	4

	Cluster391
	4(10)|
	*
	100.0%[10/10]
	4

	Cluster390
	4(10)|
	*
	100.0%[10/10]
	4

	Cluster385
	4(10)|
	*
	100.0%[10/10]
	4

	Cluster37
	4(10)|
	*
	100.0%[10/10]
	4

	Cluster370
	4(10)|
	*
	100.0%[10/10]
	4

	Cluster367
	4(10)|
	*
	100.0%[10/10]
	4

	Cluster365
	4(10)|
	*
	100.0%[10/10]
	4

	Cluster360
	4(10)|
	*
	100.0%[10/10]
	4

	Cluster355
	4(10)|
	*
	100.0%[10/10]
	4

	Cluster326
	4(10)|
	*
	100.0%[10/10]
	4

	Cluster32
	4(10)|
	*
	100.0%[10/10]
	4

	Cluster316
	4(10)|
	*
	100.0%[10/10]
	4

	Cluster296
	4(10)|
	*
	100.0%[10/10]
	4

	Cluster284
	4(10)|
	*
	100.0%[10/10]
	4

	Cluster271
	4(10)|
	*
	100.0%[10/10]
	4

	Cluster262
	4(10)|
	*
	100.0%[10/10]
	4

	Cluster240
	4(10)|
	*
	100.0%[10/10]
	4

	Cluster236
	4(10)|
	*
	100.0%[10/10]
	4

	Cluster228
	4(10)|
	*
	100.0%[10/10]
	4

	Cluster217
	4(10)|
	*
	100.0%[10/10]
	4

	Cluster215
	4(10)|
	*
	100.0%[10/10]
	4

	Cluster210
	4(10)|
	*
	100.0%[10/10]
	4

	Cluster206
	4(10)|
	*
	100.0%[10/10]
	4

	Cluster186
	4(10)|
	*
	100.0%[10/10]
	4

	Cluster184
	4(10)|
	*
	100.0%[10/10]
	4

	Cluster118
	4(10)|
	*
	100.0%[10/10]
	4

	Cluster112
	4(10)|
	*
	100.0%[10/10]
	4

	Cluster104
	4(10)|
	*
	100.0%[10/10]
	4

	Cluster72
	3(2)|4(8)|
	*
	100.0%[10/10]
	3.8

	Cluster64
	3(2)|4(8)|
	*
	100.0%[10/10]
	3.8

	Cluster492
	3(2)|4(8)|
	*
	100.0%[10/10]
	3.8

	Cluster474
	3(2)|4(8)|
	*
	100.0%[10/10]
	3.8

	Cluster448
	3(2)|4(8)|
	*
	100.0%[10/10]
	3.8

	Cluster33
	3(2)|4(8)|
	*
	100.0%[10/10]
	3.8

	Cluster324
	3(4)|4(4)|5(2)|
	*
	100.0%[10/10]
	3.8

	Cluster295
	3(2)|4(8)|
	*
	100.0%[10/10]
	3.8

	Cluster14
	3(2)|4(8)|
	*
	100.0%[10/10]
	3.8

	Cluster12
	3(2)|4(8)|
	*
	100.0%[10/10]
	3.8

	Cluster242
	3(3)|4(7)|
	*
	100.0%[10/10]
	3.7

	Cluster29
	2(2)|4(8)|
	*
	100.0%[10/10]
	3.6

	Cluster216
	2(2)|4(8)|
	*
	100.0%[10/10]
	3.6

	Cluster76
	3(8)|5(2)|
	*
	100.0%[10/10]
	3.4

	Cluster336
	3(8)|5(2)|
	*
	100.0%[10/10]
	3.4

	Cluster23
	3(8)|4(1)|6(1)|
	*
	100.0%[10/10]
	3.4

	Cluster441
	0(2)|1(1)|2(1)|5(6)|
	*
	80.0%[8/10]
	3.3

	Cluster95
	3(8)|4(2)|
	*
	100.0%[10/10]
	3.2

	Cluster91
	3(8)|4(2)|
	*
	100.0%[10/10]
	3.2

	Cluster513
	3(8)|4(2)|
	*
	100.0%[10/10]
	3.2

	Cluster3
	3(8)|4(2)|
	*
	100.0%[10/10]
	3.2

	Cluster151
	3(8)|4(2)|
	*
	100.0%[10/10]
	3.2

	Cluster111
	3(8)|4(2)|
	*
	100.0%[10/10]
	3.2

	Cluster78
	3(9)|4(1)|
	*
	100.0%[10/10]
	3.1

	Cluster529
	2(2)|3(5)|4(3)|
	*
	100.0%[10/10]
	3.1

	Cluster393
	3(9)|4(1)|
	*
	100.0%[10/10]
	3.1

	Cluster196
	3(9)|4(1)|
	*
	100.0%[10/10]
	3.1

	Cluster165
	3(9)|4(1)|
	*
	100.0%[10/10]
	3.1

	Cluster96
	3(10)|
	*
	100.0%[10/10]
	3

	Cluster63
	3(10)|
	*
	100.0%[10/10]
	3

	Cluster58
	3(10)|
	*
	100.0%[10/10]
	3

	Cluster540
	3(10)|
	*
	100.0%[10/10]
	3

	Cluster539
	3(10)|
	*
	100.0%[10/10]
	3

	Cluster535
	2(1)|3(8)|4(1)|
	*
	100.0%[10/10]
	3

	Cluster482
	3(10)|
	*
	100.0%[10/10]
	3

	Cluster47
	3(10)|
	*
	100.0%[10/10]
	3

	Cluster456
	3(10)|
	*
	100.0%[10/10]
	3

	Cluster455
	3(10)|
	*
	100.0%[10/10]
	3

	Cluster451
	3(10)|
	*
	100.0%[10/10]
	3

	Cluster449
	3(10)|
	*
	100.0%[10/10]
	3

	Cluster439
	3(10)|
	*
	100.0%[10/10]
	3

	Cluster42
	3(10)|
	*
	100.0%[10/10]
	3

	Cluster415
	3(10)|
	*
	100.0%[10/10]
	3

	Cluster404
	3(10)|
	*
	100.0%[10/10]
	3

	Cluster39
	3(10)|
	*
	100.0%[10/10]
	3

	Cluster383
	3(10)|
	*
	100.0%[10/10]
	3

	Cluster382
	3(10)|
	*
	100.0%[10/10]
	3

	Cluster376
	3(10)|
	*
	100.0%[10/10]
	3

	Cluster361
	3(10)|
	*
	100.0%[10/10]
	3

	Cluster358
	3(10)|
	*
	100.0%[10/10]
	3

	Cluster348
	3(10)|
	*
	100.0%[10/10]
	3

	Cluster335
	3(10)|
	*
	100.0%[10/10]
	3

	Cluster333
	3(10)|
	*
	100.0%[10/10]
	3

	Cluster332
	3(10)|
	*
	100.0%[10/10]
	3

	Cluster329
	3(10)|
	*
	100.0%[10/10]
	3

	Cluster265
	2(2)|3(6)|4(2)|
	*
	100.0%[10/10]
	3

	Cluster260
	3(10)|
	*
	100.0%[10/10]
	3

	Cluster243
	3(10)|
	*
	100.0%[10/10]
	3

	Cluster227
	3(10)|
	*
	100.0%[10/10]
	3

	Cluster223
	3(10)|
	*
	100.0%[10/10]
	3

	Cluster214
	3(10)|
	*
	100.0%[10/10]
	3

	Cluster212
	3(10)|
	*
	100.0%[10/10]
	3

	Cluster207
	3(10)|
	*
	100.0%[10/10]
	3

	Cluster193
	3(10)|
	*
	100.0%[10/10]
	3

	Cluster170
	3(10)|
	*
	100.0%[10/10]
	3

	Cluster163
	3(10)|
	*
	100.0%[10/10]
	3

	Cluster145
	3(10)|
	*
	100.0%[10/10]
	3"







Supplementary Table7. 
Cluster sets of identified undiscovered multicopy regions from Streptococcus agalactiae.

	ClusterID
	Distribution
	Marker
	Percent_of_strains
	Weighted_Average_Copy

	Cluster99
	0(1)|1(2)|3(2)|4(1)|7(1)|
	*
	85.7%[6/7]
	2.714285714

	Cluster89
	0(1)|1(2)|3(2)|4(1)|7(1)|
	*
	85.7%[6/7]
	2.714285714

	Cluster87
	0(1)|1(2)|3(2)|4(1)|7(1)|
	*
	85.7%[6/7]
	2.714285714

	Cluster86
	0(1)|1(2)|3(2)|4(1)|7(1)|
	*
	85.7%[6/7]
	2.714285714

	Cluster81
	0(1)|1(2)|3(2)|4(1)|7(1)|
	*
	85.7%[6/7]
	2.714285714

	Cluster80
	0(1)|1(2)|3(2)|4(1)|7(1)|
	*
	85.7%[6/7]
	2.714285714

	Cluster74
	0(1)|1(2)|3(2)|4(1)|7(1)|
	*
	85.7%[6/7]
	2.714285714

	Cluster7
	0(1)|1(2)|3(2)|4(1)|7(1)|
	*
	85.7%[6/7]
	2.714285714

	Cluster68
	0(1)|1(2)|3(2)|4(1)|7(1)|
	*
	85.7%[6/7]
	2.714285714

	Cluster19
	0(1)|1(2)|3(2)|4(1)|7(1)|
	*
	85.7%[6/7]
	2.714285714

	Cluster67
	0(1)|1(2)|3(3)|4(1)|
	*
	85.7%[6/7]
	2.142857143

	Cluster53
	0(1)|1(2)|3(3)|4(1)|
	*
	85.7%[6/7]
	2.142857143






Supplementary Table8. 
Cluster sets of identified undiscovered multicopy regions from H. pylori UA802, H. pylori strain PMSS1, H. pylori strain 7.13.

	ClusterID
	Distribution
	Marker
	Percent_of_strains
	Weighted_Average_Copy

	Cluster8
	1(3)|2(8)|3(6)|4(3)|5(1)|
	*
	100.0%[21/21]
	2.571428571

	Cluster107
	1(6)|2(9)|3(6)|
	*
	100.0%[21/21]
	2

	Cluster66
	1(5)|2(15)|3(1)|
	*
	100.0%[21/21]
	1.80952381

	Cluster24
	1(6)|2(13)|3(2)|
	*
	100.0%[21/21]
	1.80952381

	Cluster42
	0(3)|1(2)|2(13)|3(3)|
	*
	85.7%[18/21]
	1.761904762

	Cluster299
	0(2)|1(4)|2(12)|3(3)|
	*
	90.5%[19/21]
	1.761904762

	Cluster133
	0(4)|1(3)|2(11)|3(3)|
	*
	81.0%[17/21]
	1.619047619

	Cluster55
	1(13)|2(5)|3(3)|
	*
	100.0%[21/21]
	1.523809524

	Cluster40
	0(4)|1(5)|2(9)|3(3)|
	*
	81.0%[17/21]
	1.523809524

	Cluster262
	1(10)|2(11)|
	*
	100.0%[21/21]
	1.523809524

	Cluster236
	0(4)|1(7)|2(6)|3(4)|
	*
	81.0%[17/21]
	1.476190476

	Cluster109
	0(4)|1(5)|2(11)|3(1)|
	*
	81.0%[17/21]
	1.428571429

	Cluster333
	0(1)|1(13)|2(7)|
	*
	95.2%[20/21]
	1.285714286

	Cluster3
	0(3)|1(11)|2(5)|3(2)|
	*
	85.7%[18/21]
	1.285714286

	Cluster211
	0(4)|1(10)|2(4)|3(3)|
	*
	81.0%[17/21]
	1.285714286

	Cluster158
	0(3)|1(12)|2(3)|3(3)|
	*
	85.7%[18/21]
	1.285714286

	Cluster354
	0(1)|1(14)|2(6)|
	*
	95.2%[20/21]
	1.238095238

	Cluster25
	0(4)|1(9)|2(7)|3(1)|
	*
	81.0%[17/21]
	1.238095238

	Cluster214
	1(17)|2(4)|
	*
	100.0%[21/21]
	1.19047619

	Cluster2
	0(4)|1(10)|2(6)|3(1)|
	*
	81.0%[17/21]
	1.19047619

	Cluster20
	0(4)|1(10)|2(6)|3(1)|
	*
	81.0%[17/21]
	1.19047619

	Cluster150
	0(3)|1(11)|2(7)|
	*
	85.7%[18/21]
	1.19047619

	Cluster41
	0(1)|1(16)|2(4)|
	*
	95.2%[20/21]
	1.142857143

	Cluster355
	0(4)|1(11)|2(5)|3(1)|
	*
	81.0%[17/21]
	1.142857143

	Cluster32
	0(3)|1(13)|2(4)|3(1)|
	*
	85.7%[18/21]
	1.142857143

	Cluster250
	1(18)|2(3)|
	*
	100.0%[21/21]
	1.142857143

	Cluster227
	1(18)|2(3)|
	*
	100.0%[21/21]
	1.142857143

	Cluster201
	1(19)|2(1)|3(1)|
	*
	100.0%[21/21]
	1.142857143

	Cluster141
	0(3)|1(12)|2(6)|
	*
	85.7%[18/21]
	1.142857143

	Cluster62
	1(19)|2(2)|
	*
	100.0%[21/21]
	1.095238095

	Cluster53
	0(4)|1(12)|2(4)|3(1)|
	*
	81.0%[17/21]
	1.095238095

	Cluster373
	0(3)|1(13)|2(5)|
	*
	85.7%[18/21]
	1.095238095

	Cluster350
	0(4)|1(12)|2(4)|3(1)|
	*
	81.0%[17/21]
	1.095238095

	Cluster287
	0(3)|1(13)|2(5)|
	*
	85.7%[18/21]
	1.095238095

	Cluster216
	1(19)|2(2)|
	*
	100.0%[21/21]
	1.095238095

	Cluster205
	0(4)|1(12)|2(4)|3(1)|
	*
	81.0%[17/21]
	1.095238095

	Cluster200
	0(4)|1(12)|2(4)|3(1)|
	*
	81.0%[17/21]
	1.095238095

	Cluster19
	0(4)|1(12)|2(4)|3(1)|
	*
	81.0%[17/21]
	1.095238095

	Cluster155
	1(19)|2(2)|
	*
	100.0%[21/21]
	1.095238095

	Cluster135
	0(1)|1(17)|2(3)|
	*
	95.2%[20/21]
	1.095238095

	Cluster134
	0(3)|1(13)|2(5)|
	*
	85.7%[18/21]
	1.095238095

	Cluster117
	0(1)|1(18)|2(1)|3(1)|
	*
	95.2%[20/21]
	1.095238095

	Cluster95
	1(20)|2(1)|
	*
	100.0%[21/21]
	1.047619048

	Cluster85
	1(20)|2(1)|
	*
	100.0%[21/21]
	1.047619048

	Cluster84
	1(20)|2(1)|
	*
	100.0%[21/21]
	1.047619048

	Cluster83
	1(20)|2(1)|
	*
	100.0%[21/21]
	1.047619048

	Cluster81
	1(20)|2(1)|
	*
	100.0%[21/21]
	1.047619048

	Cluster77
	1(20)|2(1)|
	*
	100.0%[21/21]
	1.047619048

	Cluster72
	1(20)|2(1)|
	*
	100.0%[21/21]
	1.047619048

	Cluster68
	0(4)|1(12)|2(5)|
	*
	81.0%[17/21]
	1.047619048

	Cluster6
	1(20)|2(1)|
	*
	100.0%[21/21]
	1.047619048

	Cluster5
	1(20)|2(1)|
	*
	100.0%[21/21]
	1.047619048

	Cluster44
	0(2)|1(16)|2(3)|
	*
	90.5%[19/21]
	1.047619048

	Cluster4
	1(20)|2(1)|
	*
	100.0%[21/21]
	1.047619048

	Cluster374
	1(20)|2(1)|
	*
	100.0%[21/21]
	1.047619048

	Cluster341
	1(20)|2(1)|
	*
	100.0%[21/21]
	1.047619048

	Cluster338
	1(20)|2(1)|
	*
	100.0%[21/21]
	1.047619048

	Cluster316
	0(2)|1(16)|2(3)|
	*
	90.5%[19/21]
	1.047619048

	Cluster313
	1(20)|2(1)|
	*
	100.0%[21/21]
	1.047619048

	Cluster310
	1(20)|2(1)|
	*
	100.0%[21/21]
	1.047619048

	Cluster309
	1(20)|2(1)|
	*
	100.0%[21/21]
	1.047619048

	Cluster306
	0(1)|1(18)|2(2)|
	*
	95.2%[20/21]
	1.047619048

	Cluster298
	1(20)|2(1)|
	*
	100.0%[21/21]
	1.047619048

	Cluster292
	1(20)|2(1)|
	*
	100.0%[21/21]
	1.047619048

	Cluster283
	1(20)|2(1)|
	*
	100.0%[21/21]
	1.047619048

	Cluster258
	1(20)|2(1)|
	*
	100.0%[21/21]
	1.047619048

	Cluster254
	1(20)|2(1)|
	*
	100.0%[21/21]
	1.047619048

	Cluster253
	1(20)|2(1)|
	*
	100.0%[21/21]
	1.047619048

	Cluster204
	1(20)|2(1)|
	*
	100.0%[21/21]
	1.047619048

	Cluster202
	1(20)|2(1)|
	*
	100.0%[21/21]
	1.047619048

	Cluster198
	1(20)|2(1)|
	*
	100.0%[21/21]
	1.047619048

	Cluster185
	1(20)|2(1)|
	*
	100.0%[21/21]
	1.047619048

	Cluster179
	1(20)|2(1)|
	*
	100.0%[21/21]
	1.047619048

	Cluster177
	0(4)|1(12)|2(5)|
	*
	81.0%[17/21]
	1.047619048

	Cluster149
	1(20)|2(1)|
	*
	100.0%[21/21]
	1.047619048

	Cluster143
	1(20)|2(1)|
	*
	100.0%[21/21]
	1.047619048

	Cluster11
	1(20)|2(1)|
	*
	100.0%[21/21]
	1.047619048

	Cluster70
	1(21)|
	*
	100.0%[21/21]
	1

	Cluster375
	1(21)|
	*
	100.0%[21/21]
	1

	Cluster301
	1(21)|
	*
	100.0%[21/21]
	1

	Cluster284
	0(1)|1(19)|2(1)|
	*
	95.2%[20/21]
	1

	Cluster273
	1(21)|
	*
	100.0%[21/21]
	1

	Cluster256
	0(1)|1(19)|2(1)|
	*
	95.2%[20/21]
	1

	Cluster223
	0(1)|1(19)|2(1)|
	*
	95.2%[20/21]
	1

	Cluster212
	0(1)|1(19)|2(1)|
	*
	95.2%[20/21]
	1

	Cluster146
	1(21)|
	*
	100.0%[21/21]
	1

	Cluster98
	0(2)|1(18)|2(1)|
	*
	90.5%[19/21]
	0.952380952

	Cluster45
	0(4)|1(15)|2(1)|3(1)|
	*
	81.0%[17/21]
	0.952380952

	Cluster362
	0(2)|1(18)|2(1)|
	*
	90.5%[19/21]
	0.952380952

	Cluster359
	0(2)|1(18)|2(1)|
	*
	90.5%[19/21]
	0.952380952

	Cluster344
	0(1)|1(20)|
	*
	95.2%[20/21]
	0.952380952

	Cluster339
	0(2)|1(18)|2(1)|
	*
	90.5%[19/21]
	0.952380952

	Cluster336
	0(4)|1(14)|2(3)|
	*
	81.0%[17/21]
	0.952380952

	Cluster286
	0(1)|1(20)|
	*
	95.2%[20/21]
	0.952380952

	Cluster249
	0(4)|1(14)|2(3)|
	*
	81.0%[17/21]
	0.952380952

	Cluster240
	0(1)|1(20)|
	*
	95.2%[20/21]
	0.952380952

	Cluster232
	0(1)|1(20)|
	*
	95.2%[20/21]
	0.952380952

	Cluster187
	0(1)|1(20)|
	*
	95.2%[20/21]
	0.952380952

	Cluster144
	0(2)|1(18)|2(1)|
	*
	90.5%[19/21]
	0.952380952

	Cluster129
	0(1)|1(20)|
	*
	95.2%[20/21]
	0.952380952

	Cluster100
	0(2)|1(18)|2(1)|
	*
	90.5%[19/21]
	0.952380952

	Cluster57
	0(4)|1(15)|2(2)|
	*
	81.0%[17/21]
	0.904761905

	Cluster377
	0(3)|1(17)|2(1)|
	*
	85.7%[18/21]
	0.904761905

	Cluster308
	0(3)|1(17)|2(1)|
	*
	85.7%[18/21]
	0.904761905

	Cluster293
	0(4)|1(15)|2(2)|
	*
	81.0%[17/21]
	0.904761905

	Cluster243
	0(3)|1(17)|2(1)|
	*
	85.7%[18/21]
	0.904761905

	Cluster191
	0(4)|1(16)|3(1)|
	*
	81.0%[17/21]
	0.904761905

	Cluster170
	0(4)|1(15)|2(2)|
	*
	81.0%[17/21]
	0.904761905

	Cluster108
	0(3)|1(17)|2(1)|
	*
	85.7%[18/21]
	0.904761905

	Cluster378
	0(3)|1(18)|
	*
	85.7%[18/21]
	0.857142857

	Cluster285
	0(4)|1(16)|2(1)|
	*
	81.0%[17/21]
	0.857142857

	Cluster241
	0(3)|1(18)|
	*
	85.7%[18/21]
	0.857142857

	Cluster221
	0(4)|1(16)|2(1)|
	*
	81.0%[17/21]
	0.857142857

	Cluster219
	0(4)|1(16)|2(1)|
	*
	81.0%[17/21]
	0.857142857

	Cluster151
	0(4)|1(16)|2(1)|
	*
	81.0%[17/21]
	0.857142857

	Cluster99
	0(16)|1(2)|2(3)|
	
	
	23.8%[5/21]

	Cluster97
	0(17)|1(3)|2(1)|
	
	
	19.0%[4/21]

	Cluster96
	0(20)|2(1)|
	
	
	4.8%[1/21]

	Cluster94
	0(17)|1(3)|2(1)|
	
	
	19.0%[4/21]

	Cluster93
	0(20)|2(1)|
	
	
	4.8%[1/21]

	Cluster92
	0(20)|3(1)|
	
	
	4.8%[1/21]

	Cluster91
	0(20)|3(1)|
	
	
	4.8%[1/21]

	Cluster9
	0(8)|1(12)|2(1)|
	
	
	61.9%[13/21]

	Cluster90
	0(9)|1(11)|2(1)|
	
	
	57.1%[12/21]

	Cluster89
	0(15)|1(3)|4(2)|5(1)|
	
	
	28.6%[6/21]

	Cluster88
	0(20)|2(1)|
	
	
	4.8%[1/21]

	Cluster87
	0(20)|5(1)|
	
	
	4.8%[1/21]

	Cluster86
	0(17)|1(3)|2(1)|
	
	
	19.0%[4/21]

	Cluster82
	0(18)|1(2)|2(1)|
	
	
	14.3%[3/21]

	Cluster80
	0(5)|1(15)|2(1)|
	
	
	76.2%[16/21]

	Cluster79
	0(6)|1(12)|2(2)|3(1)|
	
	
	71.4%[15/21]

	Cluster78
	0(14)|1(6)|2(1)|
	
	
	33.3%[7/21]

	Cluster76
	0(12)|1(8)|2(1)|
	
	
	42.9%[9/21]

	Cluster75
	0(20)|2(1)|
	
	
	4.8%[1/21]

	Cluster74
	0(16)|1(5)|
	
	
	23.8%[5/21]

	Cluster73
	0(19)|1(2)|
	
	
	9.5%[2/21]

	Cluster71
	0(11)|1(5)|2(5)|
	
	
	47.6%[10/21]

	Cluster7
	0(20)|2(1)|
	
	
	4.8%[1/21]

	Cluster69
	0(14)|1(4)|2(3)|
	
	
	33.3%[7/21]

	Cluster67
	0(14)|1(7)|
	
	
	33.3%[7/21]

	Cluster65
	0(13)|1(7)|2(1)|
	
	
	38.1%[8/21]

	Cluster64
	0(5)|1(14)|2(2)|
	
	
	76.2%[16/21]

	Cluster63
	0(5)|1(12)|2(4)|
	
	
	76.2%[16/21]

	Cluster61
	0(18)|1(3)|
	
	
	14.3%[3/21]

	Cluster60
	0(19)|1(1)|2(1)|
	
	
	9.5%[2/21]

	Cluster59
	0(11)|1(9)|2(1)|
	
	
	47.6%[10/21]

	Cluster58
	0(5)|1(12)|2(4)|
	
	
	76.2%[16/21]

	Cluster56
	0(18)|1(2)|3(1)|
	
	
	14.3%[3/21]

	Cluster54
	0(5)|1(5)|2(9)|3(2)|
	
	
	76.2%[16/21]

	Cluster52
	0(18)|1(2)|2(1)|
	
	
	14.3%[3/21]

	Cluster51
	0(20)|2(1)|
	
	
	4.8%[1/21]

	Cluster50
	0(21)|
	
	
	0.0%[0/21]

	Cluster49
	0(5)|1(8)|2(5)|3(3)|
	
	
	76.2%[16/21]

	Cluster48
	0(9)|1(5)|2(3)|3(4)|
	
	
	57.1%[12/21]

	Cluster47
	0(20)|1(1)|
	
	
	4.8%[1/21]

	Cluster46
	0(20)|3(1)|
	
	
	4.8%[1/21]

	Cluster43
	0(20)|1(1)|
	
	
	4.8%[1/21]

	Cluster39
	0(15)|1(5)|2(1)|
	
	
	28.6%[6/21]

	Cluster38
	0(15)|1(4)|2(1)|3(1)|
	
	
	28.6%[6/21]

	Cluster380
	0(5)|1(6)|2(7)|3(1)|4(2)|
	
	
	76.2%[16/21]

	Cluster379
	0(17)|1(4)|
	
	
	19.0%[4/21]

	Cluster376
	0(8)|1(11)|2(2)|
	
	
	61.9%[13/21]

	Cluster372
	0(16)|1(5)|
	
	
	23.8%[5/21]

	Cluster371
	0(19)|1(1)|3(1)|
	
	
	9.5%[2/21]

	Cluster37
	0(13)|1(8)|
	
	
	38.1%[8/21]

	Cluster370
	0(12)|1(8)|2(1)|
	
	
	42.9%[9/21]

	Cluster369
	0(19)|1(1)|2(1)|
	
	
	9.5%[2/21]

	Cluster368
	0(20)|2(1)|
	
	
	4.8%[1/21]

	Cluster367
	0(18)|1(2)|2(1)|
	
	
	14.3%[3/21]

	Cluster366
	0(20)|2(1)|
	
	
	4.8%[1/21]

	Cluster365
	0(16)|1(5)|
	
	
	23.8%[5/21]

	Cluster364
	0(18)|1(1)|2(2)|
	
	
	14.3%[3/21]

	Cluster363
	0(5)|1(16)|
	
	
	76.2%[16/21]

	Cluster361
	0(12)|1(1)|2(6)|4(2)|
	
	
	42.9%[9/21]

	Cluster36
	0(20)|1(1)|
	
	
	4.8%[1/21]

	Cluster360
	0(20)|3(1)|
	
	
	4.8%[1/21]

	Cluster358
	0(19)|2(2)|
	
	
	9.5%[2/21]

	Cluster357
	0(19)|1(2)|
	
	
	9.5%[2/21]

	Cluster356
	0(12)|1(8)|2(1)|
	
	
	42.9%[9/21]

	Cluster353
	0(20)|2(1)|
	
	
	4.8%[1/21]

	Cluster352
	0(18)|1(2)|2(1)|
	
	
	14.3%[3/21]

	Cluster351
	0(9)|1(9)|2(3)|
	
	
	57.1%[12/21]

	Cluster35
	0(20)|2(1)|
	
	
	4.8%[1/21]

	Cluster349
	0(20)|2(1)|
	
	
	4.8%[1/21]

	Cluster348
	0(5)|1(15)|2(1)|
	
	
	76.2%[16/21]

	Cluster347
	0(19)|1(1)|2(1)|
	
	
	9.5%[2/21]

	Cluster346
	0(10)|1(10)|2(1)|
	
	
	52.4%[11/21]

	Cluster345
	0(20)|2(1)|
	
	
	4.8%[1/21]

	Cluster343
	0(8)|1(12)|2(1)|
	
	
	61.9%[13/21]

	Cluster342
	0(8)|1(12)|2(1)|
	
	
	61.9%[13/21]

	Cluster34
	0(8)|1(6)|2(7)|
	
	
	61.9%[13/21]

	Cluster340
	0(20)|2(1)|
	
	
	4.8%[1/21]

	Cluster337
	0(12)|1(7)|2(2)|
	
	
	42.9%[9/21]

	Cluster335
	0(17)|1(3)|2(1)|
	
	
	19.0%[4/21]

	Cluster334
	0(20)|3(1)|
	
	
	4.8%[1/21]

	Cluster332
	0(19)|1(1)|2(1)|
	
	
	9.5%[2/21]

	Cluster331
	0(7)|1(13)|2(1)|
	
	
	66.7%[14/21]

	Cluster33
	0(10)|1(8)|2(3)|
	
	
	52.4%[11/21]

	Cluster330
	0(15)|1(2)|2(3)|3(1)|
	
	
	28.6%[6/21]

	Cluster329
	0(16)|1(4)|2(1)|
	
	
	23.8%[5/21]

	Cluster328
	0(17)|1(4)|
	
	
	19.0%[4/21]

	Cluster327
	0(20)|1(1)|
	
	
	4.8%[1/21]

	Cluster326
	0(18)|1(2)|2(1)|
	
	
	14.3%[3/21]

	Cluster325
	0(12)|1(9)|
	
	
	42.9%[9/21]

	Cluster324
	0(20)|3(1)|
	
	
	4.8%[1/21]

	Cluster323
	0(16)|1(4)|2(1)|
	
	
	23.8%[5/21]

	Cluster322
	0(13)|1(5)|2(3)|
	
	
	38.1%[8/21]

	Cluster321
	0(17)|1(4)|
	
	
	19.0%[4/21]

	Cluster320
	0(15)|1(2)|2(1)|3(1)|4(1)|5(1)|
	
	28.6%[6/21]

	Cluster319
	0(20)|4(1)|
	
	
	4.8%[1/21]

	Cluster318
	0(19)|1(1)|2(1)|
	
	
	9.5%[2/21]

	Cluster317
	0(19)|1(1)|2(1)|
	
	
	9.5%[2/21]

	Cluster315
	0(19)|1(1)|2(1)|
	
	
	9.5%[2/21]

	Cluster314
	0(7)|1(13)|2(1)|
	
	
	66.7%[14/21]

	Cluster312
	0(8)|1(12)|2(1)|
	
	
	61.9%[13/21]

	Cluster311
	0(19)|1(1)|2(1)|
	
	
	9.5%[2/21]

	Cluster31
	0(11)|1(9)|2(1)|
	
	
	47.6%[10/21]

	Cluster307
	0(5)|1(15)|2(1)|
	
	
	76.2%[16/21]

	Cluster305
	0(9)|1(8)|2(3)|3(1)|
	
	
	57.1%[12/21]

	Cluster304
	0(16)|1(4)|2(1)|
	
	
	23.8%[5/21]

	Cluster303
	0(7)|1(14)|
	
	
	66.7%[14/21]

	Cluster302
	0(10)|1(9)|2(2)|
	
	
	52.4%[11/21]

	Cluster30
	0(18)|3(1)|4(1)|5(1)|
	
	
	14.3%[3/21]

	Cluster300
	0(20)|1(1)|
	
	
	4.8%[1/21]

	Cluster297
	0(15)|1(3)|3(1)|4(1)|5(1)|
	
	
	28.6%[6/21]

	Cluster296
	0(18)|1(2)|2(1)|
	
	
	14.3%[3/21]

	Cluster295
	0(19)|2(2)|
	
	
	9.5%[2/21]

	Cluster294
	0(7)|1(13)|2(1)|
	
	
	66.7%[14/21]

	Cluster291
	0(20)|3(1)|
	
	
	4.8%[1/21]

	Cluster29
	0(20)|2(1)|
	
	
	4.8%[1/21]

	Cluster290
	0(21)|
	
	
	0.0%[0/21]

	Cluster289
	0(20)|3(1)|
	
	
	4.8%[1/21]

	Cluster288
	0(16)|1(2)|2(3)|
	
	
	23.8%[5/21]

	Cluster282
	0(11)|1(9)|2(1)|
	
	
	47.6%[10/21]

	Cluster281
	0(9)|1(11)|2(1)|
	
	
	57.1%[12/21]

	Cluster28
	0(10)|1(10)|2(1)|
	
	
	52.4%[11/21]

	Cluster280
	0(5)|1(11)|2(5)|
	
	
	76.2%[16/21]

	Cluster279
	0(5)|1(6)|2(7)|3(2)|4(1)|
	
	
	76.2%[16/21]

	Cluster278
	0(16)|1(5)|
	
	
	23.8%[5/21]

	Cluster277
	0(16)|1(4)|2(1)|
	
	
	23.8%[5/21]

	Cluster276
	0(11)|1(9)|2(1)|
	
	
	47.6%[10/21]

	Cluster275
	0(13)|1(8)|
	
	
	38.1%[8/21]

	Cluster274
	0(16)|1(4)|2(1)|
	
	
	23.8%[5/21]

	Cluster272
	0(5)|1(13)|2(3)|
	
	
	76.2%[16/21]

	Cluster271
	0(21)|
	
	
	0.0%[0/21]

	Cluster27
	0(5)|1(11)|2(4)|3(1)|
	
	
	76.2%[16/21]

	Cluster270
	0(14)|1(4)|2(3)|
	
	
	33.3%[7/21]

	Cluster269
	0(11)|1(9)|2(1)|
	
	
	47.6%[10/21]

	Cluster268
	0(16)|1(4)|2(1)|
	
	
	23.8%[5/21]

	Cluster267
	0(16)|1(5)|
	
	
	23.8%[5/21]

	Cluster266
	0(18)|1(2)|2(1)|
	
	
	14.3%[3/21]

	Cluster265
	0(20)|2(1)|
	
	
	4.8%[1/21]

	Cluster264
	0(13)|1(3)|2(5)|
	
	
	38.1%[8/21]

	Cluster263
	0(12)|1(7)|2(2)|
	
	
	42.9%[9/21]

	Cluster261
	0(5)|1(14)|2(2)|
	
	
	76.2%[16/21]

	Cluster26
	0(12)|1(4)|2(3)|4(2)|
	
	
	42.9%[9/21]

	Cluster260
	0(20)|4(1)|
	
	
	4.8%[1/21]

	Cluster259
	0(20)|2(1)|
	
	
	4.8%[1/21]

	Cluster257
	0(6)|1(14)|2(1)|
	
	
	71.4%[15/21]

	Cluster255
	0(18)|1(2)|2(1)|
	
	
	14.3%[3/21]

	Cluster252
	0(20)|2(1)|
	
	
	4.8%[1/21]

	Cluster251
	0(10)|1(6)|2(4)|3(1)|
	
	
	52.4%[11/21]

	Cluster248
	0(11)|1(10)|
	
	
	47.6%[10/21]

	Cluster247
	0(6)|1(13)|2(2)|
	
	
	71.4%[15/21]

	Cluster246
	0(9)|1(9)|2(3)|
	
	
	57.1%[12/21]

	Cluster245
	0(14)|1(5)|2(2)|
	
	
	33.3%[7/21]

	Cluster244
	0(19)|1(1)|2(1)|
	
	
	9.5%[2/21]

	Cluster242
	0(20)|3(1)|
	
	
	4.8%[1/21]

	Cluster239
	0(18)|1(2)|2(1)|
	
	
	14.3%[3/21]

	Cluster238
	0(18)|1(2)|2(1)|
	
	
	14.3%[3/21]

	Cluster237
	0(20)|2(1)|
	
	
	4.8%[1/21]

	Cluster235
	0(16)|1(3)|2(2)|
	
	
	23.8%[5/21]

	Cluster234
	0(5)|1(15)|2(1)|
	
	
	76.2%[16/21]

	Cluster233
	0(16)|1(4)|2(1)|
	
	
	23.8%[5/21]

	Cluster231
	0(13)|1(7)|3(1)|
	
	
	38.1%[8/21]

	Cluster23
	0(17)|1(1)|2(1)|4(2)|
	
	
	19.0%[4/21]

	Cluster230
	0(20)|2(1)|
	
	
	4.8%[1/21]

	Cluster229
	0(15)|1(5)|2(1)|
	
	
	28.6%[6/21]

	Cluster228
	0(19)|1(1)|5(1)|
	
	
	9.5%[2/21]

	Cluster226
	0(5)|1(14)|2(2)|
	
	
	76.2%[16/21]

	Cluster225
	0(20)|5(1)|
	
	
	4.8%[1/21]

	Cluster224
	0(20)|1(1)|
	
	
	4.8%[1/21]

	Cluster222
	0(20)|2(1)|
	
	
	4.8%[1/21]

	Cluster22
	0(19)|2(1)|3(1)|
	
	
	9.5%[2/21]

	Cluster220
	0(5)|1(12)|2(4)|
	
	
	76.2%[16/21]

	Cluster218
	0(19)|2(2)|
	
	
	9.5%[2/21]

	Cluster217
	0(18)|1(3)|
	
	
	14.3%[3/21]

	Cluster215
	0(12)|1(6)|2(3)|
	
	
	42.9%[9/21]

	Cluster213
	0(9)|1(9)|2(3)|
	
	
	57.1%[12/21]

	Cluster21
	0(20)|2(1)|
	
	
	4.8%[1/21]

	Cluster210
	0(16)|1(4)|2(1)|
	
	
	23.8%[5/21]

	Cluster209
	0(14)|1(6)|2(1)|
	
	
	33.3%[7/21]

	Cluster208
	0(14)|1(6)|2(1)|
	
	
	33.3%[7/21]

	Cluster207
	0(10)|1(9)|2(2)|
	
	
	52.4%[11/21]

	Cluster206
	0(20)|3(1)|
	
	
	4.8%[1/21]

	Cluster203
	0(19)|1(2)|
	
	
	9.5%[2/21]

	Cluster199
	0(20)|2(1)|
	
	
	4.8%[1/21]

	Cluster197
	0(20)|2(1)|
	
	
	4.8%[1/21]

	Cluster196
	0(8)|1(10)|2(3)|
	
	
	61.9%[13/21]

	Cluster195
	0(8)|1(9)|2(4)|
	
	
	61.9%[13/21]

	Cluster194
	0(8)|1(11)|2(2)|
	
	
	61.9%[13/21]

	Cluster193
	0(20)|2(1)|
	
	
	4.8%[1/21]

	Cluster192
	0(8)|1(11)|2(2)|
	
	
	61.9%[13/21]

	Cluster190
	0(18)|1(2)|2(1)|
	
	
	14.3%[3/21]

	Cluster189
	0(16)|1(4)|2(1)|
	
	
	23.8%[5/21]

	Cluster188
	0(20)|2(1)|
	
	
	4.8%[1/21]

	Cluster186
	0(18)|2(1)|4(1)|5(1)|
	
	
	14.3%[3/21]

	Cluster184
	0(9)|1(7)|2(5)|
	
	
	57.1%[12/21]

	Cluster183
	0(14)|1(6)|2(1)|
	
	
	33.3%[7/21]

	Cluster182
	0(20)|2(1)|
	
	
	4.8%[1/21]

	Cluster181
	0(18)|1(2)|2(1)|
	
	
	14.3%[3/21]

	Cluster18
	0(20)|2(1)|
	
	
	4.8%[1/21]

	Cluster180
	0(11)|1(9)|2(1)|
	
	
	47.6%[10/21]

	Cluster178
	0(9)|1(11)|2(1)|
	
	
	57.1%[12/21]

	Cluster176
	0(7)|1(12)|2(2)|
	
	
	66.7%[14/21]

	Cluster175
	0(5)|1(12)|2(4)|
	
	
	76.2%[16/21]

	Cluster174
	0(16)|1(4)|2(1)|
	
	
	23.8%[5/21]

	Cluster173
	0(12)|1(7)|2(2)|
	
	
	42.9%[9/21]

	Cluster172
	0(11)|1(9)|2(1)|
	
	
	47.6%[10/21]

	Cluster171
	0(6)|1(14)|4(1)|
	
	
	71.4%[15/21]

	Cluster17
	0(15)|1(3)|2(1)|3(1)|5(1)|
	
	
	28.6%[6/21]

	Cluster169
	0(7)|1(13)|2(1)|
	
	
	66.7%[14/21]

	Cluster168
	0(20)|2(1)|
	
	
	4.8%[1/21]

	Cluster167
	0(15)|1(5)|2(1)|
	
	
	28.6%[6/21]

	Cluster166
	0(20)|2(1)|
	
	
	4.8%[1/21]

	Cluster165
	0(8)|1(8)|2(4)|3(1)|
	
	
	61.9%[13/21]

	Cluster164
	0(8)|1(8)|2(5)|
	
	
	61.9%[13/21]

	Cluster163
	0(13)|1(6)|2(2)|
	
	
	38.1%[8/21]

	Cluster162
	0(19)|1(1)|2(1)|
	
	
	9.5%[2/21]

	Cluster161
	0(7)|1(11)|2(3)|
	
	
	66.7%[14/21]

	Cluster16
	0(9)|1(11)|2(1)|
	
	
	57.1%[12/21]

	Cluster160
	0(19)|2(2)|
	
	
	9.5%[2/21]

	Cluster159
	0(16)|1(4)|2(1)|
	
	
	23.8%[5/21]

	Cluster157
	0(20)|2(1)|
	
	
	4.8%[1/21]

	Cluster156
	0(8)|1(9)|2(4)|
	
	
	61.9%[13/21]

	Cluster154
	0(16)|1(3)|2(2)|
	
	
	23.8%[5/21]

	Cluster153
	0(5)|1(3)|2(11)|3(2)|
	
	
	76.2%[16/21]

	Cluster152
	0(11)|1(9)|2(1)|
	
	
	47.6%[10/21]

	Cluster15
	0(12)|1(3)|2(4)|4(2)|
	
	
	42.9%[9/21]

	Cluster148
	0(18)|1(3)|
	
	
	14.3%[3/21]

	Cluster147
	0(18)|1(2)|2(1)|
	
	
	14.3%[3/21]

	Cluster145
	0(20)|2(1)|
	
	
	4.8%[1/21]

	Cluster142
	0(19)|1(1)|2(1)|
	
	
	9.5%[2/21]

	Cluster14
	0(14)|1(4)|2(3)|
	
	
	33.3%[7/21]

	Cluster140
	0(20)|2(1)|
	
	
	4.8%[1/21]

	Cluster139
	0(9)|1(8)|2(4)|
	
	
	57.1%[12/21]

	Cluster138
	0(12)|1(7)|2(2)|
	
	
	42.9%[9/21]

	Cluster137
	0(16)|1(5)|
	
	
	23.8%[5/21]

	Cluster136
	0(5)|1(6)|2(7)|3(1)|4(2)|
	
	
	76.2%[16/21]

	Cluster132
	0(13)|1(6)|2(2)|
	
	
	38.1%[8/21]

	Cluster131
	0(9)|1(5)|2(4)|3(3)|
	
	
	57.1%[12/21]

	Cluster13
	0(11)|1(9)|2(1)|
	
	
	47.6%[10/21]

	Cluster130
	0(12)|1(1)|2(6)|3(2)|
	
	
	42.9%[9/21]

	Cluster128
	0(12)|1(3)|2(5)|3(1)|
	
	
	42.9%[9/21]

	Cluster127
	0(6)|1(15)|
	
	
	71.4%[15/21]

	Cluster126
	0(17)|1(3)|3(1)|
	
	
	19.0%[4/21]

	Cluster125
	0(17)|1(3)|3(1)|
	
	
	19.0%[4/21]

	Cluster124
	0(20)|3(1)|
	
	
	4.8%[1/21]

	Cluster123
	0(20)|3(1)|
	
	
	4.8%[1/21]

	Cluster122
	0(7)|1(11)|2(3)|
	
	
	66.7%[14/21]

	Cluster121
	0(20)|3(1)|
	
	
	4.8%[1/21]

	Cluster12
	0(20)|2(1)|
	
	
	4.8%[1/21]

	Cluster120
	0(11)|1(9)|2(1)|
	
	
	47.6%[10/21]

	Cluster119
	0(14)|1(5)|2(2)|
	
	
	33.3%[7/21]

	Cluster118
	0(15)|1(5)|2(1)|
	
	
	28.6%[6/21]

	Cluster116
	0(12)|1(7)|2(2)|
	
	
	42.9%[9/21]

	Cluster115
	0(16)|1(4)|2(1)|
	
	
	23.8%[5/21]

	Cluster114
	0(20)|2(1)|
	
	
	4.8%[1/21]

	Cluster113
	0(20)|2(1)|
	
	
	4.8%[1/21]

	Cluster112
	0(7)|1(13)|2(1)|
	
	
	66.7%[14/21]

	Cluster111
	0(16)|1(4)|2(1)|
	
	
	23.8%[5/21]

	Cluster110
	0(20)|5(1)|
	
	
	4.8%[1/21]

	Cluster106
	0(5)|1(4)|2(11)|3(1)|
	
	
	76.2%[16/21]

	Cluster105
	0(14)|1(6)|2(1)|
	
	
	33.3%[7/21]

	Cluster104
	0(18)|2(1)|3(2)|
	
	
	14.3%[3/21]

	Cluster103
	0(16)|1(2)|2(3)|
	
	
	23.8%[5/21]

	Cluster102
	0(12)|1(1)|2(6)|3(1)|4(1)|
	
	
	42.9%[9/21]

	Cluster1
	0(13)|1(7)|2(1)|
	
	
	38.1%[8/21]

	Cluster101
	0(16)|1(3)|2(2)|
	
	
	23.8%[5/21]

	Cluster10
	0(12)|1(8)|2(1)|
	
	
	42.9%[9/21]

	Cluster0
	0(10)|1(10)|2(1)|
	
	
	52.4%[11/21]






Supplementary Table9. 
Cluster sets of identified undiscovered multicopy regions from Legionella pneumophila.

	ClusterID
	Distribution
	Marker
	Percent_of_strains
	Weighted_Average_Copy

	Cluster66
	7(1)|12(1)|23(1)|28(1)|30(4)|31(1)|
	*
	100.0%[9/9]
	24.55555556

	Cluster67
	5(1)|12(1)|21(1)|27(1)|28(2)|29(2)|30(1)|
	*
	100.0%[9/9]
	23.22222222

	Cluster491
	4(1)|11(1)|20(1)|26(1)|27(2)|29(2)|30(1)|
	*
	100.0%[9/9]
	22.55555556

	Cluster65
	6(1)|9(1)|19(1)|26(2)|28(4)|
	*
	100.0%[9/9]
	22

	Cluster351
	5(1)|10(1)|18(1)|23(2)|24(1)|27(2)|29(1)|
	*
	100.0%[9/9]
	20.66666667

	Cluster180
	0(1)|2(1)|13(1)|15(1)|19(1)|20(1)|21(2)|22(1)|
	*
	88.9%[8/9]
	14.77777778

	Cluster280
	4(2)|6(1)|8(1)|9(2)|11(1)|12(2)|
	*
	100.0%[9/9]
	8.333333333

	Cluster111
	3(1)|4(1)|6(1)|7(3)|9(3)|
	*
	100.0%[9/9]
	6.777777778

	Cluster253
	3(2)|4(2)|5(5)|
	*
	100.0%[9/9]
	4.333333333

	Cluster208
	1(1)|2(1)|3(1)|4(2)|5(4)|
	*
	100.0%[9/9]
	3.777777778

	Cluster185
	1(1)|2(3)|3(1)|4(1)|5(2)|6(1)|
	*
	100.0%[9/9]
	3.333333333

	Cluster250
	1(2)|3(4)|4(2)|6(1)|
	*
	100.0%[9/9]
	3.111111111

	Cluster364
	0(1)|2(2)|3(3)|4(1)|5(2)|
	*
	88.9%[8/9]
	3

	Cluster100
	1(3)|3(5)|4(1)|
	*
	100.0%[9/9]
	2.444444444

	Cluster186
	1(2)|2(2)|3(5)|
	*
	100.0%[9/9]
	2.333333333

	Cluster678
	1(4)|3(4)|4(1)|
	*
	100.0%[9/9]
	2.222222222

	Cluster31
	1(3)|2(1)|3(5)|
	*
	100.0%[9/9]
	2.222222222

	Cluster137
	1(1)|2(5)|3(3)|
	*
	100.0%[9/9]
	2.222222222

	Cluster120
	2(7)|3(2)|
	*
	100.0%[9/9]
	2.222222222

	Cluster60
	1(2)|2(4)|3(3)|
	*
	100.0%[9/9]
	2.111111111

	Cluster54
	1(2)|2(4)|3(3)|
	*
	100.0%[9/9]
	2.111111111

	Cluster631
	1(5)|3(3)|4(1)|
	*
	100.0%[9/9]
	2

	Cluster533
	2(9)|
	*
	100.0%[9/9]
	2






Supplementary Table10. 
Cluster sets of identified undiscovered multicopy regions from Candida auris.

	ClusterID
	Distribution
	Marker
	Percent_of_strains
	Weighted_Average_Copy

	Cluster538
	6(1)|7(2)|10(1)|13(1)|
	*
	100.0%[5/5]
	8.6

	Cluster151
	6(2)|7(1)|8(1)|12(1)|
	*
	100.0%[5/5]
	7.8

	Cluster206
	2(1)|7(2)|9(1)|12(1)|
	*
	100.0%[5/5]
	7.4

	Cluster843
	1(1)|2(1)|3(1)|10(1)|20(1)|
	*
	100.0%[5/5]
	7.2

	Cluster236
	0(1)|2(1)|4(1)|10(1)|20(1)|
	*
	80.0%[4/5]
	7.2

	Cluster28
	4(1)|5(1)|6(1)|9(1)|11(1)|
	*
	100.0%[5/5]
	7

	Cluster16
	5(1)|6(2)|7(1)|11(1)|
	*
	100.0%[5/5]
	7

	Cluster896
	1(2)|4(1)|8(1)|20(1)|
	*
	100.0%[5/5]
	6.8

	Cluster706
	1(2)|4(1)|8(1)|20(1)|
	*
	100.0%[5/5]
	6.8

	Cluster39
	1(2)|4(1)|8(1)|20(1)|
	*
	100.0%[5/5]
	6.8

	Cluster959
	1(2)|3(1)|8(1)|20(1)|
	*
	100.0%[5/5]
	6.6

	Cluster544
	1(2)|2(1)|9(1)|19(1)|
	*
	100.0%[5/5]
	6.4

	Cluster960
	1(2)|2(1)|8(1)|19(1)|
	*
	100.0%[5/5]
	6.2

	Cluster895
	1(2)|2(1)|8(1)|19(1)|
	*
	100.0%[5/5]
	6.2

	Cluster86
	1(2)|2(1)|8(1)|19(1)|
	*
	100.0%[5/5]
	6.2

	Cluster802
	1(2)|2(1)|8(1)|19(1)|
	*
	100.0%[5/5]
	6.2

	Cluster731
	1(2)|2(1)|8(1)|19(1)|
	*
	100.0%[5/5]
	6.2

	Cluster36
	1(2)|2(1)|8(1)|19(1)|
	*
	100.0%[5/5]
	6.2

	Cluster11
	1(2)|2(1)|8(1)|19(1)|
	*
	100.0%[5/5]
	6.2

	Cluster649
	1(2)|2(1)|7(1)|19(1)|
	*
	100.0%[5/5]
	6

	Cluster569
	1(2)|2(1)|7(1)|19(1)|
	*
	100.0%[5/5]
	6

	Cluster349
	1(3)|8(1)|19(1)|
	*
	100.0%[5/5]
	6

	Cluster962
	0(1)|1(2)|8(1)|19(1)|
	*
	80.0%[4/5]
	5.8

	Cluster905
	1(3)|7(1)|19(1)|
	*
	100.0%[5/5]
	5.8

	Cluster893
	1(3)|7(1)|19(1)|
	*
	100.0%[5/5]
	5.8

	Cluster735
	1(2)|2(1)|6(1)|19(1)|
	*
	100.0%[5/5]
	5.8

	Cluster72
	1(3)|7(1)|19(1)|
	*
	100.0%[5/5]
	5.8

	Cluster71
	1(3)|7(1)|19(1)|
	*
	100.0%[5/5]
	5.8

	Cluster65
	1(3)|7(1)|19(1)|
	*
	100.0%[5/5]
	5.8

	Cluster554
	1(3)|7(1)|19(1)|
	*
	100.0%[5/5]
	5.8

	Cluster550
	1(3)|7(1)|19(1)|
	*
	100.0%[5/5]
	5.8

	Cluster545
	1(3)|7(1)|19(1)|
	*
	100.0%[5/5]
	5.8

	Cluster352
	1(3)|7(1)|19(1)|
	*
	100.0%[5/5]
	5.8

	Cluster234
	1(3)|7(1)|19(1)|
	*
	100.0%[5/5]
	5.8

	Cluster226
	1(3)|7(1)|19(1)|
	*
	100.0%[5/5]
	5.8

	Cluster223
	1(3)|7(1)|19(1)|
	*
	100.0%[5/5]
	5.8

	Cluster219
	1(3)|7(1)|19(1)|
	*
	100.0%[5/5]
	5.8

	Cluster215
	1(3)|7(1)|19(1)|
	*
	100.0%[5/5]
	5.8

	Cluster214
	1(3)|7(1)|19(1)|
	*
	100.0%[5/5]
	5.8

	Cluster213
	1(3)|7(1)|19(1)|
	*
	100.0%[5/5]
	5.8

	Cluster91
	0(1)|1(2)|7(1)|19(1)|
	*
	80.0%[4/5]
	5.6

	Cluster902
	1(3)|7(1)|18(1)|
	*
	100.0%[5/5]
	5.6

	Cluster82
	1(3)|7(1)|18(1)|
	*
	100.0%[5/5]
	5.6

	Cluster803
	0(1)|1(2)|8(1)|18(1)|
	*
	80.0%[4/5]
	5.6

	Cluster738
	1(3)|6(1)|19(1)|
	*
	100.0%[5/5]
	5.6

	Cluster454
	1(2)|2(1)|6(1)|18(1)|
	*
	100.0%[5/5]
	5.6

	Cluster377
	0(1)|1(2)|7(1)|19(1)|
	*
	80.0%[4/5]
	5.6

	Cluster360
	0(1)|1(2)|7(1)|19(1)|
	*
	80.0%[4/5]
	5.6

	Cluster356
	1(3)|6(1)|19(1)|
	*
	100.0%[5/5]
	5.6

	Cluster354
	1(2)|2(1)|6(1)|18(1)|
	*
	100.0%[5/5]
	5.6

	Cluster350
	1(3)|7(1)|18(1)|
	*
	100.0%[5/5]
	5.6

	Cluster211
	0(1)|1(2)|7(1)|19(1)|
	*
	80.0%[4/5]
	5.6

	Cluster210
	1(3)|7(1)|18(1)|
	*
	100.0%[5/5]
	5.6

	Cluster801
	1(3)|7(1)|17(1)|
	*
	100.0%[5/5]
	5.4

	Cluster73
	0(1)|1(1)|2(1)|5(1)|19(1)|
	*
	80.0%[4/5]
	5.4

	Cluster521
	1(2)|2(1)|7(1)|16(1)|
	*
	100.0%[5/5]
	5.4

	Cluster452
	0(1)|1(2)|7(1)|18(1)|
	*
	80.0%[4/5]
	5.4

	Cluster353
	0(1)|1(2)|5(1)|19(1)|
	*
	80.0%[4/5]
	5.2

	Cluster208
	1(1)|5(1)|6(2)|8(1)|
	*
	100.0%[5/5]
	5.2

	Cluster165
	2(1)|4(2)|7(1)|9(1)|
	*
	100.0%[5/5]
	5.2

	Cluster967
	0(1)|1(2)|4(1)|19(1)|
	*
	80.0%[4/5]
	5

	Cluster645
	0(1)|1(2)|7(1)|16(1)|
	*
	80.0%[4/5]
	5

	Cluster346
	0(1)|1(2)|4(1)|17(1)|
	*
	80.0%[4/5]
	4.6

	Cluster361
	0(1)|1(2)|6(1)|14(1)|
	*
	80.0%[4/5]
	4.4

	Cluster968
	0(1)|1(3)|18(1)|
	*
	80.0%[4/5]
	4.2

	Cluster647
	0(1)|1(3)|18(1)|
	*
	80.0%[4/5]
	4.2

	Cluster63
	0(1)|1(1)|2(1)|4(1)|14(1)|
	*
	80.0%[4/5]
	4.2

	Cluster644
	0(1)|1(3)|17(1)|
	*
	80.0%[4/5]
	4

	Cluster87
	0(1)|1(2)|7(1)|10(1)|
	*
	80.0%[4/5]
	3.8

	Cluster772
	0(1)|4(2)|5(1)|6(1)|
	*
	80.0%[4/5]
	3.8

	Cluster400
	0(1)|4(2)|5(1)|6(1)|
	*
	80.0%[4/5]
	3.8

	Cluster813
	1(1)|3(1)|4(2)|6(1)|
	*
	100.0%[5/5]
	3.6

	Cluster778
	0(1)|4(2)|5(2)|
	*
	80.0%[4/5]
	3.6

	Cluster585
	2(1)|3(1)|4(2)|5(1)|
	*
	100.0%[5/5]
	3.6

	Cluster523
	1(3)|2(1)|13(1)|
	*
	100.0%[5/5]
	3.6

	Cluster125
	0(1)|3(1)|5(3)|
	*
	80.0%[4/5]
	3.6

	Cluster7
	2(1)|3(1)|4(3)|
	*
	100.0%[5/5]
	3.4

	Cluster204
	2(1)|3(1)|4(3)|
	*
	100.0%[5/5]
	3.4

	Cluster804
	0(1)|3(1)|4(2)|5(1)|
	*
	80.0%[4/5]
	3.2

	Cluster715
	0(1)|1(1)|3(1)|5(1)|6(1)|
	*
	80.0%[4/5]
	3

	Cluster620
	0(1)|2(1)|4(2)|5(1)|
	*
	80.0%[4/5]
	3

	Cluster414
	0(1)|2(1)|4(2)|5(1)|
	*
	80.0%[4/5]
	3

	Cluster966
	0(1)|1(1)|4(2)|5(1)|
	*
	80.0%[4/5]
	2.8

	Cluster398
	1(1)|2(1)|3(2)|5(1)|
	*
	100.0%[5/5]
	2.8

	Cluster865
	1(3)|2(1)|8(1)|
	*
	100.0%[5/5]
	2.6

	Cluster435
	1(1)|2(2)|3(1)|5(1)|
	*
	100.0%[5/5]
	2.6

	Cluster235
	0(1)|1(2)|3(1)|8(1)|
	*
	80.0%[4/5]
	2.6

	Cluster660
	0(1)|1(1)|3(1)|4(2)|
	*
	80.0%[4/5]
	2.4

	Cluster518
	0(1)|2(1)|3(2)|4(1)|
	*
	80.0%[4/5]
	2.4

	Cluster51
	1(2)|3(2)|4(1)|
	*
	100.0%[5/5]
	2.4

	Cluster899
	0(1)|1(1)|2(1)|4(2)|
	*
	80.0%[4/5]
	2.2

	Cluster595
	1(2)|2(2)|5(1)|
	*
	100.0%[5/5]
	2.2

	Cluster388
	0(1)|1(2)|4(1)|5(1)|
	*
	80.0%[4/5]
	2.2

	Cluster205
	1(1)|2(2)|3(2)|
	*
	100.0%[5/5]
	2.2

	Cluster199
	0(1)|1(1)|2(1)|4(2)|
	*
	80.0%[4/5]
	2.2

	Cluster173
	1(3)|3(1)|5(1)|
	*
	100.0%[5/5]
	2.2

	Cluster640
	0(1)|1(2)|3(1)|5(1)|
	*
	80.0%[4/5]
	2

	Cluster52
	0(1)|2(3)|4(1)|
	*
	80.0%[4/5]
	2

	Cluster460
	0(1)|1(2)|3(1)|5(1)|
	*
	80.0%[4/5]
	2

	Cluster321
	0(1)|1(2)|3(1)|5(1)|
	*
	80.0%[4/5]
	2

	Cluster104
	0(1)|1(2)|3(1)|5(1)|
	*
	80.0%[4/5]
	2

	Cluster953
	1(1)|2(4)|
	*
	100.0%[5/5]
	1.8

	Cluster941
	1(3)|2(1)|4(1)|
	*
	100.0%[5/5]
	1.8

	Cluster869
	0(1)|1(2)|2(1)|5(1)|
	*
	80.0%[4/5]
	1.8

	Cluster8
	0(1)|1(1)|2(1)|3(2)|
	*
	80.0%[4/5]
	1.8

	Cluster769
	1(1)|2(4)|
	*
	100.0%[5/5]
	1.8

	Cluster708
	1(1)|2(4)|
	*
	100.0%[5/5]
	1.8

	Cluster707
	0(1)|1(1)|2(1)|3(2)|
	*
	80.0%[4/5]
	1.8

	Cluster700
	0(1)|1(2)|2(1)|5(1)|
	*
	80.0%[4/5]
	1.8

	Cluster675
	0(1)|1(1)|2(1)|3(2)|
	*
	80.0%[4/5]
	1.8

	Cluster540
	0(1)|1(2)|2(1)|5(1)|
	*
	80.0%[4/5]
	1.8

	Cluster539
	1(1)|2(4)|
	*
	100.0%[5/5]
	1.8

	Cluster42
	0(1)|1(1)|2(1)|3(2)|
	*
	80.0%[4/5]
	1.8

	Cluster337
	1(1)|2(4)|
	*
	100.0%[5/5]
	1.8

	Cluster313
	0(1)|2(3)|3(1)|
	*
	80.0%[4/5]
	1.8

	Cluster200
	1(1)|2(4)|
	*
	100.0%[5/5]
	1.8

	Cluster17
	1(1)|2(4)|
	*
	100.0%[5/5]
	1.8

	Cluster168
	0(1)|1(2)|3(1)|4(1)|
	*
	80.0%[4/5]
	1.8

	Cluster995
	1(2)|2(3)|
	*
	100.0%[5/5]
	1.6

	Cluster994
	0(1)|1(1)|2(2)|3(1)|
	*
	80.0%[4/5]
	1.6

	Cluster961
	1(2)|2(3)|
	*
	100.0%[5/5]
	1.6

	Cluster957
	0(1)|1(2)|2(1)|4(1)|
	*
	80.0%[4/5]
	1.6

	Cluster949
	1(3)|2(1)|3(1)|
	*
	100.0%[5/5]
	1.6

	Cluster934
	1(2)|2(3)|
	*
	100.0%[5/5]
	1.6

	Cluster874
	1(2)|2(3)|
	*
	100.0%[5/5]
	1.6

	Cluster812
	1(2)|2(3)|
	*
	100.0%[5/5]
	1.6

	Cluster782
	1(2)|2(3)|
	*
	100.0%[5/5]
	1.6

	Cluster774
	1(2)|2(3)|
	*
	100.0%[5/5]
	1.6

	Cluster724
	1(2)|2(3)|
	*
	100.0%[5/5]
	1.6

	Cluster676
	0(1)|1(1)|2(2)|3(1)|
	*
	80.0%[4/5]
	1.6

	Cluster433
	1(2)|2(3)|
	*
	100.0%[5/5]
	1.6

	Cluster424
	1(2)|2(3)|
	*
	100.0%[5/5]
	1.6

	Cluster330
	0(1)|1(2)|3(2)|
	*
	80.0%[4/5]
	1.6

	Cluster292
	1(2)|2(3)|
	*
	100.0%[5/5]
	1.6

	Cluster170
	1(2)|2(3)|
	*
	100.0%[5/5]
	1.6

	Cluster990
	1(4)|3(1)|
	*
	100.0%[5/5]
	1.4

	Cluster988
	1(4)|3(1)|
	*
	100.0%[5/5]
	1.4

	Cluster986
	1(4)|3(1)|
	*
	100.0%[5/5]
	1.4

	Cluster984
	1(4)|3(1)|
	*
	100.0%[5/5]
	1.4

	Cluster978
	1(4)|3(1)|
	*
	100.0%[5/5]
	1.4

	Cluster977
	1(4)|3(1)|
	*
	100.0%[5/5]
	1.4

	Cluster973
	1(4)|3(1)|
	*
	100.0%[5/5]
	1.4

	Cluster951
	0(1)|1(1)|2(3)|
	*
	80.0%[4/5]
	1.4

	Cluster926
	1(4)|3(1)|
	*
	100.0%[5/5]
	1.4

	Cluster925
	1(4)|3(1)|
	*
	100.0%[5/5]
	1.4

	Cluster924
	1(4)|3(1)|
	*
	100.0%[5/5]
	1.4

	Cluster919
	1(4)|3(1)|
	*
	100.0%[5/5]
	1.4

	Cluster917
	1(4)|3(1)|
	*
	100.0%[5/5]
	1.4

	Cluster910
	1(4)|3(1)|
	*
	100.0%[5/5]
	1.4

	Cluster909
	1(4)|3(1)|
	*
	100.0%[5/5]
	1.4

	Cluster901
	1(4)|3(1)|
	*
	100.0%[5/5]
	1.4

	Cluster878
	1(3)|2(2)|
	*
	100.0%[5/5]
	1.4

	Cluster875
	0(1)|1(2)|2(1)|3(1)|
	*
	80.0%[4/5]
	1.4

	Cluster847
	1(4)|3(1)|
	*
	100.0%[5/5]
	1.4

	Cluster846
	1(4)|3(1)|
	*
	100.0%[5/5]
	1.4

	Cluster844
	1(4)|3(1)|
	*
	100.0%[5/5]
	1.4

	Cluster836
	1(4)|3(1)|
	*
	100.0%[5/5]
	1.4

	Cluster832
	1(4)|3(1)|
	*
	100.0%[5/5]
	1.4

	Cluster831
	1(4)|3(1)|
	*
	100.0%[5/5]
	1.4

	Cluster830
	1(4)|3(1)|
	*
	100.0%[5/5]
	1.4

	Cluster828
	1(4)|3(1)|
	*
	100.0%[5/5]
	1.4

	Cluster827
	1(4)|3(1)|
	*
	100.0%[5/5]
	1.4

	Cluster824
	1(4)|3(1)|
	*
	100.0%[5/5]
	1.4

	Cluster821
	1(4)|3(1)|
	*
	100.0%[5/5]
	1.4

	Cluster811
	0(1)|1(1)|2(3)|
	*
	80.0%[4/5]
	1.4

	Cluster786
	0(1)|1(2)|2(1)|3(1)|
	*
	80.0%[4/5]
	1.4

	Cluster760
	1(4)|3(1)|
	*
	100.0%[5/5]
	1.4

	Cluster756
	1(4)|3(1)|
	*
	100.0%[5/5]
	1.4

	Cluster754
	1(4)|3(1)|
	*
	100.0%[5/5]
	1.4

	Cluster749
	1(4)|3(1)|
	*
	100.0%[5/5]
	1.4

	Cluster745
	1(4)|3(1)|
	*
	100.0%[5/5]
	1.4

	Cluster727
	0(1)|1(3)|4(1)|
	*
	80.0%[4/5]
	1.4

	Cluster714
	0(1)|1(2)|2(1)|3(1)|
	*
	80.0%[4/5]
	1.4

	Cluster673
	1(4)|3(1)|
	*
	100.0%[5/5]
	1.4

	Cluster672
	1(4)|3(1)|
	*
	100.0%[5/5]
	1.4

	Cluster671
	1(4)|3(1)|
	*
	100.0%[5/5]
	1.4

	Cluster658
	1(4)|3(1)|
	*
	100.0%[5/5]
	1.4

	Cluster655
	1(4)|3(1)|
	*
	100.0%[5/5]
	1.4

	Cluster654
	1(4)|3(1)|
	*
	100.0%[5/5]
	1.4

	Cluster653
	1(4)|3(1)|
	*
	100.0%[5/5]
	1.4

	Cluster642
	1(4)|3(1)|
	*
	100.0%[5/5]
	1.4

	Cluster622
	1(4)|3(1)|
	*
	100.0%[5/5]
	1.4

	Cluster584
	1(3)|2(2)|
	*
	100.0%[5/5]
	1.4

	Cluster578
	1(4)|3(1)|
	*
	100.0%[5/5]
	1.4

	Cluster577
	1(4)|3(1)|
	*
	100.0%[5/5]
	1.4

	Cluster574
	1(4)|3(1)|
	*
	100.0%[5/5]
	1.4

	Cluster573
	1(4)|3(1)|
	*
	100.0%[5/5]
	1.4

	Cluster570
	1(4)|3(1)|
	*
	100.0%[5/5]
	1.4

	Cluster563
	1(4)|3(1)|
	*
	100.0%[5/5]
	1.4

	Cluster562
	1(4)|3(1)|
	*
	100.0%[5/5]
	1.4

	Cluster560
	1(4)|3(1)|
	*
	100.0%[5/5]
	1.4

	Cluster559
	1(4)|3(1)|
	*
	100.0%[5/5]
	1.4

	Cluster558
	1(4)|3(1)|
	*
	100.0%[5/5]
	1.4

	Cluster556
	1(4)|3(1)|
	*
	100.0%[5/5]
	1.4

	Cluster511
	0(1)|1(3)|4(1)|
	*
	80.0%[4/5]
	1.4

	Cluster505
	0(1)|1(1)|2(3)|
	*
	80.0%[4/5]
	1.4

	Cluster480
	1(4)|3(1)|
	*
	100.0%[5/5]
	1.4

	Cluster479
	1(4)|3(1)|
	*
	100.0%[5/5]
	1.4

	Cluster475
	1(4)|3(1)|
	*
	100.0%[5/5]
	1.4

	Cluster474
	1(4)|3(1)|
	*
	100.0%[5/5]
	1.4

	Cluster472
	1(4)|3(1)|
	*
	100.0%[5/5]
	1.4

	Cluster471
	1(4)|3(1)|
	*
	100.0%[5/5]
	1.4

	Cluster466
	1(4)|3(1)|
	*
	100.0%[5/5]
	1.4

	Cluster465
	1(4)|3(1)|
	*
	100.0%[5/5]
	1.4

	Cluster464
	1(4)|3(1)|
	*
	100.0%[5/5]
	1.4

	Cluster463
	1(4)|3(1)|
	*
	100.0%[5/5]
	1.4

	Cluster43
	1(3)|2(2)|
	*
	100.0%[5/5]
	1.4

	Cluster425
	1(3)|2(2)|
	*
	100.0%[5/5]
	1.4

	Cluster422
	0(1)|1(1)|2(3)|
	*
	80.0%[4/5]
	1.4

	Cluster412
	0(1)|1(1)|2(3)|
	*
	80.0%[4/5]
	1.4

	Cluster383
	1(4)|3(1)|
	*
	100.0%[5/5]
	1.4

	Cluster382
	1(4)|3(1)|
	*
	100.0%[5/5]
	1.4

	Cluster381
	1(4)|3(1)|
	*
	100.0%[5/5]
	1.4

	Cluster380
	1(4)|3(1)|
	*
	100.0%[5/5]
	1.4

	Cluster375
	1(4)|3(1)|
	*
	100.0%[5/5]
	1.4

	Cluster308
	1(3)|2(2)|
	*
	100.0%[5/5]
	1.4

	Cluster297
	0(1)|1(3)|4(1)|
	*
	80.0%[4/5]
	1.4

	Cluster29
	0(1)|1(2)|2(1)|3(1)|
	*
	80.0%[4/5]
	1.4

	Cluster259
	1(4)|3(1)|
	*
	100.0%[5/5]
	1.4

	Cluster247
	1(4)|3(1)|
	*
	100.0%[5/5]
	1.4

	Cluster241
	1(4)|3(1)|
	*
	100.0%[5/5]
	1.4

	Cluster240
	1(4)|3(1)|
	*
	100.0%[5/5]
	1.4

	Cluster238
	1(4)|3(1)|
	*
	100.0%[5/5]
	1.4

	Cluster237
	1(4)|3(1)|
	*
	100.0%[5/5]
	1.4

	Cluster202
	0(1)|1(2)|2(1)|3(1)|
	*
	80.0%[4/5]
	1.4

	Cluster183
	0(1)|1(1)|2(3)|
	*
	80.0%[4/5]
	1.4

	Cluster180
	0(1)|1(2)|2(1)|3(1)|
	*
	80.0%[4/5]
	1.4

	Cluster164
	1(3)|2(2)|
	*
	100.0%[5/5]
	1.4

	Cluster132
	1(3)|2(2)|
	*
	100.0%[5/5]
	1.4

	Cluster130
	1(4)|3(1)|
	*
	100.0%[5/5]
	1.4

	Cluster128
	1(4)|3(1)|
	*
	100.0%[5/5]
	1.4

	Cluster127
	1(4)|3(1)|
	*
	100.0%[5/5]
	1.4

	Cluster122
	1(4)|3(1)|
	*
	100.0%[5/5]
	1.4

	Cluster12
	1(3)|2(2)|
	*
	100.0%[5/5]
	1.4

	Cluster121
	1(4)|3(1)|
	*
	100.0%[5/5]
	1.4

	Cluster120
	1(4)|3(1)|
	*
	100.0%[5/5]
	1.4

	Cluster119
	1(4)|3(1)|
	*
	100.0%[5/5]
	1.4

	Cluster108
	1(4)|3(1)|
	*
	100.0%[5/5]
	1.4

	Cluster101
	0(1)|1(2)|2(1)|3(1)|
	*
	80.0%[4/5]
	1.4

	Cluster989
	1(4)|2(1)|
	*
	100.0%[5/5]
	1.2

	Cluster987
	0(1)|1(3)|3(1)|
	*
	80.0%[4/5]
	1.2

	Cluster985
	0(1)|1(2)|2(2)|
	*
	80.0%[4/5]
	1.2

	Cluster983
	1(4)|2(1)|
	*
	100.0%[5/5]
	1.2

	Cluster981
	1(4)|2(1)|
	*
	100.0%[5/5]
	1.2

	Cluster980
	1(4)|2(1)|
	*
	100.0%[5/5]
	1.2

	Cluster976
	0(1)|1(3)|3(1)|
	*
	80.0%[4/5]
	1.2

	Cluster975
	0(1)|1(3)|3(1)|
	*
	80.0%[4/5]
	1.2

	Cluster972
	0(1)|1(2)|2(2)|
	*
	80.0%[4/5]
	1.2

	Cluster963
	0(1)|1(2)|2(2)|
	*
	80.0%[4/5]
	1.2

	Cluster947
	0(1)|1(2)|2(2)|
	*
	80.0%[4/5]
	1.2

	Cluster923
	1(4)|2(1)|
	*
	100.0%[5/5]
	1.2

	Cluster922
	1(4)|2(1)|
	*
	100.0%[5/5]
	1.2

	Cluster918
	0(1)|1(3)|3(1)|
	*
	80.0%[4/5]
	1.2

	Cluster913
	1(4)|2(1)|
	*
	100.0%[5/5]
	1.2

	Cluster911
	1(4)|2(1)|
	*
	100.0%[5/5]
	1.2

	Cluster908
	0(1)|1(3)|3(1)|
	*
	80.0%[4/5]
	1.2

	Cluster897
	1(4)|2(1)|
	*
	100.0%[5/5]
	1.2

	Cluster885
	1(4)|2(1)|
	*
	100.0%[5/5]
	1.2

	Cluster884
	1(4)|2(1)|
	*
	100.0%[5/5]
	1.2

	Cluster883
	1(4)|2(1)|
	*
	100.0%[5/5]
	1.2

	Cluster882
	1(4)|2(1)|
	*
	100.0%[5/5]
	1.2

	Cluster848
	1(4)|2(1)|
	*
	100.0%[5/5]
	1.2

	Cluster845
	0(1)|1(3)|3(1)|
	*
	80.0%[4/5]
	1.2

	Cluster837
	1(4)|2(1)|
	*
	100.0%[5/5]
	1.2

	Cluster826
	0(1)|1(3)|3(1)|
	*
	80.0%[4/5]
	1.2

	Cluster808
	1(4)|2(1)|
	*
	100.0%[5/5]
	1.2

	Cluster787
	0(1)|1(2)|2(2)|
	*
	80.0%[4/5]
	1.2

	Cluster775
	1(4)|2(1)|
	*
	100.0%[5/5]
	1.2

	Cluster759
	1(4)|2(1)|
	*
	100.0%[5/5]
	1.2

	Cluster755
	0(1)|1(3)|3(1)|
	*
	80.0%[4/5]
	1.2

	Cluster753
	0(1)|1(3)|3(1)|
	*
	80.0%[4/5]
	1.2

	Cluster751
	1(4)|2(1)|
	*
	100.0%[5/5]
	1.2

	Cluster744
	0(1)|1(3)|3(1)|
	*
	80.0%[4/5]
	1.2

	Cluster743
	0(1)|1(3)|3(1)|
	*
	80.0%[4/5]
	1.2

	Cluster742
	0(1)|1(3)|3(1)|
	*
	80.0%[4/5]
	1.2

	Cluster725
	0(1)|1(2)|2(2)|
	*
	80.0%[4/5]
	1.2

	Cluster722
	1(4)|2(1)|
	*
	100.0%[5/5]
	1.2

	Cluster720
	1(4)|2(1)|
	*
	100.0%[5/5]
	1.2

	Cluster716
	0(1)|1(2)|2(2)|
	*
	80.0%[4/5]
	1.2

	Cluster709
	1(4)|2(1)|
	*
	100.0%[5/5]
	1.2

	Cluster667
	0(1)|1(3)|3(1)|
	*
	80.0%[4/5]
	1.2

	Cluster665
	1(4)|2(1)|
	*
	100.0%[5/5]
	1.2

	Cluster664
	0(1)|1(3)|3(1)|
	*
	80.0%[4/5]
	1.2

	Cluster657
	1(4)|2(1)|
	*
	100.0%[5/5]
	1.2

	Cluster652
	0(1)|1(3)|3(1)|
	*
	80.0%[4/5]
	1.2

	Cluster630
	0(1)|1(2)|2(2)|
	*
	80.0%[4/5]
	1.2

	Cluster616
	1(4)|2(1)|
	*
	100.0%[5/5]
	1.2

	Cluster587
	1(4)|2(1)|
	*
	100.0%[5/5]
	1.2

	Cluster583
	0(1)|1(2)|2(2)|
	*
	80.0%[4/5]
	1.2

	Cluster576
	1(4)|2(1)|
	*
	100.0%[5/5]
	1.2

	Cluster575
	0(1)|1(3)|3(1)|
	*
	80.0%[4/5]
	1.2

	Cluster571
	1(4)|2(1)|
	*
	100.0%[5/5]
	1.2

	Cluster568
	0(1)|1(3)|3(1)|
	*
	80.0%[4/5]
	1.2

	Cluster567
	1(4)|2(1)|
	*
	100.0%[5/5]
	1.2

	Cluster565
	1(4)|2(1)|
	*
	100.0%[5/5]
	1.2

	Cluster564
	1(4)|2(1)|
	*
	100.0%[5/5]
	1.2

	Cluster561
	0(1)|1(3)|3(1)|
	*
	80.0%[4/5]
	1.2

	Cluster55
	1(4)|2(1)|
	*
	100.0%[5/5]
	1.2

	Cluster531
	0(1)|1(2)|2(2)|
	*
	80.0%[4/5]
	1.2

	Cluster528
	1(4)|2(1)|
	*
	100.0%[5/5]
	1.2

	Cluster526
	1(4)|2(1)|
	*
	100.0%[5/5]
	1.2

	Cluster516
	1(4)|2(1)|
	*
	100.0%[5/5]
	1.2

	Cluster514
	1(4)|2(1)|
	*
	100.0%[5/5]
	1.2

	Cluster512
	1(4)|2(1)|
	*
	100.0%[5/5]
	1.2

	Cluster5
	0(1)|1(3)|3(1)|
	*
	80.0%[4/5]
	1.2

	Cluster49
	1(4)|2(1)|
	*
	100.0%[5/5]
	1.2

	Cluster482
	0(1)|1(2)|2(2)|
	*
	80.0%[4/5]
	1.2

	Cluster478
	1(4)|2(1)|
	*
	100.0%[5/5]
	1.2

	Cluster477
	1(4)|2(1)|
	*
	100.0%[5/5]
	1.2

	Cluster469
	1(4)|2(1)|
	*
	100.0%[5/5]
	1.2

	Cluster467
	1(4)|2(1)|
	*
	100.0%[5/5]
	1.2

	Cluster434
	0(1)|1(2)|2(2)|
	*
	80.0%[4/5]
	1.2

	Cluster418
	0(1)|1(2)|2(2)|
	*
	80.0%[4/5]
	1.2

	Cluster397
	1(4)|2(1)|
	*
	100.0%[5/5]
	1.2

	Cluster396
	1(4)|2(1)|
	*
	100.0%[5/5]
	1.2

	Cluster387
	0(1)|1(3)|3(1)|
	*
	80.0%[4/5]
	1.2

	Cluster379
	1(4)|2(1)|
	*
	100.0%[5/5]
	1.2

	Cluster373
	0(1)|1(2)|2(2)|
	*
	80.0%[4/5]
	1.2

	Cluster372
	1(4)|2(1)|
	*
	100.0%[5/5]
	1.2

	Cluster371
	1(4)|2(1)|
	*
	100.0%[5/5]
	1.2

	Cluster368
	0(1)|1(3)|3(1)|
	*
	80.0%[4/5]
	1.2

	Cluster367
	0(1)|1(3)|3(1)|
	*
	80.0%[4/5]
	1.2

	Cluster366
	0(1)|1(3)|3(1)|
	*
	80.0%[4/5]
	1.2

	Cluster340
	1(4)|2(1)|
	*
	100.0%[5/5]
	1.2

	Cluster332
	1(4)|2(1)|
	*
	100.0%[5/5]
	1.2

	Cluster329
	1(4)|2(1)|
	*
	100.0%[5/5]
	1.2

	Cluster318
	1(4)|2(1)|
	*
	100.0%[5/5]
	1.2

	Cluster314
	0(1)|1(2)|2(2)|
	*
	80.0%[4/5]
	1.2

	Cluster312
	0(1)|1(2)|2(2)|
	*
	80.0%[4/5]
	1.2

	Cluster31
	0(1)|1(3)|3(1)|
	*
	80.0%[4/5]
	1.2

	Cluster301
	0(1)|1(2)|2(2)|
	*
	80.0%[4/5]
	1.2

	Cluster269
	1(4)|2(1)|
	*
	100.0%[5/5]
	1.2

	Cluster267
	1(4)|2(1)|
	*
	100.0%[5/5]
	1.2

	Cluster260
	1(4)|2(1)|
	*
	100.0%[5/5]
	1.2

	Cluster255
	0(1)|1(3)|3(1)|
	*
	80.0%[4/5]
	1.2

	Cluster254
	0(1)|1(3)|3(1)|
	*
	80.0%[4/5]
	1.2

	Cluster253
	0(1)|1(3)|3(1)|
	*
	80.0%[4/5]
	1.2

	Cluster252
	1(4)|2(1)|
	*
	100.0%[5/5]
	1.2

	Cluster250
	0(1)|1(3)|3(1)|
	*
	80.0%[4/5]
	1.2

	Cluster248
	1(4)|2(1)|
	*
	100.0%[5/5]
	1.2

	Cluster244
	0(1)|1(3)|3(1)|
	*
	80.0%[4/5]
	1.2

	Cluster242
	0(1)|1(3)|3(1)|
	*
	80.0%[4/5]
	1.2

	Cluster198
	1(4)|2(1)|
	*
	100.0%[5/5]
	1.2

	Cluster197
	1(4)|2(1)|
	*
	100.0%[5/5]
	1.2

	Cluster182
	1(4)|2(1)|
	*
	100.0%[5/5]
	1.2

	Cluster161
	1(4)|2(1)|
	*
	100.0%[5/5]
	1.2

	Cluster160
	0(1)|1(2)|2(2)|
	*
	80.0%[4/5]
	1.2

	Cluster152
	0(1)|1(2)|2(2)|
	*
	80.0%[4/5]
	1.2

	Cluster147
	1(4)|2(1)|
	*
	100.0%[5/5]
	1.2

	Cluster146
	0(1)|1(2)|2(2)|
	*
	80.0%[4/5]
	1.2

	Cluster129
	0(1)|1(3)|3(1)|
	*
	80.0%[4/5]
	1.2

	Cluster126
	0(1)|1(3)|3(1)|
	*
	80.0%[4/5]
	1.2

	Cluster115
	1(4)|2(1)|
	*
	100.0%[5/5]
	1.2

	Cluster113
	1(4)|2(1)|
	*
	100.0%[5/5]
	1.2

	Cluster111
	0(1)|1(3)|3(1)|
	*
	80.0%[4/5]
	1.2

	Cluster110
	1(4)|2(1)|
	*
	100.0%[5/5]
	1.2

	Cluster107
	1(4)|2(1)|
	*
	100.0%[5/5]
	1.2

	Cluster1002
	1(4)|2(1)|
	*
	100.0%[5/5]
	1.2

	Cluster982
	0(1)|1(3)|2(1)|
	*
	80.0%[4/5]
	1

	Cluster979
	0(1)|1(3)|2(1)|
	*
	80.0%[4/5]
	1

	Cluster955
	0(1)|1(3)|2(1)|
	*
	80.0%[4/5]
	1

	Cluster952
	1(5)|
	*
	100.0%[5/5]
	1

	Cluster948
	0(1)|1(3)|2(1)|
	*
	80.0%[4/5]
	1

	Cluster937
	1(5)|
	*
	100.0%[5/5]
	1

	Cluster932
	0(1)|1(3)|2(1)|
	*
	80.0%[4/5]
	1

	Cluster929
	0(1)|1(3)|2(1)|
	*
	80.0%[4/5]
	1

	Cluster912
	0(1)|1(3)|2(1)|
	*
	80.0%[4/5]
	1

	Cluster900
	0(1)|1(3)|2(1)|
	*
	80.0%[4/5]
	1

	Cluster898
	0(1)|1(3)|2(1)|
	*
	80.0%[4/5]
	1

	Cluster876
	1(5)|
	*
	100.0%[5/5]
	1

	Cluster864
	1(5)|
	*
	100.0%[5/5]
	1

	Cluster853
	1(5)|
	*
	100.0%[5/5]
	1

	Cluster840
	0(1)|1(3)|2(1)|
	*
	80.0%[4/5]
	1

	Cluster838
	0(1)|1(3)|2(1)|
	*
	80.0%[4/5]
	1

	Cluster809
	0(1)|1(3)|2(1)|
	*
	80.0%[4/5]
	1

	Cluster805
	0(1)|1(3)|2(1)|
	*
	80.0%[4/5]
	1

	Cluster798
	0(1)|1(3)|2(1)|
	*
	80.0%[4/5]
	1

	Cluster768
	0(1)|1(3)|2(1)|
	*
	80.0%[4/5]
	1

	Cluster767
	1(5)|
	*
	100.0%[5/5]
	1

	Cluster746
	0(1)|1(3)|2(1)|
	*
	80.0%[4/5]
	1

	Cluster702
	0(1)|1(3)|2(1)|
	*
	80.0%[4/5]
	1

	Cluster697
	1(5)|
	*
	100.0%[5/5]
	1

	Cluster695
	1(5)|
	*
	100.0%[5/5]
	1

	Cluster687
	1(5)|
	*
	100.0%[5/5]
	1

	Cluster683
	1(5)|
	*
	100.0%[5/5]
	1

	Cluster682
	1(5)|
	*
	100.0%[5/5]
	1

	Cluster681
	1(5)|
	*
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eesccacetagagagt stataggatttcasgagest stagecagat casgctcagttage

gssccacatagagagtatatagsatttcasggggstatagacagatcasgctagtage

cececangcagctacangtagtaccaccaccaccgcaacagggEctaccttaccgagca

CEcEcangcagctacangtagtaccaccaccaccEcancagEEECtacc ttaccEgaEca

cccgastgccctegegtaccanattagetataccgacasgeattegtacangecttecac

cccgastgccctegegtaccanattagctataccgacasgeattegtacasgecttecac

tcasggttceggtcasaccaattcccasaacaattcgecctacctecattttattasace

tcaaggttcgggtcasaccaattcccasaacaattcgecctacctecattttattasace

tasgasagtcgasageacgacceaact cgaccagggct tasaaaacctattggaccecaa

tasgasagtcgasagcacgacceaact cgaccaggacttasaaaacctattggaccecaa

ccagettcgeaccasgetecgccansgctttggtacagaccattecacceagecccagee

ccaggttcgcaccasgctecgccansgetttpptacagaccattccaccagccccagee

ccastcgctcassacancgacaccegtattteggageagtagtestanccteagtagtet

ccastcgctcassacancgacacceetatttpegageagtagteetancctcagtagtet

stttagtestagsastoctasagagagtcttcagseteaggtan
gtttagtegtageegtactazage-
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sssaatgatctcgccaacgctoccattasgeggagcgaggagt cgegtcagtccgtecaa
stgatctcgccaacgttcccattangceeeeceageagtegeeteagtecgtecas

ctcasgecggacgattttggtactgccctttccagttcgegateagecgecanctecast
ctcasgecagccgacttcgecaccaccccatecagttcgEgatcagEcEEcaactccaac

cccggtteccecaccecctgasgecceteecttecgactgagcanattcacasgaccte
cecggtteccecacceectgasgecceteecttecgaccgagcanattcacanggaccte

cccasatgatccgcctcgatectgattctetacgatececcttatecgcgcanccetacc
cccasatgatccgcctcgatccteattctetacgatececcttatecgcgcastegtace

ccattgaccecsttgatcacttggat ccasgeccatgaccecgaactatcgeccagt
gtcattgatcgcgttaatcacttagatcccanggtgataaccecgaactatcgeccagt

tgasgaacgcccangtganaccaccacggtttataggactganagecececeatatttty

tgasgaacgcccangtgasaccaccacgggttyteggactgasageccagagatetitty

ctccanaccaccEEEttcttcancCCECECCECCACCCCEaEtEEtttEatEEcEEEcaE
ctccasaccaccgggttcttcanccegegececcaccecgagteetttpaccageeccan

acggtcgcggataacgasangaccegetttgatetegatanctctganaacaccangeag.
gcestegcggataatacccanaccegstttgatacagatgacaccgataatasaaaacaa

ectttcasasggasgctgactccgacasgtcggccecgategeccteccgtttgangcg
gectttcanaaggasgctaact ccgacasgecggccccgategecct ccatttgangcy

tacttcgccaacattggcaacctcacctggttcgggcasgegcttttegttttagtage

tacttcgccaacattggcaacctcacctegttcgggcasgcgcttttegtetttee:
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aagagagcgaaagaagcagtatgccttctatcgegattatctectcaaccaagaaaatat

aagagagcganagangcagtatecctictatcgcgattatctectcanccanganaatat

ccgasasstttacggagcasatatacctttcganacttttcangtanageatatttetea

ccgasaastttacggagcanatatacctttcgasacttttcangtanageatatttetea

aattagasgagetcgagceatcactassgcetatattaggastantectegaganaatec

aattagasgagetcgagceatcactansgcptatattaggastantcctpgaganaatec

sgtttattccecagctaccacasateateeteagttaggacetattassgattpcgattt

sgtttattccecagctaccacasateategteagttageacetattansgattpcgattt

teatggtgaatacatcacttgaactacasatygttatyctagagtagttttttatcgtaa

teatggtaaatacatcacttgaactacasatagttatyctagagtagttttttatcgtaa

tggcasgtttaatgcatcacasgattycggtyttttanaggttasaaatasasasatcty

tggcasgtttaatgcatcacasgattycggtettttanaggttasaaatasasasatety

caccasattcctatcctttttattasagatagasgcaccannattcgttcataatetage

caccasattcctatcctttttattasagatagasgcaccannattcgttcataatctage

ttcasgaccasaactasgecananagtaatygctganatcgaacttettttecacctet

ttcasgaccasaactasgccanaaagtaatgctganatcgaactctettttccacctet

aganattcangasaagattectgatattctetttpcctttgananactttgeaatgattt

aganattcanganaagattectgatattctctttpcctttgananactttgcantgattt

sgtagasgetattcctectgangteganatecgtasansgcanttegattactatcagas

sgtagasgetattcctectgangtcganatecptasansgcanttpgattactatcagas

cttcttatttasttgagtecasgascasassactcasttagagcasattatgtantectt

cttcttatttaattgagtgcasgaacasasaactca-
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cagttcggacgactgctgeangtagtagttttctcascctctttcaganaggagttatty

--gttgecagcactectgcangtagtagttttctcancctctttcaganaggagttatte.

cttastgasagassssactccctttasasacgasassgasttccatgacategtgasass

Cttastgassgassssactccctttasasacgasassgasttccatgacateetgasass

gaccasasagggcacttittcaggttgatacatcgttaat ccagagaacaacagtataga

gaccasasaggcactttttcagsttgatacatcgttaat ccagagaacaacagtataga

sttctctggcastttcastagacastttasacttascasannnnttataccagtgaacac

attctctggcantttcantagacaatttanacttascanaccegttataccagtgancac

ggaatacgtaacgcgtanagagttcaacgagtacasagact casacgaccaacgact cat.

ggaatacgtaacecatanagagt tcaacgagtacasagact casacgaccaacgact cat.

asagattgasaccactttgectecceasggtgascasataagastecaggetgageasat

sssgattgass
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egtteagacceaategetectgegaaacagecattgttcagetacttgagtatttaaace.

-gctacttgagtatttasace

steectacgagtegattetegacattgacttgganangticttcgatactettcegeang

stgectacgagteeattpteeacattgacttggasangttcttcgatactgttcegeang

acagattgatgtccctegttcataatatcattcangategcgatacggagteactgatte

acagattgatgtccctegttcatantatcattcangategcgatacggagteactgatte

gtasgtacttccattcgggagttattattaacggacagcgacatasgactttagtcggga

gtasgtacttccattcgggagttattattaacggacagcgacatasgactttagtcagga

cacctcasgeceggaatctateaccectectatctantattatecttastgagttagaca

cacctcangecgggaatctatcaccectectatctantattatecttastgagttagaca

ssgeettegasaseceagetcticectttptecgttacgccgateacteteteateacte

ssgeettegasasceagetcttcectttptecgttacgccgateacteteteatcacte.

tcggasgcgasgcagctactasgcaggt catacatt gt cagtagctatattgagasge

tcggasgcgangcagctactangcaggt atacatt gt agtagctatattaagasge

gattagegttgasagtcaacatgactasgaccasgattytcagaccgaacasact caaat.

gattagggttgasagtcaacatgactaagac.
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atgactaatgaaaccattgatcaaacaac
agetcanattctagetataganggaganatantgactancganaccattgatcanacaac

sacaccagatcasaca- gattttgttccgeaacgatttatcaataatet

sacaccagatcasacactasacccaacgeattttpttccgcancgatttatcantastet

teasgtagettttattasagttgataacectgtegcttcatttgatcccgatcasaaace

tcasgtagettttattanagttgataacactategcttcatttgatcccgatcasaaace

satcgttgatasgasteatagegatancagecasgcttttpagasaatctegeanctang
satcgttgatasgasteatagegataacagecasgcttttpagasaatctegeanttang

‘egasgaatacgccaatasagcgat casaaat cetgccasaaaggat cagtatttttcaga
ggasgaatacgccantasagcgat casaaat cetgccanaaagaat cagtat ttttcaga

ctttatcaatangagcantgatttaattaacasagacaatcteattactatagattctte
Ctttatcaatangagcancgatttantcancanagacaatcteattectetagattctte

tgtagagagctttcgganatttgggatcageattaccanatttttacgagttagatatc
cgtagatagctttasgasattteeeeatcagcettaccanatttttacgagtteeatete

ccttcanaaagatccgtctannatcancacccancanatccanaattttatggannatat

Ccttcanasagatccgtctannatcancacccancanatccganattttatggannatat

catacaacccectatctctgatgatasggasansgcegagtttttgagetcteccanaca

catacaaccccctatctctgatgatasggasassgcegagtttttgagetcteccanaca

atcttttgcagganttatcatageganccanatccgatcggatgananattcategacet
atcttttgcagganttatcataggganccanatccgatcggat anagttcategecet

gtttgatgaatctttganagcasgecaagasgcagaaaaaaat acagagcctactagtes
gtttgatgantctttaanagagagecangangcagananaaatacagagcctagtagtes

gattggcttgatatttttttatcatttgtatttaacasasaacastcttccgatctcan
geattggcttgatatttttttatcatttatattcaacasaaaacaatcttccgatctcan

sgasacectcastcasgagccangeccteattttgancasaatttagecactaccaccac

sgasacgctcastcasgagccangeccteattttgascasaatttagccaccaccaccac

cgacatacasgecttaccecctgasgctagagacttecttgatgasagegptantttttt
ceacatacasgecttaccecctgasgctagegatttecttpatpasageeetantttttc

tasattcactcttggtaatataganatattagatattaagggagtccccgacanggatce
tasattcactcttggcgatatagagatattagatattaagagagt cgctgacasggatcc
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‘taattacaagttcaatcaattattgatccacaataacgctttatcttctatgetaatgge
taattacasgttcaatcaattattgatccacaataacgctctatcttctytyctaategs

gagtcatagtaacatagaacctgasasggtttcattattgtatggggatastagtagtcc
ggstcatagtaacatagaacctgasanagtttcattattatatagggataatagtagtcc

tgasgctaggcataattggaacactaccattggttatasagaccaacasggcaacaatat
tgasgctaggcataattagaacgccaccattygttatasagaccaacasggcagtaatat

ggccacactcatcaatgcgeatcttaataacggcageggsttaat catagegggtaataa
geccacactcattaatgcgcatctttataacggcagtagsttagt catageggstaataa

asatgggattasasaccctagcttctacctctacasagangatcanctcacagecttean
ggataggattasasaccctagettctacctctatasagasgaccaact cacaggtttgaa

acasgcantgagtcangangagatccanaacanagtegatttcategaatttcttecana

acasgcantgagtcangangagatccanaacanagtEgatttcatggaatttcttecace

ssacaacgctassttagacaacttgagcgagasagagasagasanattccanactgagat

ssacastgctasactagataacttgagcgagasagagasagasaaattccanactgagat

tegasatttccasaaagaccgtasgacttatttagacgcactagggantaateacattyc
tgasaatttccasasagacctasggcttatttagacect tagggantyatcacattac

ttttgtttctasaaaagacccasaacatttggctttygttactgagtttagtaataggga
ttttgtttctasaaaagacaacasgeatttagctttagttactgagtttagtaatagesa

sgteagctatactctcasagattateegasasaacasgatansgctttagategegagac
sgtgagctatactctcasagattateegasasaacasgatasapctttagateeeeaget

ssssaccactcttcasgetagcctasaatatgateeceteatetttpteasttattccas
ssssaccactcttcasgetagcctasastatgateeceteatetttpttanttattctas

tttcasatacaccaacgcctccaagagtcctgatasgggtataggcactacgaatagct
tttcasatacaccaacgcctccangagtcctgatangggcatagecactacgaatagcet

ttcccatttggasgeanattttagtasggtagctgtctttaatttgcctastttasataa
tcccatttggasgcanattttagcasggtagetgtctttaatttgcctastttasataa

tetcgetatcactaattatatasggcaggatttagasgatasattgtagactasaggatt
tetcgctatcactaattatatasggcgagatttagasgataattatagactasagsatt

gtccccacasgasgctaatasgcteat asagact ttttgaacageaacasagaattact

gtccccacasgasgctaatasgcteat casagact ttttgaacagcaacasagasatest




image18.png
AB017923.1
UP2_input_P168_

AB017923.1
UP2_input_P168_

AB017923.1
UP2_input_P168_

AB017923.1
UP2_input_P168_

AB017923.1
UP2_input_P168_

AB017923.1
UP2_input_P168_

AB017923.1
UP2_input_P168_

AB017923.1
UP2_input_P168_

AB017923.1
UP2_input_P168_

AB017923.1
UP2_input_P168_

AB017923.1
UP2_input_P168_

AB017923.1
UP2_input_P168_

AB017923.1
UP2_input_P168_

AB017923.1
UP2_input_P168_

AB017923.1
UP2_input_P168_

‘tggaaaagtttcaaacttcaataaagctgtagctgaagctaaaaacacaggeaattatga

tggasasgtttcanacttcaatasagctatagctasgctasaaacacaggcaattataa

cgasgtgasassgctcagasagatcttgasanatctctangganacgagagcatttaga
tgasgtgasasasgctcaganagatctiganaaatctctasggasacgagagcatttaga

gasagasgtagcgasanaattggagagcagasacgacaacasaaatagaat ggasgcaaa

gasagasgtagcgasanaattggasagcagasacgacaacaaaaatagaat ggasgcaaa

sgctcasgctancagccasanagatasgatttttpcacttatcastcasgagectagtan

sgctcasgctaacagccananagatasgatttttpcacttatcastanagagectagtas

‘egasgcasgagcagccact ttcgat ccgaat cttasaggcat caggagcgaattatetea
ggasgcasgagcggccactttcgatccgant cttanagacattaggagcgaattatetaa

tasacttgasaatatcaacasgaatttgasagactttggcanatcttttyatgaactcaa

tasacttgasaatatcaacasgaatttgasagactttggcanatcttttgatgaactcan

aagtegcananatantgatttcagcangecaganganacectanaageccttanagacte

anatggcananatantgatttcagcanEECaganganacEC tanaaCCcttanagactc

egtgasagatttaggcatcaat ccagastggatttcanaaattgasaaccttaatygcage

ggtgasagatttaggcatcaat ccagaat ggatttcasaaattgasaaccttaatgcage

tttgastgatttcasaaatggcananatasggattccageasggtaacacasgcanaaag
tttgastgatttcasaaatggcasaaatasggatttcagcasgstaacacasgcanaaag

cgaccttgassattccattasgeateteatcattastcasasgatancegatansgttea

cgaccttgasaattccattasgeateteatcattastcasasgataacgeatansgttea

castctcastcagectgtatcagagactasattancagecgatttcagtangetagagca

gaatctcaatcagactatatcagagactaaattaacaggcaatttcagtasggtagagea

agccctagecganctcannagctigtcattggate- -ttee
sgccctagccganctcasasacttpteattpgatcasasaaatgasagttttantettee

sssssattctgatctacassastccgttasssstggtatasstggasccctagtegetan
sssssattctgatctac---asttcgttagagatagteteageeeanccetagtegetan

tegsttatctasaacagasgecacaacgctaccanaaatttttcggacat cagganaga
ceggttatctassacagasgccacassgctctccananatttttcagacattageanaga

attgaacgaganattatttgganattccantancaatantantegact casanacaacac
gttgagtgagasactttttaganaat ccantaacastagcaatagact casaaacaacea
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agagcctatttatgctcaagttaataaaaagaaagcaggacaageaactagecctgaaga

sgagcccatttacgctasagtcantanassgasagcaggacasgcanctagcecteanga

gcccatttacgctcasgttyctasaaaggtgagttcasaaattgaccaactcaacgasge
geccatttacgct casgttgccasaaaggtgagt geasaaattgaccaact caacgasge

tacatcggcastaaatagasaaattgaccggattaacasaattgcatcagcaggtasage
tacatcagcaataaatagasaaattgaccggattaacasaattgcatcagcaggtasage

sgtegeceetttcastegagcageeceateagctagecctgancceatttacgctacast
sgtegecastttceeteeagcageecastcagctagccctgancceatttacgctacast

teattttgatgaggcanatcasgeagacticcctttgagasgasgtactacagttaatea
teattttgatgaggccantcasgeagacticcctttgaggagasgcactagatttyataa

tctcagtasagtaggactttcasgggaacasganttyact cgtagaattggcgatcteag
tctcagtagagtagsactttcasgggaacasgaattaact cgtanaat tagcatctcan

tcaggcagtatcagasgctasaacaggteattttgacaacctagaacasasgatagatea
tcagecgstatcagasgctasaacagsteattttgacasgctagaacasaagatagataa

actcassgattctacasssssgastectttgasgctateeettgassgcecasaacasgt
actcasagattctacasaaaagaatectetgaagctateest tgasagcecgaaacaagt

gectactggtttgcasgeganattggacaattacgctactaacagecacacacgeattaa

gectactggtttgcasgeganattggacaattacgctactaacagecacacacgattaa

tageaatgtccasagtggaacaat castganaaagegaccggcatyctaacgcasaaaaa

tageaatatccaacatggageaat caat gasaaagcgaccagcatactaacgcasaaaaa

ccctgagteectcasgctcgtgantgatasgatagttecacatanteteggasgcectea
tectgagtagctangctegtaaataatasgatagttacgcataatataggasgcactca

tttgtcagagtatgatasaattggattcaaccasangastatganagattattctgattc

tttgtcagagtatgatasaattagattcaaccasaagaatatgasagattattctaattc

gttcasgttttccaccasgttgaacastgccgtasangacattangtctagetttytaca

gttcasgttttccaccasgttgaacaataccgtanaagacattangtctagetttataca

stttttasccascacattttctacageatcttacagcttgatgassgcasatetegaaca
stttttasccastacattttctacageatcttacagcttpecgassgcanatetegaact

tegagtcganaacac- - -tacasaaagtegtttccagaaatcttaa-
tggagtcasaaatat castacasasagtggtttccagasatcttasaggatcgaggaa
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Clusterd5a _|0(2)[1(S1)|2(40)3(35) 42154 [52)(6) (5)9(8)10(7)|11(19) 12(16) 1221 14(19) 15(21)16(22) 17(12)18(7)| 19(2)20(2) 222 22DRHDETW2N] | =+ | 99.19336/330] aerTi0lss
Cluster170._|0(2)[1(S1)|2(41)3(24)14(2D)[5(4)[52)(8) (5)9(8)10()|11(19)12(17)| 12(20) 14(19) 15(21)16(24) 17(LL18(7)| 19(2)20(2) 2L 222K ETW2N] |+ | 99.19336/330] 8208250567
Clusterd20 _|0(2)[1(52)2(43)3(23)420)[5(4)[82) (7)1 (8)9(8)0(9)| 1111 12(17)| 13(20) 14(19) 15(20)16(25) 17( L 12(8) 19¢4)20(2) 22222 DR ETW2N] |+ | 99.19336/330] a76i011700
Cluster128 _|0(2)[1(SD)|2(40)3(36)420)/S(4)[83) (7)1 (5)9(8)[10(9)|11(13) 12(16) 13(22) 14(18) 15(22)16(20) 17(118(5) 19(2)20(2) 22222 DRHD ST V2(N] | =+ | 99.19336/330] 8749262537
Cluster263 _ 0(2)[1(54)2(41)3(23)1420)[5(4)[54)(6)1(8)9(8)[10(9)| 1111 12(18) 13(20) 14(18) 15(22)16(22) 17(12)18(5) 1964)20(2) 2L 222 DRHHSDZTW2(N] |+ | 99.19336/39] a7aaEzT
Cluster289 _|0(2)[1(54)2(41)3(22)42D)5(4)[54)(6) (8)9(8)10(9)|11{12) 12(16) 13(22) (1) 15{22)16(2) 17(12)18(5) 1964)20(2) 2722 22QRHD DT 02N] | = | 99.19[336/330] arass1aTs
Cluster76 _|0(2)[1(52)2(43)3(23)1420)[S(4)[82)7(7)1(8)9(8)[10(10) (L1217 13(21)14(19) 15(23)| 16(20) 7(12)| 18(6) 19(3) 202217 22(4) 23(D24UI2TDBD] = | 99.19[336/330] 8713064207
ClusterS99 _ 0(2)[1(58)2(42)3(22)142)[5(4)[53)(8)123)9(7)[10(8) 1111 12(14)| 13(10) (1) 15(23)16(24) 17(LL18(5) 19¢4) 20(2) 2B 22222 DRHA2VIB27 X+ | 99.19[336/3] as1s60222
ClusterS22._|0(2)[1(58)2(49)3(22)14(25)/57) I8 (5)1(3)9(14) 1005 L1( )12 16) 13(17)|14(14) 15(24) 16(17) 7(13) 18(0) 19(4) 20(1)[21(9) 223 23(2) 24(3)25(3)128(1| « | sz 2562020354
Cluster160 _|0(2)[1(58)2(49)3(22)14(26)[5(8)[8(1)7(5)124)9(13)| 10(5) (L)1 16) 13(17)]14(15)15(23)| 16(17) 7(1.)| 18(8) 19(4) 20(1)[21(10) 22(2) 23(2)[24$) 253 26(1)] « | sz asTa17i00
Cluster606 _ 0(2)[1(58)2(49)3(22)1426)[5(8)[81)(5)124)9(13) 10(5) ()12 16) 13(17)]14(14) 15(24) 16(17) 7(15) 18(8) 19(3) 20(2)/21(9) 2202 23(2) 242281 « | sz as771366
ClustarS27 _ 0(2)[1(58)2(49)3(22)1427)[5(5)161)(5)1(3)9(1) 10(6) ()12 16) 13(18)}14(13) 15(23) 16(17) 7(13) 18(0) 19(4) 20(1)[21(9)[22(2) 23(2) 24 2S(3)28(1] « | sz asea21sas
Clustor10L_|0(2)[1(58)2(49)3(22)14(27)[5(5)161)(5)12(4)9(13) 10(6) L1( )12 16) 13(18)}14(13) 15(23) 16(17) 7(13) 18(0) 19(4) 20()[21(9)[22(2) 23(2) 24 2S(3)28(1] « | sz asesariceL
Cluster615 _ 0(4){1(S7)2(49)3(23)14(25)/5(8)[82)(5)1(5)9(12) 10(5) L1 12)[12(14) 3(17)|14(18) 15(24) 16(17) 7(15) 18(8) 19(3) 202)[21(9)[22(2) 23(2) 24 25(2)28(1] | sewzas/azg) 8536073155
Cluster2 |08 1(ST)2(42)3(23)4(2D)5(4)[52)7(9)123)9(E)10(8) 1111 12(15) 13(10) 14(18) 15(25)16(2D) 17(12)18(5) 19(3)20(3) 22222 DRHDSVBW2N] | = | 98.8335/30] 8525073745
Cluster535 _ 0(2)[1(59)2(47)3(31)14(2)[5(4)[52)7(9)122]9(9)110(8) 1111 12(1)| 13(20) 14(16) 15(23)16(20) 17( 1 18(5) 19(4)20(2) 222422 DRHD2SDBI2N] | = | 99.19336/339] aasa2r2es
Cluster297 _ 0(2)[1(59)2(47)3(21)14(22)[5(4)[52)7(9)12219(9)110(8) 1111 12(1)| 13(20) 14(16) 15(23)16(20) 17( 1 18(5) 1964)20(2) 2B 422 DRHD2S(DIB2N] |+ | 99.19336/339] aasaares
Clustera96 _ 0(2)[1(59)2(47)3(21)14(22)[5(4)[82)7(9)122)9(9)[108) 1111 12(11)| 13(20) 14(16) 15{23)16(20) 17(14)18(5) 1964)20(2) 26224 22 DRH)2S(D2(2[2(0| | = 99.19[336/330] aasa2res
Cluster1e2 _|0(2)[1(60)2(48)3(22)4(2D)5(4)[5(2)7(9)1229(L1|10(5)| L1(11)1210) 13(20)14(17){ 15(22)| 16(23) (1) 18(5) 19(4)20(3)/21(8) 22(4) 23D UBRBD] = | 99.19[336/330] aazaTraTeL
Cluster605 _ 0(2)[1(65)2(45)3(28)1424)/5(5)[81)(5)1249(15) 1064 L1(6) 12(13)| 12(10) 14(16) 15(23)16(19) 17(14)12(8) 19¢4) 20(2) 2(6)22(3)/22(224(3)25(1)25(3) « | sz 8302230383
Cluster290 _ 0(4)1(ST)2(44)3(35) 42152 [88)(8)1249(8)10(7)|11{10) 12(14) 13(21)14(17) 15(26)16(18) 17(12)18(5) 19(2) 20(4) 26224 22 DRHDRSDI2S(2(N] | = | 98.8n{335/330] aa74sa1268
Clustor246 _ 0(7){1(63)2(43)3(23)14(25)/54)183)(6) (5)9(L1)|10(7) 1 L)12(14) L3(17) 114 15(23) 1617 17(13)| 18(8) 10(8) 20(1)[219)[22(223(2) 244 25(2) « | onenzam) 87431268
Clustera15 _ 0(4){1(64)2(47)3(28)1424)/5(3)[82) 74 (7)9(L1)|10(8) 11(8) 12(12)| 12(16) 14(15) 15(23)16(16) 17(20)12(5) 19(3|2110)222)}22(3)|24(2)25(2)25(2)] | saenzas/asg) [
Clusters7 _|0(2)[1(66)2(48)3(27)14(24)/5(4)[5(1)(6)1249(13)| 10(5) 11(6) 12(14) 12 16) 14(15) 15(23)16(18) 17(16)12(5) 19(2) 20(2)2(E) 222223 24(3)25(2)25(2) « | sz 8230233038
Clustera95 _ 0(2)[1(66)2(48)3(27)1424)[5(4)15(1)7(6)1249(13) 10(5) 11(6) 12(14) 12 16) 14(15) 15(23)16(18) 17(16)12(5) 19(2) 20(2)2(8)22(2)[22(3)|24(2)25(2)25(2)] « | sz 8230233038
Cluster3 17 0(2)[1(66)2(47)3(27)1424)[5(3)[82)(5)1(8)9(12)| 10(8) (1) 12(1)| 12(17) 14(1) 15(25)16(15) 17(19)12(5) 19(3| 21 10)22(2[22(3)|24(2)25(2)25(2)] « | sz 832433628
Cluster212 _ 0(5)[1(62)2(45)3(28)1424)15(5)[81)(5)12(4)9(15) 1064 11(6) 12(14) 12 16) 14(16) 15(25) 16(17) 17( 16)12(8) 19(4)|20(6) (2 22322 244 25(B) + | saswzaam) 822483775
ClustarS14 _|0(2)[1(66)2(47)3(27)14(23)[5(4)[82)(5)1(6)9(12)| 10(5) L1(6) 12(13) 12 16) 14(15) 15(23)16(18) 17(16)18(5) 19(2) 20(1) 2(9) 222223 24(2)25(2)25(2)] « | sz 818564071
Cluster2® _ 0(5)[1(62)2(48)3(27)1424)[5(5)[82)(5)1249(14) 1064 11(7) 12(13)| 12(17) 14(16) 15(26) 16(17) 17( 6)12(8) 19(4)20(6) 2(2) 22322 |24 4)25(2) + | saswzaam) 8315634218
Cluster667 _ 0(2)[1(66)2(47)3(27)1424)/5()[82)(5)1(8)9(12) 10(5) L1(7) 12(12)| 12(17) 14(16) 15(23)16(18) 17(16)18(5) 19(2) 20(1) 21(9)[222)[22(3)|24(2)25(2)25(2)] « | sz 8315634218
ClusterSe1_ 0(5)[1(67)2(48)3(27)14(25)/5(3)181)7(4)(8)9(10) 10() 11(8) 12(12)| 12(14) 14(15) 15(23)16(17) 17(19)12(5) 19(3) 21 L1221} 223 24(2)25(2)25(2) + | saswzaam) 825567021
ClusterS55._ 0(4){1(64)2(45)3(22)1419)/5(3)[88)(5)124)9(13) 10(7)| 1(8) 12(10)| 13(20) 14(16) 15(25)16(19) 17(L)12(8) 19(1)20(5) 2622 DR RSVBWTY] | = | 98.en335/30] 814150202
Clusterg4 _ 0(2)1(7)2(2)R(25)4(2)5(20)6(263) 71S)B(1] « | sz ss7s22080
Cluster22 _ 0(2)1(7)2(2)R(25)4(2)/S(20)6(283) 1)1 « | sz ssTs221080
Cluster22 _ 0(2)1(7)2(2R(25)4(2)/S(20)6(283) 1)1 « | sz ssTs221080
Cluster204 _ 0(2)1(7)2(2225)4(2)/5(20)6(263) 715D « | sz ssTs220%0
Clusterd60._ 0(10)1(23)12(38) 3(21)|4(13)5(27)(159)[ (@B (1|10 11(10) « | samzzorzs) 4sa160142
Clusterd10_|0(1)1(2)2(5)2(28) 465)5(236) (1] « | semzesas) assTs124
Clusterd50_ 0(2)1(5)2(27)(290)14(14)] « | sz 2008554572
Cluster523_ 0(2) B2 2272)4(18)] « | sz 26715542
ClustorsS2_ 0(2)B2140) 272 4(17)] « | sz 2867255637
Cluster586 _ 0(1)[1(8)2140)3(263)4(8) (1) « | semzesas) 2040557522
Clustors24_ 0(2)BSDABLH(LN] « | ooz 20300026
Custerts | 1(7)2145)3(280) 4] « | 100z 2228008555
Cluster1e? _ 0(2)19)2(52)2(262)14(13)] « | sz 26112004
Cluster245 _ 0(2)1(20) 2(69)3(178)4(20)S(12) « | sz 2724513074
Clustera72 _|0(8)1(15)2(62)3(24D)4(9)5(2)82] « | enenzyam) 2713064207
ClustordTa_ 0(4)1(20)2(60)3(229)19)5(1)] « | saswzs/aa) 2710014854
Clustors04 _ 0(2)1(25)2(1002156)4(54) « | ooz 2eaatseas
Cluster330 | 0(5)[1(39)|2(81)|3(179)|4(23)|5(11)[6(1)] + | oasaa4/230] 2628318584





image21.png
>GCA_000649855.1 87 copy:2(2-2) | 21506 | Segment1|1291948-1292977|1|length:1030|1-1030
TACTTTGGTGGCTTGTATCTCTTGTAGTGCCGCTTTGACGGGGTGGTGGT CAGGTACGGTGGCCTCGGGAGAGGCTGGAGGGCTCGACGTTTGGGCTGAGTGTCTGGGCCCGTGARAGAGATCGTCTGCTCCAGCTTTGTCTCCTGAACTGACCCGGTTTAGGGAATTGGT
>GCA_000673095. 1 600 copy:2(2-2)|25417 |Segnent3|3134891-3135146| 1| Length: 256]1-256
TTTCCGTCCCCTCTCGGGGTTTTGGGTCTGACGACTTGAACACGCCGATACCTATTTGGT CGGGAGTGATARAGT TTCCGTCCCCTCTCGGGGTTTTGGGTCTGACGACCGGACTTGAT CGACGCGAACCTGTCTGACGCGAACCTGTTTCCGTCCCCTCTCGGGGTTTTG
>GCA_001673395.1 239 copy:2(2-2)|74389| Segment6| 2329395-2329655| 1| Length: 261|1-261

TCACGAACAGTGCGCAATCGGCGGCCCGCAACCCGGCCCGCAGCTCACCCACGAAGT CGGCGTACCCAGGGGTGTCGACGAGGTTGACCTTGATGCCGTCGTAAGCCAGCGAGGCGACCGCAAGGCCCACCGAGCGCTGTTGCCGGATCTCCGCCTCGTCGAAGTCGCAGA
>GCA_002057305.1 623 copy:3(3-3)|99097 |Segnent19]747298-747684 |1  1ength: 387 |1-233
ATTACCTGGTGGTCAGCGGTCGTGGGAGGTTTTCAGATGTCGTTTGTGATCGLGGTGCCGGAGACTATCGCGGCGGCGGCGACGGATCTAGCCGATCTCGGCTCGACGATCGCTGGGGCCAACGCGGCTGCGGCGGCCAACACGACGAGCCTGCTGGCCGCCGGTGCCGAT
>GCA_000651675.1 499 copy:2(2-2)|21967 |Segments | 2893564-2894085 |1| 1ength:522|1-522
GGGCGATCTGATCTACGTGGTGTCCGAGGGCGAGTTCGAGATTGTGCGCGAATTGGCCGACGGCGGT GAGGAATTGGT CARAACCGCCGCGCCTGGGGACTACTTCGGTGARATCGGCGTGCTGTTTCACCTGCCACGCTCGGCAACGGTACGGGCTCGCAGCGACGCGAC
>GCA_001652545.1 555 copy:6(5-9)|74549| Segment41|4223867-4224555| 1| Length: 749| 1-566
CGTCCAGCGGCCCTGGCGCGGGTTTCGACCTAGCCAACCGTTACGTCTGAACCATCCCCGGCTAGCAGAT GCCGCTGGGAAT CGGCCGCGCGGGACCGGATTGAACCGCCCCGGCATGTCCGGAGACTCCAGTTCTTGGARAGGATGGGGTCATGTCAGGTGGTTCATCGA
>GCA_000653935. 1 5375 copy:2(2-2)|22413| Segment1|1785560-1786344| 1| Length: 785| 1-785
CCCGCCGACAGCTCCAACACCAACATCACCATTCGGCACTGCTCCCATGGTGCTAAGTTCATCTTCAACAAGTAGCGGCCCGCCGACAGCTCCAACACCAACAT CACCATTCGGCACTGCTCCCATGCCGCCCGGCCCACCCCCACCGGGTACCGTCTCACCACCCCTCCC
>GCA_001597645.1 417 copy:2(2-2) |50827 | Segnent10|4286163-4286389 1| 1ength: 227 [1-227
AGAATCCACCCTGCCCGGCACCGCGGCGGTAACCGCGCAGCCGCCGACCATGCCCACCGTCACACCGCCGCCCATCCAGGCCGCGCCGACCGGCCAGCCGTCCTGGGCGCCCAATAGCGGCCCGATGCCGGCCAGCGGACCCACTCCCACCCCGCAGTACTACCAGGGCGG
>GCA_001673125.1 242 copy:5(5-6)|74318| Segment27|4685224-4685436| 1| Length: 213| 1-213
CTACCCACCGGCCGGTGCCCGGGCGTCAAGCCACACCCGGCGTGAGCTCCGCAACCCCTGGGGTGCTCGGGCGGCGAATCTGGAGGCTAA CAAGGACCGCGCCATTGCTCTTCAGT CCGAGGAGATTTACAACARATACATACACTATCTGACCGGATGTGAGCACTTCTT
>GCA_002087375.1 254 copy:8(2-8)|98529| Segment19|3386896-3367156| 1| Length:255| 1-255
ATCCTGTTTGAGCCGCTCGATGCACATGCGAGCGGCGTCGAACGCGGCCGCGCGGTGAGGAGCCGAAGCACCGATGACAACCGCCGCAT CACCGATGCGCAATTCACCGGTCCGGTGTGCCACGGCAACTCGCACACCGTCGGCCTGTCGTTCACACTCTTCGATGATGTC
>GCA_000658535. 1 410 copy:5(2-5)|23053|Segnent3|3829120-3829387 |1 1ength: 268 1-268
CGCGGGCCTTAAGCCAGCTTTAGGCCCAGCTGGAGCCGACGGCGCTGTCGGTTTGTGCCATGTTGTTGCCGGCAGCCTGCACCTTCTGCCCGTGGGCGTTGGCCTGCTCGTAGAT CACCTGGAAGTTACGGCCCAGCTGGGTARTGAACCCCTGGCAGGCCGCCGAACCGG
>GCA_000649675. 1 265 copy:2(2-2)|21569| Segment7| 241754-242646| 1| Length: 203| 1-203

NCGCGGCGCAAGCCCACCTTCAT CAACGACACCAGATCGTTCCAGGCCGCGTCGAATTCCGGCTCACCGATCCCGCGGCCGGGCCGCTqTGGGTCGATCCGGTGCCGARAAAGCAACT CATTACGGTAGACGTTGCCAACACCGGCGAT CACCGTTTGGTCCATCAAGAGE
>GCA_001184735.1 521 copy:2(2-2)|38075| Segment2| 1924525-1924764| 1| Length: 240| 1-240
GGGCGTCGCAACCCGGCCTACCACAGTGAGGTCCACCACGTAACGCCGTGGACAACCACCCACCGTACCGACAT CAACGACCT CACACTGGCCTGCGGCCCCGACAATCGCCTT6T CGAAAAAGGCT GGAAAACCCGCAAGAACGCCARAGGCGACACTGAATGGCTACCS
>GCA_000651655. 1 358 copy:2(2-2)|21964| Segment1|1886369-1888688| 1| Length:312| 61-312
GACGCTGTGGAGCTGGTGGCACACGGCCGTGACGCGGTTTCGGAGTTCCCGGCGGATCGCGGCTGGGATGTGGCGGGGTTGTTTGACCCCGAT CCCGACGCGGTAGGCAAGTCGTATACCCGGTGCGGCGGGTTCTTGACGGATGTCGCCGGTTTTGACGCCGAGTTTTTC
>GCA_000672895.1 545 copy:3(2-3)|25391| Segment6| 3856238-3850871| 1| Length:634| 226-634

ACAGGTATTGACAATTGCTCATTCAGGCTCARATTGCCTGTGCCGCATGATGGTTGGCGTTARAGCGT GAGGACCTGCCGGATGAATTGACGGGAGCGTAGCTGTGACCGCGGTCCCGTCACCCGTGGCAGGARACAGTTGCAGTGTGTACTATCCGCCCTAGACTGCCGC
>GCA_001673395.1 240 copy:2(2-2)|74389| Segments| 2601736-2662454| 1| Length:729] 1-555
CAGACCGGGGCGGGTCGAGCGATCACCGGTGCCCAAGGCGACCACGGCGCCTTCGCGCACTCCGCGAACTTGCGCTGCCACCAGCT CGACCTCCGTCGGARAGATGTTGCGTCCCGCGATGGAGATGACTTCCTTCGCGCGACCACACACCACCAGGCCGCCAGCGCAAGT
>GCA_002087375.1 145 copy:6(6-6)|98529| Segment4| 1186966-1157204| 1| Length:239|1-239
GGGGACGGARACCCAACCTCACCGCCTGCTGGGTGAGACGTGCTCGCCGCGAGTCGTCAGACCCARAACCCTGAACCGCCCCGGCAT 6T CCGGAGACTCCAGTTCTTGGARAGGAT GGG T CATGTCAGGTGGTTCAT CGAGGAGGTACCCGCCGGAGCTGCGTGAGCGGG
>GCA_000652135.1 639 copy:2(2-2)|22041|Segnents|2803004-2803394| 1] Length: 391]1-299
NNNNGCTGGATGAGCGGCGTTACGTGCTGATATCGATGACTCAGGTCTTTGCGCTGGCGTTGGTGTTGTTGTCGCTGGAGTTCGTCCCGCGGCGGCGACATCTCTGATCCGTCGCTATGGACAGCTCGGCGCATTGAATGTCGTTGGGCAGGTGGTGGGTGGCTACCACCA
>GCA_001652545.1 678 copy:3(2-3)|74549|Segnent3|1081665-1081890| 1 Length: 226]1-226
GCGTCAGATGGGTATAAGAGGCAGGCCCACGCAGGGCACCACGCCTTCTTCCAAGCT GGG TGGCCTGTGGAAGACGGTCTCGCCGCATCTqTCGCCGAT CAGCAACAT GG TG CGATGGCCAACAACCACGTGTCGATGACCAACTCGGGTGTGTCGATGACCAACACCTT
>GCA_000653035. 1 448 copy:3(2-4)|22191 |Segnents|3942494-3943774] 1] Length: 1251 169-506
CCAGTACGCGTTGATCAACCAACTTGACGCCCAAGCCAGCGAGGAAGAACTGGGCGGCACGCTGTGCTGCGCGCTGGCCAACCGGTTACGCAT CACCAAGCCCGACGCCGCCCGGCGCATCGCCGACGCCGCCGATCTCGGACCTCGTCGAGCACTCACCGGTGAACCGCT
>GCA_000649675. 1 629 copy:2(2-2)|21509Segnent11|246917-2469465 | 1 Length: 298| 1-290
GCTAAGGCATGTGCGGGCTCAGCCGAAGACTTCGGTCTCAGCCAGGGCCTCCGTCAGCCTGCGTGCCCCATCGGTGAACTGCCAGACGGTGTGCTCGATTACGGCGGCTGTqTCGCGGCGGCGCAGCGCGGCGATCAGCTGCCGATGACTGTTCACCGCGTCCGCGCCCCA
>GCA_002003715.1 483 copy:2(2-6)|92304 |Segnent1]4180433-4180671|1| 1ength: 239 14-239
AACGCCGGGTCGTACAACACGGGCAGCTTCAATGTCGGTGACACCAACACCGGCATCGLGAACT CGGGCAATGTCGACACCGGCGCCCTCAT 6T CGGGCAACTTCAGCAACGGCAT CCTGTGGCGGGGCAACTACGAAGGCCTATTCAGCTATTCCTACAGCCTCGACGTT
>GCA_000653035. 1 583 copy:2(2-2)|22191|Segment4| 3655727-3656044| 1| Length:318| 1-318

TCGGGCCCTGGTCTGTGTCGGCAGCGGCTGGTAGTATCGARAGTATGTTCGAT CAGGTGCGGGGGCGCATGCCTTCACCGGAGGCGATCGCTCATTTTGATGAGCGGTTTGAATGCCATGCTCCGCGGACCACGAGGGTGTCGGCGGCGTTCATCGATCGGATCTGCTCGG
>GCA_000657635. 1 454 copy:2(2-5)|22931|Segnent1|100382-101528 1| 1ength: 1147 |1-1147

TGAACCGCCCCGGCATqTCCGGAGACTCCAGTTCTTGGARAGGATGGGGT CATGTCAGGTGGTTCATCGAGGAGGTACCCGCCGGAGCTGCGTGAGCGGGCGGTGCGGAT GG T CGCAGAGAT CCGCGGTCAGCACGAT TCGGAGTGGGCAGCGAT CAGTGAGGTCGCCCGT
>GCA_000653535. 1 52 copy:4(2-4)| 22314| Segment1|1513859-1515384| 1| Length: 1526 | 1687-1437
TGATGAGCCCGCCACCAATTGCGACCTGGATCATACGATCCCGTATGCCGCTGGTGGCCCACCCATGCGT CGAACCTGARATGTTGCTGCCGTACCCAT CACCTGGTGAAAACGTTTTGGGGATGGCGTGAT CAACAGCTACCCGACGGCACCCTGATTTTGACCTCCCCG
>GCA_001673395.1 480 copy:5(4-6) |74389 | Segnent32|4205069-4205529 1| 1ength:4611-261
GGACGCCGAACTAGCTCGATCCAGCGCCGACCCGCACCCCACTACCGGCAT CTGAAGGT GAGC CAGAGACGCGT CGACCAGGAAGAACCGTGGCCGCACGGGT CACCCGGGCACACCCAACCGGGCCGTGGCAAGTGCCGACTACCTGAAGAATCCCGARAGTCCTACACE
>GCA_000655715. 1 386 copy:3(2-3)|22686| Segnent16| 1868693-1868382| 1| Length: 298| 1-296
GGTATTCCGTTGAGCCTGAACGCGCTGGGTGGTGTCGGTCCGATTGTGGTGCCGGATATTACTATTCCTGGTATTCCGTTGAGCCT GAACGCGCTGGGTGGTGTCGGTCCGATTGTGGTGCCGGATATTACTATTCCTGGTATTCCGTTGAGCCTGAACGCGCTGGGTGGT
>GCA_000655515. 1 283 copy:14(3-14)|22664| Segment17| 2156738-2158296| 1| Length:1558| 1-265

GCCCCACCAACGCCCCCGAACTACT CACACCCARACCGATGGCGGGAACAGT AR TAGGCGGAACATTGATTGGCCCCACCAACGCCCCCGAACTACT CACACCCARACCGAT GGCGGGAACAGTARTAGGCGGAACAT TGAT CGGCCCCACCAACGCCCCCGAACTACTCA
>GCA_000653135. 1 117 copy:3(2-3)|22216| Segment2| 2246026-2246866| 1| Length:841| 1-352
GGCCTGGGCGGCCGCCGCCGGAGCARAGCCCTTCAACATCGAGT GCAAGGTGCTGGCCAT CGACACACCCGAGTTGGTCAT CGACACGTGGTTGTTGAGCAT CGACACGATGTTGCTGAGCGGCGACAGATGCGGCGAGATGGCTTTCCAGAGTTCACTCAGTTGGTCGAA
>GCA_000672915.1 660 copy:4(2-4)|25392 |Segnent1|1637416-1638070| 1| 1ength: 655 |286-655
CTGTTGGCTACACCGATCGATGACCCGATGCGCGCCACATCCGAGGCCGCCGCGGCCACCGTCTCCGGGGTTACGAT CACCAACGACAT CACAGT CCACCCGCCACGCCCCTGCCCCTTCGGCAGGTCACACTCCTGCCAGATARGGGTCGCGCCGCCACCTTGTCCGATT
>GCA_000649655. 1 263 copy:5(3-5)|21506| Segment6| 1671151-1671536| 1| Length: 386 | 1-386
TCETAGCGCCACGGCAACCCGCCGTCGECGACCTGGGTACCGACCCCTGCCGGTGTATAGAAGGCCGETATGCCCATCCCTCCGECCCECAACCGCTCGTCEECGACCTGEGTACCGACCCCTECCGGTGTATAGAAGGCCGGTATGCCCATCCCTCCEGCCCGTAACCGE
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ClusterlD  Distribution Marker Percent of strains Wsighted Average Copy.

Custeraa 32084 + | 10008e4/24] £
Cuusters 32084 + | 10008e4/24] E

Custersa  31(1)j22(23) + | 10008e4/24] 3108800524
Cuuster1se  31(1)j22(23)] + | 10008e4/24] 3108800524
Clusterioe  19(1)j22(23)] + | 10008e4/24] 318452381
Cuusterso  18(1)j22(23)] + | 10008e4/24] 183333333
Cuuster208 | 18(1)j22(23)] + | 10008e4/24] 183333233
Clusters0  14(1)j22(23)] + | 10008e4/24] 3178571420
Cuusters?  e(1)j32(83)| + | 10008e4/24] 3171928571
Custer7a 4132083 + | 10008e4/24] 31 66666667
Custer2s  41)32(83)] + | 10008e4/24] 31 66666867
Cluster16o  2(1)32(83)] + | 10008e4/24] 3164285714
Custers? 1132083 + | 10008e4/24] 3163005238
Custer2d 1132083 + | 10008e4/24] 3163005238
Cuustersd  0(1)32(83)] < oeeeves 3161004762
Cuustersa  o(1)[32(83)] < oseeves 3161004762
Custers2  0(1)32(83)] < oseeves 3161004762
Clustersd  0(1)32(83)] < oseeves 3161004762
Cuusterse  0(1)32(83)] < oseeves 3161004762
Custerd  0(1)32(83)] < oseeves 3161004762
Custerds  0(1)32(83)] < oseeves 3161004762
Clusterds  o(1)[32(83)] < oseeves 3161004762
Cuusteras  0(1)[32(83)] < oseeves 3161004762
Cuusterdd  0(1)32(83)] < oseeves 3161004762
Custers 0132083 < oseeves 3161004762
Custerss  o(1)[32(83)| < oseeves 3161004762
Custerss 0132083 < oseeves 3161004762
Custer2  0(1)32(83)] < oseeves 3161004762
Custer2e  0(1)32(83)] < oseeves 3161004762
Cuuster2s  0(1)32(83)] < oseeves 3161004762
Custer22  o(1)[32(83)| < oseeves 3161004762
Custer2l  0(1)[32(83)] < oseeves 3161004762
Cluster207  0(1)32(83)] < oseeves 3161004762
Cluster1on  o(1)32(83)] < oseeves 3161004762
Cluster16?  0(1)[32(83)] < oseeves 3161004762
Clusteries  0(1)32(83)] < oseeves 3161004762
Cluster16l  o(1)[32(83)] < oseeves 3161004762
Clusterts  0(1)[32(83)] < oseeves 3161004762
Cuusterls  o(1)[32(e3)| < oseeves 3161004762
Custer1d  o(1)[32(83)] < oseeves 3161004762
Custer1a 0132083 < oseeves 3161004762
Custer12  o(1[2(83)] < oseeves 3161004762
Cluster12o  o(1)[32(83)| < oseeves 3161004762
Custer11z  o(1)[32(e3)] < oseeves 3161004762
Clustersa  0(1)32(4)22(79)] < oseeves 3157142057
Custer2?  O(DRLTYRA)]  + | 9esEed] 2072610048
Cuusters0  2(1)[17(83) + | 10008e4/24] 16 82142857
Custer7?  21[17(83) + | 10008e4/24] 16 82142857
Custerlle  21j17(e3) + | 10008e4/24] 1682142857
Cluster21s  15(1))26(23) + | 10008e4/24] 1508800524
Clusteriel  15(2)]26(22)] + | 10008e4/24] 1507610048
Clustor1 | 15(2)[16(82)] + | 1000%[34/84] 1507610048
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>GCA_601509915.1 89 copy:2(2-27)|66337 | Segment1448]2558232-2563126|1|length:4895]|1784-3819
GGCTCAGGCGCCCTGOCTGRCCGAGGCGGCGCGGCGACGCGRCCAGAAGTAGTACAGGGCCACCGCTATCTGCAGCGCCAGGAAGGCCCCCCACGCGRCCAGRTAGCCGCCGRCCRGTAGCTRECGEECTCATACACGGCGTCRCCGEGEGRCCATAGTTCGA
>GCA_001187405.1 1 copy:12(2-12)|43361| Segment159| 3614361-3614662| 1| Length:362| 1-362
TGGCGCCGTCCGGTCCGGGCCAGCCAGCTGOCGATGCAGCTTTCGGTGCGTCCCTGGGTTTCCGGCTTGRGCGECACRGATACATCTCGRCGGCGTCGACCAGGTTGATGCCGTCGCCAGCGCATAGTCCAACTGTTCGTGAGCCTRCGCCTCRGTGTTCTG
>GCA_001636405.1 191 copy:3(2-3)|76341| Segment733| 1845332-1851533| 1| Length: 6262| 626-2198

TACGGATCCTGRTTTCGATCAGGGTCCACACACAGAGAT TGAACTGAAGAGT T TGATCCTGGCTCAGAT TGAACGC TGGCGGGATGCTT TACACATGCAAGT CGGACGGCAGCACGGGCTTCGECC TG TGCGAGTGRCGAACGGTGAGTAATGTATCGGAR
>GCA_001187405.1 198 copy:2(2-2)|43361| Segment269| 3143428-3144188| 1| Length: 761 | 1-761
GTGGCGGGCGACAACTATTTCGATACCACGCTGGTGCGCGAGCAGGTGCGRCGCGCCCTGRGCGGCTACGAAAGCCGCCTGCCCGTGCGCGGTGACGCGT TG TERCCAGGCTGATGGAGTCGECCGGGACGETCRRCAAGGCGCTERGCCTGAAGGTGGGTGT
>GCA_001187405.1 £ copy:6(3-6)|43361 | Segment83| 2319856-2326142| 1| Length: 203| 1-203.
CCATCGCCGTCATCAGCGCCCTGCTGTTCTACCGCCACCGCGCCAACATCGCGCGGCTGCTCAAGGGCACCGAAAGCCGCATCGGAAGAAGAAGTAACCCGCTCAGGAGCCTGTCCCGGCGRGGACAGAAGCAACCCACTCAGGAGCC TG TCCCGRCGRGREE
>GCA_001509915.1 114 copy:2(2-27)|66337| Segment1439| 2558232-2563126| 1| Length:4895| 1369-1773
GGCCTGGCGGCTGAGCCGCAAGAACGTGCATATCGCGTTCAGCAATTTCGCCGAGGCGTTCTATCGCATGATGAGCGAGCCGACCAGCACCAGGTGAGCGTGCCCGAATTCAATAACC TCTGTGCAGAACCACATCCTRRCCTCGCAGATCACGGCCGTCE
>GCA_001187405.1 148 copy:2(2-2)|43361| Segnent98| 2366749-2366995| 1| Length: 247| 1-247
CAGCAGGACGCGGCTCGCGCCCCACCGRRCCGCCAGCGTCTCTCCCAGGRCGTCGCTGRCGCCAGCGCCAACCAGCGTCCTCRCATGCGTACAGAACT CAAACATCCCACCTCRCTCAGAACAGGC TAAGT CCCACGCCGACGCACGGCATCCRCCCRERE
>GCA_001187405.1 152 copy:11(4-11)|43361| Segment195| 3623626-3623867 | 1| Length: 242| 1-242
ACGGCCACGGCCAGCCGCGCCGGCGCGGGATCCAGGGCGUGCAGGRCGGCCaCCACCGRCCGRCGTAAGGCCGCGGGGCATAGATCGGAAAGAGAGGGAGCCGGCGCTGCGGGGGAGGTGRACATGRTGGCTERCGECGCCEECGTGACGCGCTGRCEECTGE
>GCA_001985665.1 119 copy:7(7-7)|81953| Segment366| 1289397-1289861| 1| Length:465| 1-465
CTGGGGCAGCGCCGTGRCCGCTTGCTCGTGATACAGACCCGTAGGCTCCAGGATGRCGTGCAACTGCGCCGGCTGTGCGCCGTGTTTGRCGCACCACGCCAGCAGGGCTTETACGCCCGCGCGGTGTTGACCACCACCTTGGTCTTACGCTTGTCAGCCTCAG
>GCA_001187405.1 124 copy:4(2-4)|43361| Segment1|1314937-1317261| 1| Length: 2265| 392-1131
TCGCTGCCAGCAGGTTGGCCTGCACCGCGTTCTCCACGAAGCAGAAGTCGCGGCTGATCTGRCCGTCGCCGTTGATCACGACGTCCTCGCCCTTGATCATCGCCGCCGTCCACTTCRGAATCACCGCCGCGTACGCGCCGTCCRGGTCCTERCGCTTGCCGAAC
>GCA_001983875.1 181 copy:7(3-8)|82228| Segment1323| 2246296-2247686| 1| Length:791| 1-791

TCCGRGTCTCTTTGGTCAATCCCGCCCAGGCCCGRGACTTTGCCAAGGCCT TRRCGCTGCGCTCCARARATGATGCGCTCGACAGCTACGTGC TERCTCRCTATGGACAGACGC TAGCCCGRCGCTGTECACCCRECECCCTTCATGCGCGTCAACTGCGE
>GCA_001187405.1 133 copy:4(2-4)|43361| Segment128| 2082367-2982782| 1| Length:476| 1-476
TACGRCATCCATGCGCCGGCGGGCACGCCGGCGGCGGTCaTGRATCGRCTCAACCAGGCCCTGGTGRCCGTCCTGTCCAACCCCAGGTGCGCGCGGCGCTGRTGRGGCAGRCTATGAGGTTECCACCAGCACCCCCGRCGAGTTTTCCCGATGGTGCGCGA
>GCA_001187405.1 3 copy:7(2-7)|43361 | Segment93| 2422215-2422469| 1| Length: 255| 1-255
CGCGECACCCACCGCATCCTGACCCAGAACATCGTCCTGGCGCTGGGCATCAAGGCGGTGTTCCTGGTGCTGGCGATGRCCGCCAGGCCACGCTGTGGATGGCGGTGTTCRCCGACGTCRRCGCCAGCCTGCTGRTGRTCRCCAACGRCTTGCGGCTGCTGC
>GCA_001636405.1 75 copy:14(2-15)| 76341 | Segment1652| 2726186-2722112| 1| Length:1927| 1728-1927
CCACGCCGTGCTTGGCGGGCCACGTAGGCGGACTTCGCGGCCGAGGCCACCAGGCCATGRGCCGAGGCGATGT TGATGATGCGCCCCCAGCCCTGCTTCTTCATGTGGGCAGCGCCGCGECCGTGCCATGRAATACCGCCGAGAGATTCAGCGCGATGATGEC
>GCA_001509915.1 168 copy:3(2-3)|66337| Segment869| 1978457-1984658| 1| Length:6262| 6662-6262
GGGGTACGCCCAGGCGRCTGRCCCCGCAACGRGCACGACAGCCGCGGCCGGGG66CCTGTCCCTGCGGGGGGAAGGATACCTGCGGCCCGEGTGCCTGTCCCCRCAGGRRGACAGRCACCTCAGACATCCCCATCTTCTGACGAACCGCCTRCAGCGTGTGTC
>GCA_001635405.1 175 copy:2(2-2)|76341| Segment225|1244649-1246162| 1| Length: 2114| 1-429
AGCGCGACCTCAGCCTGRCCTACTCGCCGGGCGTGRCCGCCGCCTGCGAGGAGATCGTCGACGATCCGGTGAATGTGT TCCGCTACACCGRGCGEGCAACCTGRTGRGCGTGATCACCAACGGCACGGCGGTGCTERECTERGCAACATCGGCGCRCTGRCC
>GCA_001635435.1 36 copy:3(2-25)| 76352 Segment1832| 2857139-2858204 | 1| Length: 1666 | 1-1866
TACAACCTATTGACAGTTCACACCTAGCTGTCGATTCTCAATAGGTTATTCACATCTGGGATACGCGTGATGGGTGGC TATGTCCGAGAGCGGAGTGTGRCCGACACCAGT T TAGCGGTCAATGAAGGGC TECAAGGCAGCC TG TCGTTCGCTGAGCTCGT
>GCA_001187405.1 146 copy:3(3-5)|43361| Segment68| 1948926-1949267 | 2| Length: 288| 1-288
CGGGCGGCGAAGGCAACCGRCCGTCCTCGCTATCGACGGGAGCGCCGTCCAGCTCGGGACGCGGAATATCGATGTGGGTCCAGCCATCGTCGATGGCCGTGCCATCGAGATCTATCGTTETCCAGCCGTTTTCATCGTCGACGRRCCAGCCATCTAACTGTGA
>GCA_001636405.1 141 copy:28(2-22)|76341| Segment818|193225-195314| 1| Length: 2696 | 1-2696
TAGCTGTGAACTGTCAATAGGTTGTATTCGTCCAGGTTGAGTCTGGAGATGGGTACAGCGCGCCCGATGCCTTGGTGGGGTCGATGCCAGT TG TAGTGGTGTAGCCAGGAT TTCATGGCATCGGCTCGGTGTTGGGAGT TC TG TAGG T TGAGCGTAAGCCCA
>GCA_001187405.1 263 copy:5(4-7)|43361| Segment112| 2696679-2696374| 2| Length: 296| 1-296
TGCTGGGCAACCTGGTCGRCCTCATCGACTCCGACTACCAGGGCCAGT TGATGGTCTCGACGTGGAACCGCGGCACGCAGCCGT TCACCCTCGACCCCATGGAGCGCCTERCGCAACTGRTGATCGTCCGGTACAGCAAGTGRCCTTCAACGTCGTGGAAGAC
>GCA_001985725.1 167 copy:19(11-19)|81957| Segment2919|436223-436869| 1| Length:587| 1-587
AGCTGTGAAGATTCAATAGGTTGTATGCATGGTTCATCCGAACCGRAT T TGAGAAACTGGARATCGCCACCCCCCCAGTTCACTCAAGGAGCCCGGCCGGATGAACACCCATAAGCATGCCCGATTGACCTTCCTACGTCGACTCGAAATGGTCCAGCAATTGA
>GCA_001509915.1 174 copy:2(2-2)|66337| Segment2515| 360017-360264| 1| Length: 245| 1-245
CCTGRTCGCCTTCGGCGTGCTGCTGATGAGCATGGTGACGRGCATCGACGGCTCGGGGTTCGCCGCCTGCCGCTGACCGRCACCCTGTCCGECGCCTTERGCCCGGTGRTGRGCATCGACCCGRCGACGCTGRCCGCGGTGRGCCAGATERGCGCCTATGRA
>GCA_001187405.1 o copy:4(2-4)|43361 | Segment2| 1314941-1317262| 1| Length: 2262| 1-386.
GGCGCCGRCGGCCTTCCCAGTATCAGGAAGACGGCCACCCGRAACGCACCCT TGAAAATGCGTTGTGGTCCGGATGGATCCGTCGAGT TTGCGECGGATGRCTTTCAAATCAACGCAGGAATTGCGTGTACCAGGGCATGGCGECTTCCAGCCCGCRCAGE
>GCA_001987755.1 S6 copy:2(2-2)|82153| Segment36| 1061843-1062636| 1| Length:194| 1-194.

GGAACACCGCCTCGGGAATGGAGTGGGTGATGAACATGACCGACT TGCGGGTCTCGCTCCAGATGCGCTGCAGCTCCACCATCATGGTCTCGCGCGTCATCGCGTCGAGCGCGCGAACGRCTCGTCCATCAGCAGCAGGC TGRGGTCGTGAATCAGGCCGCRE
>GCA_001509915.1 21 copy:29(25-30)| 66337 | Segment1582| 2699673-2768672| 1| Length: 68| 1-468
TAGTTGTGAACTGTCAATAGGTTGTATTCGTCCAGGTTGAGTCTGGAGATGGGTACAGCGCGCCCGATGCCTTGGTGGGGTCGATGCCAGT TG TAGTGGTGTAGCCAGGATTTCATGCATCGGCTCGGTGTTGGGAGT TCTGTAGG T TGAGCGTAAGCCCA
>GCA_001187405.1 264 copy:2(2-2)|43361| Segment126| 2792857-2793062 1| Length: 266 | 1-266
TCCTGTG666CACGRCCGGCGCGGTGCTGCTGCGCGTGCTGCTGATCGCCTTCRCGCTGATCCTGCTCGACATTCCGTTTCTCAAGGCCCTGRGCTGCCTGCTGCTGRTCTGGATAGGCGTCAAGCTGCTECCCCRCATGAGGACGCGCACGRCAACATCACC
>GCA_001983335.1 188 copy:24(6-28)|82188| Segnent246|1194383-1197531| 1| Length: 3149| 1-3149

CCTAGGTGTGAACTGTCAATAGGTTGTATTCGTCCAGGT TGAGTCTGGAGATGGGTACAGCGCGCCCGATGCCTTGGTGAGGTCGATGCCAGT TG TAGTGGTGTAGCCAGGATTTCATGGCATCGGCTCGGTGTTGGGAGT TCTGTAGG T TGAGCGTAAGCC
>GCA_001635405.1 28 copy:28(28-28)| 76341| Segment186| 1177933-1178251| 1| Length:319| 1-319
CAGCGCATGGGCGATGCGCGCTTGGGTCAGCCGCTTGCGGCGCAGCTCCACGATAGCCAGCGCCT TGGCCGCGCAATCGCTCGREGCGAGACCET CGEECGCGAGGACGCATCRRCCAAGCCCRCCTGRCCCTGAGCCAGGAAGCRRCCCAGCCATTTGCGCA
>GCA_001635405.1 113 copy:29(4-29)[76341| Segment2653| 3696085- 3696405 1| Length: 321 [ 1-321

ACAGTTAGGTGTGAAGATTCAATAGGT TGTATGCATGGTTCATCCGAACCGGATT TGAGAAACTGGARATCCCACCCCCCCAGTTCACT CAAGGAGCCCGGCCGGATGAACACCCATAAGCATGCCCGATTGACCTTCCTACGTCRCCTCGARATGGTCCAG
>GCA_001187405.1 126 copy:2(2-2)|43361| Segment32| 1650987-1661691| 1| Length:1165| 1-1165
TCGGGGATCAGCCTGCCGCGTCGAGCGTTGCCGTGCCCGCGGCCATGCCGCGCCGCAGGGCGACGCGGATCCGRCGCCCTGCGRGACGTACCCCGCAAGCCRGTGRCGCCCRCCaTaRCCTTRCCGCAGCCACTGATCGARACCCRCATCAAGTATCTCGAC
>GCA_001635405. 1 192 copy:3(2-3)|76341| Segment735|1845332-1851533| 1| Length:6262| 3723-3956

GCACCGGGTGCTAACGTCCGGACT CAAGAGGGAAACAACCCAGACCGCCAGCTAAGGTCCCGAATTATCGCTAAGT GGGAAACGAAGTGGGAAGGCATAGACAGT CAGGAGGT TGGCT TAGAAGCAGCCACCCTTTAAAGAAAGCGTAATAGCTCACTGATCGA





image24.png
>GCA_801985665.1 53 copy:26(2-26) | 81953 | Segment2184|3299433-3300742| 1| length:1318|1-1310
CTAGGTGTGAAGATTCAATAGGTTGTATGCATGGTTCATCCGAACCGGATTTGAGARACTGGARATCGCCAACCCCCCAGTTCACT CAAGGAGCCCGGCCGGATGAACACCCATAAGCATGCCCGATTGACCTTCCTACGTCGACTCGARATGGTCCAGCARTTGATCGE
>GCA_0@1509915. 1 14 copy:31(26-31)| 66337 | Segment1664| 2692533-2695244| 1| Length: 712| 1-712
AGCTGTGAAGATTCAATAGGTTGTATGCATGGTTCATCCGAACCGGATTTGAGARACTGGARATCGCCAACCCCCCAGT TCACT CAAGGAGCCCGGCCGGATGAACACCCATAAGCATGCCCGATTGACCTTCCTACGTCGACTCGARATGGTCCAGCARTTGATCGECE
>GCA_001686405. 1 154 copy:3(2-3)|76341| Segment734|1845332-1851533| 1| 1ength:6262| 2662-3715
CATGATTTTGTTCCAAGTCTCAAGAACTGGCTGGGCGCGCAAGCGTTTGGTCAGATGCTTTGAACTTATGAACGGCACAAGCGCGARTGAACAGCACCTATAAGACTTTAGTGTTATAGGAT CAAGCGACTAAGTGCATATGGTGGATGCCTTGGCGATCACAGGCGATC
>GCA_0@1509915. 1 27 copy:27(2-27)| 66337 | Segment3143| 736748-738657| 1| Length:1316| 1-1316
GGCCGCCGCGCTGARACGCCGGAACGACTCGGGGTTCGATCCCGGCAGATAGCGTTGGAACAGGTACGCATGGAACACATACACCACGACCGACAGGCTGCACAGCACGGTCGCCACAGCAGCCACGCGATTCTTGAACCGGGTATCAAGGCARATCCTCTTCTTGTGE
>GCA_oo1157405.1 71 copy:2(2-2)|43361| Segment214| 877846-878271| 1| Length:432| 193-432
GGTCACATTGGTGATGGTCGGTGCGGCCGRCGCGRTCTTGTCCACGGTATCCGCATAGGCGCGAGTGRCCTCGAGGCTGCGRTTGCCGCCCTTGTCGATGRCCTGCACGCGGACGTCGCCCGACGCCATGTCGCGATCCGACGTCGCCGTATAGGCGCCATCGECGECCE

>GCA_001985625.1 155 copy:28(15-25)|81951| Segment1041| 1996109-1996240| 1| Length: 132| 1-132
CTAGGTGTGAAGATTCAATAGGTTGTATGCATGGTTCATCCGAACCGGATTTGAGAAACT GGARATCGCCACCCCCCCAGTTCACT CAAGGAGCCCGGCCGGATGAACACCCATARGCATGCCCGATTGACT
>GCA_0@1509915. 1 40 copy:27(2-27)| 66337 | Segment1591| 2762578-2762976| 1| Length:393| 1-393

GCTAGCTGTGAAGATTCARTAGGTTGTATGCATGGTTCATCCGAACCGGATTTGAGARACTGGARATCGCCGACCCCCCAGTTCACT CAAGGAGCCCGGCCGGATGAACACCCATAAGCATGCCCGATTGACCTTCCTACGTCGACTCGARATGGTCCAGCAATTGATCE
>GCA_oe1157405.1 7 copy:9(7-18)| 43361 | Segment136| 2095877-2996112| 1| Length: 236| 1-236
GGCATTCCGCCCGCATCACGCCCGCCTqCAGGCGCCGTGCGACGRAGCGCTGCACGCTCGCGTGCTGACCCGCTTCTTCCTGAGCGACTCGGTACGCTACGARATCGGCCTCGACGACGGCTAGCTGTGAAGAT TCAATAGGTTGTATGCATGGT TCATCCGAACCGRAT
>GCA_001686405. 1 &2 copy:28(26-28)| 76341 | Segment2427| 3466983-3461964| 1| Length:922| 1-922
TTCCTACGTCGACTCGARATGGTCCAGCARTTGATCGCCCATCAAGTTTGTGTGCCTGAAGCGGCCCGCGCCTATGGGGTCACCGCGCCGACTGTGCGCARATGGCTGGGCCGCTTCCTGRCTCAGGGCCAGGCGRGCTTGGCCGATGCGTCCTCGCGCCCGACGRTCTC

>GCA_001157405.1 128 copy:3(3-3)|43361| Segment65| 2068106-2074264| 2| Length:6159| 1-364.
ACCATCCCCTCGCTTGTCCTGCCATCTCAACACCTCTTGGCTAGARAGGAATTGAGTAACCAGGCACAAAAAGACGATTGACAGARAACGCCTTGGCCGCCTCGATATCAATCGATGCAACACGGCGGTAACGGACCACTCARACCTGARRAATCCCCAAGCGCGATTCC
>GCA_001985925.1 8 copy:2(2-2)| 81978| Segment711|1715626-1715561| 1| Length:482| 66-482
GCCGCCAGCCGCAGCGCCGACAGCGAGGCCTGCTCGGCAGGCTTGAGGATGACGCTGTTGCCCACAACCAGCGCCGGGGCCACTTTCCAGGCCGCCATCATCAAGGGGTAATTCCACGGCACCACGRCGGCCACCACGCCCAGCGRCTCGCGCGTGATGGTGGCCAGCE
>GCA_oe1686405.1 112 copy:2(2-2)|76341| Segment1648| 2714526-2726185| 1| Length: 5666 | 1967-5665

TCTTGGTCCCATGCCCCTCGACARACGCCTTGTGAAT CAAGGAGAGGGCGACTCATGCGGCCCCGACCGGCGARACCCACGCCTGTGGACCGCCCCCCTATGTCGGCCGCCACCATGCATATGCATCCTGCCGGARAGTGGGCGAGCGTCTGTCGCGCAGARTTTCAATT
>GCA_001985665. 1 81 copy:36(3-38) | 81953| Segment2362| 3463785-3465657 | 1| Length:1873| 1-1873
GGTCAATGAAGGGCTGCAAGGCAGCCTGTCGTTCGGCTGAGCTCGTGTAGGGCCTGGCGTATGCCCACTCCCGTAAGCAGGTCTGCACGAGGCGCTCGACCTTGCCGTTGGTCTTGGGGGTGTAGGGGCGGGTGCGGATGTGACGGATTCCCAGCTCCACGCACACCREC
>GCA_001985665. 1 42 copy:26(3-21)| 81953| Segment3249| 77635-79513| 1| Length:1879| 1-1879.

TAGCTGTGAACTGTCAATAGGTTGTATTCGTCCAGGTTGAGTCTGGAGATGGGTACAGCGCGCCCGATGCCTTGGTGGGGTCGATGCCAGT TGTAGTGGTGTAGCCAGGAT TTCATGGCATCGGCTCGGTGTTGGGAGTTCTGGTAGGTGTGAGCGTAAGCCCACTCACE
>GCA_001509915. 1 138 copy:2(2-27)|66337| Segment1437| 2558232-2563126| 1| Length:4895| 1-338
TTCATCCGGCCGGGCTCCTTGAGTGAACTGGGGGGTTGGCGATTTCCAGTTTCTCARATCCGGTTCGGATGAACCATGCATACAACCTATTGARTCTTCACACCTAGACGACGCCTACCGCACCCTGATCCAGCGCCAGTCGGCCATGACGGAGAAGCACCAGGCCGEGE
>GCA_o01157405.1 134 copy:3(2-3)|43361| Segment211|3168459-3169246| 1| Length: 788| 1-208
CTCCCAATCATTATCGGCCGGCGGACGRCGGCGCGACGRCGCaaCCaTCqTCCGAGCCGCCaaCTCGaTCaCGRCCaaCCaaCGaGCaaGCCaaCaCACGCTRRCCGCCTCaRCCGCCACGTCCGCGCGCGCAGCCGGACGCGCCAGCCGCGGCGCCaaTTCRRGCGREE
>GCA_001987515.1 51 copy:2(2-2)| 82146 | Segment3169| 764743-764944| 1| Length: 262| 1-262
GGCTTCGAGCTCCATCGGGCCCACGCCGGTTTCGAACCAGTCCAGGTTTACCTGCAGGGCGATCGCCAGCTTGCGGATCGAGCGGCTGGATTGGCGCAGGCCGTTTTCGTAGCTGGCCACGRCGCTTTGCGACAGACCGCTGATGTGCGCCAGGTTTTCTTGCGAGAGCT
>GCA_001509915. 1 39 copy:22(2-22)| 66337 Segment2881|431723-432324| 1| Length:662| 1-662

TGGAGCCGGCCGAGCCGGTGGTGCGCTACGAGCATCAGGCCCCCGGCGATCTGCTGCACATCGACAT CAAGAAGCTGGGACGTATCCAGCGCCCTGGCCACCGGGTCACGRGCAACCGACGCGATACCGT TGAGGGGGCCGRCTGGGACTTCGTCTTCGTGGCCATCGAT
>GCA_001988335.1 50 copy:25(16-25)| 82188| Segnent2479| 3497751-3497911| 1| Length:161| 1-161
TACGCTCACACCTACCAGAACTCCCAACACCGAGCCGATGCCATGARATCCTGGCTACACCACTACAACTGGCATCGACCCCACCAAGGCATCGGGCGCGCTGTACCCATCTCCAGACT CAACCTGGACGAATACAACCTATTGACAGTTCACACCTAGET
>GCA_001686455.1 195 copy:2(2-2)|76352| Segment2542|3763793-3764641| 1| Length: 249| 29-249
TCATGGCCGAAGCCTATGGCAAGCTGACCGGCAAGCCCGRCATCTGCTTCGTGACGCGCGGGCCGAGCGCCACCAACGCCAGCATAGGCGTGCATACCGCCTTCCAGGACTCGACACCGATGATTCTGTTCGTCGGCCAGGTGGGCGCCGACGTGGCCGAACGRGAGREE
>GCA_oo1157405.1 185 copy:2(2-3)|43361| Segment86| 2324633-2325420| 1| Length: 788| 23-261
TAAARAGACGATCCGGCGCGGCGCTGACCGCGRCGGATCGCCGCTTTCCCGTCCTqACGGACGGATGRCCCGGACCGCGRCCACCCGRCCGCaaCGCCAGGRCGCGaGTCAGGACTGCGCGACCAGGGGCGCCGCGTAGCCGGACAATTGGTGCGCCGRCACTTCGATCA
>GCA_0@1157405.1 146 copy:3(2-7)|43361| Segment167| 2618447-2624637| 1| Length:6191| 5875-6148
ATGCTTTGCTTTCGATGACGACCGTAGCCGCCACCGTGCGCTCGCACCAAGTGCCCACACTTATCGGTTGTTARATTGT TARAGAGCGGTCCTGCCAACCGRCCTTCCGACCGRCGCTGCGTTTTCAGCAGCAGAGARACGAGATTATGAAGAAGT TTTTTCAGCTTGTC
>GCA_0@1157405.1 5 copy:11(5-14)|43361 | Segment121| 2862348-2862581 | 1| Length: 234 | 1-234
CGGGATTTCCTTGAGCGAATGCTTGTACGACACCCGTTCGATGAAGGGAATCACGAAGCCGGCGCCCGGCGACAGCACGCGGTCGAACTTGCCCAGCCGCTCCACCACCCAGGCATGCTGCTGCGGCACGATGGCGATGGCCTTGACCACGATCATCAGCGCCAGGATA
>GCA_001509915. 1 47 copy:2(2-29)| 66337 | Segment469| 1548462-1553296| 1| Length:4895| 3565-4488
GTCGGCGCGCTCGCCGRTCTCGGGCGTTTCCTCqCCCaCCaCCaUaCCaCCaCaCCaCCaaaCaCCaaCTqRCGCATGRCCTCGATATAGCGCAGCCCGRCGCGCAGGTATTCGCGGTTGGCGCGCGAGGCGGCCCGCGCCAGCGRCTTCATGTAGCGCGCCTCCCACES
>GCA_001686405.1 7 copy:2(2-2)| 76341 | Segment2773| 3846625-3846129| 1| Length:165| 1-165
CGACCAGCACGGTACAGGCGCCGCATACGCCGTGCTCGCAGCCCAGGTGGGTGCCCGTCAGGCGCGCCTGGTCGCGCAGAARAT CGCCCAGGTGCATGCGCGGCE

>GCA_0@1686405.1 166 copy:14(2-15)|76341| Segment1651| 2720186-2722112| 1| Length:1927| 1332- 1618
CGGCCGGGGCTCCTTGAGTGAACTGGGGGGGGTGGCGATTTCCAGTTTCTCARATCCGGTTCGGATGAACCATGCATACAACCTATTGARTCTTCACAACTAGCGGGGCTGTCCAGCCGCCGTCGACGGARATGGTGGTGCCGGTGATCTGRGCCGCGRCCTCCGAGRES
>GCA_0@1157405.1 & copy:4(2-4)|43361 | Segnent114| 2691647-2691268| 1| Length: 214| 1-214

GTGGCTGAGCACTACGGACACAACACCGTACAACTGACGTTGACCCTTCCGAGAAGT CAGAGGTGAAGAAGCCGACCTTCCAGCCGCCTCCGGGCGRCTTTTTTGTTGGCCAATGCCAGCGGCCTGGTGACTTACAATCGCARACTATTGGCTGCTAGGTGTGAAGATT
>GCA_0@1985905. 1 197 copy:2(2-27)|81975| Segnentds4| 1464385-1469274| 1| Length:4896| 1873-3521
GGCTTACGCGTCTTCCTGTTCTTTTCGCTCGGCTACCTGGTCTCGTATCTGTTCCGGGGCCTGAACATCGGCTTCGGGCCGACCTTGAGCGCCGAACTGGGCCTGTCGACCGCCGATCTGGGCACCCTGACCAGCCTGTACTTTCTCGGTTTCGCGCTGCTGCAGATCCE
>GCA_6e1157405.1 2 copy:4(4-4)| 43361 | Segment16| 1391627-1393286| 2| Length: 2268| 1376-2268
CTTTGAGACCACGTGCGCGCAGTTGCGGGCCCAACCCCAGARATGGCTGGTGACCGGCTGCGCCGGCTTCATCGGCTCGAACCTGCTCGAGACGTTGCTCGGGCTGGACCAGGCGGTGGTGGGGCTGGACAACTTCGCCACGRGACACCAGCACAACCTGGACGAGGTGE
>GCA_pe1157405.1 132 copy:7(2-7)|43361| Segment118| 2777844-2778316| 1| Length:473| 1-473
TGCTGGTATTCGECTGCGTGECCGCCRCCTCGTTCTCGTCCGECCAGCTGCTGGCCCATGECGGCTGGTCCATGGTCAATCTGACGGTCCTGCCCGCCACCGTCCTACTGCTTCTGECCTGGCAAGGACGCAAGGCGCGCGGCTGATCCGECGCGCCGTGECTGCCCCRE
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>GCA_98@836935 26 copy:2(2-2) |UP2_input_P98_BPP_S1_V7_Bordetella_parapertussis_10|Segment9|1537101-1537430|1|length:330|1-282
GACAACCAGTATGCGGGCGGCACGGTGATCAACGCCGGCACGGTGLAGGT TGCGCGEGATGCGAACCTGGATGCCGCGGCCGACGCGGTGRCGCTCAATGGCGGCACGCTGGCGGCATCGRCGGGTTTTTCGAGCGCTCGCGGCGTGACCATCGGCGCCGGCAACGRGGCGATGTC
>GCA_000317935 14 copy:2(2-3)|UP2_input_P98_BPP_S1_V7_Bordetella_parapertussis_13| Segnent123| 2255685-2266426| 1| Length:5336| 3156-4341

CGGGCGTCGAGGGTCGRGCCGATCAGGCCGGTGRCTACCACCAGCGCGGEGACTATGGCGGCGTATCCGGECAGGTCCAGGTCAAGGCGCGTGCGCGCAGGTAGGCGATGAGGCGGCGGCTCATTGCCGGCTCCCGAAGGTGACGCGCTGGCCGTCTTCGGTGAGCTCGACCAGEG

>GCA_001525545 31 copy:2(2-2)|UP2_input_P98_BPP_S1_V7_Bordetella_parapertussis_16| Segnent123|4775972-4786187| 1| Length:16216| 9544-16895
CCGATGACGGCCCGGCCGRCGRCATGTCCAGCAAGCAGCTGGAAGACCTGCGCGTCAAGGCCCTGRCCAAGT TCGACGAGGTGAGCAAGCAGT TCGAGAAGATGCGCCAGTCCTATGAGAAGGAAGGCTATAAGTCGGACGCCTATCTCAGGCCCAGGACATCATCCAGACCGAACT
>GCA_000317935 28 copy:2(2-2)|UP2_input_P98_BPP_S1_V7_Bordetella_parapertussis_13|Segnent41|1747664-1751055| 1| length:3992| 1-1226
CATCTATTCCTCCCGTTCTTCCTTTTCGATTTCTCGGCTCAGCCAGCGGT GCAGGGECAGGGCGAGCGCCACGACGGCGCCCACGRCGATGCCCAGCAGGGCGAGGTAGGGCAGGT CAGGCATGGGCGGCCTCCTGCATCTTGCGCCGATCTCGRCAGCGGCACGGACGATGGCGE
>GCA_001525545 10 copy:2(2-2)|UP2_input_P98_BPP_S1_V7_Bordetella_parapertussis_16| Segnent124|566-16715| 1| Length:16156| 1675-1936
CGCGUGCCCAGGGCATCATGGGCGAGGGCGACGCCCAGGLGRCAGTATCTACGLCCAGGLGTTCGRCCCAATACCGAGTTCTACACCTAT TACAAGAGCCTGGAAGCCTATCCGCCGCGTTCGCAARACCGGTGACGTATTGGTGGTCGATCCGACGTCGGAGTTCTTCCAGTT
>GCA_000317935 5 copy:19(5-19)|UP2_input_P98_BPP_S1_V7_Bordetella_parapertussis_13|Segnent116|2132763-2133567| 1| Length:865| 1-865
CGTCGGTGCGCGAACCGGATTGGTCCAAGATCGAGTATTTGGCGATGRACGAGTTTGCCCTGCACARAGGGCATCGCTACGCGACAGTGGTGGTCGATCCGATCGGCAGGCAGGTGCTGTGGAT TGGCCCAGGACGCTCACGCGAGACGRCCCGRGCGTTCTTCGAACAATTGCCGE
>GCA_004003355 9 copy:2(2-2)|UP2_input_P98_BPP_S1_V7_Bordetella_parapertussis_1|Segnent144|754266-754526| 1| length:327|15-312

ATGCAGGCACCGTCTCTTCCACGCCAACAACCACGACCGTAGCGGACCCRGGTGCCTGRLTCCCGCCACATCGRCCCCGCCACTGCGCTGCCCTGCGCGGCGGGTGCCTGRCACCTTGCCGCCACCCACGTGCCAGGCACCCGCCGEATACACCGCGCTGCTCGCAGCGRCCATC

>GCA_004003215 36 copy:2(2-3)|UP2_input_P98_BPP_S1_V7_Bordetella_parapertussis_5|Segnent141|476195-476494|1| Length:368| 36-279
CGCCGGCACGGTGCAGGTTGCGCGCGATGCGAACCTGGGTGCCGCGGCCaGCGEGETGRCGCTCAATGRCGGCACGCTGGCGGCATCGGCGGGTTTTTCGAGCGCTCCGGCGTGACCATCGGCGCCGGCAACGGGGCGATGTCGGTGRCCAGCGRCGCGAGCCTGRACTGGCAGRS
>GCA_000317935 13 copy:16(16-16) |UP2_input_P98_BPP_S1_V7_Bordetella_parapertussis_13|Segment151|2791796-2792191|1| Length:396| 1-396
CGTCACCCGTTGATATCGCCCCAGCCAGGCAAGCCGCTCCAGRCGCGGRCCGECGEATTGCT CACACCACAAGEGTCGCGCGGCACGTGLAGAACGACCCGATACTCGAATAACGGCAGATCTCGCACCCGTCGAACCGTGRTCTCATGCACCTRRCGACACCGCGCGCCGEACT
>GCA_000317935 7 copy:3(2-3)|UP2_input_P98_BPP_S1_V7_Bordetella_parapertussis_13| Segnent138|2355749-2356655| 1| Length:367| 1-232
TGGCGGGCGACATCCGGGTGCAGGCTGCCGACAAGGCGGACAACCAGAGECCCGAGACCACTCGCGCCTATGCGGATGCCGTGGACAAGACCGCGCCGGAGGTGCCGACCATCCCAATGTGACCACCGACGCCAAGAGCGGCCGCATCACGGTGACGGGCATGGCCGAGCCTGRCG
>GCA_900475845 27 copy:2(2-3)|UP2_input_P98_BPP_S1_V7_Bordetella_parapertussis_3| Segnent136|4271267-4271686| 1| Length:346| 36-328
GTACTGGTTGTCGTTACCCAGCACCAGCGTGCCCGCGCCTTCCTTGATCAAGGEGCCCGTGCCGCCGATCAGGCCCTGCCAGTCCAGGCTCCGCCGCTGRCCACCGACATCGCCCCGTTGCCGGCGCCGATGRTCACGECGCGAGCGCTCGARARACCCGCCGATGCCGCCAGEGT
>GCA_000317935 21 copy:2(2-2)|UP2_input_P98_BPP_S1_V7_Bordetella_parapertussis_13| Segnent125|2260526-2261148| 1| Length:623| 1-423

GGCCAGGTTCGCGCCGGCCAGGTTCGCGCGGGCCAGGTTCGCGCGAGCCAGRTTCLGCCGGCCAGGTCCRCGTCGRCCAGGTACGCGTCGRCCAGGTTCGCGCCGGCCAGGTTCGGCGGGCCAGRTTCGCGCGGCCAGRT TCGCGCGRGCCAGRTTCGEGECGRCCAGRTCCGE

>GCA_000317935 4 copy:17(17-17) |UP2_input_P98_BPP_S1_V7_Bordetella_parapertussis_13|Segnent145|2796885-2791528| 1| Length:644| 1-644
GTTCATCGCGCATTGCCGGGGAAGGCGGCGCGGATTTTGAGGAAGAAGTATTCCTGATCCGATAGCCGTAAGEGCGCCGCTTGATGACCTTGATAGTGTTGT TGATGCCCTCGACAATGCTGGTGT TCAGGGGATGTCGCATCTGRCCAGGATGCCGTGCAGATAGCCTTTCAAG
>GCA_900445795 29 copy:3(2-18)|UP2_input_P98_BPP_S1_V7_Bordetella_parapertussis_9|Segnent164|2723943-2735742| 1| Length:11868| 6685-7871
CACCRCGCTGCTGTGCGCACGCGGTATGCGCGCCAGCAAGRCAGCCACTTCCTCGCGEAGGCGGCGCCGaCCCaCCaRCAGCACCTCCACGRCATAGGCCTGGCGTGCGCCCCGOCCTGACCAGATATGCACCGACGAGGTACCGGGCTRRCGCGCGAACAGCGCCACCTCRRCGE
>GCA_000317935 35 copy:2(2-3)|UP2_input_P98_BPP_S1_V7_Bordetella_parapertussis_13|Segnent42|1751233-1752526| 1| Length:1294| 1211294
AGGCAGCGTCCCAGGCAGCGRCACTGRCAGCGRCCCTGREAGCGTCCCAGGCAGCGTCCTAGGCAGCGRCACTGGCATCGGCACT GGCAGCGRCCCTGRCAGCGRCACTRCAGCGTCCCGCTCTTCCTCGGTGRCTTCGCCGTTRRCGARACGCTCGRCCACGTCCAGCGEGTCCT
>GCA_004323615 34 copy:2(2-2)|UP2_input_P98_BPP_S1_V7_Bordetella_parapertussis_7|Segnent17|1-3553|1|length:3553| 1635-3553
GGTGGAGCAGGCCGGCGCGCGCATCGACTAGCCGGCGGCCGAGCTGCCCTTGCRGGCG6CCCaRCGCCCaEATGTTTCAACGCCGGCTTCGGCTGRCGACGGCGTCGGCGATCGCCCGAGCGECGTCCTTGTGCTCGTCRGCCGTCTGCACCATGCCTGCATGGAGGCCGTCATCTC
>GCA_00400B355 25 copy:2(2-2)|UP2_input_P98_BPP_S1_V7_Bordetella_parapertussis_1|Segnent136|474388-474621|1| Length:234|1-234

GGTGRCGCTCAATGGCGGCACGCTGGCGGCATCGACGAGTTTTTCGAGCGCTCGCGACGTGACCATCGGAGCGGGCAACGGGGCGATGTCGRTGCCAGCGRCGCGAGCCTGGACTGRCAGGGCCTGATCGATGGTACGGGCGCCCTGRCCAAGGAGGGGGCGEGCACGCTGRTGET
>GCA_000317935 6 copy:19(8-19) |UP2_input_P98_BPP_S1_V7_Bordetella_parapertussis_13|Segment111|2132914-2133565| 1| Length:652| 1-652
CCGGRCGTTCTTCGAACAATTGCCGCCTGGGGCCGCCCAACGCATCAAGGCTGTTGCCATCGACATGACCACTGCCTACGAGT TGGAGATCCAGGCCCACAGCCCACAGGCGGAGATCGTCTATGACT TGTTCCATGTCGTGGCCAAGTATGGACGAGAGGTCATTGATCGGGTGEG
>GCA_S00445795 24 copy:2(2-12)|UP2_input_P98_BPP_S1_V7_Bordetella_parapertussis 9| Segnent155|4811676-4818988| 1| Length:7313| 1878-2474
GCTGECGCCGCCGTCACGRCCCGACACCGACAGGGTACCCARACCACCGTTGAAGCTCCCGATCTCGGCCCAATCGT TGACGACCGATCCGCCATCGGTGATGGTCAGTGTCCCGRCAAGGGTCTCACCGACAATCAGGCCATCACCCACAACCCAATGCGGCGTCGAAGCCGRCC
>GCA_000317935 39 copy:2(2-2)|UP2_input_P98_BPP_S1_V7_Bordetella_parapertussis_13|Segnent252|4263526-4264767| 1| length:1188| 663-1188
ACCAGCCCTGOTTGOCCAGCGRCACCGAGCCGCTGTCGTAATCGAGGCGRCGGECAGT TCGCCCTTGTCCATGATGCCCGACTCETCGACCGAT TCGGGCACGACCACCGCGCGCCGCTGCCAGGCGTCGAGCAGCGCTTCCTRRGCGCCTGRATCTGECGRCGCATGCCGACATA
>GCA_500445795 30 copy:2(2-14)|UP2_input_P98_BPP_S1_V7_Bordetella_parapertussis_9| Segnent93|2373828-2381146| 1| Length: 7313| 1365-2472
TCGAGAGCGTCGAGATGTCGGCCGTTGCGCTCGATACGGTCACCGTGCCGACGCLGCCCGTGCCCATGCCGATGTARACCGTCGCTGCGGCACCTGRCGCGGTCGATCCGACGGTGCTGACAATGGCGCCGTCCAGGACGCGCAAGTCGCCAAGCCCATCGARACCGACGAAGATGT
>GCA_001525545 38 copy:2(2-2)|UP2_input_P98_BPP_S1_V7_Bordetella_parapertussis_16| Segnent3s| 2575697-2575311| 1| Length:215| 1-215
ACCATCGTGCCGCCCGCATACTGRTTGTCGTTACCCAGCACCAGCGTGCCCGCCCCTTCETTGRCCAGGGLGCCCGTACCATCGATCAGGCCCTGCCAGTCCAGGCTCGCGCCGCTGRCCACCGACATCGCCCCGTTGCCCGCTCCGATGRTCACGCCGCGAGCGCTCGARRRACTC
>GCA_900445795 18 copy:2(2-12)|UP2_input_P98_BPP_S1_V7_Bordetella_parapertussis_9|Segnent154|4811676-4818988| 1| Length:7313| 1372-1868
GCGTCGAGATGTCGGCCGTTGCGCTCGATACGGTCACCGTGCCGACGCCGECCGTGCLCATGCCGATGTARACCGTCGCCGCGGCACCTGRCGCGGTCGATCCGACGRTGCTGACAATGRCGCCGTCCAGGACGCGCAAGTCGCCAAGCCCATCGARACCGACGAAGATGTTGTTCA
>GCA_000317935 19 copy:2(2-3)|UP2_input_P98_BPP_S1_V7_Bordetella_parapertussis_13| Segnent122|2255685-2260426| 1| length:5336| 1-1369
CATCTATTCCTCCCGTTCTTCCTTTTCGATTTCTCGGCTCAGCCAGCGGT GCAGGGECAGGGCGAGCGCCACGACGCGCCCACGRCGATGCCCAGCAGGGCGAGGTAGGGCAGGT CAGGCATGGGCGGCCTCCTGEATCTTGRCGCCGATCTCGRCAGCGGCACGGACGATGGCGE
>GCA_900475845 2 copy:2(2-3)|UP2_input_P98_BPP_S1_V7_Bordetella_parapertussis_3|Segnent131|4271537-4271853| 1| Length:317|1-223
TGCACCGTGCCGRCGTTGACCACCGTGCCGCCCGCATACTGRTTGTCGTTACCTAGTACTAGCGTGCCCGECCCCTCCTTRCCAGGGCGCCCGTACCATCGATCAGGCCCTGCCAGTCCAGGCTCCGCCGCTGRCCACCGACATCGCCCCGTTGCCCGCTCCGATGGTCACGEC
>GCA_901432575 23 copy:2(2-2)|UP2_input_P98_BPP_S1_V7_Bordetella_parapertussis_11|Segnent121|3991822-3992141|1| Length:326| 1-384
GCACTCGCCGCGCAGGGCAGCGCAGTGGCGCGGGCCGRTGTGRCGRGAGECAGGCACCCRGGTCCGCTGCGGTCGTGATTGTTGACGTGRAAGAGACGGTGCCTGCATGGGTGCCAGGCACCCGCTCGATGGCCGCTGCGAGCAGCGCGGTGTATGCGGCGGGTGCCTRCACGTG
>GCA_900445795 33 copy:2(2-14)|UP2_input_P98_BPP_S1_V7_Bordetella_parapertussis_9|Segnent94|2373828-2381146| 1| Length: 7313| 3867-7313
ACGCTGCGGCATCAGGGTCGATATCGTGATTCCGGGCTCGAACAACTTGCGCCTGAT CAACTACGCCATGAGCGCACAACTGGACTAGGTCATCCGCACGGGGTGCCGCGTATGGCGCTCGRCCGGCGCCT TCGACCACTCGAAGC TGC TGACGGTGGACGATGCCTGGTCCTATGT

>GCA_000317935 32 copy:2(2-2)|UP2_input_P98_BPP_S1_V7_Bordetella_parapertussis_13| Segnent126|2262356-2263233| 1| Length:878| 1-878
CCCARTGGARAGCGAATCGGCATCAGARACGCTCTTCGCGATAGACCGAGCGCTATTCTCGCTGGCT TGAACCCAACGCTCGAGCGCCGRGACTTCTTGAGCCGCCT T TCTGACAACCTCCATCTGTGCTGTCTTCTCTTGCTCCACGCGAACAGACTTATCCGEAGCGATCTCGTT.
>GCA_000317935 11 copy:2(2-2)|UP2_input_P98_BPP_S1_V7_Bordetella_parapertussis_13|Segnent43|1752527-1753624| 1| Length:498| 1-296
TTCGUGCGGGCCAGRTTCCGCGGGCCAGRTTCGCGCCGRCCAGRTCCGEGTCRCCAGRTACGCGTCGGCCAGGTTCGCGCCGRCCAGRT TCGCGCCGGCCAGRTCCGUGCGGCCAGRTTCGCGCCGGATTTCACGRCCTGCTCCAGCGECACACGTGCAACCATGCCGETCTCG
>GCA_000317935 16 copy:3(3-7)|UP2_input_P98_BPP_S1_V7_Bordetella_parapertussis_13|Segnent261|467565-467756| 1| Length: 246| 1-245
GGCATGCTGGTGCTCGGTGRCGACAACCAGTATGCGGGCGGCACGACGGTCAATGCCGGCGCGGTGCAGGTTTCGCGCGACGCGAACCTGGCGCCGCGGCCGGCGCGGTGRCGCTCAACGATGCGCGTCTGRCGAGCACGRGTACGTTCTCGACGGCGCGCGCGGCCACGCTGACG
>GCA_000317935 40 copy:4(3-5)|UP2_input_P98_BPP_S1_V7_Bordetella_parapertussis_13| Segnent257|464282-464633| 1| Length:352| 39-253

TGCTCGETGGCEACAACCAGTATGCGGECGGCACGACGET CAATGCCGECACGETACAGETTTCGCACGACGLGAACCTGEGCATCaCAECCaECGCGETGECECT CAACGATGCACGCCTGACGAGCACGEETACGTTCTCRACGECECGCGCAECCACGCTGACGGGCAACGGCA
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>GCA_@09317935 15 copy:3(2-7) |UP2_input_P98_BPP_S1_V7_Bordetella_parapertussis_13|Segment259|465883-467603|1|1ength:1721|1455-1721
ACCGGCGTAACCCT66ACE6C66CECET GECCACCACGRC6GAT LT CGCGACC 66 LCGCGCG6CaACCCT6EECECEECCCACGECACGCTGEAGET6ECCGCCEECACCCGE TGEACTGGAACGGEGCEAT CGECEECECCGECECECTGETCAAGACCGGCCAGGGCACGCTGTGCTCGE

>GCA_000317935 37 copy:3(2-4)|UP2_input_P98_BPP_S1_V7_Bordetella_parapertussis_13| Segnent262|467774-469653| 1| Length:1886| 1424-1816
ACCGGCGTAACCCT66ACE6C66CECET 6ECCACCACGACGGAT LT CGCGACC 66 LCGCGCE6CGACCCT66ECECEECCCACGGCACGLTGEAGTEECCGCCGECACCCGE TGoACTGaAACGEEGCEAT CGECEECECCGECECECTGETCAAGACCGGCCAGGGCACGCTGSTGCTCGS
>GCA_000317935 12 copy:9(9-9)|UP2_input_P98_BPP_S1_V7_Bordetella_parapertussis_13|Segnent1|1679541-1679936| 1| 1ength:396| 1-396
TTCATCECGCAATAGCTGGAGGGTTTGECAAGTTTTCGTATTCTTGACGGCAGET AT TT6CCAT CAGGAGT GCAGGGAGAT G TGGAT CGCAAGT TG TGGAGT CGCTGEGAAGCTGECAGGECT ATGECT CGAACGCETGEAATGECCCGAAGACCCAGGGCGCACGCTGTCGATCTATT
>GCA_004008355 0 copy:8(2-8)|UP2_input_P98_BPP_S1_V7_Bordetella_parapertussis_1|Segment131|4584566-4585886| 1| Length:1327| 1-1327

AGGCAAAAAAAAGGTTCAT CGCGCAAT AGCGTGGAGGG T TTGECAAGT TTTCaT AT T CTTGACGGCAG T AT T TGCCAT CAGGAGT GCAGGGAGAT G TGGAT CGCAAGT TG TGGAGT CACT GGGAGE L TGECAGGECT ATGECTCGAACGCETGEAATGECCCGARGACCCAGEGCGCACE
>GCA_ood0es3ss 1 copy:15(6-15)|UP2_input_P98_BPP_S1_V7_Bordetella_parapertussis_1|Segnent108|3433667-3434919| 1| Length:1313| 1-1313

TTCATCECGCATT6CC6666AAGECGECACGEAT TTTGAGGAAGAAGT AT T CCTGGT CACGET AGCCET AAGCGCGCCGCTTGATGACCTTGATAGTGT T T TGATGCCCTCGACAATGCTGGT T T CAGGGGAT T CGGCAT CTGGCCAGGATGCCETGCAGATAGCCTTTCAAGCGCTGAGC
>GCA_000317935 20 copy:2(2-3)|UP2_input_P98_BPP_S1_V7_Bordetella_parapertussis_13| Segnent124|2255085-2260426| 1| 1ength:5336| 4366-5336

ACTGACATCG6CACT66CAGCE6CCCT6ECAGCGECACTGECAGCT CCCGCT LT TCCTCGaT6ECT T CACCTT6ECGAAACGL T CGECCACGT CCAGCGCETCCTTGCTTCGLTGATCCGT CAT CAGATGTTCAACT T66CGAGCGCACCAGACGECGAACAGGCGCGCATGECGATCAACAC

>GCA_004008355 & copy:2(2-3)|UP2_input_P98_BPP_S1_V7_Bordetella_parapertussis_1|Segnent137|474658-474874| 1| Length:217|1-217
66TGaCECT CAATGECG6CACECT6ECGECAT CGECGGT TTTT CGAGCACT CACGaC T GACCAT CG6CACCGGCAACGGGGCaAT 6T LG TGECCAGCGECGCGAGCCT6GACTGGCAGGGCCTGAT CGECGECACGEECECCTTGAT CAAGEAAGGCGCGEGCACGCTGETGCTGEETAACG
>GCA_004008215 3 copy:2(2-2)|UP2_input_P98_BPP_S1_V7_Bordetella_parapertussis_5|Segnent37|2478749-2482084| 1| length:3336| 1766-2246

GCTGG666C6GT 6T CAATCE6CT6EACCT6CC 6L LG T CAATG6G6AGAAGE LG T CAGCCGCGACG LG TG AT ACCT666aACCACGCCG T GACGGECAACAAGECGECGAT CGCGAT 6T CAAGGCCAGCGACCTGETGCTGEACCTGATGACGCTGCTGTTCTCGCCGAGCAGCACGA
>GCA_901452575 17 copy:2(2-2)|UP2_input_P98_BPP_S1_V7_Bordetella_parapertussis_11|Segnent122|4271265-4271688| 1| Length:344| 88-344

6TACTGGTTGTCGTTACCCAGCACCAGC TG CCCACGCCTTCCTTGAT CAAGECGCC LT 6CCGCCGAT CAGGCCCT6CCAGT CCAGE T CACECCGCT6GCCACCGACAT CGCCCCTTGCCGGCELCGAT AT CACGCCGCGAGCECTCGARAAACCCGCCGATGCCGCCAGCGTGCCGCCAT
>GCA_000317935 22 copy:17(16-17) |UP2_input_P98_BPP_S1_V7_Bordetella_parapertussis_13|Segnent145| 2796885-2791675| 1| Length:795| 1-795

GTTCATCGCRCATTGCCGGEEAAGGCGECGCAGATTTTGAGGAAGAAGTATTCCTGGTCACGaTAGCCATAAGCGLGCCGCTTOATGACCTTGATAGTGTTGT TGATGCCCTCRACAATGCTGRTGT TCAGGGGATGTCGGCATCTGACCAGEATGCCATGCAGATAGCCTTTCAAGCGCT GAGC




image28.png
ClusterlD  Distribution  Marker Percent of strains Waightsd Average Copy

ousterz2 | 13010)] « | 100010/20] 1
Clusteriss | 13(10)] « | 100010120 1
Clustertal | 13(10)] « | 100010120 iy
Custero | 102)138) |+ | 10008[10/10] 108
Clustera72 | 1002138 + | 10008[10/10] 108
Clusterds | 102138+ | 10008[10/10] 108
Clusteriss | 102)138)  + | 10008[10/10] 108
Clusterler | 102)138)  + | 10008[10/10] 108
Clsterlez | 102)138)  + | 10008[10/10] 108
Custer0 | 102)138) |+ | 10008[10/10] 108
Clusteres | 10(10)] « | 100010120 10
Clusterts | 10(10)] « | 100010120 10
Custers2 | 921008 |+ | 10008[10/10] o8
Custers12 | o108 |+ | 10008[10/10] oz
Custerd | BU[I0(®) |+ | 10008[10/10] o8
Clster445 | B(210(8) |+ | 10008[10/10] o6
Clustera2L | 9(10)] « | 100010120 °
Clustera4 010 « | 100010120 o
Clusters 810 « | 100010120 s
Clustars1 810 « | 100010120 B
Clusterds? | 8(10)] « | 100010120 B
Clustera13 | 8(10)] « | 100010120 B
Clusteras. 810 « | 100010120 B
Cluster209 | 8(10)] « | 100010120 B
Clusterios | 8(10)] « | 100010120 B
Cluster1o 810 « | 100010120 B
Clusterls 810 « | 100010120 B
Cluster1s 8010 « | 100010120 s
Custer24l | 7(1je®) |+ | 10008[10/10] 78
Clusteriss | 7(nje®) |+ | 10008[10/10] 78
Custers20 | 7288 |+ | 10008[10/10] 78
Custerise | 7288 |+ | 10008[10/10] 78
Custeri4e | 7288 |+ | 10008[10/10] 78
Custerss | 7288 |+ | 10008[10/10] 78
Custer2l  s(DF(DIeE) + | 10008[10/10] 77
Custerz7 | 7gjeR) | + | 10008[10/10] 72
Clustere2 7(10)] « | 100010120 7
Clusters? 7(10)] « | 100010120 7
Clustarsa 7(10)] « | 100010120 7
Clusterszz | 7(10)] « | 100010120 7
Clustersop | 7(10)] « | 100010120 7
Clusterass | 7(10)] « | 100010120 7
Cluster2s7 | 7(10)] « | 100010120 7
Cluster247 | 7(10)] « | 100010120 7
Clusterzz | 7(10)] « | 100010120 7
custerzzz | 7(10)] « | 100010120 7
Clusterz20 | 7(10)] « | 100010120 7
Cluster204 | 7(10)] « | 100010120 7
Cluster17a | 7(10)] « | 100010120 7
Clustert2s | 7(10)] « | 100010120 7
Clustertoz | 7(10)] « | 100010120 7
Cluster248 | 8(1)7(9) |+ | 100.08[10/10] 69
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>GCA_B0828902395.1 314 copy:2(2-2)]95688|Segment371]|241910-242027]1[1ength:118|1-118
TTAGTGATGARATTTAAGTATGGTGCCATTGTTTTCAGTGGTCTTTTAGGAGTCTCTGCCATTTTAGCTGCTTGTGGTACACGCGGTARATTTGACCARATTGATGATGGCARRATTA

>GCA_002090215.1 254 copy:2(2-2)|95634| Segment753| 57396-58562| 1| Length:1167| 1-1167
ARACATTARATTTTCTTTGTTGGTTGTAGTTGTTAGGTTGTTTAGT CARAGATCCACCTTTTCGTARTAGTTAATTAAGTAATTTAGT TAGTTTCTTTTTATCCAATTTTARACAGACTARAARATCCGCTTTCGGTATARAGCGTTTCTACTAACTTTATTTGCGTC

>GCA_002090215.1 B copy:5(4-7)|95634| Segment263| 181875-182268| 1| Length:326| 1-326
CCCCACCCCCTGAAGGCCGTGGCTTGCGACTGAGCARATTCACAAGGACCTCCCCARATGATCCGCCTCGATCCTGATTCTGTACGATGCGCCTTATGCGCGCAACCGTACCGCCATTGACCGCGTTGATCACTTGGATCCCAAGGCCATGACCGCGAACTATCCGEC
>GCA_002128125.1 405 copy:4(3-6) |95827 | Segnent 207 |180145-180389 |1 1ength: 242 1-242

TTCCACCTCCACCACCCAACGTGGGGGTTCGTCARATGARRACARAATCAAGGCGTTGCAGGTGGCGGTGARAAAGARATCCGGGAGT CAGGGCAACTCCGGTGACCAAGGCACCGAACAGGTGGAACTTGARTCTARTGATTTAGCCAACGCCCCGATTARACGGGG
>GCA_002090215.1 55 copy:2(2-2)|95634| Segment882| 767698-767365| 1| Length: 268| 1-268
TTTGATCCATTAAGGTGTACTTTCAACCTGCTARRAGAGCGTTAACTGTTTTGTTAGGATCAGAGTTATAGCCATCTTTCAGARTGTTGATAACGTTCTTTTTGTTCARTTCACCTTTATTTGCTTCARAGTATTTTTGCGCGCTACTTARACTCGATATAACCTGGE
>GCA_002090215.1 289 copy:5(2-6)|95634| Segnent362|195665-195814| 1| Length:216| 1-216
TCTGATCTARAAAGTCTTCTTARAGARACAATTARACAAGATATTGATTTATCTARAACAA T CARAACTTCAGAAGGCARACAACAGAT AR TAACTTCTTTARAAAAGTCTTACGAAGTTAATCCGARAGATACAACAARATTGTTGTTAGACGCATGARRACAGAGC
>GCA_002090215.1 16 copy:8(3-8)|95634| Segment267| 183164-183368| 1| Length:137|1-137
CARACTGATCCCACTTCTCCCCCACGCTTTCCCGTTTCTCCACCGGGTTCAACCTTGTGGGGTCGGTGCTCGACCAGGTGTTGGATTATGTGCCCTGGATTGGGAATGGGTACAGGTATGGCAATAACCACCGGGGT

>GCA_002090215.1 531 copy:5(5-6)|95634| Segment585|443515-443764| 1| Length:256| 1-256
ACCTCGCCGGGCGTTGTACGACCTCGACTTTTCGAAGTTARACCCGCARACGCCCACGCGCGACCARACCGGGCAGATCACCTTTAACCCCTTTGGCGGCTTTGGTTTGAGTGGGGCTGCACCCCAACAGTGARACGAGGT CARARACAAGGACCCCGTCGAGGTGGC
>GCA_002090215.1 264 copy:8(7-8)|95634| Segment254|186418-186543| 1| Length:126| 1-126

ACAACCCCGGACCCARAGCCGTCACCGGCTTTAAGCTCGATAAGGGCCGCGCGTACCGGAAGCTGAATGARAGTTGACCGGTGTATGAACCCCTGGATTCGACCAAGGAGGGGAAGGGGAAGGATS
>GCA_002090215.1 372 copy:8(5-8)|95634| Segment43s|337672-337268| 1| Length:137|1-137

ATTTTGTTGTCACATATARAGTCTTAGTTCAATTTATTTAGT GGAGGAGCARAATGCARATCTTTAATTTTTGARATTGAT CAGTARAGAGTCTGATCCCTGTTGACAACCGAGTTGCAAGTGTTAGTTATTTTTTA
>GCA_002090215.1 20 copy:7(6-7)| 95634 | Segment161|132324-132467| 1| Length:144| 1-144
CCCARAAAAACCTCACCAACAACCCCGGACCCARAGCCGTCACCGGCTTTAAGCTCGATAAGGGCCGCGCGTACCGGAAGC TARATGAAGCTTGACCGGTGTATGAACCCCTGGATTCGACCAAGGAGGGGAAGGGGAAGGATS
>GCA_002090215. 1 216 copy:2(2-4)|95634| Segment793| 668664-668722| 1| Length:119| 1-119

AGCARATTAAAGAACTTCAAATCGAGCARAAAGCT CAGGGCGARACCTTARAGCTAATCTTGCARACGCTGCARRAGATGAGCGATCGCTTGGACAAGATGGAAGTARARATGGACARA

>GCA_002090215.1 18 copy:8(4-8)|95634| Segment224| 183897-184633| 1| Length:137| 1-137
CCARAAATGGTCCTACACCGACTTACATTCGGACCARACCARACT GAACCTCCCCGCTTACGGTGAGGTGAATGGGTTGTTGAATCCGGCGTTGGTGGARACCTATTTTGGGAACACGCGAGCGGGTGGTTCGRGET
>GCA_002096035. 1 122 copy:2(2-2)|95739| Segnent882| 765222-765334| 1| Length:113| 1-113

AATTTTTAAGACTTTTGGTTTTTAACARAGGTARATTGTTGGTCGTTGCTTTGCTTAATTTGCT CARACARATGGGT TTTATGTTGTTTAGCARATTGAGCGTAGTACTTTTT
>GCA_002090215.1 385 copy:5(5-5)|95634| Segment316|196684-196243| 1| 1ength:168| 1-166

TGGACAAGARACTACAAGARATTTAGAGTGAATTGAGT TTGGTGCTTCAATTAGCTGAT CATTARAAGGCARAGATGATGC TAGT GAAAAAAGTGTGARACAATTTTTAGATAGCTATGCTAATAACACAT CAGGGTACTCATCAGATATTAATCTCTTT
>GCA_002090215.1 172 copy:8(4-8)|95634| Segment256|186256-186662| 1| Length:353| 1-353
GCTCCCTCTACAARACCCTCCAAGACCTCCTCGTCGAACAACCCGTGACCCCTTACACCCCGAATGCGGGGTTAGCCCGGGTGARTGGGGTTGCTCAGGATACGGTTCATTTTGGTTCGGGTCAAGAATCGAGT TGGAATTCCCAACGTTCCCARRRAGGCCTTARRA
>GCA_002128125.1 398 copy:5(2-6)|95827| Segnent829| 668137-669685 1| Length:869| 1-869
AATARAAAGTCATCTTATCAAGGCGARAGACGGACATCTARTGAATTGARATCAATTACTTAATTARATATTCCAAGTARATARAGAGATTAATATCTCTTGAGTAGCCGCTGGTATTATTAGCATAGC TACTCARRRATTGTTTCACACTTTTTTGACTAACATCAT

>GCA_002090215.1 356 copy:2(2-3)|95634| Segment174|171621-171727| 1| 1ength:167| 1-167
TGAGTGGGTGGCTTGTGGGGCAGTTACCAAGCACGAGT GACGGARACACCTCCTCCACCAACAACCTCGCGCCTAATACTAATACGGGGAATGAGGTGGTGGGGETG
>GCA_002090315.1 482 copy:3(3-3)|95696|Segnent120|164621-164775| 1] Length: 158 1-158

AAGATAAGATTAATAATTGTCATGTTTGGGAAGAAGAGT TACCTGATGGTAGC TACGACATGGGAT T TAATGGCAATTTCAACCATAT GGAAAAACGARAAAGTGGTTATGTTACCCARAAGCAGT TTAGCGAGTTCARAGATGCCAACAATCAGCGT
>GCA_002090215.1 259 copy:2(2-2)|95634| Segment116|15256-15395| 1| Length: 10| 1- 140
ATCCTGATACGCCAGATGTTTCTGAAGGCCCTARAGAA CAAGGT GG CAGARAGATCCAGGTGGTCCGGAT GATCCCAGT GAAGGARAGCAGARAGT GTCCARACCAGATARATACGTAACCCACCGTGAGCTTGATGAA

>GCA_002095995. 1 235 copy:2(2-2)|95715| Segment4s| 125974-126227| 1| Length:254| 1-254
ACAGTACACCARATGCTTTGTTTACCTCAGTTTTTGCTGCAGGTGATAGTAACTTTGATAACTTCTTTTATAAGG T TARAGATGGTCGCGCTGACTTTAGTAACTTTAACGARRACGGTACCTCTTACAAAAATCTGGARRAGGTTTTTAATGACTATARRARACTCA
>GCA_002090215.1 269 copy:5(2-5)|95634| Segnent589| 444626-444367 | 1| Length: 282| 1-282
AACTTGARACCAACAACCTCGCCAACGCCCCGATTARACGGGGCTCCARTAACAACCAGCAAGTCCAACTCAAGGCGGACGATTTTGGTACTGCCCCTTCCAGTTCGGGATCAGGCACCCAAGATGGCACCCCCACCCCCTGAACGCCGTGGTTAACGACTGAGCARA
>GCA_002090215. 1 346 copy:6(5-6)|95634| Segment166|132018-133642| 1| Length:125| 1-125
CCTCCACGTCCCAACTCGCTTACTTARATGGCCAGATCGTTGTGATGGGTTCARACGCGGTACCGAGTTTGTGGTATTGGGTCGTGGATGAGCGAACCACGTCCGGGAGGGCGACTTGATGAGCS

>GCA_002090215.1 352 copy:4(4-4)|95634| Segment206|182228-182343| 1| 1ength:116| 1-116
GCTTTCARAAGGAAGCTGACTCCGACAAGTCGGCCCCGATCGCCCTCCCGTTTGAAGCGTACTTCGCCAACATTGGCAACCTCACCTGGTTCGGGCAAGCGCTTTTGGTGTTTGGT

>GCA_002090215.1 198 copy:8(6-8)|95634| Segnent439|337161-337224| 1| Length:124|1-124
CAATTTATTTAGTGGAGGAGCARAATGCARATCTTTAATTTTTGARATTGAT CAGTARAGAGT CTGATCCCTGTTGACAACCGAGTTGCAAGTGTTAGTTATTTTTTARAAAATCAARAGARAG

>GCA_002090215.1 51 copy:7(6-8)|95634| Segment216| 183172-183455| 1| Length: 284| 1-284.
TCCCACTTCTCCCCCACGCTTTCCCGTTTCTCCACCGGGTTCARCCTTGTGGGGTCGGTGCTCGACCAGGTGTTGGATTATGTGCCCTGGATTGGGAATGGGTACAGGTATGGCAATAACCACCGGGGCGTGGATGATATAACCGCGCCTCARACCAGCGCGRGGTCG
>GCA_002125125.1 392 copy:3(2-3)|95827| Segment366| 246362-246496| 1| Length:189| 1-189
ATGARATTTAAGTATGGTGCCATTGTTTTCAGTGGTCTTTTAGGAGTCTCTGCCATTTTAGCTGCTTGTGGTACACGCGGTARAT TTGACCARATTGATGATGGCARRATTAAGC TAGCATCTTCGTTAACTTCCARAGGTGCCGCTARTGCTTTACAAGCAATTGTG

>GCh_002090215.1 170 copy:7(2-7) 95634 |Segnent104 132897133573 1| Length:677 [1-677
TCATCACCCAGCTTTATCATACCTCCACGTCCCAACTCGCTTACTTAAATGGCCAGATCGT TG TGATGGTT CARACGCGTACCGAGTTTGTGGTAT TGGGTCGTGGATGAGCGAACCACGTCCGGGAGGGCGACT TGATGAGCGAAGACACATTTGAACTTCGGCA
>GCh_602090215.1 49 copy:a(2-5)|95634| Segment534|439815-40123 | 1| Length: 3061305

AATAACAAAAGTGCCAGCAATTAATCTATARAGGTTAGTCGCTGGTATTTTCATTTAT T TGARATARATARAARAGCCATCCTAT CAAGGAGARAGACAGACAGC TAATGAATTGARATCAATTACTTAATTARATATTCCAAGTARATGAAGAGATTAATATCTGAT
>GCA_002090215.1 416 copy:7(6-7) |95634|Segnent409|249307-249458 1 1ength:152[1-152
CCCCACCCCCTGAAGGCCGTGGCTTGCGACTGAGCARATTCACAAGGACCTCCCCARATGATCCGCCTCGATCCTGATTCTGTACGATGCGCCTTATGCGCGCARTCGTACCGCCATTGATCGCGTTGATCACTTGGATCCCAAGGTGATGA
>GCA_002090215.1 & copy:6(5-8)| 95634 | Segment361| 245824-245961| 1| Length:138| 1-138

TCGGCGTTEGTCTCAAAGCCAACETCCAAGCCACGCTCGETGGCAGT CAGACGACGACTACAGGCGECTCCARATGATCCACCCTCOACARAGCCAACCTCCAGCCCTGAACGEGGECGGGETGAAGGAATGATAAGA
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>GCA_002090215.1 131 copy:6(5-6)[95634|Segment664|498697-498892|1|length:196/1-196
CCAACTCGCTTACTTAAATGCCAGAT CGTTGTGAT GG TTCAAACGCGETACCGAGTTT TG TATT66GTCGT AT AGCGAACCACGTCCGG6AGEECGACTTGATAGCCCACACCGAGTTGAACTGGGGCACCGACAAGCAGAAGCAGTTTETGGAGAATCAGCTTGGTTTTA

>GCA_002090215.1 288 copy:7(2-8)|95634| Segment269| 183169-184269| 1| Length:1161| 1-1161
TATCCCACTTCTCCCCCACGCTTTCCCaTTTCTCCACC 666 TTCAACCT T 6666 TCGET6CTCGACCAG TG TTGGAT TAT TG CCCTGGAT TGGGAATGETACAGGTATGECAATAACCACCGGGGCT AT ATATAACCGCGCCTCAAACCAGCGCGGGTCATCCAGCEG
>GCA_002090215. 1 361 copy:4(3-4)|95634| Segment8s3| 614897-615116| 1| Length:214| 1-214
TTAGTGTTTATGAAATTTAAGTATGGTGCCATCTTTTTTAGTGECTTTCTAGETCTTTCTGCCATTTT66CTGCC TG TGETACAAAGGGTAAATTTGATCAAGTTGATGATGGCAAGATTAAATTGGCTTCCTCTTTAACTTCTAAAAGTGCATCAAAAGCCTTACAAGCAATTGTTAA
>GCA_002090215.1 526 copy:2(2-3)|95634| Segment128| 166677-166798| 1| Length:122| 1-122
AACTTGAATCTAATGATTTAGCCAACGCCCCGATTAAAC G666 T CCAAT CCAGCAAGT CCAACT CAAGGCAGCCGACTTCGGCACCACCCCATCCAGTTCGGAATCTGGTCAATCAGECAC.

>GCA_002090295.1 151 copy:6(6-7)|95688| Segment757| 569467-569526| 1| Length:114| 1-114
TCGTAAGACTTTTTTAAAGAAGCTATTATGTTCTTTTTGCCTTCTTTAGTTTTAATTGCTTTAGACAAATCAATGTCTTTACCAGTGGTTTCTTTAATAAGATTTCTAAGATCT

>GCA_002128125.1 395 copy:6(6-7)|95827| Segment344|196144-196381| 1| Length:238| 1-238

AAGTACTGGAATCECTACCCETECTGCT6ETATGTTTCAGT CCAAGCAGCGACCCGECAATCGTCTTCCACAAATGAAGATCTACCGAATGTAATCACCCAGTTATACCATACT TCAACCGCCCAACTCACTTACTTAAATGGCCAGATCGTTGTGATGGGTTCGAACGCGETACCGA

>GCA_002090235.1 368 copy:4(4-5)|95658| Segment771|588561-588658| 1| 1ength:158| 1-158
GCTGATTGTTGGAATTTTTGAAAT CATTAAACTGCTTTTG66TAACGTAACCACTTTTTCGTTTTTCCATATGGT TTAAAT TGCCATAAAAGCCCATGT CATAGCTGCCATCAGETAGATCTTCATTCAGECTTTTGATGTTTTAATCTTATCTTTT

>GCA_002128125.1 393 copy:5(4-6)|95827| Segment44e| 326322-320669 | 1| Length: 348| 1-348
CTTACGAAGTTAATCCGAAAGATACAACAAAATTGTTGTTAGACGCCTGAAAACAGAGT TTTGAAGAGGGTAAAT TAGGTATTGCGGATTTTGATTTTGACCATGTAGCTTATCCTCAAACAAATGATCCTTTCACGATGGAGCGAAAGTTGATCATTTTCAAATGACATACCAAGT
>GCA_002090215.1 391 copy:5(4-5)|95634| Segment311|196684-196273| 1| 1ength:196| 1-196

TGGACAAGAAACT ACAAGAAATTTAGAGTGAATTGAGTTTGGTGCTTCAATTAGCTGAT CATTAAAAGGCAAAGATGATGCTAGTGAAAAAAGTGTGAAACAATTTTTAGATAGCTATGCTAATAACACATCAGGGTACTCATCAGATATTAATCTCTTTAGTTATTTGGAGTATTTAA
>GCA_002090215.1 126 copy:6(6-6)|95634| Segnent197|181199-181476| 1| Length:278| 1-278

CCACCTTT6CGTTACECC6TATACCTCACCE66CECGCCT TATACGACCTCGATTTTTCGAAGT TAAACCCGCAAACGCCCACGCGCGACCAAACCGGGCAGAT CACCTTTAACCCCTTT66CE6CT TG TTTGAGTGEGECTGCACCCCAACAGTGAAACGAGETCAAAAACAAG
>GCA_002090215.1 52 copy:9(2-9)|95634| Segment179| 178613-178877| 1| Length: 265| 1-265

TTATTTTCAATCTTTGTAAGTCGTTGGTCTTTGAGTCTTT6TACTCETTAAACT CTTTGCGCGTTACGTATTCCGTGTTCACT GG TATAACCGGTTTGTTAAGTTTAAATTGTCTATTGAAATTGCCAGAGAATTCCACACTTTTGTTTTCTGGATTAATGATGTATCAGCCCGAAAA

>GCA_002090215.1 54 copy:7(6-7)| 95634 | Segment262| 181875-182621| 1| Length:147| 1-147
CCCCACCCCCTGAAGGCCT T T6CEACTGAGCAAAT T CACAAGGAC T CCCCAAAT AT CCGCCT CGATCCTGATTCTGTACGATGCGCCTTATGCGCGCAACCETACCGCCATTGACCGCTTGATCACTTGEATCCCARGEC.

>GCA_002090295.1 481 copy:5(5-5)|95688|Segnent656]495523-495626 1| Length: 104]1-104

CTTGGATACCAGTGCAAGCGCTTAAAATTGTTCCACATAACAAAAATAAAGAACCAAAAGCAAACC TTGACAAAAATTTCTTTTTGCGCATCAACAGTARAAAT

>GCA_002128125.1 489 copy:4(3-5)|95827 |Segnent11]114681-115064 1] 1ength: 3841-384

ACACCGCCCAGGCCTT6CACCAGAT G666 TGATAGTGCCATCTTTGGAAACGTGACCTGGTAAACCAAGTACT GGAATCGCTACCCGTGCTGCTGE TG TGTTTCAGTCCAAGCAGCACTCEECTCACTTCTACAAATGAAGATCTGCCGAATGTAATAACAAAGTTATACCACAC
>GCA_002128125.1 547 copy:3(2-4)|95827| Segment86s| 762593-764677| 1| Length:1485| 1-1485

CAAAGTCCCTAGCAGCAAAAGCGTTTTGGGAATTACT TG TTTGGACATTAACAAAGECTTGAGCATTATTGGGCAACT TAACT TGACTAGGTTCGACAAAATCACGAACGTGAGTGTATTTGCCTATTCGAAAAGCGTCGTTCAATCGGCACTGETATCAGAGTTTTTATAAGGA
>GCA_002090215.1 117 copy:5(2-7)|95634| Segment645|497641-499261| 1| Length: 2221 | 1-2221

CCTGAACCCCGTGGTTAACGACTGAGCAAATT CACAACGACCCCGCCAAATTCACCGCCTCGATCCTGATCCTGTACGATGCECC T TATGCGCGCAACCETACCGCCATTGATCGCGTTGATCACTTGGATCCCAAGGTGATGACCGCGAACTATCCGCCCAGTTGAAGAACGCCCARG

>GCA_002128125.1 512 copy:8(7-8)|95827| Segment191|177163-177328| 1| Length: 226| 1-226
TTT6TTCACCTT666CAGCCAAAGTGGTTTCAATCTTTATGAGTCGTTGGTCGTTTGAGTCTTTGTACT CGTTAAACTCTTT6CGCGTTACTATTCCATGTTCACTGETATAACCGTTTGTTAAGTTTAAATTGTCTATTGAAATTGCCAGAGAATTCCACACTTTTGTTTTCTGGA
>GCA_002090235.1 373 copy:3(2-3)|95658| Segment4s3| 338878-339612| 1| Length:135|1-135

CTTTGTTAATAAGGGCGGTTCTTACT CTTCTAACTTTCAAAAGTTTCACCAGTTAGCTTACAGTATCTCCTCTACCTCTGTTTCTATTATTCATTTGCTGETAATAGTGCTAAGCGCTTAAAGTTTGGTGATAA

>GCA_002090215.1 75 copy:3(2-5)| 95634| Segment794| 668745-669631| 1| Length: 287 | 1-287
TGGAAGTAAAAATGGACAAAATGGAAAAAAGAATAGACAAACTTGAGT CCAAATAACCAATGCT CAGAAATAAAAATACCAACAGTGAAACCTAAAGATGCGGCGCTTTGETATTTTTTTCAATTCACATAAATAAAAAAGCCATCTGCCCAAGETGAAAAAAACAGACGGCTTTTTG:
>GCA_002090215.1 564 copy:5(3-5)|95634| Segment8oe| 779616-779814| 1| Length: 265] 1-265
TTTAATTGCTTTAGACAAATCAAAATCTTTGCCAGTTGTTTCTTTAAGAAGAT TCCTAAGATTGGCTTGGATCCATGTGCAAGCACT TAATATTGTTCCACATAACAAAAACAAAGAACCGAAGGAAATCCTTGACAAAAGTTTCTTTTTACGCATTAACATAAAAAATAATGCATGAT
>GCA_002090215.1 195 copy:7(3-8)|95634| Segnent228|184163-184665| 1| Length:563| 1-563

TGATCACCCCCG6TT66CTT6AACGCCCCAGGACGT CGETAACCTCGTTGTCAGTG6CACCACGTGAGCTTCCAGCTCGGC66TGECT6TCACCTTCACGGACTTT6TCAAACCCCACECEGGTTACCTCGTCTCCAGTTAACGGGCTTGGATGCAAGTGATGCGACCAGCRT

>GCA_002128125.1 258 copy:3(2-3)|95827| Segment358| 198675-198213| 1| Length:139| 1-139
AAATTTCAAGGGTTAAACATCTACAAACTTTGTTAATAT TTCTCTAAATTTCGGGTTTCTAGTGTTTATGAAATTTAAGTACGGCGCTATTGTTTTTAGTTGTCTTTTG66CTTTCGECCATTTTAGCTGCCTGTGSS

>GCA_002090235.1 54 copy:4(2-5)| 95658 | Segment223| 182187-182389| 1| 1ength: 263| 1-263

CCGGaTTT AT TGATAACT CTAAAACACCAAGCAGGGCT TT CAAAAGGAAGCTGACT CCGACAAGT CE6CCCCGATCACCCTCCCaT TTGAAGCTACTTCACCAACATTGECAACCTCACC TG TTCAGGCAAGCGCTTTTGG TG TTTGETGECAATGECCATGTTACCAAGTCG:
>GCA_002090215. 1 412 copy:3(2-9) |95634|Segnent152[170338-170519] 1 1ength:182[1-152

CGAARACTACACCAATTTCGCGAGT 6T AAGGGCAGT ACGAACCAGCAGGGTT CAACAACGGGT AT CAGCGGGCAACCCCGACT CGTTAAAGCAGGATAAGGCTGATAAAAGT GG TGATTCGETAACGGTTGCAGAAGCCACATCEECGACAACTTGACGAATTACACCAACCTCC
>GCA_002090215.1 534 copy:2(2-2)|95634| Segment8se| 739661-739376| 1| Length:376| 1-376

AAATCTAGCTCAATTTCTGCTAAAATTCCTTGCATTAAT TTAGGAATAGGGCAAGCATAAT TAACAAATTTAGGTGT TTCTAATCTAAGTGCATAAGCTAAAAACT TAGGATTAATTTCATCACTTTTTACCTTAAGAATTCCACAAACATTGGTTGCGTTAAATTGACCTTACGATA
>GCA_002090315.1 438 copy:4(3-4) |95696|Segnentss3|613285-613411 1 1ength:127 [1-127

TATTAGCATAGCTACTCAAAAATTGTTTCACACTTTTTTGACTAACATCATCTTTGCCTTTTATTAATCAGCT AAGTGAAGCGCTAAACT CAATTCACTCTAAATTTCTTGTAATTTCTTTTCCATT
>GCA_002128125.1 175 copy:5(2-7)|95827| Segment182|176724-176848| 1| Length:125| 1-125
CCCCCTACCTGCATTTGATTAAACCTAAAAAAGTTACTGCTTCCGACAAGTTAGACGACGAT CTT AAAAACCTGTTGGACCCCAACGAGGTTCGG6TGAAGCTGCGCCARAGCTTTGETACAGA

>GCA_002090215.1 226 copy:5(5-6)|95634| Segment634|495796-496692| 1| Length: 267 | 1-287
AAGTTCCGCAATACCTAATTTACCCTCTTCAAAACTTTGTTTTCATGCTTCTAACAACAATTTTGTTGTATCTTTCGGATTAACTTCGTAAGACTTCTTTGAAGAAGTTATTATGTTCTTTTTACCATCTGTAGTTTTAATTGATTTAGACAAATCAATGTCTTTACCGTGECTTCTT
>GCA_002128125.1 136 copy:7(2-8)|95827| Segment111|131624-131916| 1| Length: 203| 1-203
CCCCATCECCCTCCCaTTT6AAGCTACTTCECCAACATTG6CAACCTCACCTGGTTCGGGCAAGCG LT TTTGE TG TTTGGGATTTGTTTGTCTTAATTAACTAACAAATTAATAAATAGGTCTATGGATTAATTACCTCACCCCCTACACGCCCTTTACGACACCECTCAATGGGGG
>GCA_002090215.1 147 copy:3(3-6)|95634| Segment29|116922-117346| 1| Length:419| 1-419

AAGARAGGAGGATTTAAACATGAAAAAAGT TAAAGCATTAAGGAATCTTTTTCTAGAAAAAGCCGAAGAAAAGC TTAAATACCCCAAAATTGCTTCAATGTAGCTTACTTTGATCCAAAGGAAGATGGTACTTGTGAATTCATTATGAAAATTAAAACTGTCAATGAAGTTACTGATA
>GCA_002090215.1 275 copy:2(2-2)|95634| Segment39|125665-125364| 1| Length: 368| 1-368
GTGGGGCGAGGGGTAAATTTGATCAAGTTGATGATGGTAAGATTAAGCTAGCTTCATCTTTAACTTCTAGAAGT GCGT CAGCGGCT TTACAAAAAGTTGT TGAAAAGTACAACAAGGT TAAAGGTGTAAATGATTACCCCATTGAGATTACCCAGATTGCTGGTGGTTATGATGGCGGG
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ClusterlD  Distribution Marker  Percent of strains Weighted Average Copy
Clusterd®  O(L[L(2)RMDI7(D)] B es7E/7] 2714285714

Clustere  O(L[L{2)R(2)H(DI7(D)] B es7E/7] 2714285714
Clusterd7  O(L[L{2) )DL B es7E/7] 2714285714
Clusterds  O(L[L{2)R(2)4(DI7(D)] B es7E/7] 2714285714
Clusterdl  O(L[L{2)R(2)H(DI7(D)] B es7E/7] 2714285714
Cluster0  O(L[L{2)R(2)H(DI7(D)] B es7E/7] 2714285714
Clusterra  O(L[L{2)RADI7(D)] B es7E/7] 2714285714
Cluster?  O(U[L2)RADITD] B es7E/7] 2714285714
Clusterée  O(L[L{2)(2)4(DI7(D)] B es7E/7] 2714285714
Clusterls  O(L[L2)R)ADI7(D)] B es7E/7] 2714285714
Clusters?  O(L|L(2)/2(2)4(D)] B es7E/7] 2100857143
Clusters2  O(U|L(2)/2(2)4(D)] B es7E/T] 2100857143
Clusterdl  2(7)] B 10008[7/7] 2

Cluster7  2(7)] B 10008[7/7] 2

Cluster?s  2(7)] B 10008[7/7] 2

Clusteréz  2(7)] B 10008[7/7] 2

Clusterss  2(7)] B 10008[7/7] 2

Clusters1  2(7)] B 10008[7/7] 2

Cluster30  2(7)] B 10008[7/7] 2

Oluster27  2(7)] B 10008[7/7] 2

Cluster2s  2(7)] B 10008[7/7] 2

Clusterds  O(L|LL24)D)] B es7E/7] 17140285714
Cluster2  O(LJL1)24)D)] B es7E/7] 1710285714
Clusters  O(L[1(2)j2(4)] B es7E/7] 1428571420
Cluster3l  O(U[1(2)j2(4)] B es7E/T] 1428571420
Clusterls  13)2(3)] B 10008[7/7] 1428571420
Clsters  O(L[L(3)j2(3)] B es7E/7] 1285714285
Custer2  O(U[L(3)j2(3)] B es7E/7] 1285714285
Cluster2s O(L[L(5)2(1)] B es7E/7] 1

Clusterde  0(5)[B(UfE(1)] 2888[2/7] 2

Clusterd?  0(6)j2(1)] 14317 0285714286
Clustards  0(6)[25(3)] 14317 2714285714
Clustards  0(6)[25(3)] 14317 2714285714
Clusterd4  0(6)[25(3)] 14317 2714285714
Clusterd2  0(6)j2(1)] 14317 0.285714286
Clusterd2  0(4) 2(L)/8(1)20(1)] a2on[ar] 2857142857
Clusterd  0(5)/8(1)120(1)] 2888[2/7] 2571428571
Clusterd0  0(6)j2(1)] 14317 0.285714286
Clusterge  0(6)[2(1)] 14317 0.285714286
Clusterds  0(6)j2(1)] 14317 0.285714286
Clusterg4  0(6)[2(1)] 14317 0.285714286
Clusterg2  0(6)j2(1)] 14317 0.285714286
Clusters2  0(6)j2(1)] 14317 0.285714286
Clusterd  0(2)[L{L)2(1)S(DIO LD TLa[5/T] 4140857142
Cluster7s  0(5)14(1)26(1)] 2868[2/7] 2857142857
Clustar7e  0(6)[8(1)] 14317 1285714285
Cluster7s  0(5)[Lj2(1)] 2888[2/7] 0428571420
Clustara  0(6)[25(3)] 14317 2714285714
Cluster2  0(5)[2(1)26(1)] 2868[2/7] 2714285714
Cluster7l 0(5)j2(1)/20(1)] 2888[2/7] 2285714286
Clustar70  0(6)[15(3)] 14317 2285714286

Clustor6d | 0(6)3(1)] 14.3(VT] 0428571420
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>GCA_881275545.2 48 copy:5(2-6)|62292| Segment23|473548-475020|1| 1ength:1473|1-1473
AGTACCGGATARAGATARATATGATCCAACAGGAGGGGARACAACAGTACCCCAAGGGACACCAGT TTCAGATARAGAAATCACAGACTTAGT TAAGATTCCAGATGGCTCARRAGGGGTTCCGACAGTTGTTGGTGAACGTCCAGATACTAACGTTCCTGG!
>GCA_002073795.1 ) copy:4(3-5)| 86319 Segment7| 1366977-1367842| 1| Length: 866 | 1-866
CATCTTCGGCTGCTTTCACGGCTGCTTCAGCTGCGGCTTCTGCGGCATCTTGGGAATCTGGTTTGCCGTTGCTATCCGCATCGTTGACGGTTACTTCTGATGTCGTTACT TGATCAAGACGTGCTTTCAACGCTTCTTTGACTGGGCCTTCTGGTARGCTAT!
>GCA_091275545.2 16 copy:5(4-6)| 62292 Segment25|473553-474774| 1| Length:1222| 1-1222
CGGATARAGATARATATGATCCAACAGGAGGGGARACAACAGTACCCCAAGGGACACCAGT TTCAGATARAGARATCACAGACTTAGT TAAGAT TCCAGATGGCTCARRAGGGGTTCCGACAGTTGTTGGTGAACGTCCAGATACTAACGTTCCTGGAGATC)
>GCA_001932715.1 51 copy:2(2-2)| 76649 | Segment1|1193719-1194936| 1| Length:1212| 1-386.
TATACCAAGTCCTGCAAGAAGCTCTCTCCARTCATCGCAGTATCAACACCARAGTTATCCGCAACTGTTGCTGARATATCTGCGARATGCCCTACTGGGATAAGTCCGTTTCCTGTGARAGATGGGCTATAGGCTAAGAGAGGARTGTATTCTCTTGTATGS
>GCA_001932715.1 5 copy:2(2-2)| 76649 | Segment6| 613235-613862| 1| Length: 568| 1-568
TATTTTTCTAACTTTTATARATGTTARATTCTCACGACAGATGTGATATATTTTGCTATTTTTTCAGGACT TTCAGTARAATTATTATCTATCCAATTTARRATGATACT TTCAATTGTTGAGATATARATAT CAAGAGCGARAGAATATGGAATTTGATAT
>GCA_000736435.1 29 copy:19(2-19)| 17821 | Segment1|1619468-1626952| 1| Length:1553| 429-887
CTCACGATAGCCATCTCGAGTAGTCGTTGAATAGGATAAGGGGTGATTTTCTGGACAGAGGTARACATCATARTACTCATCATARATARAGTCTT TTAGCCGAAGCATACCCTTTTTACTACGAGGTCTAGTATAAGARAARACTGGTATGATACCTATAGT
>GCA_001275545.2 14 copy:2(2-2)| 62292 Segment17|1217486-1218585| 1| Length:1168| 477-1168
GTTTGTTTAGAGTCCGATTCCCGTCGGACTTTTTTTGCTATCCTCCTGTGATATARTGACATTATCATTACTGARAGGAGGATAAGT TATGAATTGGARTCARATCATCGTTACTTTTTTAACTGCCTGTGTGCCTGCTTTGATTGCTTATTTAACCAGTCA
>GCA_001275545.2 42 copy:2(2-2)| 62292 Segment5| 115687-122282| 1| Length: 7196 | 6357-7196

CTTCTTAATTTATAATATAATTATACAAGARRATCTTGTATTTGTARAGTATT TTTARRATATTTATTTGTTTTTTTARAARARATCTTGTTTTTARRATGATTTTATTGTAATATARAATARAAAGGAGATTAGARATGGAATTGTACGAATTTGTCGGAGH
>GCA_002073695.1 51 copy:2(2-2)| 86334 | Segment1|1364259-1365476| 1| Length:1212| 514-815
CTCATGAGGATATCATTCCTCTAGAAGAACTCTACCGTATTTGTGAATATGCTCGTAGTATCACAATGGAGCGTCCAGCTCTCCTTGGTCGTATTATCGCTCGTCCATATGTAGGTGAACCAGGCAACTTTACGCGTACAGCCAACCGTCACGACTATGCAG
>GCA_002073695.1 21 copy:13(16-23)| 86334 | Segment12| 1376852-1374256| 4| Length:3398| 473-777
AACTAGATGCGGTTACGTATTGACTAGAGGAAGGTTCACCAATGTAAGATATCATGCAGACAACGARAARAGAAAGGAATACGCACATGTCAGAATTGCTAGATAAGATATTATCTCGGAACAATATGCTCGAAGCTTACAAGCAAGTGARATCARATARAG
>GCA_002073695.1 ) copy:2(2-2)|86334| Segment259| 451176-459862| 1| Length: 8627 | 8146-8562

AGAAGTTAAAACACCAACTGAGACGT TTAAATGGAATCAACTTGGAGAGCTATATCAGCATTTTACTGAGACCTACGCTAGTCTAACCATCARAGAACTTACGGCTCAACTCARTGATARTGTAGATGC TATAGGTAACATGATTGAT TCAATGAGCGACGAS
>GCA_001275545.2 75 copy:2(2-2)| 62292 Segment1|118675-111618| 1| Length: 344 | 1-344.
AAACTTACAAACGCARAAACGGTTTTGARACAGAGTATAACTTTTTTGCTCTTGACGATGACGGAGTTGGTTGGCGCTTTTATAAGCAGT TTARATTTCAAGCGGATAGGAACTATCACAATCCTTTCTCARTGAACAGAAGTAGAGCAGT TGAGATTTTCC!
>GCA_001275545.2 £ copy:2(2-2)| 62292 Segment19| 1916656-1916959| 1| Length: 34| 1-364.
CCTGTCATCTCATTTTTTTGARAGTCGATARACTCAATTTTTTTTATTTGATTACCATTTGTTAACTCAACATGTTGTTTTATGTAATTGACAATTCTATCTTGTTCCTGTTTCCTTGATGATGCTTCTGTTGTTGCARATAAGTTTTTCATGGCTAGTCCT
>GCA_001275545.2 3 copy:2(2-2)| 62292 Segment9| 1184927-1192122| 1| Length: 7196| 2067-7196
TTTAGTGATTGCACGCATGTCCCCTCCTATTTTTTTGGCTCGTGGTAAGTCAATGCTTGCTCACTGTCTGARAGACCTTCGGTTGTTGGGTCTGTCACAACTCCAAGTARTACCARRAGCGTTACTGCTGTGTTTGCARTATCCGCARTATTTGACGGTAAT'
>GCA_002025025.1 34 copy:16(15-16)| 82762 Segment43| 867561-869986 | 1| Length: 2486 | 1-2485
AGCAACGGCARACCAGATTCCCAAGATGCCGCAGAAGCCGCAGCTGAAGCAGCCGTGARAGCAGCCGAAGATGCCGCCCAAGCAGGCARAGATAAGARAGC TGAAGT TGAAGCAGATGGTGTTGTTAATCCAGATGAGARATCAGCCGTAGATGGCTTGAACY
>GCA_001275545.2 s6 copy:2(2-2)| 62292 Segment21|1962925-1964136| 1| Length:1212| 396-866
ACCATGACTATTTGATTTGTTATGTCCCATATCATGATTAATGCCTGAACCATTARRAATATCATTGATTTTACCAACAGCATAAGTATCGATGCCAGCTTGATCTAGTTTATTTAATACGGTATCTTCARATGGTGATACTGCATAGTCGTGACGATTGGC
>GCA_000736435.1 26 copy:2(2-2)|17821| Segment89| 1467469-1467846| 1| Length:372| 1-372
CTACAGCATGCTCCGCTGATTCTGTAGGATTAGAATGAGATGCATCTGTTGATAACACTGCTGAAGT TGACGTATCTGTCGCAAGACTTGTTACATCTGAAGTAGGCTGTGTAACAGTAACTTCCGGTTTTACACCAGCTGTTTGTGGTACCTCAGTACTCA
>GCA_001275545.2 12 copy:2(2-2)| 62292 Segment16| 1192531-1193219| 1| Length: 689 | 1-689.
TACGCCTCTACTGTCACGTTCARRACGTGGTTARAGTCGCTTGCCTTAACGATTAGCGATGGCCCAACATCAATTAGCGAGTCACCATTTTTATARAAATARACAGCATCGTARTCTTTCCCATTTTTTTGCAGGTTAGGCGTTAATACAGACTCACCAACC!
>GCA_002025025.1 43 copy:16(15-16) | 82762 | Segment44| 867561-816574| 1| Length: 3674 | 1-3674
AGCAACGGCARACCAGATTCCCAAGATGCCGCAGAAGCCGCAGCTGAAGCAGCCGTGARAGCAGCCGAAGATGCCGCCCAAGCAGGCARAGATAAGARAGC TGAAGT TGAAGCAGATGGTGTTGTTAATCCAGATGAGARATCAGCCGTAGATGGCTTGAACY
>GCA_001275545.2 a1 copy:2(2-2)| 62292 Segment4| 115687-122282] 1| Length: 7196 | 4261-6349
CATACCGCTTGCAGTGGTTGCTTTTTTTAGTTATCCGATTTATTTACTTTTTGGARAGGAGGAGTARATGGCAACTTATCAAGAATATARAAGCAGGT CARATGGTAACGCTTATGATATTGATGGTTCGTTCGGTGCACAATGCTGGGACGGTTATGCAGA
>GCA_001275545.2 55 copy:2(2-2)| 62292 | Segment15|1211131-1211614| 1| Length:484| 1-484.
TATCCCCCATTTCCAGTCAGCTCAGCAATCCGTTTTGTCTGTCTAGCTCTATCATCACTAGCACGTTTAAGCTGCTTTTGTGTCCTGCTTAACTGTGTCCGTARTTCTGTARTTTGTAGCTTGTAGTGGTCTTGCAGTGCGACGTTTARRATAGATATAGCAS
>GCA_002073695.1 35 copy:13(5-23)| 86334 | Segment11|1376851-1374251| 1| 1ength: 3461 | 1766-2357
GCCCTCGCARAGCGAGGACTGGTCAGTTGCTTAGATTACTATCTTGAACGACATGCGTTAARAGT TAGT TGAACCGCCGTATGCCGAACGGCACGTACGGTGGTGTGAGAGGGGCTAGAGATTAGCCTCTACTCGATTTCTTACCGARTTCTCCCATARACK)
>GCA_001275545.2 15 copy:2(2-2)| 62292 Segment26| 1912811-1913145| 1| Length:335| 6-335
CARATTARATTAACTCCTGAAGTACTCCGTGCGTCAGCACARARATACACAATAGGAT CACAATCAATTACAGATGTGT TAACTGCTT TAACACAAGAGCAAGCAGT TATTGATGAGAATTGGGGTGGTACAGCAT TTGACAGTTTTGAAGCACAGTTCAATY
>GCA_000736435.1 s copy:21(8-21)| 17821 | Segment127| 1685963-1667506 | 6| Length: 1544 | 182-694
CTCTTGCGTCARATTGATGAAGCGATAGATTTTTCATTTATTTATGACTTAGTGAAAGACAGT TATTGTGCAGATAACGGTCGTCCTAGT TTGGATCCGGTCATGTTAGTARAAATCCCCATGATTCARTGTCTCTTTGGCATTCGTTCCATGCGTCARACC)
>GCA_002073695.1 23 copy:8(6-10)| 86334 | Segment218| 2695646-2697813| 1| Length: 2168| 1-2168
GTTCCATCTGGATAAGTTACATCAACCGTTACTTTATGATCTCCAGGAACGTTAGTATCTGGACGATCACCAACAACTGTCGGAACCCCTTTTGAGCCATCTGGARTCTTAACTAAGTCTGTGATTTCTTTATCTGARACTGGTGTCCCTTGGGGTACTGT T
>GCA_001275545.2 47 copy:2(2-2)| 62292 Segment31| 94465-94838| 1| Length:374| 1-374
ATGCTTGTTGTGGAAGTCGCTTGTTTTGGTTTGACAARAACGARGAACACACTACTTTTATGGATATCAGACAAGARAGTTTTGATATTCATGGGAAGCATGTARATGTTGTTCCTGACGTAGTTGGAGATTTCAGGGATATTCCTTTTGAAGACAATACTT
>GCA_002025025.1 7 copy:4(2-4)|82762| Segment13|1576753-1578316| 1| Length:1558| 286-962
TCAACCARAGACTGCCTAGACTGTCCGCTACTAAGARRAGCTCCCTATGTTTGTAATGGGTGTCCARAGAGAAGGATCAACTGTGGTTACAAGAAGACCTTCTATCTTGCTAAGCAAGCTCARAGARACTATGARRRACTTTTAGT TGAATCTAGAGAAGGAS
>GCA_002025025.1 £ copy:4(2-4)| 82762 Segment11|1537507-1539142| 1| Length:1546| 268-729
TCAACCARAGACTGCCTAGACTGTCCGCTACTAAGARRAGCTCCCTATGTTTGTAATGGGTGTCCARAGAGAAGGAT CAACTGTGGTTACAAGAAGACCTTCTATCTTGCTAAGCAAGCTCARAGARACTATGARRAACTTTTAGT TGAATCTAGAGAAGGAS
>GCA_002073695.1 25 copy:2(2-2)| 86334 | Segment266| 498964-568115| 1| Length:1212| 223-815
ATCCAAGTGGCTACGCGACGAAGTTACAAGAAGTATCACTTGGTARAGATACAATGACAGGGCATTGGGAGATCATGGGCTTARATATTACAGAGCCATTTGATACT TTCTGGARTGGTTTTCCAGAAGATATCATCACARAGATTGAGGATTTTTCAGGAC
>GCA_001275545.2 57 copy:2(2-2)| 62292 Segment36| 93665-94688| 1| Length:484| 1-468

AAGCAATCGGARACATATATCAAAACAGCGAATTACTAGAAAGCGT GGAAGAATGACAARAGAAGAAGTAATTGCATTTCTGACAGAACAGCGTGATTTGCGGCTTATCGGATATGAGT GGGGARRAGACAATCTGTCCGATTTTGAGAGATGGCAGTTAGC!
>GCA_002073795.1 19 copy:6(3-6)| 86319 | Segment15|1642791-1644132| 1| Length:1342| 964-1298

AACTCTTTCCTGTTATCCTAACGGATAATGGTGGGGAATTCGCTAGAGTGGATGATAT TGAGATAGATGTTTGTGGACAGTCTCAACTCTTCTTTTGTGACCCTAATCGGTCTGACCAGAAAGCAAGAAT CGAGAAGAATCATACCCTCGTGAGAGACATAC
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>GCA_000736485.1 63 copy:2(2-2)|17821| Segment91|149031-156242|1| 1ength:1212|54-731
GCGGCACCAGATGCCARTGATTTTGTCAATGCAGGAGTTCCTGATGGTGCTTCAGACACGCTTGGCCACAT T T CARARACAGTTGGACTTGCGGTGCCARACATGGCTARAATCGGACTTGGTARTATTCCTCGTCCCCARGCGCTTAAGACCGTCCCTGAS
>GCA_002073795.1 20 copy:2(2-2)| 86319 Segment65| 671478-672129| 1| Length:652| 1-652
AGTGATACAATAGTTATACARAAATGATTTGAGGTGATATTATGT CAACAGTAGCAGTARGAGT TGATGAT CAATTARAAGATGATGC TACAGAACTTTTTCAATCCTTAGGGTTGGATATGAGCACAGCAGTARARATGTTTTTGATTCARTCTGTTARAA
>GCA_002073795.1 87 (2-7) 86319 | Segnents3| 320833-322275 |1 1ength: 1438 547-1071

CTCTTGTTATCATAGAGTGTCCTCTTARTGACCTGTATGTGTTTAGCAGT TTCGATAGCTGTCTTAGAATCCATCAGTTTGGCARAGATGAAGT TACAGAAGGCGACA T TGAAGGTGAGAAGGACCTTTCCACCARTCCGTCCARTAACCGTGTCCATTTCAY
>GCA_001275545.2 43 copy:2(2-2)| 62292 Segment7| 1184927-1192122| 1| Length: 7196 | 1-838
TATTATAACAAAAAAGAACCTTAATATGGTATCATTTGCTATCATTGCCCARTCACT TGATARAT CAACAT TTTACAACCTTACATTATCTGGTCAATTACACTGAT T T TARARACAACGTAGTARATAACGTAGTAATTTTTGCGCTGGGGAGCATCTGAT:
>GCA_001275545.2 97 copy:2(2-2)| 62292 | Segment3| 115687-122282| 1| Length: 7196| 1-4228
CAGATGGGACAGTTGATTTTAGTGTGTCCGATAGCGCARACAAGCGCTACATTGGGCARTATACTGACTACGAT GCAATAGACT CARACGACCCTARAAAATATCGCTGGACTGATATGATTGGGACGGTAGTCGTTGGAACTARTAACCTARTCARTGGTA
>GCA_001275545.2 13 copy:2(2-2)| 62292 Segment13| 1268673-1269668| 1| Length:336| 1-336.
CTTTCACGAGCGCTTTTTTATTGTTCTCCTTTCTTTTCTCTGCTGACTTATTTTTGTTGTTARATTGTCGAGTATTARATTTTTAGT TTTGCGTCAGCACTTTATTTGCAGCATTACGCTTGTATARTCATCTGTGAGCGATAACAGACTTTAGATTTTTATY
>GCA_001275545.2 & copy:2(2-2)| 62292 Segment2| 111522-113672| 1| Length:1551| 1-1551
TGTTATTGCGARRACTTARATCTAGAGTTACTCAATGAGTATTGCAATCCATATARAGCCACTARAGCGATGTCGTTTGAAGAGTATCTTGTAGCATTTGACATTTTARACTGGGGAGCTTTGACAATTGGGACARACGAAGTARATGACARAARACTTACT'
>GCA_001275545.2 a8 (2-2)|62292 | Segnent16|1211756-1212448 | 1| Lengtn: 593 | 160-593
GACCACGCTCTARATTTTGGTATCATAACTCACCTCTCARRAARTACTCTGCATCACTTTTAGCGATTAAGC TAT CACGATARACAATAGCTTCGTCTTTGGTCTTARACTCTTTGTCTTTATARACAGTAGGCAACACTCGTCCGCCARTGTGCTCATARA
>GCA_oe2025005.1 B Copy:11(7-15)| 82755| Segment26| 454751-457612| 4| Length: 2262| 1-2262

GTGACACCARAACCAGTACCGGATARAGATARATATGAT CCAACAGGAGGGGARA CAACAGTACCCCAAGGGACACCAGT TTCAGATARAGAAAT CACAGACTTAGT TAAGATTCCAGATGGCTCARRAGGGGTTCCGACAGTTGTTGGTGATCGTCCAGAT;
>GCA_002025025.1 161 copy:16(12-16)|82762| Segment4s| 867561-812066| 3| Length:4568| 1-4568
AGCAACGGCARACCAGATTCCCAAGATGCCGCAGAAGCCGCAGC T GAAGCAGCCGT GAAAGCAGCCGAAGAT GCCGCCCAAGCAGGCARAGATAAGARAGCTGAAGTTGAAGCAGATGGTGTTGTTAATCCAGATGAGARATCAGCCGTAGATGGCTTGAACY
>GCA_000736455. 1 54 copy:19(19-19)| 17821 | Segment11|1619467-1626946| 8| Length:1548| 422-848
CTCACGATAGCCATCTCGAGTAGTCGTTGAATAGGATAAGGGGTGATTTTCTGGACAGAGGTARACAT CATARTACTCATCATARATARAGTCTT T TAGCCGAAGCATACCCTTTTTACTACGAGGTCTAGTATAAGARAARACTGGTATGATACCTATAGT'
>GCA_002025025.1 & copy:14(9-16)| 82762 | Segment41| 865481-811692| 1| Length:6212| 1-6212
CGCAGCTGAAGCAGCCGTGARAGCAGCCGAAGATGCCGCCCAAGCAGGCARAGATAAGARAGC T GAAGTTGAAGCAGATGGTGTTGTTAATCCAGATGAGARAT CAGCCGTAGATGGCTTGAACGATGTCACAACTGAGAAGARAGGTACAGCAACTCCGTTH
>GCA_000736455. 1 ) (2-3) 17821 | Segnent 13| 1049121-1049530| 1| Lengtn:419|1-419
ATGTTCTAGAGCGTCGTCAACGTGATGCGGATAACAAGAGC CAAGGCAATGTTCTAGAACGTCGT CAACGCGATGTAGAAAACAGAAGCCAAGGCAATGTTCTAGAGCGTCGTCAACGCGATGCGGATAACAAGAGC CAAGGCARTGTTTTAGAGCGCCGCCH
>GCA_002025005.1 3 copy:3(2-3)| 82755| Segment16| 1764234-1765774| 1| Length:1541| 369-893

CTTCTATCTTGCTAAGCAAGC T CARAGARACTATGARAAACTTTTAGTTGAATCTAGAGAAGGAATCCCTTTGAACARAGAGACCTTCTGGARRATAGATAGAGTGCTTTCTARTGGGGT CAAGAAGGGCCAACGTATCTATCATATCCTCARRACCAACGA
>GCA_000736455.1 s copy:2(2-2)|17821| Segment272|412175-412568| 1| Length:326| 1-326
TCCARGGTTCTCTTTCAGGTATTCTCAACCAACATTCAACACTTTACAAACAACARAACGCAGCAGCGACACCGCAAGTAT CAAGCCCCARAGCAGAACGTCAGT TAACAGATTCAGAACTTTATGARAGTGCCCARARACAAGTATTACCARRATATATCCH
>GCA_001932715.1 32 copy:2(2-2)| 76649 | Segment3| 1686454-1686782| 1| Length:329| 1-320
TGACGTTCTGCTTTGGGGCTTGATACTTGCGGTGTCACTGCTGCGTTTTGTTGTTTGTARAGTGTTGAATGTTGGTTGAGAATACCTGARAGAGAACCTTGGATATATTTTGGTARTACTTGTTTTTGGGCACGTTCATAGATTTCTGARTCTGTTAACTGA
>GCA_000736485. 1 73 copy:17(4-17)| 17821 | Segment166| 1585204-1586839| 1| Length:1545| 95-695

GCTATGTTCCACARAGARAATCCTGACTATARTCGARATCAAGTTGGTTTCTATAGT TTAGATGAGTTGGTTCCCARAGACCATCTCTTGCGTCARATTGATGAAGCGATAGATTTTTCATTTATTTATGACTTAGTGARAGACAGTTATTGTGCAGATAACY
>GCA_002073795.1 162 (3-3) 86319 | Segnent1[1124922-1126783 |1 | Length: 1852 |405-575

TGTGTCTGTARAACARACGGTCTGATAGAACTAGATGCGGTTACGTATTGACTAGAGGAAGGTT CACCAATGTAAGATATCATGCAGACAACGAAAAAAGARAGGAATACGCACATGTCAGAATTGC TAGATAAGATATCATCTCGGAACARTATGCTCGAA
>GCA_000736455.1 27 copy:2(2-2)|17821| Segment365| 924581-925792| 1| Length:1212| 826-1212

TGATAAAAACAATGGGGTTATCAGAGT TTGARAAAGGCTTCTCCTTTACTARTTTGGTTGACT TTGATGCTCTCTATGGTCACCGTCGTGATCCTCATGGCTATCGTGATTGTCTTCATGAGT TTGATGAGCGTCTTCCAGAGATCATTTCAGCARTGCGTGH
>GCA_000736455.1 2 copy:2(2-2)|17821| Segnent98| 1467958-1468513| 1| Length:556| 1-556.
GGTGATAGTATATTGGTAAGTTCAGATAACACTARTTTARRATTTTTARRAGCTTTCTCAGAATTGTTARAGATGAGGAGC T TTGAGCARATTARAGT TAGCGAT TTAGCARAAARAGCTCGACTTAGTAGAAGATCTTTCTATARTCATTACAATTCARAA
>GCA_002073695.1 E copy:2(2-2)| 86334| Segment264| 643946-652561| 1| Length: 8622| 7434-8622
TTTAGTGAAGCARRAGTCATCTTTACTTCACTTATCTATTTCTTAATGAAGCGARACCTGTTTTGGCTTCACTTGTTTTTTATTATGTGAAGCAGAGT TGGATTTCGCTTCACTTAGCGACTGGTAAGTGACTTATCATTTATACTTTATTTTTATACTGAA
>GCA_0e2025005.1 B copy:12(8-13)| 82755 Segment15| 452657-454556| 1| Length: 2494 | 1-2494
CCAGTACCGGATARAGATARATATGATCCAACAGGAGGGGARACAACAGTACCCCAAGGGACACCAGT TTCAGATARAGARATCACAGACTTAGT TAAGATTCCAGATGGCTCARACGGCGTACCGARAGTAGTAGGARACCGTCCGARTACAGACGTACCA
>GCA_p02025005.1 55 2(8-15)| 82755| Segment17|452657-455688| 2| Length: 2044 | 1-2944.
CCAGTACCGGATARAGATARATATGATCCAACAGGAGGGGARACAACAGTACCCCAAGGGACACCAGT TTCAGATARAGARATCACAGAC T TAGT TAAGATTCCAGATGGCTCARACGGCGTACCGARAGTAGTAGGARACCGTCCGARTACAGACGTACCA
>GCA_002025025.1 70 copy:16(14-16)| 82762| Segment4s| 867561-811162| 1| Length: 3662| 1-3662
AGCAACGGCARACCAGATTCCCAAGATGCCGCAGAAGCCGCAGC T GAAGCAGCCGT GARAGCAGCCGAAGATGCCGCCCAAGCAGGCARAGATAAGARAGCTGAAGTTGAAGCAGATGGTGTTGTTAATCCAGATGAGARATCAGCCGTAGATGGCTTGAACY
>GCA_002025025.1 ) copy:4(4-4)| 82762| Segment16|153757-1539135| 1| Length:1539| 949-1429
GTGGATGATATTGAGATAGATGTTTGTGGACAGTCTCAACTCTTCTTTTGTGACCCTARTCGGTCTGACCAGAAAGCAAGAATCGAGAAGAATCATACCCTCGTGAGAGACATACTACCTAAGGGGACTTCCTTCGACAACTTGACTCAAGAGGACATTAAT
>GCA_001275545.2 45 copy:2(2-2)| 62292 Segment29| 92774-93466| 1| Length:693| 1-532

AAAAAGTTAGACCATTACAAGARAGT TAAGCGATTGATGTACGCAGCAATGACTTTCTGAGGAGGTATAGTATGGCAGA TARAATARACGCAGAGAGTATGCAAGCTGCATACAA TGARRATTAT CARATGTTTTTAGC TARAAATGCAGATTATGGARACT
>GCA_001275545.2 55 copy:2(2-2)| 62292 Segment28| 85512-86611| 1| Length:1168| 1-622
GGCAACAATACTTTATTAATARATTCCTTAACCAGGAATATCTGCCAGTTTAGARAAAGGCGATGTAGC T TAGAAAGGAGAAGGGAT GGAAGARAATAT CAAGCAGTTGATCACTGARRATATCTTAGAATTTTCAGGTTCTGATTATGGARRAGGTTTCT T
>GCA_000736485.1 74 (3-3) [17821 | Segnent 194 2001435-2002072 1| Lengtn: 1538|526-1433

CAACGATCTAGAAGTGAGTTCTTCAACCGTTTATCGACACAT CAAGARAGGCTACCTATCCATCACACCARTCGACCTACCCAGAGCTGTGAAGT T CAAAAAAAGGCGARAGAGCACACTCCCTCCTATTCCARAAGCGAT TARAGAAGGGCGACGGTACGA
>GCA_002073795.1 79 copy:4(3-5)| 86319 Segment6| 1366972-1367367 | 1| Length:336| 1-336
GGCGGCATCTTCGGCTGCTTTCACGGCTGCTTCAGCTGCGGCTTCTGCGGCATCTTGGGAATCTGGTTTGCCGTTGCTATCCGCATCGTTGACGGTTACTTCTGATGTCGTTACT TGATCAAGACGTGCTTTCAACGCTTCTTTGACTGGGCCTTCTGGTAAS
>GCA_000736455. 1 1 copy:17(4-17)| 17821 | Segment161| 1585294-1586839| 1| Length:1545| 763-1121
CCATAAGTAAGARAATCTCTACAACCGACCCTGATAGTGGTTGGTTTCATAAGGGAGAACATAAGCAAGT TTTTGCTTATARTGCCCAGGTAGCTTGTGATAAGTATGGTTGGGCACTAGGCTATAGTATCCACGCAGGGARTGTCCATGATAGTCAGGCAT:
>GCA_001275545.2 E) copy:2(2-2)| 62292 Segment6| 1168462-1169673| 1| Length:1212| 864-1212

TGGARAACCATTCCAGAAAGTATCARATGGCTCTGTAATATT TAAGCCCATAATCTCCCAATGCCCTGTCATTGTATCTTTACCAAGTGATACT TCTTGTAACTTCETCGCGTAGCCACTTGGATTTTCTTCTGCAGGAACGGTTTTAAGCGCTTGGGGACG
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ClusterlD _ Distribution Marker | Percent of strains | Weighted Average Copy

Custere | L3236 B 10008{20/21] 25714028571
Cluster107 | 1(6)[2(9)[2(6)] B 10008{20/21] 2

Clusterss 1521521 B 10008{20/21] 180052381
Custer2d L8212 B 10008{20/21] 190052381
Custera2 0322 B ss.7[18/20] 1761004762
Cluster298 02421233 B 05[19/21] 1761004762
Cuuster1az O[4I B sLoR[17/21] 1610047610
Custerss 113252 B 10008{20/21] 1523800524
Clusterd  0(4)]1(5) 2(0)[2(3)] B sLoR[17/21] 1523000524
Cuuster262 | 110)2(11)] B 10008{20/21] 1523800524
Cluster236  0(4)[1(7)[2(6)[2(4)] B sLoR[17/21] 1476100476
Cluster108  0(4)L(5) (L[] B sLoR[17/21] 1428571420
Custerazz  O(L[1227)] B 95.28[20/21] 1285714285
Custers OS] B ss.7[18/21] 1285714285
Cuuster211  O(4)L(10)/2(4)3)] B sLoR[17/21] 1285714285
Cuusterise  0(3)L12)/22)]23)] B ss.7H[18/20] 1285714285
Clusterasa  0(1[1(14)2(5)] B 95.28[20/21] 1238005238
Cuuster2s  O(4)L9) 27 (1) B sLOR[17/21] 1238005238
Custer21a | 117)j204) B 10008{20/21] 110047610
Custerz (4L 10)2E)AD)] B sLoR[17/21] 110047610
Cuuster20  O(4)10)/26)D)] B sLoR[17/21] 110047610
Cluster1so  0(3L(LD[27)] B ss.7H[18/20] 110047610
Cuusteral  O(L[L(16)214) B 95.28[20/21] 1142857143
Clusterass 0411252 B sLoR[17/21] 1142857143
Custerzz (313242 B es.7[18/21] 1142857143
Cluster250  118)203)] B 10008[20/21] 1142857143
Custer227 | 118)j203)] B 10008{20/21] 1142857143
Cuuster201 | L19)/2()(D)] B 10008{20/21] 1142857143
Cuuster1al  0(312)2(5)] B es.7[18/20] 1142857143
Cusers2 | 119)2(2)] B 10008{20/21] 1005230005
Custersa (4L 12)/24)2D)] B sLoR[17/21] 1005230005
Custera7a  03[12)2(5)] B ss.7H[18/21] 1005230005
Cluster3so  0(4)L(12)/2(4)2D)] B sLoR[17/21] 1005230005
Cluster2e7  0(3)1(12)2(5)] B es.7[18/21] 1005230005
Custer21s 119)202)] B 10008{20/21] 1005230005
Cluster205 04 12)/2(4)D)] B sLoR[17/21] 1005230005
Cluster200  0(4)L{12)/2(4))] B sLoR[17/21] 1005230005
Custer1o (412242 B sLoR[17/21] 1005230005
Cluster1ss  119)202)] B 10008{20/21] 1005230005
Cuuster13s  O(L[IT2Z) B 95.28120/21] 1005230005
Custer1as 0311225 B ss.7[18/20] 1005230005
Custer117 (D182} B 905.28[20/21] 1005230005
Custerss | 120)j2(1)] B 10008[20/21] 1047610048
Custeres | 120)j2(1)] B 10008{20/21] 1047610048
Custered | 120)p2(1)] B 10008{20/21] 1047610048
Custerea | 120)j2(1)] B 10008{20/21] 1047610048
Custerel | 120)j2(1)] B 10008{20/21] 1047610048
Custer7r  120)j2(1)] B 10008{20/21] 1047610048
Custerr2 | L20)j2(1)] B 10008{20/21] 1047610048
Custerse  0(4)(12)25)] B sLoR[17/21] 1047610048
Custers | 120)2(1)] B 10008{20/21] 1047610048
Clusters  1(20)|2(1)] . 100.08[21/21] 1047610048
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>GCA_801189635. 1 200 copy:2(2-4)]43475|Segment32|438528-439046|1]length:519]1-319
6T CCGCTCCARAACCAT AAGT CCACACAT CAGAAGLCGAGT TGAAGAAGL TAGAT TT AR T ARACGCATGGTTGT AATCARAAAAGCCGT AR TACCTAGCACCCCACCTTCTTTTTTGGCCARAGAATTGTTTGTAGCCCACTTGAATGCCGATCCCATT
>GCA_601245105.1 162 copy:2(2-3)|46457| Segment2|1631252-1631938| 1| Length:687| 1-687

TTATCAAAATTCTATTCTCATTAAGTATTGCTTAT AR AT T CARAAGATGGT TTCAT TAT TACAAAAAT CAACGCTT CAAAGAT ARAT AGGTTARAATACCCCARAATCCTTTTTTTTTTTTTTGARATACAATAAGTTCATGGTARRATCCAATCAGT
>GCA_001189695.1 55 copy:3(2-3)|43475| Segment52| 897234-897555| 1| Length:322| 1-322

TTTARAAAAGAAAGGCT TTARAAGAAAT CCCT T ARAAAGGGAGT TTCACAAAAGCT CAAT ACGCARACACATAGTTGAGATACACGC TAT ARAGCCTGCGGTATTGGAGTTGAGTGCCTAGCARAGAATAGTARTTTGTGTTGATCGTGGGGATCTTCA
>GCA_6@1245035.1 197 copy:2(2-2)|46452| Segment24|326761-327663| 1| Length:363| 1-363

CTGAGCCATCATCTCTCCTTTGAATTTAACT CTGTAAGCCCCACTGAT TTARAAATGGGGCTTATGGAAT CARAT GG TTGAAAAATGTTGCGCGGGT T AATGARAGGGGGAAT AR T AGAGAGAAT AATARARAGT ARAGGAT TTTTAAGCGGATTTTTG
>GCA_601245035.1 203 copy:2(2-2)|46452| Segment14|1554998-1555341| 1| Length: 344 | 1-344

ATCATTCTTTCTACCTTTATTTTTATCTTTTTGTACCG T GAAGARAATGGGGCGTATGTGAGCGTGGGGTTTGAATATTCTATCAGT CATGCGAT CCAACACAATAACCCTTTTTTGAAT CAAGAACGCATCCARACCATTTCTAACGCTCARRATAA
>GCA_001189695.1 316 copy:2(2-2)|43475| Segment17|1474835-1475135| 1| Length:361| 1-361

GGCTAGCACTTGGTTTGCAAGTAACAAT TTCACCCCT TTCAAT CAAGT CAAGAGCCACACGAT TTTTCAGTTACAAGGARAAT TTGGCGTTCGTTATAATAGCGATGAATACGATATTGATCGCTATGGCGATGARATATATCTTGGGGGTTCTAGTGT
>GCA_001051445.1 342 copy:2(2-3)|38517| Segmento1|736208-730653| 1| Length:445| 1-446

TTGTTTTTACAGGCT AAGAT TTCTTATGGCATAGGCAAGGCGGCTAATGLTGGGGGGGTGAGCGTGAGCGGCTTAGAAAT GGCACARAATGCGAGCATGCACCCTTGGAGT TTTGAAGTGGTGGATGCGARAT TACACCACATCATGARAGAGATTTAT.
>GCA_001446295.2 365 copy:3(3-3)|81679| Segment14|1523759-1524186| 2| Length:422| 1-422

CTTARAGACAAGAT ACGAT TTTARAT T AR T TTTCAT T ARAAACAACAT AR AAACCARAAACAGAACCTTTTCAAGTTTGGTTTTTTTTTTTTTTGGAT ARAATAGCTTTARAARAGGGTGTTTAATTTTTATGACTTCAGGTTCAAGCCATTCTCTTAA
>GCA_6@1159755.1 285 copy:2(2-2)|43477| Segment71|9577-10267| 1| Length:391]1-391
TACTATCCCTATTTATTGGGGGAGTCCTAGCGTGGMGARAGAT TTTAACCCTARAAGT TTTGTGAATGTCCATGAT TTCARAAACT TTGATGAAGCGAT TGAT TATATCAGATACTTGCATGCGCAT CARRACGCTTATTTAGACATGCTCTATGARAA
>GCA_001189755.1 187 copy:2(2-2)|43477| Segment13|1326399-1326783| 1| Length:385| 1-385

RAATTTCTTCTTGCT CACATCTTCTARAATATCTTGGGAGAT CCCATCAAT TTTAGTGCT GACTTGTARAGAATGAT TAGCGATAGT CARAT TATCCTGGACATCTTGTTGCAAGGCGTTAATGGAGTTGTGGATGTTTTCTACGCCCTTATTTTGEAT
>GCA_001051445.1 1 copy:2(2-2)|38517| Segment26| 1186325-1186743| 1| Length:419| 1-419.

TTAGCCCTTAACCAGCCARAAAAAAACCG T TACCGCCARAACCGCCCTGAAACGCT T ARAAACAGCTACAATACCCCGGATAGCCAGCGTCTTGATGAT TTAT TTGAGAAAGGAAT CARACACCAAGAAGT TTTARAACT CAATGAGAT CARATCTTCT.
>GCA_001051445.1 179 copy:2(2-2)|38517| Segment37|1296526-1297124| 1| Length:665| 1-665

TGGCAGTGGGTATGAATTTGTGAATGARAT TTCTGGGGGCGTGAT CCAT ARAGAAT AT AT CCCTGCGGTGGAT AAGGGT AT CCAAGAAGCGATGCARAATGGCGTTTTGGCAGGCTATCCGGTGGTGGATTTTARAGTTACCCTTTATGATGGGAGCTA
>GCA_001051445.1 51 copy:2(2-2)|38517| Segment77| 61-397| 1| Length:337|1-337

GATTTTTCTCCTTTGARAAAAT TAGGCACTACT ARAAACTTTTATACT AR CAT AT TTTCATTGARAT AACCCTTARATTCAT TTATATCTARAAGT TATCCGACCCTTGTCTAAGCTATAGGGCGTAAGCTCTAGCTTGACCCTATCGCCTARAGCAAT
>GCA_6@1245035.1 351 copy:2(2-2)|46452| Segment31|587686-587985| 1| Length: 368| 1-368

GCTCCACGCTGAAGACGACGGCT TTTACATGAGCGCGGGCT AT CAGAT CGGTGAGGCCG LT CARATGGTGAAAAACACCARAGGCAT TCAAGAT CTTTCAGAAAACT ATGAAAAGCTGAACAACCTTTTGAACAATTACAGCACCCTARACACCCTGAT
>GCA_001189775.1 152 copy:3(2-3)|43479| Segment3| 1086573-1087152| 1| Length:310| 1-310

AAAGTGTTTGAAAGAT CTCCCT ARAGACT TACAAAGCGAT AT TTTAGCT AAAGAGAGCCTGARAGCTTAT AAAGACTGCGCAT CTCAAGCCARAACT GAAGCTGARAAAAAAGAAT GCGAGARAT TACT CACCCCTGAAGCGARAAAACTTTTAGAAGA
>GCA_001446395.2 213 copy:2(2-2)|81635| Segment12|1319671-1319545| 1| Length:475| 1-475

TAAGCCTTAACGCTCTTCTTAACTTCTTGCTCTARAAGT TTTTTTGCTTCAGGCGTGAGT AACTTCTCACAAGCTCTCCTTTCTTCTTCATTTCTAGCTTGAGAGAGGCAGTCTTTATAAGCTTTCAGGCTCTCTTTAGCTTCTTCTARRAGCTTTTTC
>GCA_001189775.1 193 copy:2(2-2)|43479| Segment42| 249951-256313| 1| Length: 363| 1-363

ATGCAATAGTTATTTTTTCTCCATCATTGTTTARATCCT TG T AR AACCATACARATCCCTCCCTGAATTTATCACTGGATACATTCCCTTATTTTTTACTTCGCTCACTTCGCTTACTTTGAGTGTTTTTTTATTTGTGCTTTCACACATCTCCCCCA
>GCA_0@1245105.1 115 copy:2(2-2)|46457| Segment31|1512646-1513574| 1| Length:929| 1-929

AACCCCTTTACAAAGT ARATGGGGGGGGGAGTTATTCTACCTCGCCCTCCGCTTGATTTATCTCCTCTCCTGTAACAATATCCCTCTCCACAAT CACATTACCCTCCTCATCATAATCCTCATCTCTGARACCAT ARGACCARAGATTATCGGCTARAA
>GCA_001051445.1 256 copy:2(2-2)|38517| Segment54| 261754-262335| 1| Length:582| 1-582

AACTTTAGACGAAGAGGCARAAGAAT TGAT CGCTGAAGCGGGAT TTGACAGAT TCTATGGCGCTAGACCCTTARAGCGCGCGCTCTATGARAT GG AGAAGACAAGCTCGCTGAACT CATTTTAGAGGAT ARAATTARAGAARATGACAGCGTGGCGTT
>GCA_001159765.1 346 copy:2(2-3)|43478| Segment18| 1569182-1569512| 1| Length:331| 1-331

AT CGCTACCCACCCCAT AAGTCCARACAT CAGAAGCTGAGT T ARAGAAATTGGAT TTGAT ATAGGCGTGGTTGTAAT CAAAGAAACCAT AATACCTTAACCCCCAAGTCCTCTTTTTGCCARAAAATTGCTTATAGCCCGCTTGCACCCCARAGCCAT
>GCA_001159695.1 52 copy:4(3-4)|43475| Segnent37| 565678-565555| 1| Length:478| 1-478
CTTTTTGCAANGTCTTKRGGAATATTTTTCAAGCACTCGTTTCGTTCTTCATCRGTTTTAGCGTTTTTCARACAAT CTAGAACCTGTTGTTCTAACTTTTTTTTCGCTTCAGGGGTGAGTARTTTCTCGCATTCTTGTTTCTCTTTTTCATTCCTAGCT
>GCA_001051445.1 143 copy:2(2-2)|38517| Segments5| 243816-244466| 1| Length:501 | 1-501

TAGTGAATAGCGGCACAGAAGCGACCATGAGCGCGAT ACGACTCGCTAGAGCT TATAGCCAAAAAGACGAT TTGAT CAAGTTTGAAGGGTGCTAT CATGGGCATAGCGACTCCTTATTGGTGARAGCGGGTAGCGGGTGTGCGACTTTTGGATCCCCTT
>GCA_0@1189765.1 325 copy:2(2-2)|43478| Segment32| 543731-544682| 1| Length:352| 1-352

CATCATGCAATTAAGAGACATTAT CCATGAATACGGGCAT ACTTTAGGCT ATACGCAT AACGGGAACATGACTTAT CAGAGAGTGCGCAT G TG TGAAGAAAGCAACGGGCCAGAAGAGCGCTGTAAGGGCGGGAAGAT AGAGCAAGTGGATGGGARAGA
>GCA_0@1245105.1 133 copy:3(2-3)|46457| Segments6| 664582-665165| 1| Length:584| 1-584

CCCCTTTAAAAAAAGAAAAGT TTCARAGARACCCCCT AR AAAGGGAGT CCCACAAAGAGL CARACAT CAGT AAGCGAACACGTAATT CAAAT ACACGCTATAGAGCCTTCTGTATTTGAGTTCAGCCCCCATARAGGAATAATAGTTGGTGTTGATGGT
>GCA_001051445.1 5 copy:3(3-3)| 38517 | Segment28| 1196465-1196717| 1| Length:313| 1-313.
ACTTCTARAGCAGCARATTCTTTARAAGGCTCTGTAATTTGGTGGAGTTTTGCTTCATCTTCTTCATCCARACCTACCACTARAGCG TATAGAGTGTAACGAATTTTTTTATTGGCTTTAGCGATGCTTTCTAGCAAGGAATARATGCACGCGCCCGCA
>GCA_001159695.1 E) copy:6(4-7)|43475| Segnent43| 576952-571364| 1| Length:353| 1-353

TTAAGCTY TCAATTGAGTKGCY CACAAAGAT AAAAAAGACGLCAAAAAACCTGAGT T AAGCT CTCAATTAGTGGCT CACNAAAGAT AAAAAAGACGCCARAAAACCTGAGTTAAGCTNCTCAATTAGTGGCT CACARAGAT ARAAAAGACGCCARRAAA
>GCA_001189755.1 57 copy:2(2-2)|43477| Segment64| 963634-964163| 1| Length:536| 1-536

TAGGATCAGGCGTTTGARAGAAT CTARAAT CTTTGAT TCGCAGT CTAGT AATGAT CAAGAAT TGCARAAAAGCGCT AATAGCAACCTGGAT TTAGACCCTATCGGCAACGCCATGCCCCARACT TTAGCT ARAACAGAGGCTARAGARACT CARACAGA
>GCA_001189755.1 196 copy:2(2-2)|43477| Segment11]12-756] 1| Length: 745| 1-745
CTT6TGACGTCTCTTGCTCTTTGATTTGAGCGTTCTGCAAT TCTTGTTGTARAAT CTGAT TGCACATGCTCTGTARATCGTTTTTGAGCGTGATTTCTTTCTGTTCTAAGGTTTGTATCACTTGCTTTAATTCGGCTCTCTCTGCTCTCTCTARAGCTT
>GCA_001051445.1 312 copy:2(2-2)|38517| Segment94| 755246-756616| 1| Length: 765| 1-765

TTTTTG6CAT CACGCATGATAACGCT TG TTTGCACCCCGGCTTGAGGCAT GAAT ARATCGGTGGGCAT TTTAATGCTCGCTARAAGLGAATGTTTTTTTARAAT TTCAACATTGGATTTTARAGCTTGCCCGCTCCCTGCGCTATCTTGGATAATGATC
>GCA_001189695.1 261 copy:2(2-2)|43475| segment22| 275576-276167| 1| Length:598| 1-598

TTATTTCATCCTARAACAACGCT AT ARAAT CAT T CTGCACAGCAACCCCAACGAACCAT CAGAT CTAGTCTTTGGLAATCCT TTGGAACAAGCCAGAAAAAT CT AT CGTAT CARAACACCARAAGAGTGTTTTACACCGGCGARRATGAAGCGCCTAA
>GCA_001446295.2 & copy:2(2-2)|81679| Segment2| 1116616-1116393| 1| 1ength:378| 1-378

TAATATTGACTTGACATTAAACACATAGGCTAAAAAGCCAGCGT TAAAAAAAAGAATGATTTTAGAGAAATGAGCGGATGGEGTGEETAAAAAAGTTTTATTGTTTTGATGCATGGGATTTCCTAAATTTAAAAATAACTAAAGATTAACATGTTTTTA
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>GCA_@01189755.1 191  copy:3(3-4)|43477|Segment70|965358-965761|1| length:404|1-404
AGCTTCCTTTTTTTCTTGTTCTAGTTCTATTTGTTCACTAACAT CACCAACGCTACAAGCGGCTARTAATARACTTGTCGCTATGGT TARTCCTGARTATTTCCACCARTTGATTTGATTCTCTTTTTCAGCTTGTTTGGATTTATCTTGGACTTTATCGTC
>GCA_001245035.1 61 copy:3(3-4)| 46452| Segment53| 985449-966675| 1| Length:627 | 1-627
CAATTTTTCGCATTCTTTTTTTTCAGCTTCAGTTTTGGCTTGAGATACGCAGTCTTTATARGCTTTCAGGCTCTCTTTAGCTTCTTCTARAAGTTTTTTCGCTTCAGGCGTGAGTARTTTCTCGEATTCTTTTTTCTCTTTTTCATTCCTAGCTCTTGARAC
>GCA_001051445.1 257 copy:2(2-2)|38517| Segments6| 285757-286541| 1| Length: 785| 1-785
AAGCGCTCTTTCARACGARACGCCATAGCACGCACGGCGGGTARATACTGGATAGCGAGCGCGTCTTGATGATGGTGTTGCTGCTTAT CATAGGCGTTCARRACCTTTTCTATATTTTTTTCGCTTGTTTCGCTTGTTTGAGTTTTTTGAATTTCTTTGGGC
>GCA_001189755. 1 264 copy:2(2-2)|43477| Segment29|1449522-1449821|1| Length: 368| 1-368
GTGATTTTTCGCAACTTTATTCAACGGCACTTGATTARACCACTTTAAGAACTTTTCGCTATTGARAGCGTARGAGACTTCGTTGCCTTTTTCACTCCTTAAGGTTACACGAT TARACCCARTACTARTGACTTTAGCCTCCACCACTTTGTCGTTTATCGT
>GCA_o@1245105.1 126 copy:2(2-2)|46457| Segmentds| 653331-653637| 1| Length:367| 1-367
GARACTAGARAGCGARAGGTTAGAAAGCGAACAGGAATTTTT ARAGGCTAAAGAGCAAGARA T GCAACGCARAGCCGCGTTARAAAAGAAA T TAGAA CACGAGC GAGGCAATGCGGGCAACATTGARAGCCAGACTARAATAGAAGTAGGAGAGGATATACC
>GCA_001446295.2 70 copy:2(2-2)| 81679| Segment12|1337224-1337586| 1| Length:363| 1-363.
TTTTAAGCTTAGTGCTTTCARTCATTATTGCGTTATTTGTGTATARAATGCCTGCTCARATGGTGAGCGCGAGTTTTTTCTATGGCTTTCTTTATGGCTTATGGCCGATCGCATGGATTGTGATCGCTGCGATTTTTCTCTACAACCTTTCAGTGARATCCS
>GCA_001189775.1 268 copy:2(2-2)|43479| Segment26|1373693-1374195| 1| Length:563| 1-563
TGTGTATARKWGAGTGGTGCTGTTATAGTTGTTGTTGGTARAGCTTTTTARATAGT T TARAGAGCTATTGACCAGCTCAATGTTGTTGGCGTTTTGAATGCTTTGTTTTAACGAAGCCACTTGATTTARATACTGGTTTAATTGCTCGTATTTGTCGTTCAR
>GCA_o@1245105.1 368 copy:2(2-2)|46457| Segment17|1267127-1267576| 1| Length:444| 1-444
TTTACATTGATCCGCCTTATAACACGCARRACAATGAATTTATTTATGCGGATARTT T CARACGCTCCAGTTGGCTCTCTATGATGGARRACCGCCTAGATCTTGCGCATTCCTTATTGAATGATARAGGCGCGATATTTGTGAGCATTGATGACAACGAAC
>GCA_001278525.1 375 copy:2(2-2)|62574| Segment4e| 599655-509956| 1| Length:362| 1-362
CAATCCAACTARAAAAGTTTTTGCTTCCTCTTTTGGGGTGTTTGGGGGGTTAAGGGGCTTATACAATAGCTACTATGTTTTCAAT CAAGT CARAGGAAGCGGTAATTTAGATATAGT TACCGGGTTTAATTACCGCTACAAGCATTCTARATATTCTATAGG
>GCA_0@1245035.1 366 copy:2(2-4)|46452| Segment38| 767964-769219| 1| 1ength:1316| 1-1316
GCCCTTTTTTTARAAAGAGGTTTTTTAATAAGCGAACACGTAATTGAGA TACACGC TATARAGCCTTCGGTATTCTAGTTTGGTGTCCAGGARAGAATAGTAGTTCGTGTTAATGGTAGGGATTTTCACGCCCARTTCCATGCCATGTTGAGCCGCATGATG
>GCA_001051445.1 75 copy:4(2-4)| 38517 | Segment6| 1136546-1137423| 1| Length: 884 | 1-884.

AAGCAATATAGAGACTAATAAT CAAATARAAGTAGAACAAGAACAA CAAAAGA CAGAACAGGAAAAA CAA A GACAGAA A A GAA A A AR A GACAC T TAA A A CACAAAAAGA T TTCAT TAAAGACCTAGAACARAATTGCARAGARAATCATGGTCAATT
>GCA_o@1245105.1 261 copy:2(2-2)|46457| Segment14|1157913-1158243| 1| Length:331| 1-331
ACCCTACCGCCGCGTTGATCGCTARRAGCACGGCTTGATAGGCGGGGGAGTTGGCTTTATCGCCGATCARATTCTTCGCGCTCGCGCCCAGATTTTCACGAGCCGCGTTAATCGCGCTCGGATCAGAGGATAATTTGATGAGGGTGTTTAGGGTGCTGTATC
>GCA_001245105.1 47 copy:3(2-3)| 46457 | Segment19| 1355257-1355786| 1| Length:536| 1-536

AGGCTAACACCARACAAAAAGCAC AR A A A A G CGC AR AT AR AT GAC AR AT TTT T CCCAAAT GACA A A A AR AR A A A AACGC T T TTATGTTATAATGCTCTARATACATTCCARATGTATTCCAATGAATGCCAATGAATGTATARRATCCCTA
>GCA_0@1278525.1 57 copy:2(2-2)|62574| Segment16| 1455155-1455626| 1| Length:466| 1-465
AACGCTTCAGATCCCCTTTATTGGGCGTTAATGTGARRATAGGCTAT CARAATTACT TTAATGATTTCATAGGGTTGGCTTATTATGGCATTGTGARATACAACTATTCTARAGCCCTTAATCARAAATTCCAGCAATTGAGCTATGGTGGGGGGATAGATT
>GCA_002093735.1 249 copy:2(2-2)[97642| Segment12|499735-568416| 1| Length:682| 1-682
GAATTAGACAAGARATTAGACGCTGATAGCATCTACTCATTAARARACATCGTCGCTARARACCTTAATTTTGATAAGGCTACTCATCCTAATGTAGGCGATAGTAATTTAGCGCTTTTAATGTTCAACATGCCAAGGACCARAACGCAAGGGATAGAATTA
>GCA_0@1245105.1 203 copy:2(2-2)|46457| Segmentd2| 52409-52805| 1| Length:397|1-396

TTTTTTGGCGTCTTTTTTATCTTTGTGAGCCACTARTTGAGAGC TTAACTCAGGTTTTTTGGCGTCTTTTTTATCTTTGTGAGCCACTARTTGAGAGCTTAACTCAGGTTTTTTGGCGTCTTTTTTATCTTTGTGAGCCACTAATTGAGAGCTTAACTCAGS
>GCA_001189775.1 234 copy:2(2-2)[43479| Segment27|1382118-1382505| 1| Length: 388| 1-388
GCCTGTAGGGTTATTTTTATTGGAGTAAGTGGTGATGARATCCACTAACARATCTATCCCCCCACCATAGCTTAATTGCTGGACTTTTTGGTTAGTGGCTTTAGCGTARTTGTAT T TGATGATGCCATAR TAAGCCAACCCTATGARATCATTGAAGTAGTT
>GCA_oe1245105.1 353 copy:2(2-2)|46457| Segment38| 319676-326867| 1| Length:392| 1-352
CTTACACCCCATTAAGACAGAGCATGAATTGGTGCGTTTTGGGGCARAACATGATGGGGGCTAT TTGATACCTAAGGAT T TTAAGGGGATTAGAACGCTCTTTTCTCCAGGTGTGGGAGGTGARAGCGCGTTTGAAGAAGATTTTTATCGTCAATGCARACT
>GCA_001051445.1 184 copy:2(2-2)|38517| Segnent163| 956768-957289| 1| Length:582| 1-582

RSGGTTAAAAMAKTAMKTTAAATTAATTTAANTTAAT TTTYATTAAAAAAAACAKAAAAACHAAAAAAGAAHCCTTTCAAGNNT TNCGGNT TTTTTTTTTTTTTTGGATARAAT AGCTTTARAAAAGGTGTTTAATTTTTATGACTTCAGCTTCAAGCCA
>GCA_002092915.1 358 copy:2(2-2)|97641| Segment17|259202-259864| 1| Length:513| 1-513
TGAACCTTTGCGTTAGCATTGAGTCCGGTGCTTGARRACTTCTTATARGCGTTGTTATTCTTATARTTCCCGTTACTCTTGAACATTGTTT T TARRACTAACTCACTATTTCTATTAACTGCTTGTTCTACCACTACCGCATAGCCGTTGATTTGTTTARAC
>GCA_001189695. 1 262 copy:3(3-3)|43475| Segment25| 366789-367255| 1| Length:467| 1-467

GGTTTTTAATAAGCGAACACATAATTGAGATACACGCTATARAGCCTTCGGTATTCCAGT TTAGTGTCTARAAAAGAATAGTARTTCGTGTTAATGGTAGGGATTTTCACGCCCAATTCCATGCCATGTTGAGCCGCATGATGGCTATCTTTTTTCTTAGGC
>GCA_001245035.1 168 copy:2(2-2)|46452| Segment21|291243-291557| 1| Length:315| 1-315
GATCGCTCTARRATTTCARRATATTTTCCCARACATCCCCTARATTTAAGCARACCTTAAGC T TTGTATGACTATACTTTCATTTCCTTGTTTCAGCAAGGGCTTTTARARAGCCGCTTGATACCTTACAAGGATAGC TGATTTARAGCARACGATCTTTGA
>GCA_0@1278525.1 275 copy:2(2-2)|62574| Segment29| 287142-287455| 1| Length:314| 1-314
ATAARAGGTTAGACAACARAGCCGCTATTAGACCCACTAGCCACATATARTAGC TATTTTTAGGGT CAAAAAT CGAATCGCTAGCTGAACCATCTATGTCATARAAAATCCTAGCGTTTATGGAGATACATATCGTATAGACTAGAGCCACTGCCCATTGAT
>GCA_001051445.1 283 copy:2(2-2)|38517| Segment73| 566787-567377| 1| Length:591| 1-581
TTTATARAGCGTGCTCAACCCCGCGCACACCGCTAGGGGGTTACCGCTTAATGTGCCTGCTTGATACACCCCTCCAATGGGCGARAGCAAGT CCATARTTTCCGCACGCCCCCCARAACACGCCARAGGAAGCCCCGCGCCTATCACCTTACCARAGGTTAC
>GCA_001159765. 1 267 copy:2(2-2)|43478| Segment36| 478882-479252| 1| Length:371|1-371
CGGTCCTTCCAGTATTGGTGTTTARAGSCTTATTTTTAGAGTGTTATACGCTCAAGGANTTTGNATTTTAATTWC T TTGRGATCTAGTTGAACAAGTGGTTGGCGTTCARAATTGCGCGCTTGARAATCAATGCAATAACT CARAAATCATAGAATCGTTTT
>GCA_001159755.1 233 copy:2(2-3)|43477| Segments5| 815739-816244| 1| Length:566| 1-565

CTTACTTGGATTGCGTCTCTCAAGCCARAACTGAAGC T GAGAAAAAAGAA T GCGAGAAGT TACT CACGCCTGAAGC GAAAAAAAAGT TAGAAGAAGC TARAAAAAGCGTTAAGGCGTATTTGGATTGCGTATCTCAAGCCARAACT GAAGCTGAGAARARAG
>GCA_0@1245035.1 112 copy:2(2-2)|46452| Segment16|1336541-1337852| 1| Length:1312| 1-1312
CTTAACTTGGCGCAACAGCTTATGGATTTARTCGCARACACT ARGACGGC TATGATGTGGARAAATATCGTCATCAGTGGTGTTTCARACGCGTCCGGTGCTATCACATCCACTARTTACCCAACGCACTATGCGGTGTTTAACAACAT CAAGGCGATGATA
>GCA_001189765.1 347 copy:2(2-2)|43478| Segment29|478336-478634| 1| Length:365| 1-385
TTAACATTATTAGCGTTATTGGCGCTGTTAGTGTTGCTTTGGGTGAGCTTGTTTAGGGCTTCTCGGCTTTTTTGGATTTCTTGGAGCTTTTGCTTGGCTTTTTCTACT TGAGAGTGGCTAACCACTTTAGGGGTGTTTTCTACAGGGGGCGTTTGATCTTCA
>GCA_001542385.2 3 copy:3(2-3)| 81641 | Segment8| 71544-71966| 1| Length:417| 1-417

CTCGGCTTCTGATGT TTGGACTTATGGGGTGGGTAGCGATTTATTGTTTAATTTCATCAACGATAAAAAAACCAACTTTTTAGGCAAGAATAACAAGAT TTCAGTGGGGCTTTTTGGAGGCATCGCGCTAGCAGGGACTTCATGGCTTAATTCTCAATTTGT
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ClusterlD  Distribution Marker Percent of strains Weighted Average Copy
Clusterss  7(1)]12(1)/23(128( D204 2L D) B 10008[9/8] 2455555556

Cluster6?  S(1)]12(1)/21(D)27(D28(2)29(2]20(1] © | 1000mers] 2220000
Cluster491 _ 4(1)]11(1)/20(1)26(1)27(2)29(220(1] © | 1000mers] 2255555555
Cluster6s  6(0)[0(1)19(1)25(2)/28(4)] © | 1000mers] 2

Cluster351 S(1)[10(1)|18(1)|23(2)24([27229(1] © | 1000Hers) 20,68665667
Clusterlf0  O(D[2(D[1AVIS(|(D20D2L2220] + e92/0] 1477777778
Cluster280 | 4(2)6(0[e(/9(2)LU(D[122)] © | 1000wers) [Erere
Custerl1y | 3(ja(DI6(DIT < 000w srrmrTT
Custer2s2 3214256 < 000w pEcreere)
Cluster208 | (1)[2(0[3(D/42)5(4] © | 1000mers] e
ClusterlSs | 1(1[2(3)/3(D/(DISE] © | 1000mers] FEer)
Custer250 L2142 6(0)] < 00w 21
Cluster2ed | O(1[2(2)3(2)4(D/521] . e92/0] 3

Custer10o | 133541 < 00w 2a0aaiaa4
Custert®s | 12120235 < 000w 2233
Custere7a | L313(14(1)] < 000w 2222002022
Custeral L3213 < 000w 2222002022
Custertar | L1253 < 000w 2222002022
Custer12o 2(7ja(2)] < 000w 2222002222
Custored  L2)[2(313(2)] < 000w 21
Custerss 121204132 < 000w 21
Custoreal | L5)3(2)}4(1)] < 000w 2

Custersaz 29) < 00w 2

Custerr1 O[S4 B e 1806800800
Cluster205  O([L(2)[2(3)3(2)] . 9/0] 106006000
Custerts? 15303 < 00w 1806800800
Custerra L3253 < 000w LrrrmrTe
Custersal | L5123 < 000w Lrrre
Custerses | 12)2(7)] < 000w Lrrre
Custersss LS[2(1[3(2)] < 000w Lrrre
Custera0s 12)2(7)] < 000w Lrrre
Custers0  16)3(2)] < 000w 166566667
Custerse  16)3(2)] < 000w 1666566667
Custerso | 16)3(2)] < 000w 1666566667
Custerizs | 13)2(6) < 000w 1666566667
Custeraas 13)2(6) < 000w 1666566667
Custerza 13)2(6) < 000w 1666566667
Custerlaz | 13)2(6) < 000w L666566667
Custerraz | LS[2(213(1)] < 000w 1sssssssse
Custerraz | 13125 < 00w Lsssssssse
Custerro (D[S 3(2)] B e Lsssssssse
Custors  O(L[L(5)3(2)] B e Lsssssssse
Custore2s O(D[1(2)2(6) B seon/] Lsssssssse
Custersol  1(312(5) < 00w Lsssssssse
Custerss 131205 < 000w Lsssssssse
Custersa2 | 1a)12(5)] < 000w Lsssssssse
Custerzal 13125 < 00w Lsssssssse
Custert7s O(D[A(2)2(6) B a0/ Lsssssssse
Custeres2 | 1(5)2(5)] < 00w Lasasaanis
Custersa? 15208 < 000w Lasasaasis
Custeras? | 15)2(8)] < 000w Lasasaasis
Clustorlss | 1(5)2(4)] + | ooome Laaaaaaaas
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>GCA_881543315.1 418 copy:2(2-2)168365|5egment31|2599505- 2601004 1]1ength:1200|1-590
AGGGGGGTGCTTAAGTACAGACAATGAGECTTCCCTAT AT TTTTGGAATTTTAAACCTAACGTTTTGGGGATATGT TTTAGCAACTTT T TTCTAACT CARATTACCATTGCTTCEETCACT CTTTATTTGCATCATTATCAAACT CATCGTGCTTTAACCATGCACCCAATAS
>GCA_001969405.1 567 copy:3(3-3)|81478| Segment23| 2193387-2193745| 1| Length:359| 1-350
GTAGTAGTTCAAACTTGATCTGACAGTTGCCGTTTTTCAGAAGTGTCTGT CAGETCAAATTCAGTTTATAAATTTTTCCATCCAGATT TG TTTGCTATCCATCAAAGTTTGTATCG6AGTGCTCCACAACACATTTTGCCTTGATGGGTTCGCTCATTATTATAGTAATGAAGS
>GCA_000500125. 1 174 copy:2(2-2)|57964| Segment136| 3648550-3648892| 1| Length:334| 1-334
CCTGaCTAATGACTGCAATTTGACCTGGTTCTGTCTTAAAATGTT6TAACAT LT AT AAGATGCATAAGCTACT T CAATTCGT CATTCCAGGCTGGAAAATTCTGAACCAGATTG6CATGAAAAT CAT CTAAAGCCGCGAATTCTTCTGGTGTCATTTCTTTATTTAATGCCACE
>GCA_001989475.1 695 copy:2(2-3)|81805|Segnent11|1626742-1627040| 1] Length: 299 1-299

AGTTTAATTATTGTTTTAACAAAGGAGATACCT CACAACGCAGCAT TAATACAATAGT AGCGCGTCTTATGAACAAAATAGGT CT T AAGGAGGTGTTTTTCAAGACAGAT AAAGAT TATGTTGACTGGATAGAAGACETAATTTCCGCAAGAAAAAAAGCGGCTTTATCTCCCAGS
>GCA_001549915.1 247 copy:2(2-3)|68365| Segment7| 14957-16138| 1| Length:1182| 1-1182

ATCATGGTCTTCCCATACAGTGCGAACGAT T T 6T GAGET AAT AT AGAAGAAGCACGT AAAGCT CAACTGAGAGGAGAAACAT TAGACAAAGCAAAAAAT G6ACAGACT TTAGCCGATGTAACGCCGEAAGAACTGAAAAAAACT CTCATCGCACAAGCCTTTTTCETS

>GCA_000465235.1 596 copy:2(2-2)|55886| Segment10e| 2676600-2670575| 1| Length:876] 352-662
T CGTATCTAGCAGAGCT66CCTTAGCGTTGCETACCATGAT TACTGAAGC CAAT GCAC TGGAAGAAGAGCAAT T TACT CTGGCCGATGAAACACT T TAATCGAAGTCTTAAGTGATGCCATCTTAACGTCATTTAATCATGATATCCCGCARATGCTAACTGAGCATATTG]
>GCA_000465915.1 138 copy:2(2-2)|18663| Segment367| 768998-769688| 1| 1ength:691| 1-691

GGTTACAAAAATTTTCTAAAAAACACTGTTAGTCCTGTT TTGGAAAATAGT CTTAGT GGACT CATGGAGAGTGACCCAGACACTTTAAGTAAAGCCTTAGCAGCAT TTCCACCCGACGEACAATET CAGCCTTCAATTTTGAAGAAGCAAGECAAGCCARAACACAGATGGAT
>GCA_000465915. 1 132 copy:7(7-8)|18663| Segment252| 3654601-3654214| 1| Length: 214| 1-214

TTTTCTCGAGCTATGECACT TATCATGTCTTCAATGAGC T CATAGT AAACAAGAAACTTACAT CCATGCT CTTGAGT AAACCCGGT ACAT CCCCATATTTATGTTCATAGACACGTTTGATCAAATCGCTTGTGACACCCETTAGATCTTCCATTGCGTTTATTCGCCATGAT
>GCA_000465915. 1 133 copy:3(2-3)|18663| Segment257| 3656176-3656433| 1| Length: 264| 1-264.

TAAGCTTTTG6TGG6TGCTCCGECTTCT AT 6T GEATACGECAACCAAT CAGECCAT CTGTT6T CT6CCAATGCGG6CGECACGEAAGT T TG 66 CAAGAACACCAATGGGGAT TG TG TTTAAGGTTTTATTAACTGCCAGCGATGGGATGTGEAAGTCTTTCAATACS
>GCA_000465235.1 325 copy:2(2-3)|55886| Segment131|3611248-3611569| 1| Length:322| 1-322

CATARAATCCCTTTATTCCAAGECTAAATCACGCCTCTTTATTAGAGCTTCTATCCCATTATAGT G6GATAGAAAGT CTATTGATGTT6CATGCCTCCCAT6ECCECTTTCAACT LT CTCTGAATCAATGAGEAAATTAGCAGACGTAATAATTTGATCECCCTCCTGAACCCS

>GCA_000465235.1 151 copy:2(2-2)|55886| Segmento8| 2637314-2637566| 1| Length:253| 1-253
ACATAAGAAAAGCCAAAGT CAGAAAACCCCCGCACAGCAACAAC T TTGGT G TGAT AAAAGCGCAGT GACAAT AGGAT AAGTGACT TGAT CTT CCAT CAGATCG66C6AGCECCCCATCCAGGTCTATACACAATGACTTGAGTGTCTGAAATGTCAGECAATGCTCCATACS
>GCA_000500125.1 241 copy:2(2-2)|57964| Segment79| 2665931-2606189| 1| 1ength: 259| 1-259
TGTTTAATATAACGCCAAACAACCCAAAACGCCAT AAGT AAAATGACACT T6CAGTAGCCAGTGCCCAGTT6 LG TGAAT CACT T TTACG6CT6CGCCATAGCACCATGTTTTACCETATAAAAGECAT AAAACCCAGCGGACACGTGET CATCGTGCTCAATGCGECCAGLCS
>GCA_001549925.1 678 copy:6(3-6) |68366|Segnent101|505617-505795 1| 1ength:182[1-152
AAGTCCTGAGATAAAGAT TATATAAGAACCAGT CGATAT CCAGGGTACGTT CG66C T GAGGAGAT 6L AAGCAT CCTCTCOAAGCCTT6GCAT GAAACAT CAGAT CTGATACAAGECTTCEAGACGECATARATGCCTCCTTAGCCCGATCGGTTCGAGATAACAACTGATTTT
>GCA_001549915.1 670 copy:3(2-3)|68365 |Segnent35|2619530-2619801 1 1ength:272[1-272
GGACTTTCATAAAGCATG6AAGT CCGGAACAAACGTTGAACT TTTACGAATGCAATCTGC TGATAAT T TGGAAAAAAT GATAGT CATTCTATCTTTTGTTGCAATTCGATTACTTCAACT CAAAGAGTATTTTGAACAAGACTACCAACTTTTAAAAGCGGAACATGTTTGCATCS
>GCA_001549915. 1 253 copy:7(4-7)|68365| Segment8s| 3466161-3466246| 1| Length:148| 1-148

AATTAACGAGAGTTATGGATAAGGATTATAT AAGAAGCAGT CGATAT CCAGGAGCCGTT CAGGCTGAGGGATGCAT AAGCAT CGTCTCGAAGCC TTGECACGAAACATTARATTCCATACAAGECTTCGAGACAGCATTA

>GCA_001639045. 1 188 copy:2(2-2)|73559| Segment27|2021332-2921897 | 1| Length:566| 1-565
CAGTCAGGG6ATACAAAATACCCGCGECCACCGETACAC CCAATACAT T AT AAAT AAATGCAAAAAAGAGAT TTTGACGGATGTTATT CATAGTGCTTTCTGACAAATGACGTGCCTT66CAATGCCACGCARAT CACCATGCAGCAAGE TAATACCGGCACTCTCAATAGCTACE
>GCA_000465235.1 469 copy:2(2-2) |55886|Segnent103|2864089-2864291 1] 1ength: 203 |1-203

TTT6CAAAAGT LT TTGATTCTTGTAATTATACT CCCATTCAGAACCCACTTCAGT G T AAGECTGAGATAAGC TG TTTTATACACATATT CCGCCACTTCCAACACAT CAGAAT CTAGAATAATAGECACAATGGTCTCCTTCCATAAACAAAATGAGGATTTATTATATAS
>GCA_000465235.1 503 copy:3(2-4)|55886| Segment66| 2316581-2317116| 1| Length:536| 1-538

TTAGAAGCAAGCT CTTACTATTTCCCAACACCATTT6CAGGAGAAT GCGAGCAAGACCCT GCAAAAT 6L TGGGAGLT ATCCAAAAAGLCCGLT CAAAACT ACAAACGGATGCCATTAAAAAT LT TT CAATCCAGTCCTGATAAAGCGAGAAGACAACCCAACATGGATGAAAT
>GCA_000465915. 1 216 copy:2(2-2)|18663| Segment63| 1844174-1844863| 1| Length:636| 1-636

CCCGTCCCATTAACTGATTCAGTGTGGCATATTGECT AATACGAAAACT AT CCAAAAGAT G TTTTTCTTGAACAAT ACGCAAATACT CAATGCGTGCCGCATT6TCATCCAATTTTGAAATTTCT6CGGCAT AT AT CGATTATGGATAACGTCAACCAATTCCCGGTTAATCCG]
>GCA_001549925.1 424 copy:2(2-3) |68366|Segnent26|1866752-1867962 1| 1ength:1211[1-1211

TTT6TTTCTCTTCCCATTTAGCTCCAATTTT6TTTG6AAGTGCTTCTTTTTCAGTAGAGT GAAACT CGGTGTCTTTCTCATGTTGCAT TAAGGT ATCGATGTTTCTCATGTCOATGTCATCAAGCAGTGAGCCTACAACAGCCATCTCCATTTCGCTAACAAATCGCGEAAGAAT

>GCA_000465915. 1 205 copy:3(2-3)|18663| Segment126| 2086261-2986484| 1| Length: 224 | 1-224
T66AGCGTCCCCCATATTTTGAGTTAATTGAATAGAACGTGT CATT CAGCAT LT AAAGGGACCGTCGAT CAGCAGL TAATGGGACCGCC T AAAAT T CAAAACGGTACCTATCAAACTTGTCCACTTTTAGTTAATTATACATGTTATTTTCGCTTTTTTGTTTCTCACTCTS
>GCA_001549925.1 181 copy:2(2-2)|68366| Segment17|1462795-1463127| 1| Length:333| 1-333

TAAGCTTGTGATGGATECTCCEECCTCEGGTT TG TGEATACGECCACCAACCAGECGAT CTTTT6T CT6CCAAT GLGG6CGT ACGEAAGT T TG 66 CAAGAAT GG CAATG6GGAT TG TG TTTAAGTGECATTAAACGCCAGCAATGEGGATGTGEAAGTTTTTCAATACS
>GCA_0@1753145.1 744 copy:13(12-13) |76290 | Segnents2 | 688501-689680| 1| Length: 1150 1-1150

G6GAGCCAGTT CCAATTACGC66CT CAGGAAGCGATAT TGAAT ACGE6CC TG T CTTTTT6AACGCCACCGCATGACGACGGATGG66AT G666ACACGECEACCECCAGCECTCTTT6GATTT666CGGCAAT TGAAGT TTGATGACGACGGTCCGAGCETGACGATGECES
>GCA_001549925.1 286 copy:6(5-6)|68366| Segment164| 885656-865757 | 1| Length:162| 1-162

CCAGGGTACGTTCGG6CTGAGEAGATGCETAAGCAT CCTCTCGAAGCCTTGECATGAAACAT CAGAT CTGATACAAGGCTTCGAGACGECATARATGCCTCC

>GCA_001549915.1 733 copy:2(2-2) |68365|Segnent17 | 1598414-1600410] 1| 1ength: 1957 |1-1957

TATGCTTT66TAGCCECACAGCAAGCCCTGAAACC T T6CECACATTTCCGACT6GACTATTCTCCACGCC TG TGECT T T66GCG6AT CECTTCAGTAGTTTCCCTGE6CGEAGAAGTAAAGCAATAT CAAGTACAGCTTGATCCCAAGCGCCTGCTGECTTATGECATTAS

>GCA_000500125. 1 333 copy:2(2-2)|57964| Segment59| 2312723-2313699| 1| Length:377| 1-377
ACAGACAACATCATGGTCTTTCCCATACT TTACGTACAA TG 6T TATGCGGAATTGAT TG TTGAAGAAGCGCGTAAAGL T AAAT T AC GGG TGAAACAT TAGEGAAAT T CARAGACGGACGTACTATT6CTGATGTTACCCCTGAAGAACTGAAAAAAAT CATGATTGCCCAGGCS
>GCA_001549915.1 s copy:5(2-5)| 68365 Segment76| 3453386-3453512| 1| Length:127| 1-127
ATATTTTATGCTGTTCTTCCG66GAAATTTCTTATTCCAGATGACT TAAAATAGGT CAGGACTTACGAAAAAACCCAAGAT CGAGGCAAAAAATGTTTTTAATGAGGAGTTTAGATARACTARATGA

>GCA_001989475.1 285 copy:2(2-2)|81865| Segment32| 2386669-2386883| 1| Length:815| 1-373

CAATCAGCATATTTTGAATGGCTTTAACACTATCCCGCT CTGTTTCACCCATACGCAAAT ACAAAT CAAACGT CCTCTGECCTTCAAGAATACTGGATACCGT CACACCATTAAGAAGAT TTGAATATCCTCGEAAATTTGACCAATATTAACACCATAGCGAGCCECTTTCTC]
>GCA_000465915.1 457 copy:6(5-7) |18663 |segnent270| 654058-655380| 1| Length:1323[1-1323
TAATCTCTGTACGGTACGATTTTT666ACCTCGTT6CGAGGAGCATAGCGACGAAGCAATCCAGTGACC TTAAAAT TGCTAAT CTTCACAACAGTTTTTCTAAAGATCTTCCCAATAAGGGTTTAGCTTTTCAATTAAAGCCAATTTCTTTTTTCTTGACCCGCCTTTAAGTTG
>GCA_001989475.1 284 copy:2(2-2)|81865| Segment2|1151386-1152869| 1| Length: 1484 | 1-1484

AGGAGCCCCAATAAATGTTTACT CGCCTCATTGCCTGGT CTTTACATAATCGCCCTTTGATTTTGECTTAACGATTATTCTTTGTTTACT 66T AT TATACCCTAAAACGAATGCCGETGEATGTTTTTCCTGAATTT6CACCACCGCAAGTGETAGTTCARACCCAAGCGCCT
>GCA_000465235.1 141 copy:2(2-2)|55886| Segment16| 1569664-1569368| 1| Length:237| 1-237
AAAATTTTTAGTGGTGAGAATATTTTATTTTAGTGATGAAGTAGTTTTTTTAAGAGGATTGCGTCTTCTACACTGTTTTTATCTTTATAATAGTCTTTTTTGATTTCTACTTTTTCAAATCCCATTGTTTCATAAAGATGTAATGCAGCGCTGTTACTTGGCCTTACCTCTAATAT
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>GCA_2008465915.1 1 copy:6(5-6)|18663| Segment13|1051931-1052222|1| 1ength:292|1-292
TTGAAGTAGCTCACTGATTCATTGATARTCCATATTTTTTCCGCTAAGARACGACATGGAGTCGTGARTGAGTATCACTGAGC TGTCAGATATT TTARATGGTTATTTTTCATGGAACAAGTCGCGARTCGAGTGTTTTGCGACGATGTTAATCTCTT
>GCA_000500125.1 169 copy:2(2-2)|57964| Segment81| 2668366-2669267 | 1| 1ength: 968| 1-968
ACTATGCTCTARAATAGCACGATGGTGCARACGAACGACCTTAGCCGATACARAGATTCCTARATGCCCAACGGAAGGATGAAGCAGATACACCACTCGCTGTTTGGCCTTCTTCARTGCTTGTGTCGTAGGATARATTGTTCTTATCCAATGTARAG
>GCA_000465235. 1 507 copy:2(2-2)|55886| Segment161| 2718693-2719611| 1| 1ength:319| 1-319
GGCARAAACCGAGCCAATGATTTAAAAAATGAGCTTAATARAGCACAAGAT TTARAGACTATGC TTGATGTTGTCCARRATCATTTCGCARATAACTCCCGATTACATARTCATTCCCTGGATAGCTACCTGCTAAGAGCCATGCATARAGATTTTAA
>GCA_000465915. 1 137 copy:3(3-4)|18663| Segment202| 759823-766192| 1| Length:376| 1-376

ATATCCGTTTGGGAGARAGTARAATGCCTARATATGTAGAAGGGGTAGAATTAACT CAAGAAGGCATGCATGCTATTTTTGCTCGGATGGGACATCCCGARATTARRAGCGGTACTATTTATAATGGAGTACCTACTATTGATCAAGAAGCTCTCGAC
>GCA_000465235.1 663 copy:2(2-2) |55886|Segnent31|1993901-1994240| 1] 1ength: 340|1-340
ATGTTTGCGTCTTTGATTGATGTATTTAGTCGATTGTTCCTCGGACTGGTCATARTGGTATTTCTTTTTGTGTARTTGAATARAAACGGCAGGGT CAAGAT CARRATCTTTGGATTTCTTAAGTGCTTGCTCCATGGCCTGATAAGATTGCCCCATCG
>GCA_001549915. 1 732 copy:3(2-3)|68365 |segnent13|1577680-1578028| 1] 1ength: 349 1-349
TTAATCCGGGGTCATTGGGAATAACAGARAGAGTAGAGGCTATGGGTAATTGGGCTAATARAGTATTTTTATAGCCTTCGCCTGATGTTTTACCCAGTGGGTCARAGAGARAGTATTGATTACCAGGCCCTTTGATTAACATGATCCAGTGACCAGAG
>GCA_001549915. 1 668 copy:3(2-3)|68365 |Segnent14]1577780-1578127 | 1] 1ength: 3451348
GTCARAGAGARAGTATTGATTACCAGGCCCTTTGATTAACATGATCCAGTGACCAGAGTCTCTTTTAGGGCCCACTCCTGTTARAATGGGCATGAAGCCTTGCCTGTTCAGGGCTTCTGTGTCAATAGTCGGTACTCCATTATARATGCTTCCGCTGG
>GCA_000465235.1 541 copy:2(2-2)|55886| Segnent75|2323852-2324247| 1| Length: 396| 1-396
CCCTAGTTCCAGTCARAGTGACCCTTGATGGGARRACAAARACAGGAGAGAACCGATATATCTTTACCTTTGTTGCCGTARRAAGCCCTGACTTTATACCACGACATGARAGCGGCTATGCGGTTGAACCGTTTTTAAGAATGCAAGCTACCAAGTTA
>GCA_001549925.1 423 copy:2(2-2) |68366|Segnentss|785436-785560| 1| 1ength:125[1-125
CATTAGAAGCATTTAACTTTTTATARAGTGAGTARAAAACTACTGATACAAGCTTTTTCTTATATCAGTARTTATGCCTTAGATTGAGGAAATTATAATTGTGTARAATTATGACGGTATCGTTC

>GCA_001753145.1 195 copy:2(2-2)|76296| Segment61|3364645-3365445| 1| Length:865| 1-865
ATTGTGCATAGCGTTGAAGTAGTTARACCACATGTAACCAACGTCTARAGT CAAATCGCCTTGAGCCATTGCGTARGTGTAGT CAGCGCCAAGCTTAGCTTCCAACTCAGGAACGATGGCATTTTTAGAACCAGTAACGARACCTATTCCATCATAGA
>GCA_000465235.1 321 copy:2(2-2)|55886| Segment8s| 2634386-2635275| 1| Length:896| 1-896
TTTTTAGAACCAATGGTCARRAGATATTTAGAACCAGTAACCGTCTCAGTTGCTCCTARRARAGTTAATTTCATCTTGCCTCCGTTAAGTCTGCTGTTTTTTTCARATCCACTTGCCAACGCCACATCACATARACCACAGGARTCACAATTARAGTC
>GCA_000500125.1 337 copy:2(2-2)|57984| Segment84| 2616267-2616499| 1| Length:233| 1-233
GATTTATCAAGACGCGTGGCCAATTGACTGACATAGCTTAGATTTTGCTGCAGTGTTTTTTTCTGTTCCTCTGATARATCCTTGCTTARAGCAGGTARTGCGT TGACTARATCACGAATGGCARATGCATGCTGGTGTATTGTCGTTARATCATCACT
>GCA_000465235.1 601 copy:2(2-2) |55886|Segnent136|3622967-3623214| 1| 1ength: 245 1-245
TAACCCAATCTTGCCACGCATAAGCCTGCTTTTTGACATGCTCTATARATTCACTGTTTGATACGGGAGCAATTATCGACT TTGCAGATGGACCATATAGARTGAGGCTATTTCTTTGCAACARATAATARTTAATAAGCCAGTCAGTCCCCGECTGT
>GCA_000465915.1 643 copy:3(2-3)|18663|Segnent155|3201308-3201569 |1 1ength: 262 [1-262
GTGAAGTACATTCTGGCTGTTTTATCATACCCTGTAGCAATCCTTCTAAGTGGTGATATARCCTTTTTTCGACCAGTTATTATAACGATTATARACACTTTTCCAGTTGCCATGGTACGGTGGCAAGTCACACCATGTCGCACCAGCACARAGEATCG
>GCA_001969405. 1 567 copy:3(3-3)|81478| Segment25| 2193879-2194585| 1| Length:767| 335-767
GCGCTGTTGGCCATGAGCAGGGTATTCTATAGCATATTCCTTTACTGCTAGTTCARTAGACTCATCAACTCGATTCTTGTGATTAGGTTTTCTGCGAGT TTGATCGARTARTGCATCAACTCCACCAGACTCTACTGCTGATTTGTAACGATARAAAG
>GCA_001969405. 1 516 copy:2(2-2)|81478| Segment93| 3641666-341956| 1| Length: 285| 1-285
AAAGGAGACCGAGGGGAGGCAGGACCTCAGGGATTACCAGGCCCARAAGGAGACAGAGGGGAGGCAGGACCGCAGGGATTACCCGGGCCGARAGGAGACCAAGGGGAGGCAGGGCCGCAGGGATTACCAGGACCTARAGGAGACCGAGGGGAAGCAGG
>GCA_001969405.1 278 copy:11(11-12)|81478| Segment153| 764289-764743| 1| Length:455| 1-455
TAAGCGTGGCTCAATACGAATCTATTARACACCCAACAGGTGGGGCTTCTTATGACGAAGCCGTGARTTTGTCCGGCAAGAT CAACGCGGTGGTGACAGTGACCGACGGCGATGGGGATGTGGCCACACAAGCGATAGGCATAGGCGATGCGATTGTT
>GCA_000465915. 1 445 copy:2(2-2)|18663 |Segnents1]1842379-1843295 | 1] 1ength: 920|1-920
AACTACAACTTGAGGAGGGGCARATTCAGGARAAACATCTACCGGCATTTGCTTTAGAGTATAACCACCCAACARACARAGAATAATCGT TAATGCCARAAT CAAGAGACGAT TATGCARAGACCAGGCAATAAGGCGAGTARACATTTAATGATGCT
>GCA_001969405.1 262 copy:3(2-3)|81478| Segment22| 2193381-2194591| 1| Length:1211| 1-1211
TAATTTGTAGTAGTTCARACTTGATCTGACAGTTGCCGGTTTTTCAGAAGTGTCTGTCAGGTCARATTCAGTTTATARATTTTTCCATCCAGATTTGTTTGCTATCCATCARAGTTTGTATCGGAGTGCGTCCACAACACATTTTGCCTTGATGGGTT
>GCA_001639045. 1 743 copy:3(3-3)|73559|Segnents0|815993-516256| 1| 1ength: 264 1-264
TARARATGGCTTTCAATCCAGTTCTGATARAGCGAGAAGACCACCCARTATGGATGARATTGCGGCTGCCCGCATCATTCAGCARATCATGTCTARTCCTGATTGCATTATTGACGATCATGTGCGTATCAATGGCCAAGAACTTAATGARRRATTCT
>GCA_000465915.1 578 copy:2(2-2)|18663| Segment236| 3598532-3598782| 1| Length:251| 1-251
TACTAATATTTTGATGCATGATCCTACTGCTATCTACCATTTTGATGAGCATGATATTTATTTGCCAATGGTGGTGCTTGAAGAATTGGATAGT CATARAACAGGGACATCCGAATTGGCGAGARACGTGAGGCARACGAACCGCATGTTGGTAGAGE
>GCA_001753145.1 199 copy:8(8-8)|76296| Segment167| 697956-761612| 1| Length: 3663| 1-3863
TACGCCTTGAGTGTGTCCGCCCAAGGGGTGGATTCCGGCCTTGATAACAACGGCAACAACATCTACCTGTACAACATCGCAGGTTCTGTGGTGGGTTCAACATCAGCCACGCAGGCGGGTATTACCACAGGCAACACCATCTTTTCATTGGGCGTGAR
>GCA_001549925.1 740 copy:2(2-2) |68366|segnenta1]2617171-2617385 1| 1ength: 215 1-215
AATGTGATGAGTTAGGGTTGTTTTGATTTCCCCTTCGTTTATTTCARTGCCTTCACCTGCCTTGTAGGTTCCGGCGGGGCCTTGATCTCCTTTAGGGCCTGCTGGCCCCATGGGTCCGRGTGCTCCTTGGGGTATGGAGCTGATTTGTGTTTGTAAGG
>GCA_001549925.1 680 copy:2(2-2)|68366|segnent109|509637-510455 1] 1ength:5819]1-519
TTCACTTTTTCTTTTTTCATTGTARATTTTAGCAGTTAGATCTARACCTTCGGCGATTTTATTTAACTCCACATCCAATARTGGCTTGGAAGARTATTTTGACCAGGTAATTGCACTGAGGTTCTCGTGTTGCAGATTATTACGAGARAGCAATCTTA
>GCA_000465235.1 468 copy:2(2-2) |55886|Segnent 9| 2670000-2670875 |1 1ength:576]1-343
TTGTTTGCTAATTCCGGTGGCGGCARATCAGTGGCTACAGGCTGGATGATTAATTCGCTGATGGCCACTARARATGCCCGCATCATTCTATTTGARATGGGARATTCTTTTGATCGTATACTTCTACATGCCARRACACACGGCARRAARACCAAGCA
>GCA_000465915. 1 304 copy:2(2-2)|18663| Segment197|3314772-3316379| 1| Length: 1608| 1-1608
ATTTTTTCGGATTTCCTARACGARACCATCGCACGGGTATCGGCTTTGATGARGTCTTCTTGGACTATTTCTGGTTTCTTTTCTGGTCCARATGCTTCTGTTAGAATCARATCAGCGGGCACGTTAAGCTCTTTTAAGATACCAAGGATAGCTTCCAT
>GCA_000465235.1 35 copy:2(2-2)| 55886 Segment37| 2699365-2699569| 1| Length: 265| 1-265
TTCAGGCTTTARACGCTAGCAGAGGGTGAGTACTCTGGTTATTCCGCACCCTCGGATTTTAGCTGCTTCAGCAGTCTTTCATTATTTGTTTARATGTARTARTGGGGCTGARTTTTAATTACTCTATATACTGATGTAGTGTGAGCTTATTTTAGATT
>GCA_000465915. 1 458 copy:3(2-3)|18663|segnent310|954864-955229| 1| 1ength: 366 1-366
ACAGCATCCCACTTGTTGTTGTAGTTGTGCCAGTTAGCARRATCAGCCCAGTGATCACTGTCATTATCARRATGATACCAGT TCACATTGATGTCATTACCAGTATTGAAGTGATAAGAACCTTCTAATTTGAAGCCCCARTCCCACTCATGGTCAAC
>GCA_000465235.1 40 copy:2(2-2)| 55886 Segment83| 2666653-2606852| 1| Length: 268 | 1-268
TCACCACCATCCTGARTAACCCACCTCTTTATCTATTGTGGACGAGGGATARGATTTTTACARARATTTTCTCTCCATCGGATGACTGATGTGGACAAGACCTATTARAGT CAACGAATGCTCAAGGAAGTGATTARAGGAGATTARATAATARATAA
>GCA_000465235.1 345 copy:3(3-4)|55886| Segment62| 2314843-2315128| 1| Length: 286| 1-286
CTCTTAATGTTTTCGCATCAGGTTGGGGATCACCTGCCGGARATTTATCAGAGACCGCCCTTAACCAGCCGGTARTTTTCAGATAACCGTTATCGGTTAATTCATTTCTCATTTCCTCTGTCGTGGTTCGCCCCAGGGTTTCTARATCAGGAGGATTG
>GCA_001549915. 1 251 copy:12(16-12)|68365| Segment67|3352306-3352411| 1| Length: 106| 1-166.
GCAATGTATGATTCTTGTATCAATTATTTAAGT CAACAGGACT TACGATAAACTCCCAATCTCTTTGTTAAAAAATGTTTTTAATTCGGTCATTTAGTCTGTCTAA
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>GCA_802759435.2 443 copy:2(2-2)|_candida_auris_gca_882759435.Cand_auris_B8441 V2.dna.toplevel.fa|Segment432|6432661-6432979|1|1length:319]1-319

GCAARAAACT CCATT CCATATTGGCTGACTTGGGCCTCCAGCAGCCTTTCCCTTGACCACCTCCAACAACTCGCTCCAGGGGCCCCAGTCCAAGCTGATCCGCACT TTGTCGCCAACACARACGACTGTATCTACTTGCCGCCGGCGCTGCTGGCCAGCTTTACTATGATGATGTTGAGAACGGTG
>GCA_001159475.1 167 copy:3(2-3)|_candida_auris_gca_0@1189475.ASH118947v1.dna. toplevel . fa| Segment105| 5047531-5045238| 1| Length:405| 1-408

GGCTTTCTTTTCTTGGATCTTGAACCTTCTTTCAGT CGTGAGAT CCCAGTARACTACATTCGTCGAAT TTCACACAATACAATAGCATAGGCAT CTCAACTAGAGAGTTGTAATTARATACAT CATTAATGAGCATTTGCTTGTGT CATGAGCTTGTGTTGTGTTTGGARRRACTTCTATACCTCT
>GCA_03014415.1 769 copy:2(2-2) |_candida_auris_gca_003014415.Cand_auris_B11243.dna. toplevel . fa|Segnentsa| 11767507 -11765005 |1 [ 1ength: 202 |1-202
AGGGTCCTGGCTAATACTTTGGCTCTGTGTCCCTGTAGTTGTACC T TGAGCT CAATGACCCGAATCCTCCTTTTTTCGGCCTGGCGTATAACTTGTCTGCGCCAATGCCTTGGAACATCGTTGAATGCTGACGTCTATCTTTTTAAGCTCCTTGGCTGTCATACATTGGACAAGGTCTTGTARACA
>GCA_62775015.1 745 copy:2(2-2) |_candida_auris_gca_002775015.Cand_auris_B11221 V1.dna.toplevel.falSegnent1783|1729942-1740557 |1| Length: 10615|7977-8920
CAAACACTTTCCARAGAGGARAGG LT ARAACT T CGLCAGGAACAAT GGCARAAT GGARACARAGAAAAT CCCAATCGLCCGTGCTAGAT CCCGAGAGAAGT ACAAT GAAGAAGACCGACCGAAT GCAT CACTTCCARAT CCAGAGGAACAGCGACGAAT TGAAGT CTCARAAAGCTCGAGGAGTGG
>GCA_001189475.1 10 copy:2(2-2)| _candida_auris_gca_881189475.ASH118947v1 . dna. toplevel . fa| Segment112| 5649416-5649613| 1| Length: 264 | 1-264.
AATTTAACCTGCTGATTACTGCTATTCAGTGATGTATTGCCAGCGTGTCCTTTCAT TACGATGAAGGAT AATTACT CGAATGT TGCACAAGGACAAAAT AR AT AAAAT CAT AGAAT GAT ARAGAAGGACATTTAT CACTTGGTGAATTTTTTACGCTAACCTGTAAGGTCTCTTCTCAAGARAGTA
>GCA_003014415.1 773 copy:2(2-3)|_candida_auris_gca_003014415.Cand_auris_B11243.dna. toplevel . fa|Segnent156| 60089760137 1| 1ength: 452 |1-452
AACTTGTGCAACGTTGAGTAGTTCTCCTTGATGACTCCCACAAGAGGTCCCTCACGGCGGTGTTCTTCGAGATGTTGCCAGCT AAGAAGT GGG CCATGACGGGCACAATGTTGATAT CAGT GAGCGTAGAGATGATATTTTTAGCAAGCTGGGACT CAGGATGTTACCCAAGGCACTCAAGGCC
>GCA_603014415.1 142 copy:10(s-11)|_candida_auris_gca_083014415.Cand_auris_B11243.dna. toplevel.fa| Segment173|6798567-6795945| 1| Length:379| 1-379
GAGCGGARAGGTACATTTGAGAGTACCTGTTCCTCTTGCGAAGTARTCGTTGGTATCGTGAGGCATGGATGAGGAGTTGTTCTCTCGTCATCCGCCAAGTCGTTCTCGGATAGGTGCGGAGCGAGGTACCAAGGTTCTCCATGCATTARTGTATTCAATCTCATTGGGTGTARATGT CAATCAAGA
>GCA_602775015.1 851 copy:2(2-2)|_candida_auris_gca_002775015.Cand_auris_B11221 V1.dna.toplevel . fa|Segnent2096|5085911-5089160| 1 Length: 250 1-250
ATCCATGGCTTCCTCATCCCTAGCTTTCARAACAT TACGCGCAAT TTARAT ACGAAGTGAGGGCATCCAGTTTTTTARACGAT AR TTTTCACTGAGAGATGT CTAGGGGAAGT AR TTGAAGAAGGCGGCACTTTATCTCTGTGGAAT CGAT TCGGGGARAGAGGAGAT CAAGTGAARACTGGGAAG
>GCA_002775015.1 125 copy:2(2-2)|_candida_auris_gca_062775015.Cand_auris_B11221_V1.dna.toplevel.fa| Segnent2057|7069531-7076383| 1| Length:6553| 2861-3136

AGGT TG T T CGAT GAAAAAAAAAAAAT AR AAAAAGGAAAACCACAAAAAT GAGCTTCTTTGTGGGT CAACCAT CARAAGACACGCAAGT GGAAT TAGGTGCAGGCCCACGGTTGTGTTCAGGAGCGAGAAAAAAAAACTTTTGCARAAAATGCGAATTTTTGGCCCTTGCGACCTCCTGGGARA
>GCA_002759435.2 234 copy:8(7-12)|_candida_auris_gca_862759435.Cand_auris_B8441 V2.dna.toplevel .fa| Segnent275| 5736886-5772515| 1| Length:42436| 15165-15635

AT ACTTGGCAGCAAGTTGCAGCCT TG TGGARACT CCT TAGACAGCGCCGAGACGCCCAGGT TG T AACGACACAAGACACGGCTAGCCGCCAAGCARAAGGTCTGGCCGCCGGTTTCATGGGTTCCCATAATTCCACAGT CAGACCTTTCTGCCACCGAGGTGGCAAGGGCACCCTCACGAGGGGCC
>GCA_001159475.1 870 copy:2(2-2)|_candida_auris_gca_001189475.A5H118947v1. dna. toplevel . fa| Segnent 18| 11347868-11348145 | 1| ength: 278 1-278

TCACT CTCGGCAATGATAGCGACATGTTTTTGCAACAGC TGCTTTTTCACCTTCAACT CCAGACAGGTTTGTAGTTAGCGTATATGTGTAGCCTCTGTTAGC T TTARATAATTAAT CTCAAGARAGAT CATAGTAGAGTAGGTTTGTGGTTGCGATTTTTTTATTGTGCGGAACTCTTTTTCGCAT
>GCA_602775015.1 468 copy:2(2-2) |_candida_auris_gca_002775015.Cand_auris_B11221 V1.dna.toplevel . fa|Segnent1798|1758725-1769351 1| 1ength: 10624 | 5956-7205

TGGAGTTAGCTACCT TTGARACAGGTAGAAAAGT CTTTTTCAACT CTCCAT TTACCAACTGACGAGGCAGGAAGGAGAGACAAGTTTCTGTGAAT CAATGGGTGCAGATAGT TGAAGACTTAATGT CATGCAAGCCACTGTGGCTGTTGCTGCCAACTTTCTTGARATGGAAGTTCCCACTCTCAA
>GCA_e@2775015.1 736 copy:17(15-17) |_candida_auris_gca_002775015.Cand_auris_B11221 V1.dna. toplevel.falSegnentd9]|12318567-12316956|1 | Length: 290 1-290

CCCCCCTGGGAAGT TTCGGGAGGAT TTGTGARAAAGGTGATTTTTCACGGTGGTTTTTGTTGTTTTTATTTTGGTGGGAT GGCGARAAAAAT GTARA T TT GGG TGAGT GGAGGGAGGCTTTCGGGGGAATGGGGGGTGGTTGACGAGGGATGGAGGAGGTTTTTTCGGGAGGGGGTARTTTGGGC
>GCA_003014415.1 998 copy:2(2-2) |_candida_auris_gca_003014415.Cand_auris_B11243.dna. toplevel . fa|Segnent105|12133655-12133906 1| 1ength: 252|1-252

GACTTGAT ARG TTGAGAT T CARATTTGTGACGCAGAATTGTCCGAAGAGAAGAT CGCTCGTCTCATTCAAGTCTGTGAAGCAGTCTTTTTTTTCATGACTTAGCCT CAAGGCGAGGAGACTGACGTTGCTTTGCAAGT CACCCAGAGTACAATARATGCTACGACGCCTTTGACATTGAATATT
>GCA_002759435.2 332 copy:2(2-2)|_candida_auris_gca_082759435.Cand_auris_BS441V2.dna. toplevel.fa| Segnentd99| 5374904-5375151| 1| Length: 3245| 2073-3248
GAAAGGTATCCGTTGTGCARATGGCTTGTGCACATGCAACCAATGTTCGTGACTAGAT CCCARATTGCTGAGTGCCAAT TTGGGAATCCCTTGCAAGAGTTGTCGAT CGGCAAT TTTTGACCAATGACACCGGTAGACAT CACTAGGGAGGAGTCTTCTCATTCTCCAACACTGCGTCTGTAACTT
>GCA_003014415.1 291 copy:10(16-10)|_candida_auris_gca_003014415.Cand_auris_B11243.dna. toplevel.fa| Segment1ls| 2253604-2253935| 1| Length:332|1-332

TGAAGGACACCGGAT GG TATGCTACTTTCTTCGGTTGARAATGATGCAT CAT TTCACT ARAAT AGACCGCAGAAAT ARACATGT CACGTGGAT GAAATTGAGATGTCCCTGATAGCGGACTTTCTCTTTGATTCCACAGATGCTGTTTCCATCGTCTTGATTGGACATTTACACCCAATGAGATTG
>GCA_002775015.1 990 copy:2(2-2) |_candida_auris_gca_002775015.Cand_auris_B11221 V1.dna.toplevel . fa|Segnent2058|7069831-7076383 |1 | Length: 6553 |3153-3685

TG T AAGCACCGAAAAAAAAAAAAAGTGGGAGTGTTCCTCCTAGAACTCGACGTCATCACTAATTTTTGCACCTATTTTATCCTTCCTCTGARAGGCTTGATGGCGTTGAATAGATCGTATACAGAGTCTTATTTTTTTAACTGTGCGAGT CACACAATCTCTTTGCTCTTTGCATGTCCCGGTCGC
>GCA_002759435.2 195 copy:9(s-10)|_candida_auris_gca_062759435.Cand_auris_BS441V2.dna. toplevel.fa| Segment242|5730080-5734514| 1| Length:4735]1-564
TTTTTTCCCGATTTCTCGCGACGCGGCCACCGTTCCGGCTCARACTTTCGGCCCGGGGGTAATTCCACCCGGCGCACGCCCTGTGCCACCCGTTCCTCTGTACCTCCCCTGCTTGACCCARAACGCCCGCCTATCTGCCAACCAGACCCCCCAGCCARATTCCAACACCACCACCGTGTTCCCCGG
>GCA_002775015.1 906 copy:17(16-17) |_candida_auris_gca_002775015.Cand_auris_B11221 V1.dna.toplevel. falSegnent1469|12402314-12402545 1| Length: 233[1-233

CCCGCACGGCCGARAAAGAT TTTCCTCGGCCCACCACCTCCGGCGGCCACCCCCAACGGCCTCCCARACCACTTTTTCCCTATTTCTCGCCGACGCGGCCCCCGATCCGGCTCARACT TTCGGCCCGGGGTARTCCACCCGCCGCACCGCCCTGTGCCACCCGTTCCTCTGTACCTCCCCTGCTTG
>GCA_002759435.2 637 copy:2(2-2) |_candida_auris_gca_002759435.Cand_auris_Ba441_V2.dna. toplevel . fa|Segnent 60| 9041054-9041405 |1 [ 1ength: 355 |1-355

AAGARAAT CCTGAGCAGGCT GG ACGACAAGAGTTTCTTTGGGTCGGCAT CAT ATGGCTCCARAT CGTGGTCACAATGGCTTGAGGAT TACCATGAGAGTCCTCAGAACGCAACTTGAGCTGCACGCATTTTTCACGTTGACAGGGAAGT ARACGGAT CTGAT CATAGCTGGAGCCGGTCTAACGC
>GCA_602775015.1 748 copy:2(2-2) |_candida_auris_gca_002775015.Cand_auris_B11221 V1.dna.toplevel . falSegnent1811|3420445-3425762 1| Length: 5317 |1-1633

AT T CTCGAAGCARAGATATGTTCGAT TTCTCGTAGACCCTGGATTCTTCAT T CTATGACCAT CTAGAGAGCTCCTGGTTGAAAT CTGARACCTAGAAAGCTTATCTGCTCTAGCAGAGAAACTTTACT CAATARATGATGAARACTTTTCTAGCCGTTTCTCTTTGCAGGCTCCARRAGCTGTTG
>GCA_603014415.1 402 copy:3(2-4) |_candida_auris_gca_003014415.Cand_auris_B11243.dna. toplevel . faSegnent21|10563126-10563371 1 Length: 245|1-245

CTGAAGTGTTGAT ARAGAGAAAAAACT CTTTGTCAAGT AGT CAT CACACTTTGARAGGTCCAAGTAGTTTCTACTTTACATTCAGCGCTGGTAGT CACTAACATGTCCTTAATTTTTTTGTGACAT CGACARACAAGCACATACTTTCTTGAGAAGAGACCTTARAGGTCAGCAGTARATAGTTCA
>GCA_0@3013715.1 266 copy:2(2-2)|_candida_auris_gca_083013715.Cand_auris_BI1220.dna. toplevel.fa| Segment19| 11857364- 11857564 | 1| Length: 201 1-201

AGGACCCACT CAAGGGCCACT CGT TTAATCCTGGTAACGCAACCAACCGAT TATTGCACATACCARAGCGATGGCTCCAT CTCGGAGTTCTCCGGAGTATGGCCACCAACTCCAACCAGCCACCT GAAAAAGCAATGGCCCCCCATAACAGCACAAAAT CTCAACATACACATTTACTGGGCTCGA
>GCA_602775015.1 755 copy:2(2-2) |_candida_auris_gca_002775015.Cand_auris_B11221 V1.dna.toplevel. fa|Segnent1964|6005513-6009036 1| Length: 3224|1113-1726
CTGACGCTGATCTTGTAGATGTTGTAATGTAGACCTGCTCTCTTATTACGTTTCGCCACGAGTTCTCCTCGTTCTCGATGCTGTCACTAGAGTGGCTARATATCTTTCTGAATATGACGAAGACTTGTTGACCAATGTGTGGTT CAAGGAAT TGGATACTGCACCCARACTGGATAAGAAGATGAA
>GCA_003014415.1 404 copy:2(2-2) |_candida_auris_gca_003014415.Cand_auris_B11243.dna. toplevel . fa|Segnent49|11302611-11302847 |1 | 1ength: 237 |1-237
TGTTCTCGGCATGTTGAGTTCTAATTTTCTACCCAACTCAGCGT CAGACAAGAT AGGAACGGCAGGCTTGTAGCTGGCCGACTTCCATGTGGAACCTTCTCGGTCCARAT CTGGTCAATCTCCTCCAATCTCTTGCCCTTGGT CTCAGGAAGAAGAAGAACACCTGGATGAACATGGCCACACAGC
>GCA_062775015.1 975 copy:2(2-2) |_candida_auris_gca_002775015.Cand_auris_B11221 V1.dna.toplevel . fa|Segnent1642 | 12464937-12465245 1| 1ength: 1312 |623-1312
GATATATTTCCTCGCACATCCTCARAATTCTGACARATAACGACTTACACTATATTTACACCT TTAGACCACCTTTTCCTTTTTCAAT CTTATARACACCTCCAACACCCCGCTTCAAGCTTACTTCGTTCAAGTACCCCACAAT CARAT TATGGGARACAGCCCGTCARARATGACCCTCTACCG
>GCA_002775015.1 375 copy:2(2-2)|_candida_auris_gca_062775015.Cand_auris_B11221_V1.dna.toplevel.fa| Segnent1817|3425765-3427714| 1| Length:1947| 1-205
CGTTTGACAACACCCGATCTTGAGTARAGTCCCTCGGAT CTTGAGACCGTGGACAACT CAATTCATCATGCTCCAGTTTCGCATGTGACTGCCTTTTTGATACTTCATGAGCT CACTGCCATCGTTCTTTAGTTGGCATATGGTACTTGCTCCATAGTTATCACGACTTGCTCATGGTGTCGTCTT
>GCA_003014415.1 779 copy:8(3-14) |_candida_auris_gca_003014415.Cand_auris_B11243.dna. toplevel . falSegnent193|5690425-8690704 1  Length: 250 1-250
AAACAAAACCCCTAATATCCTCAACTATGTCAATCCATTACCTTGCGGTGCGAATGATCCCCTCTGAACTTCAGTTTTTTTTTTTTACGGATACATTGATTGAGGGTCGCTAAGGT CAAGATGTTARACACATCTCTTCCTCAGCTTARAGCTATACAAATTTATATAGTARRACCCCCCTTCARA
>GCA_002759435.2 898 copy:2(2-2)|_candida_auris_gca_002759435.Cand_auris_B8441_V2.dna. toplevel. fa|Segnent 50| 5385550-5368643|1| Length: 206413472064

GAAGTTCCCTGACTTGAGGAAT CGAT TATTCACARAT TGAT TARGAGT TTGCCGGAGG T CARATCCGGGARAGTTTTTGCGGTGCATTCTGGGTTTTGGGTGAATACT AT TGAGCGAACAGT GCAT ARAGGAT GCCGGARAT TTGTGAGAT CTAGTATTGGAGAAGTGCCAATGTTAGCCAGCGA
>GCA_001159475.1 171 copy:3(2-4)|_candida_auris_gca_001189475.ASH118947v1.dna. toplevel . fa| Segment101| 5646381-5046576| 1| Length:496| 1-496
CGAGTATTGTATGTGCGGTCCATCCCGACTTGCGTGGARATATTGAGAACT TTCGARATGTTGGCGARATGTTCCAGTGAT AACCATTGCGTGGARATAGT AGGCGAAGTATTTCTGGGCCARATGTTATGATATATAGCAAGCT CGAAGTATTCTCTARATCTCTCTTTGATGATCTGGCGCCGT
>GCA_001159475.1 788 copy:3(2-4) | _candida_auris_gca_001189475.A5M118947v1. dna. toplevel . fa|Segnent44 12250168-12250405 1| 1ength: 2411-241
CARAGTARACCTTTTTCGAACTCTACAAGGCGGATATACTCGETCATTCTGNTGTTAAATAACATAGGGACTCACCTGARA TTAAAAATCAATTTATCATCCAATGTAGAATGEAGTACGGTGAAAAATGT TCCAT TGAAGCCGTTGACGTGTGATTAGTACCTTGCTCTATTGCAAGAGGTTGCT.
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>GCA_003014415.1 1600  copy:2(2-2)|_candida_auris_gca_6@3014415.Cand_auris_B11243.dna.toplevel.fa|Segment157|6065484-6065659|1|1ength:256[1-256
CGCCACGAGAATCGAGTCAAGTTCTTTTTG6TGGCGGTCTCGGCT TTTCGTCACTCTGGTGAT TTCAGAAAGAGAAGCTGGCTTCCTGGTCGAATTAGGCTACGATGACCAGGAAGTAGTGTTTTTGCAGCACAAGTGGCCCT CTTTTTCGAAGAGGCGGTTTCTGGGGGATACAGCTACAGGCA
>GCA_002759435.2 18 copy:8(7-13)| _candida_auris_gca_862759435.Cand_auris_B8441_V2.dna.toplevel . a| Segnent16|11387167-11395695| 1| Length:8589| 7286-7758
ACTAGTTACAGCAGCCCACACCGACGAAGGAGGTGTGGLGACATAGT CGACCT CAACT T TAT AGCACAGCCCACACCGACGAAGGAGG TG TGGGTGCAT AGTCGAT CCCT AGGATAT AGCGCAACCATGAGCGCAGCGAATGGCTTGCCARAGTGAT CACAGCATTTTAGCACACCGACGACGGTG
>GCA_002775015.1 365 copy:17(16-18)|_candida_auris_gca_062775015.Cand_auris_B11221_V1.dna.toplevel.fa| Segment1538|12411167-12420885| 1| Length:9719| 7325-8511
TTTTTTTTTTATTTTTT666CCTTTTGCCTTTTTACAATTTGTTTTTTGGCTGCCTCTTTATTTTTTTCACCCCCTCTGGCCTGAGGACTGGTACTCCAGATTAT CTARGGGAGGT CTCGACATGT CCGTGGCCCAGACATGGCT CTTCCGCTCGCCAGCAACCGCCARGTGGCGCCARGTARCAA
>GCA_002759435.2 329 copy:2(2-2)|_candida_auris_gca_062759435.Cand_auris_BS441_V2.dna. toplevel.fa| Segmentd3s| 643534-6439914| 1| Length: 4081 | 1-3354

TACAGACACCGAACT CATTGATGTCTTTCGTCAAGT T TATGGCAAGCGACAT T ACT AACGCGCAAT ARAAAGT AT AT TGARAGAGCCG T TTCAGARACCTTCAGAT ACT CCAGGCAAGACGARAGTATACGARATTTCTTCCAGAGGAGAT TTGGACTGGCTGCTTTGGCTGACAATTTCTTAGTG
>GCA_002775015.1 256 copy:3(2-4)|_candida_auris_gca_062775015.Cand_auris_B11221_V1.dna.toplevel.fa|Segment10|10471377-10471666| 1| Length: 290| 1-290

66T GACTGTGCAATGCAACTCAGCCTCCTCGCCTTGAAT TAAGT CATGAAAAAGAAGACAGC TTCCACAGACT TGAATGAGACGAAGCGAT CTTCTTTCGGACAATTCGGCGTCACGAAT TTGACGAT CTCTACCTTAT CAAGT CAAGTTATGTCCCARATAGTACAGCACGGCCCCTTARGTCA
>GCA_602775015.1 667 copy:3(3-3)|_candida_auris_gca_002775015.Cand_auris_B11221 V1.dna.toplevel.falSegnent2006|6012894-6014957 |1| Length: 2064 |1423-2064

ACCTCTCTGGCATTGGTGCT TG T CACGTGAAGGACCACGAGLCAA GG TGGGAGAAGT T CAGAT ACGTGAAGCGAAT ARAGAT CT C T AGGAGT TCAGAAGGAAT ARATTGCT CAATTGGAGCCTGTTTAATGGGACCAGAATCTCATTTGTGGGTGCCTTTTARACGGGTTTGTGTGGATCACTT
>GCA_001159475.1 615 copy:3(2-4) |_candida_auris_gca_001189475.ASM118947v1 . dna. toplevel . fa | Segnent161|9251343-9251633|1| Length: 291|1-291

TG T6CCCCGGTCCATGATGACAAGAAT CACAGCAACCGAT T CATGTCGCCTCTGTTGTGAGT CTACACGAT CTGAT CARATCCARARACACT TTACACTTCCTGTGAGAGCTCCARATATTGGTGGCGLARACTTGAGT CTCCTCGCCCATGAACTTGGAAGARATGTTGGCTCCGGCTTACACA
>GCA_603014415.1 156 copy:10(7-11)|_candida_auris_gca_003014415.Cand_auris_B11243.dna. toplevel.fa| Segment174| 6798567-6799€75| 1| Length:512| 1-512
GAGCGGARAGGTACATTTGAGAGTACCTGTTCCTCTTGCGAAGT AR T CGTTGGT AT CGTGAGGCATGGATGAGGAGTTGTTCTCTCGT CATCCGCCAAGTCTTCT CGGATAGGTGCGGAGCGAGGTACCAAGGTTCTCCATGCATTAATGTATTCAATCTCATTGGGTGTARATGTCAATCARGA
>GCA_003014415.1 865 copy:6(5-8) |_candida_auris_gca_003014415.Cand_auris_B11243.dna. toplevel . faSegnent 209 |5525609-8525813|1| 1ength: 205 |1-205

TTTTTTTTTTTTTTGACGGATACATTGAT TGAGGGT CGCT AR GG T CAAGAT T TARACAAT CTCTTCCTCAGCT TTARAGCT AT ACARAT TTATATAGT ARAACCCCCCTTCARATCTCGTAAGCTCCGGGCGT CCACATAGCATGLT ACGTAGACCAGCTCCGCACCCARCCCACCGGGGGCCAN
>GCA_002759435.2 900 copy:2(2-2)|_candida_auris_gca_002759435.Cand_auris_B3441_V2.dna. toplevel . fa|Segnentss7 |5896565-8896792 |1 [ Length: 227 |1-227

ACGGTGCTGACGGTAGCGAAGAGACCGACT CTGGGGT AAT CAT TG TGACTACAGAT TCAGCGGCCAAT TGACCACCACTACCTCTGTCATTCCTCCACCATTTACTACCTTCACGT CTACTGGACT ACGACCGACGGT AATGGTAACGAAGGAACTGATTCTGGTGTGATAATTGTTACACGGATT
>GCA_003013715.1 678 copy:2(2-2)|_candida_auris_gca_003013715.Cand_auris_B11220.dna. toplevel . faSegnent2|10732653-10732690| 1| Length: 238]1-215
CTACATTGTGGACACCGGCCATCGGTGTATCCATTCTGAAGT AR AT GTGAAGT CGTGACGTTACT AAT AT ACAAAAAT ARAT AAT ACAGGT AAGCGAAGT ARAGAAGGCT CTCARAGAGCCAAGGAGCCCGCTTAGATCTCTCGCCT CTCAATCTTCTGGCCAACTGGATGTCCTTCTTCTGGATG
>GCA_002759435.2 185 copy:5(5-6)|_candida_auris_gca_062759435.Cand_auris_BS441_V2.dna. toplevel.fa| Segment1s7|4570296-4570525| 1| Length: 236| 1-230

ATGAAT CAT CAGAACCGGT AACAAT CACCACACCAGAGT CAGTGACAACG T CGCAT CAGAGTTGGTACCAGTGGTTGTGARAGT TGAT CTCGTCARATGAGGGAACATCGTTGCGTTGTTTCARATGTATCCTCGGAT CCAGT AACGAT GACAACT CCAGAGT CAGTGACAAGTCGCCATCAGAGT
>GCA_002775015.1 918 copy:3(2-3)|_candida_auris_gca_002775015.Cand_auris_B11221 V1.dna.toplevel. falSegnent2000| 6009254-601606 1| Length: 5785 |5033-5583

ACCTCTCTGGCATTGGTGCT TG T CACGTGAAGGACCACGAGCCAA GG TGGGAGAAGT T CAGAT ACGTGAAGCGAAT ARAGAT CTC T AGGAGT TCAGAAGGAAT ARATTGCT CAAT TGGAGCCTGTTTAATGGGACCAGAATCTCATTTGTGGGTGCCTTTTARACGGGTTTGTGTGGATCACTT
>GCA_603014415.1 434 copy:2(2-6) |_candida_auris_gca_003014415.Cand_auris_B11243.dna. toplevel . fa|Segnent91|12114563-12115077 |1 [ Length:515[1-515
GCTATTCGCCCATCTTTCGCCCTTTATTTCTTTTTT6TCGAACAC TTGAT TGAAGGT CGCT AAGGTCGT AAGT CCCGAGCGT CCCGTAGCATGCTACATAGACCGGCTCCGCACT CGACCCAGGGCCARAGAGT CAACCAGAGTTTACCCAGGAAGCCAGCGCTTCTGTCATCGTCCCATAGGAG
>GCA_g02775015.1 654 copy:2(2-2) |_candida_auris_gca_002775015.Cand_auris_B11221_V1.dna. toplevel. fa|Segnent1637 | 12462519-12462749 1| 1ength: 231]1-231

TCAGGACAAATCTGT CTGAGTGAGATTTCTGAAT CTGGGTGGGGAT TGGCCGCGGCGGAAGT G TGGGGACARAGGCACAGGARAAGT TTARAGGTAGTGCCAT TTAGGAGARAGGAT CGTGACTGGACGTCAGTGTATATCTTATTCTCTCCCACGTGTTCACTTTCACCGTACCCTTTTTCTCAA
>GCA_6@3013715.1 488 copy:2(2-2)|_candida_auris_gca_003013715.Cand_auris_B11220.dna. toplevel . fa|Segnents2|9763290-9763523 |1 Length: 234|1-234

CCAAGGAAGGTGCGT CTCACAT CCAACACCAAGAAGAT AAT ACGAC CACGGAT 6 TGGACAACCACAAGCT TCCCCCCGACTGCCAAGACGAGGT AGGAGCAAT CCAACCACT CCCGAATGAGACCTCAT ARACGGGCACTATGGACGCCAT TGGG6TACGGAACCCCACAGTATGGCTGCARACGA
>GCA_o02775015.1 645 copy:18(14-19) |_candida_auris_gca_002775015.Cand_auris_B11221 V1.dna.toplevel . falSegnent297 |12226463-12230085 1  Length: 3626 1-529
CCGATCTGGGCTCCTTCCCTCGTGARATACTCGGTTGGAGAAT GAT CCCCAATTAT GGG CCGCTGTGGCAACTAGGCGGARAAT AAT CACGCT ACACGAGAGTAGCCCCTTGLCACAGGGATACGTGGTCTCCGGAGTCGCGGAGGAAGARACGACT CAACGAATGCTCCGGCGEGGGGCACTCGG
>GCA_6@2775015.1 253 copy:2(2-2)|_candida_auris_gca_062775015.Cand_auris_B1221_V1.dna.toplevel.fa| Segnent1979| 6683270-605330| 1| Length: 2061| 1115-147
6TACAAGCCAGCCATGTTCTCCTGGATCTACGAGTAAGT 6T TGCTGCCAGACTACT TTAAGT TAGCAAT AGACGCAAT TGACT CAT GAAGTGTAGGGCCAT AGT ARAAGAAGT TCTGATTGATCTCTCAAGGCTAATTGTTTTCCCCAATGGACTTTTTCAGCCTGTAGTGTAATGTAATGTTCAT
>GCA_001159475.1 946 copy:2(2-2)|_candida_auris_gca_001189475.A5M118947v1 . dna. toplevel . fa | Segnent 14| 11338074-11338415 | 1| 1ength: 342 [1-342

CATCTGGTGTTGAAT TCTCCTTCACTAGCGTGCTCTGAT CCTTCCAATCGAAT TGATCCTCATACT CTTTACT TGGACCCARAGAAAT ARAGCT ACT CGAGCAGCATGT CTCAAGCCGTAACTATTCTCCCATCGAGATTATCGTCCAGGCGCT CACTACCTTGGGGGAGTAGGATARGCCTTTT
>GCA_g02775015.1 817 copy:16(14-16) |_candida_auris_gca_002775015.Cand_auris_B11221 V1.dna.toplevel . falSegnents42|12311474-12311952 1 Length:4731-479

T6G6GT CCGGGGCCARACACCARAAGGE TG TTGGCGG T CAAGT GGACCCGCCGCAAGGT AACT TG T TACTTTGGCGCCACT TGGCGaTT6CTGGCGAGCGGAAGAGCCAT T TGGGCCACGGACAT T CTGAGACCTCCCTTAGAT AAT CTGGAGT ACCAGTCCTCAGGCCGAGGGGETGARRAAA
>GCA_002759435.2 445 copy:2(2-2) |_candida_auris_gca_002759435.Cand_auris_B8441_V2.dna. toplevel . fa|Segnent175|3877509-3877970 1 [ ength: 462 |1-452

CTGTTGCTTGAAGCCAT ACACAGACATGGAT CGACCAGAGGAGT CTGTGTCCGTTAAC T TAGAGATCCCGTTGATCTTACTTTTGGCTTGARAT ACCTCAACGAT AT CAT CARAGCCACTGCGCCTCTGGTACAAT CACTAT CARATT AGCAGAT ARAACTCCAGCTTTGTTTGAGTACARATAGA
>GCA_002775015.1 656 copy:2(2-2)|_candida_auris_gca_002775015.Cand_auris_811221 V1.dna.toplevel . fa|Segnent1760|12524538-12528811 1| Length: 4274 2595- 3080

ACGCT AGCAAGT AACAAGGAGAGGTACCCAGTACAAT T ACGAGGT TG TCCTGGGCCAT CACGAT AAGCAGTGAT ARAAAGT TTAATTCARARAGT TAGAAT ARACGAT TATTTTGAT CARAT CACCACCACCGTTGCGT CACTTGCTCCCGGCACGTCGCGTCCACGGARATGARACGACACCTG
>GCA_602775015.1 459 copy:18(5-18) |_candida_auris_gca_002775015.Cand_auris_B11221 V1.dna.toplevel . fa|Segnent1525|12411125-12417853 |1 | Length:6726]1-211
TAGTTTCCCCGTCTCT6TCCTCGGCACT AT CACATGCAGCACCCCATCTGCCTCCCTCCCCACCACCCAACTATAT ARACCCCCCAATCCCCCCTACTTCCACCCCCCAGGGTCTTCCCTCCGCATTTCTCCTCCACCCCGAATTTCGTTTGTAGTTATTCAACAGCACCCCGCCCGETTGCATAT
>GCA_602775015.1 839 copy:4(4-5) |_candida_auris_gca_002775015.Cand_auris_B11221 V1.dna.toplevel . fa|Segnent1947 |4257137-4257397 |2 [ Length: 261[1-261

RAAACT AT AACACGTTTCCAGACARAT TTCGACAAGATGTGGAAT TTTCCTCACTTTCTCTTCCTTCCTCGTGTTTTGCTATATGAGCG T TGAT TATACCCGAT TGAAT ACAAAAGTGTTCAT TAACGTGARATGAAT ARATAAT T CAT CAT CCAATGT AGAATGGAGTACGGTGAAGCAATTTT
>GCA_0@3013715.1 934 copy:2(2-3)|_candida_auris_gca_003013715.Cand_auris_B11220.dna. toplevel . fa|Segnent33| 2896765-2699528 1| Length: 76311-763
TGTAGTTGTACCTTGAGCTCAATGACTCCGAATCCCCCT TTTTTCGGCCTGGCGTATAATTGTCTGCGCCAATGCCTTGGAACAT T CGTTGAATGCTGACGTCTATCTTTTTGAGCT CTTGGCTGTCATACATTGGACAAGGTCCTTGTARACAGT TTTGGAGCTAACGAACATGTTGTACCGAGG
>GCA_003014415.1 1001 copy:2(2-2)|_candida_auris_gca_083014415.Cand_auris_B11243.dna. toplevel.fa| Segment152|7136094-7136337| 1| Length: 244| 1-244

6T CACCACTGATTCTGAAGGACAACT CACGACGACT CTT CAGTCATTCCTCCTCCATTTACTACCTACACCTCCACT TGGACTACAACTGGTGCT ACGGT AGCGAAGAGACCGACTCTGGGGTAAT CAT TG TGACT ACAGAT T CAGCTGGCCAATGACCACCACTACCTCTGTCATTCCTCCACCA
>GCA_001159475.1 16 copy:4(2-5)| _candida_auris_gca_881189475.ASH118947v1 .dna. toplevel . fa| Segment154| 8261571-8261812| 1| Length: 242| 1-242

GAGCTCTTGACT CGAGATTT ARG T CGGCGATGCGACGAGT TCTCCAAT GGG T CAAT ARACGCACAC T T AATGACGAGTGGGAAT T CAT AGAAT AGT CACGCTGAAGT TCAGAGGGGACCATTCGCACCGCACGGTARTGGATTGACACTAGTTGAGGATTTAGGGGTTTTGTTTTCTATAATGAT,
>GCA_002759435.2 889 copy:4(2-6) |_candida_auris_gca_002759435.Cand_auris_B8441_V2.dna. toplevel . falSegnent 202 4572545-4875215 1| Length: 2674 2409-2659

AT T ARATGTGGAT CTCGTCAAGTGAGGGAACATGGTTGTCGTAGT TTCGAAGACGTTTCAGAGCCTGTGACGATGACCACACCGGAAT CAGT TTGCCATGAACCGTCAGAATTCATGTGGAAGT CGTGAAGGTTGAT CTTGTCARATGTGGARACATGGTTGTCGTGETTACTARGATTTACCA
>GCA_002759435.2 428 copy:4(2-7) |_candida_auris_gca_002759435.Cand_auris_B8441_V2.dna. toplevel . fa|Segnent234|5728850-5729145 1| Length: 299|1-299

AT ARG T CCTGAT ARAAGGCACAGACCARA GGG T TTGGAAT ACCAAGTCACAATTTTAAT AAT TTTCAGCT CACATTGTGCTGTCATTTCGGAGAATGTATGTGTATTTTTARAAGAT AAT ARAAGAT TATTTAGGAACTAT AGCACAT CACARACACARAT ARGGACTGGAGAGAATCATCAATC
>GCA_6@2775015.1 260 copy:2(2-2)|_candida_auris_gca_062775015.Cand_auris_B11221_V1.dna.toplevel.fa| Segment2162|9486326-9486551| 1| Length: 256| 1-256
TCTCTCCTTGTTCCTTCGAGACARATTTCTCGCCTCCGAAGTGCACAATTCTACGGACTCGTTATTGGTTGCAGACTGCCCAT CTTCTTCCTCGATAGATTTGAATCTGTCTCGGACAGTTGAAGCTTCCCTCCGTCTTCTTGTCTTCATGCTTGCTGTTTTCCGAATTGGAATCATCTGCGTTCC
>GCA_602775015.1 343 copy:19(17-19)|_candida_auris_gca_082775015.Cand_auris_B11221_V1.dna.toplevel.fa|Segrent367|12240341-12243751| 1] Length:3391|3134-3391
GCAACGGGEATTGTAAGCGETAGAGTAGCCTTGTTGT TACGATCCGCT GAGAT TAAGCCTCTGTTETCGETTTGTACTCAC TGATTACAGAGCACACGGCCATGAGCGCAGCGAATGECT TGTGCCAAGCGGATCCCCTAGGATATAGCACAACCAGGAGAGCAGCGAATGGTTTGTGCCAGAGTG:
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-tgaaccgecccggtgagtccggagactctctgatetgagacctea
tegcecatatagtagtgaacceccecggtaagt ccggagact ctctgatctgagacctca

gccggcctagtctctggctttgagegtagtaggcagectcgagttcgaccggcaggac
Eccggcagctagtctctagcattaagcatagtaggcagcctcgagttcgaccagcaggac

gtcgccgcagtactggtagagecggceatagttgaaccagtcgacccagegcecegteec
gtcgccgcagtact ggtagagecggcatagttyaaccagtcgacccagegcecegtege

caactcgacatcctcgategacceccageect tecceeetttgateagctegetetteta
caactcgacatcctcgategacceccageect teccegetttatcagctegetetteta

taggccgttgategtctcggctagtgcattatcataggagettccgaccgctecgaccga
taggccgttaatcgtctcggctagtacattatcataggagcttccgaccectccgaccea

cegttggatecctecctegecgagccectegctgaaccggategatetetactgagatee
cegttggatecctecctegecgagceectegctgaaccegatcgatptetactgagatee

cctatccgtategtegataacgtctttcagetcgagtacgccticttpttpeceegteca
cctatccgtategteeataacgtctttcagetcgagtacectttcttpttpeceeeteca

eatggcttgctcgatcgcgtcgaggaccatggaggtegccatcgtega-
gatggcttactcgat st cgaggaccatagaggtagccat atagasgcgacccgcca
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cgeggeccttasgecagett

ccgasgeatcacecgaggaaccttcactcgtacaccacgtecctegcctteeccteetet

taggcccagetggagccgacggcectgtaggtttgtaccatyttgttgccggcagectac

cagecccagctegagcceaceecectetceetttececcatettettecceecagcctec

accttctecccgtegecetteecctectcgtagatcacctegangttacgecceagctee

accttctecccgtegecettagccte- tegtagateacctegasgttacgecceanctee.

gtastgaaccectggcaggccgccgaaccggcgccgccccasangcactcgeggtcaac

gtaatgaaccectggcaggccgccgaaccggcgccgccccaaangtactcgcggtcaac

acatcagasatgatgecctgatectcgecctecageanccegeccagagegcggateate.

acatcacgastgatgecctgatectcgecctccageanccegecctgageecgeateate.

gegecat:

Ecccatgatcatcgacatecccgant tgatat tEatagteategascctattctectt
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tgtt
stecegaccacggtatctacagactcegteastccgeact agccegggtteccettett

gectttgecgecggtggeaccgtcgaggcccttggegccgtcggcgccggtagcaccatt

gectttgecgecggtggeaccgtcgaggcccttggegecgtcggcgccagtagcaccatt

gacgccgccgctaccgccggccccgecttteccgecggccgcaccagteccgccaacace

gacgccgccgctaccgccggccccgecttteccgecggccgcaccggteccgccaacace

gccgtcaccgcccgtgccggcggcecceggggtaccggcattgasantggecccaccett

ccgtcacce-cogtaccagcagcaccaggggtaccagcattanaatagccccacctt

cce-cegecgecgecagteccgccagecccgccggcaccaccgacgectccggcaccac

gecgeccgecgecgecggtccgecageccegecggegecgecgacgectacggeaccac

ceeettegtcatcageeccteasgcgeat

ceeccccgec-----geccccanactggccgantateccgcgeccaccgecgteccegee
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ctaggtcgageecttcttgttaacagegtgatecancagaactegacgatgagecag

ctcctagetcgagcccttcttpttancageeteatecancaganctegacgateagecag

‘eccagccagecascagsgstsagcctacacaccagttacasgtagcttaccegcttecga

gccagecaggcggcagsstaagcctycgcaccggttacaagtygcttgcccgcttecga

ECEAAEEt CtEEACEECCECttEACCECARtECtCRCCCECACCRCaRCCCRaRERLT

agcgangetctegacgecctecttgaccecagttctegeccgcaccecagcccgaagece

tatgcgcccgageaggttgageacttegeccageagegccgccagegtctgccactateg

tgtgcgcccgageagsttgageact tegeccageagegccgecagegtetgccactates

cgeatcgcgcgtgangccgeccecagectegccaccetegcecgstatatggancecate

cecatcgcgcgtgangccgeccecagccteeccacceteececgetatatggaacecate

ggcctgagtcgactcgectgttagagecgccggcgccegtecgccectatgaacgcgce
cctgagtcgact cgcct gctagagccaccagcaccagtacaccactaty-acgcace

aEcccagEcEaBCtECtEcacat cEacaccaRECEECtEEECCECATCCRRRECETERET

agcccagecgagctectgcacat gacagcasgCeECtERECCECatCCERRECEtERET

catcgeatcaccggcgatcgggcccagaaccgeanccecggcattgecteggacectete.

catcgeatcaccgecgatcgegcccagaaccgcanccecgecattgecteeacectete.

cacctggccatcgatgacttctcgcecetetectttpctcgeatectcgacgateasgec
cacctgeccatcgatgacttctcgcecetetectttectcgcatectcgacgateageec

gacgatcagtacact agttcctgcgccaagecaccgectactacgccagt ctegacats
gecgatcagtacectaagttcctycaccasgecaccgectactacgccagt ctagecats

cEcatcgaccacEtEatEaccEacaRCEECABCEECtaCEtCtCCAREACCLEtCERRCE.
CEcatcgaccEcEtEatEaccEacancEECAEEEET taCECtCCABEACCELCEERCE.

gtetecetagagctaggant ccgtcacat cgeaccegeccctacacceccaagaccaac
gtetecstagagttaggant ccgacacat ccgaaccegeccctacacctccaagaccaac

eecasgeccgagcacctcgtacagacctacttacgggagt sgecatacgccaggccctac

gtcasggccgagcecctcgtangacctacttacgggagtagecatacgccaggccctac

acgagctcagccgaacgacagectecctigcagcccticattgaccectacaacteg- -~

acgagctcagacgaacgacagecteccttpcagcecttcattgaccectacaactestet




