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Table S1. Primer sequences used for PCR Amplification of MIRU1/MATR2 and hsp653 gene loci.
	Primer name
	Primer sequence
	Target gene
	Source

	564
	AATTGCGTACGACGAAGAGG
	Hsp65 F
	Turenne et al. 2006

	565
	ACGGACTCAGAAGTCCATGC
	Hsp65 R
	Turenne et al. 2006

	341
	CCAATCACAACGGCACCATC
	341_MATR-3-F
	Inagaki et al. 2009 / Leao et al. 2014

	342
	TCCTCGACAATCAGCACACT
	342_MATR-3-R
	Inagaki et al. 2009 / Leao et al. 2014

	343
	TCGCAGGAAACCAACCTCAA
	343_MATR-6-F
	Inagaki et al. 2009 / Leao et al. 2014

	344
	GCGTGATCGACTCGAAGACC
	344_MATR-6-R
	Inagaki et al. 2009 / Leao et al. 2014

	345
	CCGAGGAAGAGACGAAACCC
	345_MATR-7-F
	Inagaki et al. 2009 / Leao et al. 2014

	346
	TCGTCACCCACAACATGCAG
	346_MATR-7-R
	Inagaki et al. 2009 / Leao et al. 2014

	347
	CAGGTCCAGGGCATGTTTCC
	347_MATR-8-F
	Inagaki et al. 2009 / Leao et al. 2014

	348
	TCCCGATAATCCGTTGCATGAC
	348_MATR-8-R
	Inagaki et al. 2009 / Leao et al. 2014

	349
	TGGCTGCTGTTCAATTGGATG
	349_MATR-11-F
	Inagaki et al. 2009 / Leao et al. 2014

	350
	TCGTCGGTCAATTGCACCTT
	350_MATR-11-R
	Inagaki et al. 2009 / Leao et al. 2014

	351
	GGAAGGCAGCAAGGGTCAAC
	351_MATR-15-F
	Inagaki et al. 2009 / Leao et al. 2014

	352
	TCAGGTCCAGCGACAGCTTC
	352_MATR-15-R
	Inagaki et al. 2009 / Leao et al. 2014

	526
	GAACGTTGGGCCGAATGCGA
	526_MATR-1_F
	Inagaki et al. 2009 / Leao et al. 2014

	527
	GTGTCGGACCCCTCCCGTAA
	527_MATR-1_R
	Inagaki et al. 2009

	528
	TTGAGCAGCTCGTAAAGCGT
	528_MATR-2_F
	Inagaki et al. 2009

	529
	CGCGCTCAAGGAGATGGTTC
	529_MATR-2_R
	Inagaki et al. 2009

	530
	GACAATGGCATGCCGATCCT
	530_MATR-4_F
	Inagaki et al. 2009

	531
	CGCTACGGCCTTCTCCATCT
	531_MATR-4_R
	Inagaki et al. 2009

	532
	CTTGCAGCAGGACGATCAGG
	532_MATR-5_F
	Inagaki et al. 2009

	533
	GTGGTCGAAGTCGCTGTTGG
	533_MATR-5_R
	Inagaki et al. 2009

	534
	CTGTTGGAGCGCAGCCGTTT
	534_MATR-9_F
	Inagaki et al. 2009

	535
	ACCCAGTCGTCGACGGTGTT
	535_MATR-9_R
	Inagaki et al. 2009

	536
	TGATGGCGACCACCGACAAGG
	536_MATR-12_F
	Inagaki et al. 2009

	537
	TGGATGCGGCCGACCAACA
	537_MATR-12_R
	Inagaki et al. 2009

	538
	CCTCGAAGGTGGCGGACTTG
	538_MATR-13_F
	Inagaki et al. 2009

	539
	ACCAGGATGGTGCCCAAACC
	539_MATR-13_R
	Inagaki et al. 2009

	540
	TGGTCGCCGCACACCTACT
	540_MATR-14_F
	Inagaki et al. 2009

	541
	GCCCTTACTGGGCAGGTCCTTC
	541_MATR-14_R
	Inagaki et al. 2009

	542
	GTGGTCAGCACCCGGAGAGT
	542_MATR-16_F
	Inagaki et al. 2009

	543
	ACCACCGACTGCTCGACCTT
	543_MATR-16_R
	Inagaki et al. 2009

	544
	CATATCTGGCATGGCTCCAG
	544_MIRU-3_F
	Thibault et al. 2007 / Leao et al 2014

	545
	ATCGTGTTGACCCCAAAGAAAT
	545_MIRU-3_R
	Thibault et al. 2007

	546
	GACAACGAAACCTACCTCGTC
	546_MIRU-7_F
	Thibault et al. 2007

	547
	GTGAGCTGGCGGCCTAAC
	547_MIRU-7_R
	Thibault et al. 2007

	548
	GTCAAGGGATCGGCGAGG
	548_MIRU-25_F
	Thibault et al. 2007

	549
	TGGACTTGAGCACGGTCAT
	549_MIRU-25_R
	Thibault et al. 2007

	550
	CGTTGCGATTTCTGCGTAGC
	550_MIRU-47_F
	Thibault et al. 2007

	551
	GGTGATGGTCGTGGTCATCC
	551_MIRU-47_R
	Thibault et al. 2007


1MIRU = Mycobacterial Interspersed Repeat Unit
2MATR = Mycobacterium avium Tandem Repeat
3hsp65 = heat shock protein 65


Table S2. Non-Mycobacterium avium subsp. hominissuis species identified in tissue samples from fattening pigs. 
	Species
	No. of detections
	% of tissue samples (n = 469)

	Mycobacterium fortuitum
	30
	6.4

	Mycobacterium peregrinum
	19
	4.1

	Mycobacterium neoaurum
	10
	2.1

	Mycobacterium septicum
	2
	0.4

	Mycobacterium nebraskense
	1
	0.2

	Mycobacterium lentiflavum
	1
	0.2

	Mycobacterium porcinum
	1
	0.2

	Mycobacterium bohemicum
	1
	0.2

	Unspecified non-tuberculous Mycobacterium sp.
	1
	0.2

	Total non-MAH NTM tissue samples
	60
	12.8

	Total non-MAH NTM detections
	66
	-


The table summarizes all non-MAH non-tuberculous mycobacteria (NTM) among 469 tissue samples collected from 100 pigs. Values represent the number of detections and the corresponding percentage of all tissue samples. Individual tissue samples could contain more than one non-MAH NTM species; therefore, the total number of species detections exceeds the number of tissue samples positive for non-MAH NTM.


Text T1: VNTR Typing Scheme 
VNTR typing generated allelic profiles for all isolates based on fragment length analysis. Four loci (MATR-13, MIRU-3, MIRU-7, and MIRU-37) showed no discriminatory capacity, yielding identical alleles across all isolates, and were therefore excluded from further analysis.
The locus MATR-14 yielded typeable results for 318 of 342 isolates (93%), including 293 isolates with clear amplification. In 25 isolates (7.3%), amplification signals were faint and insufficient for reliable interpretation, and no amplification was obtained in 24 isolates (7%) despite repeated PCR attempts. A total of 62 distinct alleles were identified. Inclusion of MATR-14 resulted in only a marginal increase in discriminatory power (HGDI 0.96 vs. 0.95; ΔHGDI = 0.01, corresponding to a relative increase of approximately 1%). Given the limited contribution to overall discrimination and the poor reproducibility and reliability of amplification signals, MATR-14 was excluded from subsequent analyses.
The contribution of hsp65 sequencing to overall discriminatory power was also assessed. Inclusion of hsp65 increased the HGDI from 0.950 to 0.960, corresponding to a relative increase of approximately 1%. Analysis of the sequenced hsp65 gene identified three of the six previously described sequevars defined by Turenne et al., namely hsp65 codes 1 (n=153), 2 (n=23), and 3 (n=165). For one isolate, data for the hsp65 code was not available.
Based on these findings, the final allelic profile used for subsequent analyses included the hsp65 code as well as the loci (n=15) MATR-1, MATR-2, MATR-3, MATR-4, MATR-5, MATR-6, MATR-7, MATR-8, MATR-9, MATR-11, MATR-12, MATR-15, MATR-16, MIRU-25, and MIRU-47. 
For comparison, the discriminatory power of the established INMV typing scheme described by Thibault et al. was calculated using the corresponding loci (MATR-2 [X929], MATR-3 [X3], MATR-9 [MIRU-10], MIRU-3, MIRU-7, MIRU-25, MIRU-37, and MIRU-47), yielding an HGDI of 0.71 (ΔHGDI=0.25). This was substantially lower than the HGDI obtained with the present typing scheme, and therefore subsequent analyses were performed using the optimized allelic profile.


Allelic diversity
Table S3. Allelic diversity across 15 MIRU1- and MATR2-VNTR loci.
	Locus
	0
	1
	2
	2.5
	3
	4
	5
	6
	7
	8
	NA
	h (allelic diversity)

	MATR-1
	0
	18
	295
	0
	29
	0
	0
	0
	0
	0
	0
	0.25

	MATR-2
	37
	0
	303
	0
	2
	0
	0
	0
	0
	0
	0
	0.20

	MATR-3
	0
	0
	111
	0
	34
	88
	109
	0
	0
	0
	0
	0.72

	MATR-4
	0
	117
	225
	0
	0
	0
	0
	0
	0
	0
	0
	0.45

	MATR-5
	0
	28
	1
	0
	313
	0
	0
	0
	0
	0
	0
	0.16

	MATR-6
	0
	269
	0
	0
	70
	2
	0
	0
	0
	0
	0
	0.34

	MATR-7
	0
	0
	1
	0
	315
	0
	26
	0
	0
	0
	0
	0.15

	MATR-8
	0
	2
	106
	0
	1
	227
	4
	1
	0
	0
	1
	0.46

	MATR-9
	0
	2
	306
	0
	14
	0
	20
	0
	0
	0
	0
	0.19

	MATR-11
	0
	1
	29
	0
	27
	44
	241
	0
	0
	0
	0
	0.47

	MATR-12
	0
	7
	0
	0
	335
	0
	0
	0
	0
	0
	0
	0.04

	MATR-15
	0
	0
	62
	0
	2
	278
	0
	0
	0
	0
	0
	0.31

	MATR-16
	0
	0
	31
	292
	19
	0
	0
	0
	0
	0
	0
	0.26

	MIRU-25
	0
	0
	289
	0
	50
	0
	2
	0
	0
	0
	1
	0.26

	MIRU-37
	0
	0
	285
	12
	45
	0
	0
	0
	0
	0
	0
	0.29


Allelic diversity across 15 MATR and MIRU loci varied markedly, ranging from 0.04 to 0.72. The highest diversity was observed at MATR-3 (h = 0.72), followed by MATR-11 (0.47), MATR-8 (0.46), and MATR-4 (0.45). Several loci showed intermediate diversity (e.g., MATR-6, MATR-15, MIRU-37), while others displayed low variability, particularly MATR-12 (h = 0.04).  Overall, only a subset of loci demonstrated substantial discriminatory power, whereas several loci were dominated by a single allele.
1MIRU = Mycobacterial Interspersed Repeat Unit
2MATR = Mycobacterium avium Tandem Repeat



Strain Definitions
[bookmark: _Ref233108870]Table S4. Allelic profiles of the 84 Mycobacterium avium subsp. hominissuis strain genotypes identified in this study. 
	Strain ID
	Isolate Count
	hsp65 lang
	MATR-1
	MATR-2
	MATR-3
	MATR-4
	MATR-5
	MATR-6
	MATR-7
	MATR-8
	MATR-9
	MATR-11
	MATR-12
	MATR-15
	MATR-16
	MIRU-25
	MIRU-47

	STR1
	1
	1
	1
	0
	2
	2
	1
	1
	3
	4
	2
	3
	3
	2
	2.5
	3
	2

	STR2
	1
	1
	1
	0
	5
	2
	1
	1
	3
	2
	2
	2
	3
	2
	2.5
	3
	2

	STR3
	3
	1
	1
	0
	5
	2
	1
	1
	5
	2
	2
	2
	3
	2
	2.5
	3
	2

	STR5
	1
	1
	1
	0
	5
	2
	1
	1
	5
	2
	2
	2
	3
	2
	2.5
	2
	3

	STR7
	1
	1
	1
	0
	5
	2
	1
	3
	5
	4
	2
	3
	3
	2
	2.5
	3
	2

	STR8
	2
	1
	1
	0
	5
	2
	1
	4
	5
	2
	2
	5
	3
	2
	2.5
	3
	2

	STR10
	1
	1
	1
	2
	3
	2
	3
	1
	3
	4
	2
	4
	3
	4
	2.5
	2
	2

	STR11
	1
	1
	1
	2
	3
	2
	3
	3
	3
	4
	3
	4
	3
	4
	2.5
	2
	2

	STR12
	1
	1
	1
	2
	5
	2
	1
	1
	3
	2
	2
	3
	3
	2
	2.5
	3
	2

	STR13
	2
	1
	1
	2
	5
	2
	1
	1
	5
	2
	2
	2
	3
	2
	2.5
	3
	2

	STR15
	1
	1
	2
	0
	2
	2
	3
	1
	3
	4
	2
	2
	3
	2
	2.5
	2
	2.5

	STR16
	3
	1
	2
	0
	2
	2
	3
	1
	3
	4
	2
	3
	1
	4
	2.5
	2
	2

	STR19
	1
	1
	2
	0
	2
	2
	3
	1
	3
	4
	2
	3
	1
	4
	2.5
	2
	2.5

	STR20
	1
	1
	2
	0
	2
	2
	3
	1
	3
	5
	2
	3
	1
	4
	2.5
	2
	2

	STR21
	3
	1
	2
	0
	2
	2
	3
	1
	3
	5
	2
	3
	3
	4
	2.5
	2
	2

	STR24
	3
	1
	2
	0
	5
	2
	1
	3
	5
	2
	3
	2
	3
	2
	3
	3
	3

	STR27
	1
	1
	2
	2
	2
	1
	2
	3
	3
	1
	2
	4
	1
	4
	2
	3
	3

	STR28
	1
	1
	2
	2
	2
	1
	3
	1
	3
	4
	2
	3
	3
	4
	2.5
	2
	2

	STR29
	1
	1
	2
	2
	2
	2
	1
	3
	3
	4
	2
	2
	3
	4
	2.5
	2
	2

	STR30
	9
	1
	2
	2
	2
	2
	3
	1
	3
	4
	2
	3
	3
	4
	2.5
	2
	2

	STR37
	5
	1
	2
	2
	2
	2
	3
	1
	3
	4
	2
	4
	3
	4
	2.5
	2
	2

	STR42
	1
	1
	2
	2
	2
	2
	3
	1
	3
	4
	2
	5
	3
	4
	2.5
	(2)
	2

	STR43
	2
	1
	2
	2
	2
	2
	3
	1
	3
	4
	2
	5
	3
	3
	2
	2
	2

	STR45
	37
	1
	2
	2
	2
	2
	3
	1
	3
	4
	2
	5
	3
	4
	2.5
	2
	2

	STR79
	1
	1
	2
	2
	2
	2
	3
	1
	3
	4
	2
	5
	3
	4
	2.5
	2
	3

	STR81
	4
	1
	2
	2
	2
	2
	3
	1
	3
	4
	3
	5
	3
	4
	2.5
	2
	2

	STR84
	1
	1
	2
	2
	2
	2
	3
	3
	3
	3
	2
	5
	3
	4
	2.5
	2
	2

	STR85
	13
	1
	2
	2
	2
	2
	3
	3
	3
	4
	2
	5
	3
	4
	2.5
	2
	2

	STR98
	3
	1
	2
	2
	2
	2
	3
	3
	3
	4
	2
	5
	3
	4
	2.5
	2
	2.5

	STR101
	1
	1
	2
	2
	2
	2
	3
	3
	3
	4
	2
	5
	3
	4
	2
	2
	2

	STR103
	4
	1
	2
	2
	3
	2
	3
	3
	3
	4
	2
	4
	3
	4
	2.5
	2
	2

	STR107
	1
	1
	2
	2
	4
	2
	3
	1
	3
	4
	2
	4
	3
	2
	2.5
	2
	2

	STR108
	1
	1
	2
	2
	4
	2
	3
	1
	3
	4
	2
	4
	3
	2
	2.5
	2
	3

	STR109
	2
	1
	2
	2
	4
	2
	3
	1
	3
	4
	2
	5
	3
	4
	2.5
	2
	3

	STR111
	1
	1
	2
	2
	4
	2
	3
	1
	5
	4
	2
	4
	3
	2
	2.5
	2
	2

	STR112
	1
	1
	2
	2
	4
	2
	3
	1
	5
	4
	2
	4
	3
	2
	2.5
	2
	3

	STR113
	3
	1
	2
	2
	5
	2
	3
	1
	3
	2
	2
	5
	3
	4
	2.5
	2
	2

	STR116
	1
	1
	2
	2
	3
	2
	3
	3
	3
	4
	2
	4
	3
	4
	2.5
	2
	2

	STR117
	1
	1
	3
	2
	2
	2
	3
	1
	2
	4
	2
	1
	3
	4
	2.5
	2
	2

	STR118
	6
	1
	3
	2
	3
	2
	3
	1
	3
	2
	3
	4
	3
	2
	2
	3
	3

	STR131
	1
	1
	3
	2
	3
	2
	3
	1
	3
	2
	5
	4
	3
	2
	2
	5
	3

	STR133
	16
	1
	3
	2
	3
	2
	3
	1
	3
	2
	5
	4
	3
	2
	2
	3
	3

	STR140
	1
	1
	3
	2
	3
	2
	3
	1
	3
	2
	5
	4
	3
	2
	2
	3
	3.5

	STR141
	1
	1
	3
	2
	5
	2
	3
	1
	3
	2
	5
	5
	3
	4
	2.5
	2
	3

	STR142
	2
	1
	3
	3
	3
	2
	3
	3
	3
	2
	2
	4
	3
	4
	3
	2
	3

	STR144
	1
	2
	2
	0
	2
	1
	3
	1
	3
	4
	2
	3
	1
	4
	2.5
	2
	2

	STR145
	3
	2
	2
	0
	5
	2
	1
	1
	3
	4
	2
	2
	3
	2
	3
	2
	2

	STR149
	6
	2
	2
	0
	5
	2
	1
	1
	5
	4
	2
	2
	3
	2
	3
	2
	2

	STR154
	3
	2
	2
	0
	5
	2
	3
	1
	5
	2
	2
	2
	3
	2
	3
	3
	3

	STR157
	1
	2
	2
	0
	5
	2
	3
	1
	5
	2
	2
	2
	3
	2
	3
	5
	3

	STR159
	1
	2
	2
	2
	2
	2
	3
	1
	3
	4
	2
	5
	3
	4
	2.5
	2
	2

	STR160
	1
	2
	2
	2
	2
	2
	3
	1
	3
	6
	2
	5
	3
	4
	2.5
	2
	2

	STR161
	1
	2
	2
	2
	2
	2
	3
	1
	3
	na
	2
	5
	3
	4
	2.5
	2
	2

	STR164
	3
	2
	2
	2
	4
	1
	3
	1
	3
	4
	2
	5
	3
	4
	2.5
	2
	2

	STR166
	1
	2
	2
	2
	4
	2
	3
	3
	3
	4
	2
	5
	3
	4
	2.5
	2
	2.5

	STR167
	1
	2
	2
	2
	5
	2
	3
	1
	3
	2
	2
	5
	3
	4
	2.5
	2
	2

	STR168
	1
	3
	2
	2
	4
	1
	3
	1+3
	3
	4
	2
	3
	3
	4
	2.5
	2
	3

	STR170
	1
	3
	2
	2
	2
	1
	3
	1
	3
	4
	2
	5
	3
	4
	2.5
	2
	2

	STR171
	12
	3
	2
	2
	2
	2
	3
	1
	3
	4
	2
	5
	3
	4
	2.5
	2
	2

	STR183
	9
	3
	2
	2
	4
	1
	3
	1
	3
	2
	2
	5
	3
	4
	2.5
	2
	2

	STR192
	1
	3
	2
	2
	4
	1
	3
	1
	3
	4
	1
	5
	3
	4
	2.5
	2
	2

	STR193
	1
	3
	2
	2
	4
	1
	3
	1
	3
	4
	2
	3
	3
	4
	2.5
	2
	2

	STR196
	1
	3
	2
	2
	4
	1
	3
	1
	3
	4
	2
	5
	3
	4
	2.5
	2
	3

	STR197
	27
	3
	2
	2
	4
	1
	3
	1
	3
	4
	2
	5
	3
	4
	2.5
	2
	2

	STR222
	1
	3
	2
	2
	4
	1
	3
	3
	3
	4
	2
	2
	3
	2
	2.5
	2
	2

	STR223
	32
	3
	2
	2
	4
	1
	3
	3
	3
	4
	2
	5
	3
	4
	2.5
	2
	2

	STR249
	1
	3
	2
	2
	4
	2
	3
	1
	3
	4
	2
	5
	3
	4
	2.5
	2
	2

	STR250
	2
	3
	2
	2
	4
	2
	3
	3
	3
	4
	(2)
	5
	3
	4
	2.5
	3
	2

	STR252
	3
	3
	2
	2
	5
	1
	3
	1
	3
	2
	2
	5
	3
	4
	2.5
	2
	2

	STR258
	28
	3
	2
	2
	5
	1
	3
	1
	3
	4
	2
	5
	3
	4
	2.5
	2
	2

	STR282
	2
	3
	2
	2
	5
	1
	3
	1
	3
	4
	2
	5
	3
	4
	2
	2
	2

	STR300
	1
	3
	2
	2
	5
	2
	3
	1
	3
	2
	2
	5
	3
	4
	2.5
	2
	2.5

	STR301
	38
	3
	2
	2
	5
	2
	3
	1
	3
	2
	2
	5
	3
	4
	2.5
	2
	2

	STR322
	1
	3
	2
	2
	5
	2
	3
	1
	3
	4
	2
	5
	3
	4
	2.5
	2
	2.5

	STR323
	1
	3
	3
	2
	3
	2
	3
	1
	3
	2
	5
	4
	3
	2
	2
	3
	3

	STR324
	1
	1
	2
	2
	5
	1
	3
	1
	3
	2
	2
	3
	3
	4
	2.5
	3
	2

	STR325
	1
	1
	1
	2
	5
	2
	1
	1
	3
	2
	2
	3
	3
	4
	2.5
	3
	2

	STR326
	1
	1
	2
	2
	5
	2
	3
	3
	3
	2
	2
	2
	3
	2
	2.5
	2
	2

	STR327
	1
	3
	2
	0
	4
	1
	3
	3
	3
	4
	2
	5
	3
	4
	2.5
	3
	2.5

	STR328
	1
	2
	1
	2
	2
	2
	3
	1
	5
	2
	2
	2
	3
	2
	3
	3
	3

	STR329
	1
	3
	2
	2
	4
	1
	3
	1
	3
	1
	2
	5
	3
	4
	2.5
	2
	2.5

	STR330
	1
	1
	1
	2
	2
	2
	1
	1
	3
	2
	2
	3
	3
	4
	2.5
	3
	2.5

	STR331
	1
	1
	1
	0
	5
	2
	1
	1
	5
	2
	1
	2
	3
	2
	2.5
	3
	2.5

	STR332
	1
	na
	2
	2
	2
	1
	3
	1
	3
	4
	2
	5
	3
	4
	2.5
	2
	2


The table includes strain genotype (STR), number of isolates assigned to each genotype, hsp65 sequence code, and allele numbers for MATR loci 1–16 (excl. MATR 13, 14) and MIRU loci 25 and 47. Dominant strain types represented by more than 10 isolates are highlighted in grey. Values in parentheses indicate weak amplification, "na" indicates no allele assignment after repeated VNTR analysis, and two allele numbers indicate a mixed culture.


Epidemiological Cluster Composition
[bookmark: _Ref233109569][bookmark: _Ref233109564]Table S5. Composition of epidemiological clusters identified using predefined allelic distance thresholds. Clusters were defined using a threshold of ≤1 allelic difference for isolates collected during 2020–2022 and ≤2 allelic differences for comparisons between isolates from 2015 and 2020–2022. Clusters are ordered by total isolate count. For each cluster, the dominant strain type, number of included strain types, total isolate count, number of affected pigs, and numbers of affected birth and fattening farms are reported.
	Cluster
	Dominant Strain
	Strain Count
	Strain IDs
	Total Isolate Count
	Pig Count
	Affected fattening locations
	Affected Birth Locations

	C47
	STR301
	4
	STR183, STR252, STR258, STR301
	78
	32
	23
	19

	C51
	STR223
	3
	STR170, STR197, STR223
	60
	28
	21
	19

	C1
	STR45
	3
	STR42, STR45, STR85
	51
	27
	23
	22

	C12
	STR133
	2
	STR118, STR133
	22
	13
	11
	10

	C23
	STR30
	2
	STR30, STR37
	14
	8
	8
	8

	C52
	STR171
	2
	STR171, STR249
	13
	5
	5
	5

	C39
	STR149
	2
	STR145, STR149
	9
	4
	4
	4

	C2
	STR3
	2
	STR3, STR13
	5
	3
	3
	3

	C33
	STR103
	2
	STR103, STR116
	5
	3
	3
	3

	C34
	STR81
	1
	STR81
	4
	1
	1
	1

	C36
	STR16
	2
	STR16, STR19
	4
	3
	3
	3

	C37
	STR21
	2
	STR20, STR21
	4
	1
	1
	1

	C40
	STR154
	2
	STR154, STR157
	4
	3
	3
	3

	C3
	STR98
	1
	STR98
	3
	1
	1
	1

	C4
	STR109
	2
	STR79, STR109
	3
	2
	2
	2

	C35
	STR113
	1
	STR113
	3
	1
	1
	1

	C38
	STR24
	1
	STR24
	3
	1
	1
	1

	C41
	STR164
	1
	STR164
	3
	2
	2
	2

	C43
	STR159
	3
	STR159, STR160, STR161
	3
	1
	1
	1

	C5
	STR142
	1
	STR142
	2
	2
	2
	2

	C6
	STR43
	1
	STR43
	2
	2
	2
	2

	C7
	STR8
	1
	STR8
	2
	1
	1
	1

	C11
	STR107
	2
	STR107, STR108
	2
	2
	2
	2

	C14
	STR111
	2
	STR111, STR112
	2
	2
	2
	2

	C16
	STR12
	2
	STR12, STR325
	2
	2
	2
	2

	C48
	STR300
	2
	STR300, STR322
	2
	1
	1
	1

	C53
	STR250
	1
	STR250
	2
	1
	1
	1

	C54
	STR282
	1
	STR282
	2
	2
	2
	2

	C55
	STR168
	2
	STR168, STR193
	2
	2
	2
	2

	C57
	STR196
	2
	STR196, STR329
	2
	2
	2
	2

	C8
	STR1
	1
	STR1
	1
	1
	1
	1

	C9
	STR10
	1
	STR10
	1
	1
	1
	1

	C10
	STR101
	1
	STR101
	1
	1
	1
	1

	C13
	STR11
	1
	STR11
	1
	1
	1
	1

	C15
	STR117
	1
	STR117
	1
	1
	1
	1

	C17
	STR131
	1
	STR131
	1
	1
	1
	1

	C18
	STR140
	1
	STR140
	1
	1
	1
	1

	C19
	STR141
	1
	STR141
	1
	1
	1
	1

	C20
	STR15
	1
	STR15
	1
	1
	1
	1

	C21
	STR2
	1
	STR2
	1
	1
	1
	1

	C22
	STR27
	1
	STR27
	1
	1
	1
	1

	C24
	STR28
	1
	STR28
	1
	1
	1
	1

	C25
	STR29
	1
	STR29
	1
	1
	1
	1

	C26
	STR324
	1
	STR324
	1
	1
	1
	1

	C27
	STR326
	1
	STR326
	1
	1
	1
	1

	C28
	STR330
	1
	STR330
	1
	1
	1
	1

	C29
	STR331
	1
	STR331
	1
	1
	1
	1

	C30
	STR5
	1
	STR5
	1
	1
	1
	1

	C31
	STR7
	1
	STR7
	1
	1
	1
	1

	C32
	STR84
	1
	STR84
	1
	1
	1
	1

	C42
	STR144
	1
	STR144
	1
	1
	1
	1

	C44
	STR166
	1
	STR166
	1
	1
	1
	1

	C45
	STR167
	1
	STR167
	1
	1
	1
	1

	C46
	STR328
	1
	STR328
	1
	1
	1
	1

	C49
	STR323
	1
	STR323
	1
	1
	1
	1

	C50
	STR327
	1
	STR327
	1
	1
	1
	1

	C56
	STR192
	1
	STR192
	1
	1
	1
	1

	C58
	STR222
	1
	STR222
	1
	1
	1
	1







Table S6. Spatial and temporal distribution of the eight most frequently detected Mycobacterium avium subsp. hominissuis strain genotypes. 
	Strain type
	Isolates
	Pigs
	Birth farms
	Fattening farms
	Birth cantons
	Fattening cantons
	Years detected

	STR301
	38
	21
	18
	20
	7
	6
	2015, 2020, 2021, 2022

	STR45
	37
	21
	19
	20
	6
	8
	2015, 2020, 2021, 2022

	STR223
	32
	16
	12
	12
	6
	5
	2015, 2020, 2021, 2022

	STR258
	28
	14
	11
	12
	8
	6
	2015, 2020, 2021, 2022

	STR197
	27
	12
	9
	9
	5
	4
	2020, 2021, 2022

	STR133
	16
	11
	9
	10
	3
	5
	2015, 2020, 2022

	STR85
	13
	5
	3
	3
	3
	2
	2020

	STR171
	12
	4
	4
	4
	3
	3
	2020, 2021, 2022


For each strain genotype, the table shows the total number of isolates and affected pigs, the number of associated birth and fattening farms and cantons, and the sampling years in which the strain type was detected.



Genetic diversity on animal and organ- level:
[bookmark: _Ref233110594]Table S7. Animals infected with multiple Mycobacterium avium subsp. hominissuis strain genotypes.
	Animal_ID
	Number of isolates
	Number of strains
	Strain IDs
	Sample Count
	Fattening Farm
	Birth Farm

	90
	6
	6
	STR144, 159, 160, 161, 166, 323
	6
	La Roche
	Ecuvillens

	96
	5
	5
	STR171, 223, 282, 301, 45
	5
	Ichertswil
	Roggliswil

	12
	4
	4
	STR133, 30, 37, 45
	4
	Unterentfelden
	Unterentfelden

	19
	5
	4
	STR112, 154, 37, 45
	5
	Ersingen
	Büren zum Hof

	5
	6
	4
	STR107, 171, 222, 301
	6
	Lyssach
	n/a

	73
	4
	4
	STR197, 223, 301, 43
	4
	La Roche
	Ecuvillens

	78
	5
	4
	STR108, 183, 301, 43
	5
	Diemerswil
	Diemerswil

	26
	3
	3
	STR197, 2, 7
	3
	Wölflinswil
	Erlinsbach

	31
	3
	3
	STR133, 141, 142
	3
	Suhr
	Auswil

	41
	3
	3
	STR116, 140, 19
	3
	Biezwil
	Safnern

	47
	3
	3
	STR16, 192, 45
	3
	Lully
	Lully

	51
	3
	3
	STR131, 142, 45
	3
	Frauenkappelen
	Safern

	52
	4
	3
	STR157, 258, 301
	4
	Düdingen
	Winikon

	53
	4
	3
	STR11, 118, 45
	4
	Lignières
	Kirchenthurnen

	54
	4
	3
	STR15, 154, 301
	4
	Schmitten
	Wünnewil

	57
	7
	3
	STR171, 300, 322
	7
	Massonnens
	Massonens

	6
	3
	3
	STR111, 193, 45
	3
	Lyysach
	Wengi b. Büren

	10
	8
	2
	STR223, 85
	8
	Schüpfheim
	Pelagiberg

	100
	3
	2
	STR250, 42
	3
	Safern
	Schüpfen

	11
	3
	2
	STR84, 85
	3
	Fenkrieden
	Galgenen

	17
	2
	2
	STR10, 133
	2
	Lyssach
	Wengi b. Büren

	2
	6
	2
	STR13, 149
	6
	Zuzwil
	Biembach im Emmen

	22
	2
	2
	STR168, 85
	2
	Fenkrieden
	Galgenen

	23
	5
	2
	STR109, 85
	5
	Hornussen
	Flawil

	24
	3
	2
	STR133, 30
	3
	Schlossrued
	Luthern

	29
	3
	2
	STR149, 301
	3
	Oberbottingen
	Zuzgen

	32
	4
	2
	STR196, 24
	4
	Walkringen
	Utzingen

	33
	5
	2
	STR133, 81
	5
	Suhr
	Auswil

	36
	3
	2
	STR103, 133
	3
	Hasle b. Burgdorf
	Lützelflüh-Goldbach

	38
	3
	2
	STR12, 3
	3
	Zauggenried
	Bätterkinden

	40
	3
	2
	STR133, 45
	3
	Biezwil
	Safnern

	44
	4
	2
	STR45, 98
	4
	Fenkrieden
	Galgenen

	46
	4
	2
	STR133, 16
	4
	Barberêche
	Gysenstein

	55
	4
	2
	STR258, 301
	4
	Mettembert
	Epiquerez

	56
	3
	2
	STR301, 45
	3
	Orsonnens
	Echarlens

	59
	6
	2
	STR301, 45
	6
	Bangerten
	Römerswil

	60
	4
	2
	STR258, 301
	4
	Rothenburg
	Hünenberg

	62
	3
	2
	STR197, 258
	3
	Niedergösgen
	Niedergösgen

	66
	4
	2
	STR170, 301
	4
	St. Antoni
	n/a

	67
	3
	2
	STR197, 301
	3
	Villars-Burquin
	St. Ursen

	69
	7
	2
	STR252, 258
	7
	Schüpfen
	n/a

	70
	4
	2
	STR197, 301
	4
	Alikon
	Hohenrain

	71
	2
	2
	STR258, 28
	2
	Alikon
	Hohenrain

	74
	2
	2
	STR258, 301
	2
	Alikon
	Hohenrain

	75
	3
	2
	STR183, 223
	3
	La Roche
	Ecuvillens

	80
	3
	2
	STR164, 197
	3
	Muri
	Muri

	81
	2
	2
	STR3, 30
	2
	Alikon
	Hohenrain

	82
	3
	2
	STR197, 249
	3
	Niedergösgen
	Niedergösgen

	85
	2
	2
	STR301, 5
	2
	Schangnau
	Romoos

	88
	3
	2
	STR258, 301
	3
	Heitenried
	Wünnewil

	89
	4
	2
	STR117, 171
	4
	Lully
	Lully

	9
	6
	2
	STR223, 85
	6
	Schüpfheim
	Pelagiberg

	92
	2
	2
	STR164, 167
	2
	Schüpfen
	Kaltbach

	93
	3
	2
	STR282, 301
	3
	Chevenez
	Utzenstorf

	94
	4
	2
	STR20, 21
	4
	Gorgier
	Gorgier

	95
	3
	2
	STR133, 223
	3
	Ichertswil
	Roggliswil


For each animal, the total number of isolates analysed (n isolates), number of distinct strain types detected (n strains), corresponding strain IDs, number of positive tissue samples (n samples), fattening farm, and birth farm are shown
[bookmark: _Ref233110602]

Table S8. Organs harbouring multiple Mycobacterium avium subsp. hominissuis strain genotypes within individual animals. 
	Animal ID
	Organ
	Number of Isolates
	Number of Strains
	Corresponding Strain ID

	10
	Leber
	2
	2
	STR223, 85

	10
	Lnn. mandibulares
	4
	2
	STR223, 85

	10
	Lunge
	2
	2
	STR223, 85

	11
	Lunge
	2
	2
	STR84, 85

	12
	Lunge
	2
	2
	STR133, 45

	17
	Lnn. mandibulares
	2
	2
	STR10, 133

	19
	Lnn. mandibulares
	2
	2
	STR112, 45

	2
	Leber
	2
	2
	STR13, 149

	2
	Lnn. mandibulares
	2
	2
	STR13, 149

	23
	Leber
	2
	2
	STR109, 85

	26
	Lnn. mandibulares
	2
	2
	STR2, 7

	31
	Lnn. mandibulares
	2
	2
	STR133, 142

	33
	Lnn. mesenterici
	2
	2
	STR133, 81

	36
	Lnn. mesenterici
	2
	2
	STR103, 133

	46
	Lnn. mandibulares
	2
	2
	STR133, 16

	5
	Leber + Milz
	2
	2
	STR171, 222

	5
	Lnn. mandibulares
	2
	2
	STR107, 301

	57
	Lnn. mesenterici
	2
	2
	STR171, 322

	59
	Lnn. mandibulares
	3
	2
	STR301, 45

	69
	Lnn. mandibulares
	2
	2
	STR252, 258

	69
	Lnn. mesenterici
	2
	2
	STR252, 258

	69
	Lunge
	2
	2
	STR252, 258

	71
	Lnn. mesenterici
	2
	2
	STR258, 28

	9
	Leber
	2
	2
	STR223, 85

	9
	Lnn. mandibulares
	2
	2
	STR223, 85

	9
	Lunge
	2
	2
	STR223, 85

	90
	Leber
	2
	2
	STR159, 323

	90
	Lunge
	2
	2
	STR144, 166

	93
	Lnn. mesenterici
	2
	2
	STR282, 301

	96
	Lnn. mandibulares
	2
	2
	STR282, 45


For each animal-organ combination, the total number of isolates analysed (n isolates), number of distinct strain types detected (n strains), and corresponding strain IDs are shown.




Comparison with INMV Profiles
Table S9. Comparison of Strain genotypes found in this study with genotypes applying the INMV allelic profile.
	INMV Cluster
	INMV name
	Strain_IDs
	Isolate Counts
	Total Isolates
	MATR-2 (X929)
	MATR-3 (X3)
	MIRU-25
	MIRU-47
	MIRU-3
	MIRU-7
	MATR-9 (MIRU10)
	MIRU-32
	Authors

	1
	
	STR16, 20, 21, 144
	3, 1, 3, 1
	8
	0
	2
	2
	2
	1
	1
	2
	8
	Radomski (2010), Tirkkonen (2010), Scherrer (2018)

	2
	
	STR15, 19
	1, 1
	2
	0
	2
	2
	2.5
	1
	1
	2
	8
	Radomski, Tirkkonen, Subangkit, Scherrer, Marianelli

	3
	
	STR1
	1
	1
	0
	2
	3
	2
	1
	1
	2
	8
	Radomski, Tirkkonen, Subangkit

	4
	
	STR327
	1
	1
	0
	4
	3
	2.5
	1
	1
	2
	8
	Radomski

	5
	INMV211
	STR145, 149
	3, 6
	9
	0
	5
	2
	2
	1
	1
	2
	8
	Scherrer S et al. (2018, 2019)

	6
	INMV169
	STR5
	1
	1
	0
	5
	2
	3
	1
	1
	2
	8
	Subangkit, M. et al (2019)

	7
	INMV86
	STR2, 3, 7, 8
	1, 3, 1, 2
	7
	0
	5
	3
	2
	1
	1
	2
	8
	Muwonge A et al.(2014)

	8
	
	STR331
	1
	1
	0
	5
	3
	2.5
	1
	1
	1
	8
	Muwonge(2014), Tirkkonen(2010)

	9
	INMV104
	STR154
	3
	3
	0
	5
	3
	3
	1
	1
	2
	8
	Radomski (2010), Imperiale (2017), Tikkonen (2010), Subangkit (2019)

	10
	
	STR24
	3
	3
	0
	5
	3
	3
	1
	1
	3
	8
	Scherrer S et al. (2018, 2019)

	11
	
	STR157
	1
	1
	0
	5
	5
	3
	1
	1
	2
	8
	Subangkit, M. et al (2019)

	12
	INMV92
	STR42
	1
	1
	2
	2
	(2)
	2
	1
	1
	2
	8
	Radomski, Tirkkonen, Subangkit, Scherrer, Marianelli

	13
	INMV92
	STR28, 29, 30, 37, 43, 45, 84, 85, 101, 117, 159, 160, 161, 170, 171, 332
	1, 1, 9, 5, 2, 37, 1, 13, 1, 1, 1, 1, 1, 1, 12, 1
	88
	2
	2
	2
	2
	1
	1
	2
	8
	Tirkkonen T et al.(2010)

	14
	
	STR81
	4
	4
	2
	2
	2
	2
	1
	1
	3
	8
	Imperiale BR et al; Tirkkonen T et al; Scherrer S et al

	15
	
	STR98
	3
	3
	2
	2
	2
	2.5
	1
	1
	2
	8
	Imperiale BR et al; Tirkkonen T et al; Scherrer S et al

	16
	INMV125
	STR79
	1
	1
	2
	2
	2
	3
	1
	1
	2
	8
	Radomski (2010), Imperiale (2017), Tikkonen (2010), Subangkit (2019)

	17
	
	STR330
	1
	1
	2
	2
	3
	2.5
	1
	1
	2
	8
	Radomski(2010)

	18
	INMV115
	STR27, 328
	1, 1
	2
	2
	2
	3
	3
	1
	1
	2
	8
	

	19
	INMV97
	STR10, 103,116
	1, 4, 11
	6
	2
	3
	2
	2
	1
	1
	2
	8
	

	20
	
	STR11
	1
	1
	2
	3
	2
	2
	1
	1
	3
	8
	

	21
	
	STR118
	6
	6
	2
	3
	3
	3
	1
	1
	3
	8
	

	22
	INMV98
	STR133, 323
	16, 1
	17
	2
	3
	3
	3
	1
	1
	5
	8
	

	23
	
	STR140
	1
	1
	2
	3
	3
	3.5
	1
	1
	5
	8
	

	24
	
	STR131
	1
	1
	2
	3
	5
	3
	1
	1
	5
	8
	

	25
	
	STR192
	1
	1
	2
	4
	2
	2
	1
	1
	1
	8
	

	26
	INMV51
	STR107, 111, 164, 183, 193, 197, 222, 223, 249
	1, 1, 3, 9, 1, 27, 1, 32, 1
	76
	2
	4
	2
	2
	1
	1
	2
	8
	

	27
	
	STR166, 329
	1, 1
	2
	2
	4
	2
	2.5
	1
	1
	2
	8
	

	28
	INMV105
	STR108, 109, 112, 168, 196
	1, 2, 1, 1, 1
	6
	2
	4
	2
	3
	1
	1
	2
	8
	

	29
	INMV173
	STR250
	2
	2
	2
	4
	3
	2
	1
	1
	((2))
	8
	

	30
	INMV107
	STR113, 167, 252, 258, 282, 301, 326
	3, 1, 3, 28, 2, 38, 1
	76
	2
	5
	2
	2
	1
	1
	2
	8
	

	31
	
	STR300, 322
	1, 1
	2
	2
	5
	2
	2.5
	1
	1
	2
	8
	

	32
	
	STR141
	1
	1
	2
	5
	2
	3
	1
	1
	5
	8
	

	33
	INMV109
	STR12, 13, 324, 325
	1, 2, 1, 1
	5
	2
	5
	3
	2
	1
	1
	2
	8
	

	34
	INMV222
	STR142
	2
	2
	3
	3
	2
	3
	1
	1
	2
	8
	









