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	Sequences producing significant alignments
	IS Family
	Group
	Origin
	Score (bits)
	E. value

	ISPsy29
	IS3
	IS51
	Pseudomonas syringae
	196
	9.00E-48

	ISPst3
	IS21
	
	Pseudomonas stutzeri
	151
	5.00E-34

	ISPsy20
	IS21
	
	Pseudomonas syringae
	151
	5.00E-34

	ISPpu27
	IS21
	
	Pseudomonas putida
	143
	1.00E-31

	ISPman1
	IS21
	
	Pseudomonas mandelii
	135
	3.00E-29

	ISEc24
	IS3
	IS51
	Escherichia coli
	117
	6.00E-24

	ISEam1
	IS3
	IS51
	Erwinia amylovora
	103
	1.00E-19

	ISEc14
	IS3
	IS51
	Escherichia coli
	97.6
	6.00E-18

	ISPpu35
	IS3
	IS51
	Pseudomonas putida
	87.7
	6.00E-15

	ISEc15
	IS3
	IS51
	Escherichia coli
	87.7
	6.00E-15

	ISPa42
	Tn3
	
	Pseudomonas aeruginosa
	79.8
	1.00E-12

	ISAbo1
	IS3
	IS51
	Alcanivorax borkumensis
	65.9
	2.00E-08

	ISPen2
	IS3
	IS51
	Pseudomonas entomophila
	63.9
	8.00E-08

	ISAs32
	IS3
	IS51
	Aeromonas salmonicida
	58
	5.00E-06

	ISPpu22
	IS3
	IS51
	Pseudomonas putida
	56
	2.00E-05

	ISAisp2
	IS3
	IS51
	Acidovorax sp.
	52
	3.00E-04

	ISAs7
	IS3
	IS51
	Aeromonas salmonicida
	50.1
	0.001

	ISAs5
	IS3
	IS51
	Aeromonas salmonicida
	50.1
	0.001

	ISPsy43
	IS66
	
	Pseudomonas syringae
	48.1
	0.005

	IS1501
	IS3
	IS3
	Leptospira interrogans
	46.1
	0.019

	ISAdh3
	IS3
	IS51
	Aeromonas dhakensis
	44.1
	0.076

	Tn5403
	Tn3
	
	Klebsiella pneumoniae
	44.1
	0.076

	ISAeca4
	IS3
	IS51
	Aeromonas caviae
	44.1
	0.076

	ISCARN60
	IS3
	IS3
	Metagenomic data
	44.1
	0.076

	ISSpr1
	IS3
	IS51
	Serratia proteamaculans
	44.1
	0.076

	ISVal2
	IS3
	IS3
	Vibrio alginolyticus
	42.1
	0.3

	ISRhru4
	IS256
	
	Rhodospirillum rubrum
	42.1
	0.3

	ISStma9
	IS3
	IS51
	Stenotrophomonas maltophilia
	42.1
	0.3

	ISThsp11
	IS3
	IS3
	Thiomonas sp.
	42.1
	0.3

	ISThsp5
	IS21
	
	Thiomonas sp.
	42.1
	0.3

	ISHar7
	IS3
	IS51
	Herminiimonas arsenicoxydans
	42.1
	0.3

	ISVisp3
	IS3
	IS3
	Vibrio splendidus
	42.1
	0.3

	ISSphsp3
	IS3
	IS2
	Sphingobium sp.
	40.1
	1.2

	ISPa126
	IS3
	IS3
	Pseudomonas aeruginosa
	40.1
	1.2

	ISMlu7
	IS30
	
	Micrococcus luteus
	40.1
	1.2

	TnXax1
	Tn3
	
	Xanthomonas axonopodis
	40.1
	1.2

	ISAzs33
	IS3
	IS150
	Azospirillum sp.
	40.1
	1.2

	ISStma15
	IS3
	IS51
	Stenotrophomonas maltophilia
	40.1
	1.2

	ISSlo2
	IS3
	IS3
	Shewanella loihica
	40.1
	1.2

	ISCARN5
	IS110
	IS1111
	Metagenomic data
	40.1
	1.2

	ISSusp1
	IS3
	IS51
	Sulfitobacter sp.
	40.1
	1.2

	ISXau3
	IS3
	IS51
	Xanthobacter autotrophicus
	40.1
	1.2

	ISNeu4
	IS3
	IS3
	Nitrosomonas europaea
	40.1
	1.2

	ISLbl1
	IS3
	IS3
	Leeuwenhoekiella blandensis
	40.1
	1.2

	ISNg1
	IS3
	IS150
	Neisseria gonorrhoeae
	40.1
	1.2

	ISEhe3
	IS3
	IS51
	Pantoea agglomerans
	40.1
	1.2

	ISKrh6
	IS110
	
	Kocuria rhizophila
	38.2
	4.7

	ISPxasp1
	IS3
	IS51
	Pseudoxanthomonas sp.
	38.2
	4.7

	ISBli20
	IS481
	
	Brevibacterium linens
	38.2
	4.7

	ISAs10
	IS30
	
	Aeromonas salmonicida
	38.2
	4.7

	ISPa77
	IS21
	
	Pseudomonas aeruginosa
	38.2
	4.7

	ISPa72
	IS1595
	IS1595
	Pseudomonas aeruginosa
	38.2
	4.7

	ISAisp7
	IS21
	
	Acidovorax sp.
	38.2
	4.7

	ISPa65
	IS21
	
	Pseudomonas aeruginosa
	38.2
	4.7

	ISTars1
	IS1182
	
	Thiomonas arsenitoxydans
	38.2
	4.7

	ISBrsp9
	IS1182
	
	Bradyrhizobium sp.
	38.2
	4.7

	ISThsp22
	IS1182
	
	Thiomonas sp.
	38.2
	4.7

	ISPst13
	IS1182
	
	Pseudomonas stutzeri
	38.2
	4.7

	ISRtr5
	IS66
	
	Rhizobium tropici
	38.2
	4.7

	ISMesi1
	IS3
	IS150
	Meiothermus silvanus
	38.2
	4.7

	ISAzs31
	IS630
	
	Azospirillum sp.
	38.2
	4.7

	ISAzs21
	IS66
	
	Azospirillum sp.
	38.2
	4.7

	ISErh1
	IS3
	IS150
	Erysipelothrix rhusiopathiae
	38.2
	4.7

	ISRel16
	IS21
	
	Rhizobium etli
	38.2
	4.7

	ISGau3
	IS3
	IS51
	Gemmatimonas aurantiaca
	38.2
	4.7

	ISPfr9
	IS30
	
	Propionibacterium freudenreichii
	38.2
	4.7

	ISAar39
	ISL3
	
	Arthrobacter arilaitensis
	38.2
	4.7

	ISAar37
	IS3
	IS3
	Arthrobacter arilaitensis
	38.2
	4.7

	ISAar36
	IS21
	
	Arthrobacter arilaitensis
	38.2
	4.7

	ISBli4
	IS1380
	
	Brevibacterium linens
	38.2
	4.7

	ISMpo3
	IS1380
	
	Methylobacterium populi
	38.2
	4.7

	ISMex4
	IS1380
	
	Methylobacterium extorquens
	38.2
	4.7

	ISAzo30
	IS630
	
	Azoarcus sp.
	38.2
	4.7

	ISCARN69
	IS630
	
	Metagenomic data
	38.2
	4.7

	ISCARN14
	IS5
	IS1031
	Metagenomic data
	38.2
	4.7

	ISAeh1
	IS66
	
	Alkalilimnicola ehrlichei
	38.2
	4.7

	ISSso4
	IS21
	
	Shigella sonnei
	38.2
	4.7

	ISMsm4
	ISL3
	
	Mycobacterium smegmatis
	38.2
	4.7

	ISDet4
	IS256
	
	Dehalococcoides ethenogenes
	38.2
	4.7

	ISRta2
	IS256
	
	Ralstonia taiwanensis
	38.2
	4.7

	ISPre3
	IS66
	
	Pseudomonas resinovorans
	38.2
	4.7

	ISHar2
	IS3
	IS3
	Herminiimonas arsenicoxydans
	38.2
	4.7

	ISGur5
	IS3
	IS3
	Geobacter uraniireducens
	38.2
	4.7

	ISNmu1
	IS3
	IS3
	Nitrosospira multiformis
	38.2
	4.7

	ISGpr1
	IS3
	IS51
	Marine gamma
	38.2
	4.7

	ISLxx5
	IS30
	
	Leifsonia xyli
	38.2
	4.7

	ISRo1
	IS256
	
	Rhodococcus opacus
	38.2
	4.7

	ISPsy3
	IS91
	
	Pseudomonas syringae
	38.2
	4.7

	ISPpu7
	IS21
	
	Pseudomonas putida
	38.2
	4.7

	IS801
	IS91
	
	Pseudomonas syringae
	38.2
	4.7

	IS71
	IS66
	
	Agrobacterium tumefaciens
	38.2
	4.7

	IS2621
	IS4
	ISPepr1
	Deinococcus radiodurans
	38.2
	4.7

	IS1163
	IS3
	IS3
	Lactobacillus sake
	38.2
	4.7

	IS1066
	IS630
	
	Pseudomonas sp.
	38.2
	4.7












