
Supplementary Methods

1.1 Prophage Hallmark Cluster Prediction Approach Keywords
Predicted prophage-like regions should include at least one packaging hallmark terminase/portal and at least one structural hallmark of either capsid of tail. It is confidently reported as prophage, if it has integrase or xis.
· Structural + Assembly (high confidence hallmarks)
Capsid, major capsid, MCP, head protein, portal, portal protein, terminase, terminase large, terL, large terminase, small terminase, terS tail, tail protein, tail tube, tail sheath, tail fiber, baseplate, tail assembly head-tail, head to tail, H/T, adaptor, connector scaffold, scaffolding

· Lysis Module (supporting hallmarks)
Holin, endolysin, lysin, cell wall hydrolase, muramidase, amidase, glycosidase spanin

· Integration/maintainance (strong evidence)
Integrase, site-specific recombinase, recombinasem xerC, xerD, excisionase, xis, attL, attR

· Phage replication/regulation (supporting evidence)
Primase, helicase, DNA polymerase, polymerase, ssDNA binding, SSB, replication, replicative helicase, transcriptional regulator, CI, cI, cro, repressor, antirepressor 

2C. PICIs Keywords
· Integration and Excision Module
Integrase, site-specific recombinase, tyrosine recombinase, phage integrase, recombinase, excisionase, xis
· PICI master regulation/induction-response module
Repressor, transcritpional regulator, regulatory protein, HTH, helix-turn-helix, antirepressor
· Replication module
Replication initiator, replication protein, replicase, Rep, helicase, primase, DNA primase, replication helicase, SSB, single-strand DNA binding
· Packaging hijack/phage expoliation module (key for PICIs)
Terminase, small terminase, terminase small subunit, TerS, DNA packaging, DNA packaging protein, packaging protein
· Capsid-size redirection/morphogenesis interference
Capsid morphogenesis, capsid size, size determination, head morphogenesis, scaffolding, scaffold, procapsid
· Mobilization/transfer
Mobilization, mob, relaxase, conjugal transfer, type IV secretion
2D. Completeness and Confidence Tiering and hallmark density
Tiering Rubric
	Metric
	Definition

	Module Score (0-5)
	Sum of module flags: integrase kw + replication kw + packaging hijack_kw + excisionase kw + repressor stl kw

	Cds/kb Context
	CDS in context divided by kilobases in (region length + 2 × flank length). Flank length was 10,000 bp each side

	Cds/kb Region
	CDS in context divided by region length in kb (region-only normalization).

	Confidence Tier
	High if module score (0-5 ≥ 3) and cds per kb context ≥ 0.8; Medium if module score (0-5) ≥ 2 and cds/kb context ≥ 0.6; else Low

	Completeness Tier
	High (intact-like) if module score (0-5) ≥ 4 and region length bp ≥ 20000; Medium if module score (0-5) ≥ 3 and region length bp ≥ 7000; else Low (partial/remnant-like)


To approximate prophage/MGE architectural completeness 

Module-associated keywords
· Site-specific recombination/integration (integrase_kw)
· Replication/maintenance (replication_kw)
· Packaging/structural phage-interaction terms (packaging_hijack_kw)
· Excision (excisionase_kw)
· Regulation (repressor_stl_kw)
A composite module score was computed as (0-5):
Integrase kw + replication kw + packaging hijack kw + excisionase kw + repressor stl kw

Tiering scheme
· Confidence tier
Assigned by combining module evidence and density
· High if module_score (0-5) ≥ 3 and cds/kb context ≥ 0.8
· Medium if module score (0-5)≥ 2 and cds/kb context ≥ 0.6
· Low if otherwise

· Completeness tier
Assigned to reflect intact-like versus partial/remnant-like architecture
· High (intact-like) if module score (0-5) ≥ 4 and region_len_bp ≥ 20000
· Medium (substantial/near-complete island) if module score (0-5) ≥ 3 and region length bp ≥ 7000
· Low (partial/remnant-like) if otherwise

This rubric is conservative and intended for prioritization and transparent reporting, rather than replacing dedicated prophage completeness tools.

· Hallmark density
Gene cassette compactness was quantified as hallmark density using CDS counts rather than nucleotide composition. Two densities were computed 
· Cds/ kb Context = CDS_in_context / kb(region_len_bp + 2 × 10000)
· Cds/kb Region = CDS_in_context / kb(region_len_bp). 
The context-normalized metric (cds_per_kb_context) was used for confidence tiering because it is less sensitive to small region boundary shifts.



2E. Prophage Lifestyle, Mobility and Induction Potential

· Characteristics of lysogeny		: Integrase and related recombination functions
· Cryptic/defective prophage remnants	: Absence/truncation of moduels
· Temperate prophages			: Structural packaging genes


Mobility Keywords
· Excision: exicionase, xis
· Explicit PICI satellite terms: phage-inducible, PICI, satellite
· Integration site specific recombination: integrase, site-specific recombinase
· Mobility expanded optional: T4SS, conjugative

Tiering Rubric to classify mobility and induction potential
	score_type
	tier
	rule

	Mobilit Score 0-7
	High
	score ≥5

	Mobility Score 0-7
	Moderate
	score 3-4

	Mobility Score 0-7
	Low
	score ≤ 2

	Induction Score 0-6
	Higher
	score ≥4

	Induction Score 0-6
	Moderate
	score 2-3.5

	Induction Score 0-6
	Low
	score < 2



Mobility Score 0-7 
· High		: ≥ 5
· Moderate	: 3-4
· Low		: ≤ 2
Induction Score 0-6 is 
· High		: ≥4
· Moderate	: 2-3.5
· Low		: < 2






2F.Viral Taxonomy and Relatedeness
	Isolate
	Contig
	Region_start
	Region_end
	Region_len_bp
	protein_id
	locus_tag
	gene
	product

	ASM1993100
	CP082858.1
	929588
	943169
	13582
	ASM1993100|CP082858.1|929588-943169|CDS_00914
	CDS_00914
	xerC_2
	Tyrosine recombinase XerC

	ASM1993100
	CP082858.1
	929588
	943169
	13582
	ASM1993100|CP082858.1|929588-943169|CDS_00915
	CDS_00915
	
	hypothetical protein

	ASM1993100
	CP082858.1
	929588
	943169
	13582
	ASM1993100|CP082858.1|929588-943169|CDS_00916
	CDS_00916
	ssb_1
	single-stranded DNA-binding protein

	ASM1993100
	CP082858.1
	929588
	943169
	13582
	ASM1993100|CP082858.1|929588-943169|CDS_00917
	CDS_00917
	
	hypothetical protein

	ASM1993100
	CP082858.1
	929588
	943169
	13582
	ASM1993100|CP082858.1|929588-943169|CDS_00918
	CDS_00918
	nrdH_1
	glutaredoxin-like protein NrdH

	ASM1993100
	CP082858.1
	929588
	943169
	13582
	ASM1993100|CP082858.1|929588-943169|CDS_00919
	CDS_00919
	
	hypothetical protein

	ASM1993100
	CP082858.1
	929588
	943169
	13582
	ASM1993100|CP082858.1|929588-943169|CDS_00920
	CDS_00920
	
	hypothetical protein

	ASM1993100
	CP082858.1
	929588
	943169
	13582
	ASM1993100|CP082858.1|929588-943169|CDS_00921
	CDS_00921
	
	hypothetical protein

	ASM1993100
	CP082858.1
	929588
	943169
	13582
	ASM1993100|CP082858.1|929588-943169|CDS_00922
	CDS_00922
	
	hypothetical protein

	ASM1993100
	CP082858.1
	929588
	943169
	13582
	ASM1993100|CP082858.1|929588-943169|CDS_00923
	CDS_00923
	
	hypothetical protein

	ASM1993100
	CP082858.1
	929588
	943169
	13582
	ASM1993100|CP082858.1|929588-943169|CDS_00924
	CDS_00924
	
	hypothetical protein

	ASM1993100
	CP082858.1
	929588
	943169
	13582
	ASM1993100|CP082858.1|929588-943169|CDS_00925
	CDS_00925
	
	hypothetical protein

	ASM1993100
	CP082858.1
	929588
	943169
	13582
	ASM1993100|CP082858.1|929588-943169|CDS_00926
	CDS_00926
	
	hypothetical protein

	ASM1993100
	CP082858.1
	929588
	943169
	13582
	ASM1993100|CP082858.1|929588-943169|CDS_00927
	CDS_00927
	
	hypothetical protein

	ASM1993100
	CP082858.1
	929588
	943169
	13582
	ASM1993100|CP082858.1|929588-943169|CDS_00928
	CDS_00928
	
	hypothetical protein

	ASM1993100
	CP082858.1
	929588
	943169
	13582
	ASM1993100|CP082858.1|929588-943169|CDS_00929
	CDS_00929
	
	hypothetical protein

	ASM1993100
	CP082858.1
	929588
	943169
	13582
	ASM1993100|CP082858.1|929588-943169|CDS_00930
	CDS_00930
	
	hypothetical protein

	ASM1993100
	CP082858.1
	929588
	943169
	13582
	ASM1993100|CP082858.1|929588-943169|CDS_00931
	CDS_00931
	dnaC
	Replicative DNA helicase

	ASM1993100
	CP082858.1
	929588
	943169
	13582
	ASM1993100|CP082858.1|929588-943169|CDS_00932
	CDS_00932
	
	hypothetical protein

	ASM1993100
	CP082858.1
	929588
	943169
	13582
	ASM1993100|CP082858.1|929588-943169|CDS_00933
	CDS_00933
	
	hypothetical protein

	ASM1993100
	CP082858.1
	929588
	943169
	13582
	ASM1993100|CP082858.1|929588-943169|CDS_00934
	CDS_00934
	
	hypothetical protein

	ASM1993100
	CP082858.1
	929588
	943169
	13582
	ASM1993100|CP082858.1|929588-943169|CDS_00935
	CDS_00935
	
	hypothetical protein

	ASM1993100
	CP082858.1
	929588
	943169
	13582
	ASM1993100|CP082858.1|929588-943169|CDS_00936
	CDS_00936
	
	hypothetical protein

	ASM1993100
	CP082858.1
	929588
	943169
	13582
	ASM1993100|CP082858.1|929588-943169|CDS_00937
	CDS_00937
	
	hypothetical protein

	ASM1993100
	CP082858.1
	929588
	943169
	13582
	ASM1993100|CP082858.1|929588-943169|CDS_00938
	CDS_00938
	
	hypothetical protein

	ASM1993100
	CP082858.1
	929588
	943169
	13582
	ASM1993100|CP082858.1|929588-943169|CDS_00939
	CDS_00939
	
	hypothetical protein

	ASM1993100
	CP082858.1
	929588
	943169
	13582
	ASM1993100|CP082858.1|929588-943169|CDS_00940
	CDS_00940
	
	helix-turn-helix domain-containing protein

	ASM1993100
	CP082858.1
	929588
	943169
	13582
	ASM1993100|CP082858.1|929588-943169|CDS_00941
	CDS_00941
	
	hypothetical protein

	ASM1993100
	CP082858.1
	929588
	943169
	13582
	ASM1993100|CP082858.1|929588-943169|CDS_00942
	CDS_00942
	
	hypothetical protein

	ASM1993100
	CP082858.1
	929588
	943169
	13582
	ASM1993100|CP082858.1|929588-943169|CDS_00943
	CDS_00943
	
	hypothetical protein

	ASM1993100
	CP082858.1
	929588
	943169
	13582
	ASM1993100|CP082858.1|929588-943169|CDS_00944
	CDS_00944
	
	site-specific integrase

	ASM2515056
	CP102283.1
	39607
	53188
	13582
	ASM2515056|CP102283.1|39607-53188|CDS_00031
	CDS_00031
	
	site-specific integrase

	ASM2515056
	CP102283.1
	39607
	53188
	13582
	ASM2515056|CP102283.1|39607-53188|CDS_00032
	CDS_00032
	
	hypothetical protein

	ASM2515056
	CP102283.1
	39607
	53188
	13582
	ASM2515056|CP102283.1|39607-53188|CDS_00033
	CDS_00033
	
	hypothetical protein

	ASM2515056
	CP102283.1
	39607
	53188
	13582
	ASM2515056|CP102283.1|39607-53188|CDS_00034
	CDS_00034
	
	hypothetical protein

	ASM2515056
	CP102283.1
	39607
	53188
	13582
	ASM2515056|CP102283.1|39607-53188|CDS_00035
	CDS_00035
	
	helix-turn-helix domain-containing protein

	ASM2515056
	CP102283.1
	39607
	53188
	13582
	ASM2515056|CP102283.1|39607-53188|CDS_00036
	CDS_00036
	
	hypothetical protein

	ASM2515056
	CP102283.1
	39607
	53188
	13582
	ASM2515056|CP102283.1|39607-53188|CDS_00037
	CDS_00037
	
	hypothetical protein

	ASM2515056
	CP102283.1
	39607
	53188
	13582
	ASM2515056|CP102283.1|39607-53188|CDS_00038
	CDS_00038
	
	hypothetical protein

	ASM2515056
	CP102283.1
	39607
	53188
	13582
	ASM2515056|CP102283.1|39607-53188|CDS_00039
	CDS_00039
	
	hypothetical protein

	ASM2515056
	CP102283.1
	39607
	53188
	13582
	ASM2515056|CP102283.1|39607-53188|CDS_00040
	CDS_00040
	
	hypothetical protein

	ASM2515056
	CP102283.1
	39607
	53188
	13582
	ASM2515056|CP102283.1|39607-53188|CDS_00041
	CDS_00041
	
	hypothetical protein

	ASM2515056
	CP102283.1
	39607
	53188
	13582
	ASM2515056|CP102283.1|39607-53188|CDS_00042
	CDS_00042
	
	hypothetical protein

	ASM2515056
	CP102283.1
	39607
	53188
	13582
	ASM2515056|CP102283.1|39607-53188|CDS_00043
	CDS_00043
	
	hypothetical protein

	ASM2515056
	CP102283.1
	39607
	53188
	13582
	ASM2515056|CP102283.1|39607-53188|CDS_00044
	CDS_00044
	dnaC
	Replicative DNA helicase

	ASM2515056
	CP102283.1
	39607
	53188
	13582
	ASM2515056|CP102283.1|39607-53188|CDS_00045
	CDS_00045
	
	hypothetical protein

	ASM2515056
	CP102283.1
	39607
	53188
	13582
	ASM2515056|CP102283.1|39607-53188|CDS_00046
	CDS_00046
	
	hypothetical protein

	ASM2515056
	CP102283.1
	39607
	53188
	13582
	ASM2515056|CP102283.1|39607-53188|CDS_00047
	CDS_00047
	
	hypothetical protein

	ASM2515056
	CP102283.1
	39607
	53188
	13582
	ASM2515056|CP102283.1|39607-53188|CDS_00048
	CDS_00048
	
	hypothetical protein

	ASM2515056
	CP102283.1
	39607
	53188
	13582
	ASM2515056|CP102283.1|39607-53188|CDS_00049
	CDS_00049
	
	hypothetical protein

	ASM2515056
	CP102283.1
	39607
	53188
	13582
	ASM2515056|CP102283.1|39607-53188|CDS_00050
	CDS_00050
	
	hypothetical protein

	ASM2515056
	CP102283.1
	39607
	53188
	13582
	ASM2515056|CP102283.1|39607-53188|CDS_00051
	CDS_00051
	
	hypothetical protein

	ASM2515056
	CP102283.1
	39607
	53188
	13582
	ASM2515056|CP102283.1|39607-53188|CDS_00052
	CDS_00052
	
	hypothetical protein

	ASM2515056
	CP102283.1
	39607
	53188
	13582
	ASM2515056|CP102283.1|39607-53188|CDS_00053
	CDS_00053
	
	hypothetical protein

	ASM2515056
	CP102283.1
	39607
	53188
	13582
	ASM2515056|CP102283.1|39607-53188|CDS_00054
	CDS_00054
	
	hypothetical protein

	ASM2515056
	CP102283.1
	39607
	53188
	13582
	ASM2515056|CP102283.1|39607-53188|CDS_00055
	CDS_00055
	
	hypothetical protein

	ASM2515056
	CP102283.1
	39607
	53188
	13582
	ASM2515056|CP102283.1|39607-53188|CDS_00056
	CDS_00056
	
	hypothetical protein

	ASM2515056
	CP102283.1
	39607
	53188
	13582
	ASM2515056|CP102283.1|39607-53188|CDS_00057
	CDS_00057
	nrdH_1
	glutaredoxin-like protein NrdH

	ASM2515056
	CP102283.1
	39607
	53188
	13582
	ASM2515056|CP102283.1|39607-53188|CDS_00058
	CDS_00058
	
	hypothetical protein

	ASM2515056
	CP102283.1
	39607
	53188
	13582
	ASM2515056|CP102283.1|39607-53188|CDS_00059
	CDS_00059
	ssb_2
	single-stranded DNA-binding protein

	ASM2515056
	CP102283.1
	39607
	53188
	13582
	ASM2515056|CP102283.1|39607-53188|CDS_00060
	CDS_00060
	
	hypothetical protein

	ASM2515056
	CP102283.1
	39607
	53188
	13582
	ASM2515056|CP102283.1|39607-53188|CDS_00061
	CDS_00061
	xerC_1
	Tyrosine recombinase XerC

	KHU009
	<unknown id>
	141004
	153799
	12796
	KHU009|<unknown id>|141004-153799|CDS_00155
	CDS_00155
	
	site-specific integrase

	KHU009
	<unknown id>
	141004
	153799
	12796
	KHU009|<unknown id>|141004-153799|CDS_00156
	CDS_00156
	
	hypothetical protein

	KHU009
	<unknown id>
	141004
	153799
	12796
	KHU009|<unknown id>|141004-153799|CDS_00157
	CDS_00157
	
	hypothetical protein

	KHU009
	<unknown id>
	141004
	153799
	12796
	KHU009|<unknown id>|141004-153799|CDS_00158
	CDS_00158
	lexA_1
	LexA repressor

	KHU009
	<unknown id>
	141004
	153799
	12796
	KHU009|<unknown id>|141004-153799|CDS_00159
	CDS_00159
	
	hypothetical protein

	KHU009
	<unknown id>
	141004
	153799
	12796
	KHU009|<unknown id>|141004-153799|CDS_00160
	CDS_00160
	
	hypothetical protein

	KHU009
	<unknown id>
	141004
	153799
	12796
	KHU009|<unknown id>|141004-153799|CDS_00161
	CDS_00161
	
	hypothetical protein

	KHU009
	<unknown id>
	141004
	153799
	12796
	KHU009|<unknown id>|141004-153799|CDS_00162
	CDS_00162
	
	hypothetical protein

	KHU009
	<unknown id>
	141004
	153799
	12796
	KHU009|<unknown id>|141004-153799|CDS_00163
	CDS_00163
	
	hypothetical protein

	KHU009
	<unknown id>
	141004
	153799
	12796
	KHU009|<unknown id>|141004-153799|CDS_00164
	CDS_00164
	
	hypothetical protein

	KHU009
	<unknown id>
	141004
	153799
	12796
	KHU009|<unknown id>|141004-153799|CDS_00165
	CDS_00165
	
	hypothetical protein

	KHU009
	<unknown id>
	141004
	153799
	12796
	KHU009|<unknown id>|141004-153799|CDS_00166
	CDS_00166
	
	hypothetical protein

	KHU009
	<unknown id>
	141004
	153799
	12796
	KHU009|<unknown id>|141004-153799|CDS_00167
	CDS_00167
	
	hypothetical protein

	KHU009
	<unknown id>
	141004
	153799
	12796
	KHU009|<unknown id>|141004-153799|CDS_00168
	CDS_00168
	
	hypothetical protein

	KHU009
	<unknown id>
	141004
	153799
	12796
	KHU009|<unknown id>|141004-153799|CDS_00169
	CDS_00169
	
	hypothetical protein

	KHU009
	<unknown id>
	141004
	153799
	12796
	KHU009|<unknown id>|141004-153799|CDS_00170
	CDS_00170
	
	hypothetical protein

	KHU009
	<unknown id>
	141004
	153799
	12796
	KHU009|<unknown id>|141004-153799|CDS_00171
	CDS_00171
	
	hypothetical protein

	KHU009
	<unknown id>
	141004
	153799
	12796
	KHU009|<unknown id>|141004-153799|CDS_00172
	CDS_00172
	
	hypothetical protein

	KHU009
	<unknown id>
	141004
	153799
	12796
	KHU009|<unknown id>|141004-153799|CDS_00173
	CDS_00173
	
	hypothetical protein

	KHU009
	<unknown id>
	141004
	153799
	12796
	KHU009|<unknown id>|141004-153799|CDS_00174
	CDS_00174
	
	hypothetical protein

	KHU009
	<unknown id>
	141004
	153799
	12796
	KHU009|<unknown id>|141004-153799|CDS_00175
	CDS_00175
	
	hypothetical protein

	KHU009
	<unknown id>
	141004
	153799
	12796
	KHU009|<unknown id>|141004-153799|CDS_00176
	CDS_00176
	
	hypothetical protein

	KHU009
	<unknown id>
	141004
	153799
	12796
	KHU009|<unknown id>|141004-153799|CDS_00177
	CDS_00177
	
	hypothetical protein

	KHU009
	<unknown id>
	141004
	153799
	12796
	KHU009|<unknown id>|141004-153799|CDS_00178
	CDS_00178
	ssb_1
	single-stranded DNA-binding protein

	KHU009
	<unknown id>
	141004
	153799
	12796
	KHU009|<unknown id>|141004-153799|CDS_00179
	CDS_00179
	
	hypothetical protein

	KHU009
	<unknown id>
	141004
	153799
	12796
	KHU009|<unknown id>|141004-153799|CDS_00180
	CDS_00180
	xerC_1
	Tyrosine recombinase XerC

	ASM2564221
	CP106751.1
	1572835
	1576511
	3677
	ASM2564221|CP106751.1|1572835-1576511|CDS_01546
	CDS_01546
	
	hypothetical protein

	ASM2564221
	CP106751.1
	1572835
	1576511
	3677
	ASM2564221|CP106751.1|1572835-1576511|CDS_01547
	CDS_01547
	
	hypothetical protein

	ASM2564221
	CP106751.1
	1572835
	1576511
	3677
	ASM2564221|CP106751.1|1572835-1576511|CDS_01548
	CDS_01548
	
	hypothetical protein

	ASM2564221
	CP106751.1
	1572835
	1576511
	3677
	ASM2564221|CP106751.1|1572835-1576511|CDS_01549
	CDS_01549
	
	hypothetical protein

	ASM2564221
	CP106751.1
	1572835
	1576511
	3677
	ASM2564221|CP106751.1|1572835-1576511|CDS_01550
	CDS_01550
	
	transcriptional regulator

	ASM2564221
	CP106751.1
	1572835
	1576511
	3677
	ASM2564221|CP106751.1|1572835-1576511|CDS_01551
	CDS_01551
	
	helix-turn-helix domain-containing protein

	ASM2564221
	CP106751.1
	1572835
	1576511
	3677
	ASM2564221|CP106751.1|1572835-1576511|CDS_01552
	CDS_01552
	
	site-specific integrase

	KHU009
	<unknown id>
	1022133
	1030056
	7924
	KHU009|<unknown id>|1022133-1030056|CDS_01004
	CDS_01004
	
	phage replication protein

	KHU009
	<unknown id>
	1022133
	1030056
	7924
	KHU009|<unknown id>|1022133-1030056|CDS_01005
	CDS_01005
	
	hypothetical protein

	KHU009
	<unknown id>
	1022133
	1030056
	7924
	KHU009|<unknown id>|1022133-1030056|CDS_01006
	CDS_01006
	
	hypothetical protein

	KHU009
	<unknown id>
	1022133
	1030056
	7924
	KHU009|<unknown id>|1022133-1030056|CDS_01007
	CDS_01007
	
	hypothetical protein

	KHU009
	<unknown id>
	1022133
	1030056
	7924
	KHU009|<unknown id>|1022133-1030056|CDS_01008
	CDS_01008
	
	phage/plasmid primase, P4 family

	KHU009
	<unknown id>
	1022133
	1030056
	7924
	KHU009|<unknown id>|1022133-1030056|CDS_01009
	CDS_01009
	
	hypothetical protein

	KHU009
	<unknown id>
	1022133
	1030056
	7924
	KHU009|<unknown id>|1022133-1030056|CDS_01010
	CDS_01010
	
	terminase small subunit

	KHU009
	<unknown id>
	1022133
	1030056
	7924
	KHU009|<unknown id>|1022133-1030056|CDS_01011
	CDS_01011
	
	transcriptional regulator

	KHU009
	<unknown id>
	1022133
	1030056
	7924
	KHU009|<unknown id>|1022133-1030056|CDS_01012
	CDS_01012
	
	hypothetical protein

	KHU009
	<unknown id>
	1022133
	1030056
	7924
	KHU009|<unknown id>|1022133-1030056|CDS_01013
	CDS_01013
	
	site-specific integrase

	ASM2564221
	CP106751.1
	1383470
	1391003
	7534
	ASM2564221|CP106751.1|1383470-1391003|CDS_01346
	CDS_01346
	
	phage replication protein

	ASM2564221
	CP106751.1
	1383470
	1391003
	7534
	ASM2564221|CP106751.1|1383470-1391003|CDS_01347
	CDS_01347
	
	hypothetical protein

	ASM2564221
	CP106751.1
	1383470
	1391003
	7534
	ASM2564221|CP106751.1|1383470-1391003|CDS_01348
	CDS_01348
	
	hypothetical protein

	ASM2564221
	CP106751.1
	1383470
	1391003
	7534
	ASM2564221|CP106751.1|1383470-1391003|CDS_01349
	CDS_01349
	
	hypothetical protein

	ASM2564221
	CP106751.1
	1383470
	1391003
	7534
	ASM2564221|CP106751.1|1383470-1391003|CDS_01350
	CDS_01350
	
	hypothetical protein

	ASM2564221
	CP106751.1
	1383470
	1391003
	7534
	ASM2564221|CP106751.1|1383470-1391003|CDS_01351
	CDS_01351
	
	phage/plasmid primase, P4 family

	ASM2564221
	CP106751.1
	1383470
	1391003
	7534
	ASM2564221|CP106751.1|1383470-1391003|CDS_01352
	CDS_01352
	
	hypothetical protein

	ASM2564221
	CP106751.1
	1383470
	1391003
	7534
	ASM2564221|CP106751.1|1383470-1391003|CDS_01353
	CDS_01353
	
	terminase small subunit

	ASM2564221
	CP106751.1
	1383470
	1391003
	7534
	ASM2564221|CP106751.1|1383470-1391003|CDS_01354
	CDS_01354
	
	helix-turn-helix domain-containing protein

	ASM2564221
	CP106751.1
	1383470
	1391003
	7534
	ASM2564221|CP106751.1|1383470-1391003|CDS_01355
	CDS_01355
	
	helix-turn-helix domain-containing protein

	ASM2564221
	CP106751.1
	1383470
	1391003
	7534
	ASM2564221|CP106751.1|1383470-1391003|CDS_01356
	CDS_01356
	
	site-specific integrase
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TTAATCATCATTAATCAAATTCCTTTCTAATCGTTCTACTCGTTCAGAGATATCTTCTAATTCAATACCTTTATAAGCATATTCAAGTATTGTCCTAACACTCTGTACTCTTGCATTTGCTGGTGCATTCTCGTCTACCATTATTTGAGATAATACATCTACCGCATTAGTTGTATGTGATTGTAATCGTGCTGTTGTTGCTCGCATCATCTCTCTTTTGAATTGAGTAAAAGCACTTTTAAATTCTTTGTCATTCAACCATTTATAAGCAGTATTATTTGATATATTCACTTTTTCATAAGCTTTTCTGACATTGGGCTCAGTGACCAAAGCGAGCATGAAAAGTTCTTTTTTTACTGTTATCGCCACGAATCCACCTCCCTTCAATCTTGTATTTCGCCCATAATCCACACTACAGAGGTAGGATGTTCTTTATTCAATCTTTGTAACTCTTTTTCTAACTGTTTAATGTTGGAGAATACAAACTTTTTATAATCAATAGTTATGGATAAAGACACATAATCCACTGTAATGAGTTTTTGTTTATGGTTCTCTAATCTTTGGCGCTCAAGAGCCTTAATTCTTTTTTTTATCGTTTTCATCTTCTTTATTGTCTTTCAATGAGATAAGAATCTTTAAATAATTTTTCATTGCTCGACTTAGCAATTTATTATATTTTCCAAGAGATATTTCCATTAATTGAGCATGCTCATAATTAGGTACATGTTTTACCGTATATTTACGATAAATATTTGAATTAGGTTCTGATGATTTCCTCATTGTTGCATATTTAAAATACTTCTCATAAATAAGCACTTTGTCATCTTTATCAAGTCTTTTCATAACTTCAAAAAACAACGTTAAGTTTCTTAGGTTAAAATCGTCTGCAACACTCCTAAATTGTTTTGTAATGTATAATTGATGAAAATAAATATTACTAATCACAATCAAAGGATTTTCATCATCATAGTATCTATTAGCATTTCGTTTTTGAATCGTCATATTTCTACCCCTCTCATCATCTCTTCAAATTCATTATCTAATTCTTGCATCTCTCTTAATTGTTGAATTCGTTCTTCCCCCGTCATTAATAAATAGTTCACATCCTCATATCTAGCAGTTAAATAGTAATCTACTTCCTGTATCCATTCATAAGCTCTTTGGGTAAGATTAGTACTAATTTTTGATTTTACAGACGTTCTAAGCTCTTCTAATTCACTCTTGGTAAATTCCTCTGCAAATAGTTCGTATCGTCTCATATAGCGTTCTATTCTCTTTTTAAGCACACTCTCGTTCGTTGTAATAACTAACGCTGCATGATAAGGGTCTATGCCTCGTGTATACTGTTCAAACGGATCCTTAATCATTCCTCCTACTAGGCTGTATGAAGAGAAAAAGTCTTTAGATACGTTTTTTAGTTTGAATTTGCATAAGTTTATTGTACGGGGGATATCTAACATACTTTTTATAGTGGCTAGCTCTTCATCATTCATTCGATACCCCTTTCTAAACGTAAAAAGGACGACACAAAAACACGGTTACATGTTTCTATGTCGTCCCTTGGTTGTTCCTAGTAGACTAATATTTATCTATATATATTATACTACAATATACGTTTATTTGTTAGTTTTTATCGCAATTCATATTATTTTTCAGTTTCTTCCGTTTTAAGTAATACACACTTTCCATCTTGATAGGTTAGTGTGATTGTTCCAAACTTAGGTGCTTTCTTTGCTCTTAGCTCTCCATCTTTTTCATAGAGAATAAATCCTCTTTCCCGTACTGCTTCAATATGTAATGAATCATCATTAGTTTTCATTATGTCTTAGTTCCTTTCTGTTCATTATTTTTTACCAACTATCCCCAACCTTAACAACTATCTTATTTTTTGTTAGTTGGCATCTACAAACGTTGCTATAACAATATTTTTACGTTATTCACCAACTACCAACTAAAGAAAACTAATATTATTTTATAAATGAATTACACAAAATATTTTTTACGAATTATTTTTATATTTTTTTGTGTGTATTTATTTTTATTATAATATTTAAATATGTAGTTAGTTAGTTGGTATTACCTTACTAAAACATTGATACAACAATATTTTTTAATACCAACCATCCCACCAACTAGGGGATAACCCTAGTCGGTGAAGTTGGCACCATTTTATTCATCTGTATAAAATAATGGTTGATATCTTAATTTTTCTCTTTCGAAATCAAAATAGGGTTGGGAATGATGTTTAAACTCGTTGTAATTTTGTACATCTTCTCTTTCAAATCCTCCTAAAGGGGTTAGGTTATTCTTTGAGTACTTCCATCCCATTTTTTCAGCTAATGGCTTACTACTAGCAGTAAACGTCCTTTGACTCAAATTTGAATTTCTCCCATGCTCTGAAAAGTAATGAGCTTGAAAGTCTAAAAATAAAAACTTAGTAGGTAATCTTTTACTATTCAATGATGTAAAATGCTCTTCCATATATTGAGCTACAACATCATTATCCAATTGAATTTCTTCTACGATTCGTTTACTTTCTTCGGTATTTACAAAGCTATCACATTTCACATCCAAAGCCTGCAAAGCAATCCATTCCAATAGCTCTTTATTATTGATGTACTCATTCTTTACACGCTTATTATTTTCTGAATTTTTATATGCCCTAGTAAACTCTATAACACGTAACCGCCTTAGCATTCCATCCGACACATCAGAAAATCTTGGGATTCCATTCATCGATTGAATAGATAAAGCTGAAAATTGATAAGGGAACGGATGCTCTCCTTTTGGGTTTATCAATACCGGGTCTCCCGTAATAACACTCTTGAAATTTTCACTAGTTTCATTATAGTCTTTTGGATTATTATCATCTCCAATAATCAAGCTCTTTCCGTGAGCACTAGCAAGTTTAAAATCTTCTTCAAACTCTTTAATTTTCAAGCTTGTTGTATTGGATTTCCCTACTAAATTTTTAAGTAAGTGTTCCATGGTACTTTTCCCTGTTTTCCCACTCCTACTATAAAAGAATACAGCTACATCAGAGTTAATATTACAGTGAATAGCACTTGAAAATACTTGCCATAATAACATCTTTTTGTCCTTATCATTCCCTGCAATGTCTTCTATCCACTGAGAAAATGACCAATCTTTAAAACATGGTTCTTTTGCATCTGGGTTATATCTAACAGCAATTTTGTTTTCAAATATATACTCATCATTAAATGGTTCAAGTTGATTAGTATCATGATTAAATACTCCATTATCAAATACCACTAGATGCCTAGCTGTTGTTCTTTCAACTTCTATAGTTTCATGTTTTAAATAGTGCAGCACACTCTCACATTGAGCCTTTGATAAAGTTCTTTCTACAGCTAAAGATAAATTGTTAATAAACCATTCACTTTTTGTATATATTCCATTATCCGGATCATAAACTGTAAGGTATGCCATATCAGGGGTTAAATCTCCTAAACGTACAAACTTACATACTTTTTTTAAAATATCTGCTGTTGCTCGAGGACTTACAGGTACATACTTTATATTTCCCTCTTTATCTTCCTTAGCATGTTTATCTCTCCATTCTTCCCCCAATTCCCTTAACCTATATTTCAAATCGTTAAGAGTAGGTTGTTTTTGTTTTTGAAACAAATCATGGAATTTACGCTTAAATGTATAAGAGGTTCTAATTTCTGTTCTCTGTACAGCATAATTAAGTTGCTGTCTATTCCCCTCAATCCATTCTATATTCCCCATTGCTAGCAATTCACTACATTCTAAAGCGGTATTATAATCTATTTCTTCATTCTGTACCGCTTTTGCTAATACAAGAATCGCATGGTTAGCTGTACTGTACTCATAAAGATTATTTCCATCCTCTTCTATATAAGCTTTAAAAATCTCTATCGCTTTATCATAAGGGATGCTTGATAGGTCGTTCTCTATACCTCCATTTATAGAGACTGGTAAAACTTTCTTCTGTATTGGTGGTTGTATGTTTCTTGGTATTGGATATTTTTCTCCATGAAATACTTTCAGAGTTTGACCTTTGTTAAATTCTGTAATAATTGGCAACCCTTGACACTGACTCCATGTTTCACTTGTTTTATCATACGGTAACCCGATTTGATCAGTTATTTCTTTAAGCATCGCTAAATATTCATACTTCAATAAAGGTCTTGACGGATCTAGTATCACTCTAAAACGAGGATTACTATCTGTATAACTAATAGTTGGATACAGAATAAAAGCAGTATTAGAAAGTTTCTCTGTAACGTGGTTTATAAAGATTTCACTATTAGAAGCAATTTCATCATAATCAATAATAATGAGGTCTCTTCTAATTAATTGTTCATTGTTTCTTTTTATCGTTCCTCTTTCATTAGGTTTGATATAACCACTAATAAAATACTCTTGTTTACTCTTCTCTTGTTTCAGTCTCGCTTTATAACTATCGTCATTTTCGTGTTTTTGCGTTTAATCTCTCTCGGTTCGTATGTTTGTAACCATTCAAAACTATTTACGCTGTTTTCTAGGACTTGTATTCTATTGTTTTTGAACCCTTTCTCTAAATATATTGTCAATAGTCTTCCCCCTTTTTGAAGTTAGAATTTTTATTCTTATCTTCTCTAAATTTATGTGATTAGTGTTCATAGTTAACTCCCTTTCTTTTTATACAAAACCTTTAGAATCGTTGAAATAACAGTGTTTTCATGTTATAATTAATTAAAAGAAAAATCTCTTTTCTTGTTTAACAAAAGGTACTTACCGTGGGGGTGGTGCCTTTTTTTATTTTATTTTTGTCTTTTTGTATTCTCCTTTTAATCACATACTTCTACCCTTTCAAAATGCTTTGTGTTGACGAAAATGCCAACTTACAGCCATCCATAACAGCTTGTTTTTCGTTGTATCTACTCAACTCAATCCAACTATCTTCAAAGTCATCAAGCATTTCCACTTGTTCATCGTTTAATGTTTTAGCTAATAATTTATATGTTTCTATTGTCTTTTGATACATCTCATCATTTTCATGATTTTCAAACTTATTTTTGTAATAAGTTTTAATGATTTCATCTTCATCTTTTAAAGCTGCACTTTCTAGCCTTATCAAATTTGTTAGTAACACATGAACATCTACTAACACTTCTAATAAGTCATCATGGAAAAATGTATATAGCATTATTCTTTCCTCTTCCGTTGTTGCTCTTTTTAATTTGTTAATTAATTTGTTGATTATATTTCTTTGCTCTTTCATGGTTTTATATCCTTTCATTCTACCGTGGGGGGTATTTTTTTATTTTGCTGTATTTTATTTAGAATTTTTTCTTTTCTAAGAACTCATGTACATCATTAATATCAAACATGATTTCTTTGCCTTTTAAGAAGCTTCTAAGCCCTTCTCTTTGCCATTGCTCAATTATTCTAGGTGCACACGTAAAATACTCACATAGCGCCTTTTTATTCAAGTAGCGAGTGTTTGAAGTTGCTTTAACTTCTTCCTTTGCTTTCTCTACTGCCTTATGAGCGAGTTCTAGCATTTCCCGATAAATTTGTTGTTGTACATTCTCGGGTAAATATACAGGTATACTTATTTGATTCATTTAATCCCTCCTTTCATCATAGCCCCTATGAACACTAAACCACCTTTTGTGTTGTAATTTTCTGTAATTTGTTGCTAAAAAAAATATCTTCAACAGAAATATCCTTAATGTACTTTCTCATTTCAGCATGAAAAAGTTCCATTTCTTTTTGAGTAAATTGAGTTTTTCCCTTTTCTTTATTGGCATAGGTATTTAAAGATATTCCTAAGATATTAGCAAAATGAGTCTGGTTTTTCCCGGTCATTTTTCTATAAGATACAATCAAATTCATGGTTAATCTCCTTTCTGTATTTTTCTGTAATTTTATTTTATCTATTTTTTTGTAGAAAGTCAACAAAAATGTTTGTAATTTTCTGTAATCGTTGATAATATTATTTAAGGAGGTCAACAAATGAAGAAAAAAGAAGATATTATACTTGGTAAGCGTATCAAGGATATTCGTATTAATTTAAATTATGACCAAAAACGTTTTGCTAAAGAAATAGGGGCAACTGTTTCCGCGTTGAGTAATTGGGAAAATGGACGTAACAAACCTAACATGGAAAAATTATCTAACATTGCAAAAATTGGTGATACAAGTGTAAAAGAGTTATTACGTTCTCACTTAGATAAAGATGAATTTGAAAAACGAATGCGAAATAGAGATGCTAATTTAAGTGAATTGATTTTTGAAGAACTAGTGAGTTTTTTTAATGAGCTTGAATACAATGAATTTAATTACGTTGTACGTGAATCAGAAAAGATTAATAAAATTGTTTCTTTAATCATTACATCAGAAACTGATGATAAAGAAGAAAAATTTAAGGATTTTGTTAATGACCTAGTAGATAATCTCATGTCAAAAACATATATCCTTTATTGGGACTTGGTTTATGAATTATGTTTCTCTGAAGATGAGATTCAAAGAGAAGTGTACGTTTCAGGAATGCTTTTTGATTTTCTAAAGGAGTATTTACGAACTGATGAAAGGTATACACTCCTTCTAATCCTCTTCACATTAGAAGAGGCTAAAAAAGATATAAAGTCCATAACAGATAATGTTTCAAACGATAGTACACAGCCGATTAATAAAGTCGATTTATTAAAAAGAATAGATGACCTTATAGCATTTGTATCTAATAATAATAAATAAACCTAATTTCTTTTCATTTTTACCGTGGGGGTGGAAATAGAAAGGAAAATAATAATGATTCAAGAATACAAACTAAAAGACGGATCCAAAAGATATTTAGTAAAAGTATATTTTGGGTTAGATTCTATAACCGGGAAACGGATAACTACTACTAGAAGAGGTTATAAAACAAAAAAAGAAGCTTCACTGGCTGAAGCTAGATTAAAGTTAGAGTATGAGAATAACTCCTATATAGGGAAAACTCAAAAATACAAATTCAAACAAGTCTATGAGTTATTTCTAATCGAACATAAAAACACTGTTAAACCAGGTACTTATGCAACGACTAAAAGATACGCTAACTTGCATATACTCCCTAAAATTGGGAATAAACCAATTGATAGCTTTACTGTAATGGATTGCCAAAAGTTAGTTAACCAATGGGCAGAATACTTTAACAGTGCAAAATACCCTAAAGGTATTACTCAACAAGTCTTTGACTATGCTATTAAGATGGATATTCTCCAAGATAACCCTATGAGAAAGGTTAAGCTGCCTAAGCGTAAAGGCGTAATCAATGAAATAAGCAAGTACTACACTACTGAAGAATTAAAACATTTTTTTGAGTGTTTGGATGATTACAATAATCTTAAATTCAGTGCTTTCTTCCGTATATTAGCCTTTACAGGAATGAGAAAAGGGGAAGCTCTTGCCCTTGAATGGTCTGATATTGACTTTGAGAAAAAGTTAGTGCATATCAAAAAGGGCGTATCACTTGATGAAAATGATAAGCCTATTATCTCTACTCCTAAAACTAAAAAGTCAGTAAGAACTGTTAGTATTGACAATGAAACAGTATCTGTCTTAAAAAGATGGAAGCTCGAACAAGCAAAAGTATTAATGAAAAAAGGTATCAACTCATTAAATAAGCATCAGTTGCTCTTCACGTATGAGGATAATAAACTCTATCGTCCATGTTATGTAAATGATTGGCTTGAAACTATTATCAAAACGTACGATCTGAAAAAGATAACTATTCACGGTTTCCGTCATAGTCATTGTTCACTACTCTTTGAAATGGGTACTCCTATTCAAGTAGTTCAAGAAAGATTAGGACATAGTAATATCAAAACAACAATGGATATTTATACTCACGTAACTGAAAAACAAAGAGATGAAATAGCTGATAATTTTGCAAAATATGTAAGTTTTTAA
>ASM2564221|1383470-1391003
TCATTGATTTCTGTATAAGTCTTCTAACCGTTCCACACGTTCGGCAATATCTTCTAATTCAACACCTTTATAAGCATATTCAAGTATTGTCCTAACACTCTGTACTCTTGCATTTGCCGGTACATTCTCGTCTACCATTATTTGAGATAATACATCTACCGCATTAGTTGTATATGATTGTAATCGTGCTGTTGTTGCTCGCATCATCTCTCTCTTGAATTGAGTAAAAGCACTTTTAAATTCTTTGTCATTCAACCATTTATAAGCAGTATTATTTGATATATTCACTTTTTCATAAGCTTTTCTAACATTGGGCTCAGTGACCAAAGCAAGCATAAAAAGTTCTTTTTTTACTGTTATCGCCACGAATCTACCTCCTTTCAATCTAGTATTTCGCCCATAAGCCACACTACAGCGTTAGGGTGTTCTTTATTTAATCTTTGTAACTCTTTTTCTAACTGTTTAACATTAGAGAATACAAACTTTTTATAATCAATAGTTATGGATAAAGACACATAATCTACTGTAATGAGGGGTTTTTGGTTTTGGGTTAATCTTTGGCGCTCAATAGCCTTAATTCTTTCTCTTATCATTTTCATCTTCTTTTTCGCCTTTCAATGAGATCAGAATCTTTAAATAATTTTTCATTGCTCGACTTAACAATTGATTATATTTTCCAAGAGATATTTCCATTAATTGAGCATGCTCATAATTAGGTACATGTTTTACCGTATATTTACGATAAATATTTGAGATTGGTTCTGATGATTTCCTCATTGTTGCATATTTAAAATACTTCTCATAAATAAGCACTTTGTCATCTTTATCAAGTCTTTTCATAACTTCAAAAAACAACGTTAAATTTCTTAGGTTAAAATCGTCAGCAACACTACTAAATTGTTTTGTAATGTATAAATGATGAAAATAAATATTACTAATCACAGTAAAAGGTTTTACATCATCATAGTATCTATTAGCATTTCGTTTTTGAATTGTCATATTTCTATCCCTCTCATCATCTCTTCAAATTCATTATCTAATTCTTGCATCTCTCTTAATTGTTGAATTCGTTCTTCCCCCGTCATTAATAAATAGTTCACATCCTCATATCTAGCAGTTAAATAGTAATCTACTTCCTGTATCCATTCATAAGCTCTTTGGGTAAGATTAGTACTAATTTTTGATTTTACAGACGTTCTAAGCTCTTCTAATTCACTCTTGGTAAATTCCTCTGCAAATAGTTCGTATCGTCTCATATAGCGTTCTATTCTCTTTTTAAGTACACTCTCGTTCGTTGTAATAACTAACGCTGCATGATAGGGGTCTATTCCTCGTGTATACTGTTCAAACGGATCCTTAATCATTCCTCCTATTAGGCTGTATGTGGAGAAAAAAATCCTTGATGCGTTTTCTAGTTTGAATTTGCATAGGTTTATTTTACGGGGGATATCTAACATACTTTTTACAATGGCCAGCTCTTCATCATTCATTCGATACCCCTTTCTAAACGTAAAAAGGACGACACAAAAACACGGTTACATGTTTCTATGTCGTCCCTTGGTTGTTCCTAGTAGACTAATATTTATCTACATATATTATACTACAATATACGTTTATTTGTTAGTTTTTATCGCAATTCATATTATTTTTCAGTTTCTTCTTTTTTAAGTAATACACACTTGCCATCTTGATAGGTTAGTGTGATTGTTCCAAACTTAGGTGCTTTCTTTGCTCTTAGTTCTCCATCTTTTGCATAGAGAATAAATCCTTTTTCTCGTACCGCTTCAATATGTACTAAATCATTATTAGTTGTCATTATTTCTTAGTTCCTTTCTTTTCATTATTTCTTACCAACAATCCCAACTTAACTAACTATCCTATTTTTCATCAGTTGGTATCTACAACCATTGATATAAAAGTATTTTTACGTTGTCCACCAACTACCAACTAAAGAAAACCAATATTATTTTATAAATGGTTTTACACAAAATATTTTTTTGATTTTTTATTTTATATTTTTGTTTGCATTAATTTTTATTATAATATTTAATTTTGTAGTTAGTTAGTTGGTAATATCTTGCTAAAACATTGATACAACAATATTATTTGTTACCAACTATCCCACCAACTAGAGCTAACCCCTAGTTAGTGGAGTTGGCATCATTTTATTCATCTCTATAAAATAATGGTTGATATCTTAGCTTTTCTCTTTCAAAATCAAAATAGGGTTGTGAATAATGTTTAAACTCGTTGTAATTTTGTACATCTTCTCTTTCAAAGCCTCCTAAAGGGGTTAGATTATTTTTTGAGTACTTCCATCCCATTTTCTCAGCTAAAGGCTTACTACTAGTAGTAAACGTCCTTTGACTCAAATTTGAATTTCTTCCATGCTCTGAAAAGTAATGAGCTTGGAAGTCTAAAAATACAAACTTAGTAGGTAATCTTTTACTATTCAATAATGTAAAATGTTCTTCCATATATTGAGCTACAACATCGTTATCTAATTGAATTTCTTCCACGATCCGTTTACTTTCTTCAGTATTTACAAAGGTATCACAATCCACATGCAATGCATGTAAAGCAATCCATTCTAACAACTCTTTATTATGGATATACTCATTCTTTACACGCTTATTATTCTCTGAGTTTTTATACGCCCTAGTAAACTCTATAACACGTAACCGCCTTAGCATTCCATCAGACACATCAGAAAATCTTGGTATTCCATTCATCGATTGAATAGATAAAGCCGAAAACTGATAAGGGAACGGATGCTCTCCTTTGGGATTGATAAGTACCGGGTCTCCCGTAATAACACTCTTGAAATTTTCACTAGTTTCATTATAGTCTTTTGGGTTATTATCATCTCCAATAATCAAGCTCTTACCGTGAGCACTAGCAAGCTTAAAATCTTCCTCAAACTCTTTAATTTTTAAGCTTGTTGTATTAGATTTTCCAACTAAGTTTTTTAGGAGGTGCTCCATAGTACTTTTCCCTGTTTGCCCACTCCTACTATAAAAGAATACAGCTACATCAGAGTTAATATTACAGTGAATAGCACTTGAAAATACTTGCCATAATAACATCTTTTTGTCCTTATCATTCCCTGCAATGTCTTCTATCCACTGAGAAAATGACCAATCTTTAAAACATGGTTCTTTTGCATCTGGGTTATATCTAACAGCAATTTTGTTTTCAAATATATACTCATCATTAAATGGTTCAAGTTGATTAGTATCATGATTAAATACTCCATTATCAAATACCACTAGATGCCTAGCTGTTGTTCTTTCAACTTCTATTGTTTCATGTTTTAAATAGTGCAGCACACTCTCACATTGAGCCTTTGATAAAGTTCTTTCTACAGCTAATGATAAATTGTTAATAAACCATTCGCTTTTTGTATAAATTCCATTATCCGGATCATAAACTGTAAGGTATGCCATATCAGGGGTTAAATCTCCTAAACGTACAAACTTACATACTTTTTTTAAAATATCCGCTGTTGCTCGAGGGCTTACAGGTACATACTTTAGATTTCCCTCTTTATCTTCCTTAGCATGTTTGTCTCTCCACTCTTCCCCCAATTCCCTTAACCTATATTTCAAATCGTTAAGAGTAGGTTGTTTTTGTTTTTGAAACAAATCATGGAATTTACGCTTAAATGTATAAGATGTTCTAATTTCTGTTCTCTGTACAGCGTAATTAAGTTGCTGTCTATTCCCCTCAATCCATTCTATATTGCCCATTGTTAGCAATTCACTACATTCCAAGGCTGTAGGATAATCTATTTCTTCATTCTGTACCGCTTTTGCTAATACAAGAATCGCATGGTTAGCTGTACTGTATTCATAAAGATTGTTTCCATCCTCTTCTATATAAGCTTTAAACATCTCTATCGCTTTATCATGAGGGATGCTTGATAGGTCGTTCTCTATACCTCCATTTATAGAGACTGGTAAAGCTTTCTTCTGTATTGGTGGTTGTATGTTTCTTGGTATTGGATATTTTTCTCCAGGTACTATACTCAATCTTTGGACTCTATTAAATTCCGTAATGACAGGTAATCCTTGACACTGACTCCAGGTTTCACTTGATTTATCATAAGGTAATCCGATTTTGTCCGTTATCTCTTTAAGAATCACTAGATATTCATACTTCAATAACGGTCTTGACGGATCTATTATCACTCTAAATCGTGGATTACTATCTGTATAGCTGATAGTAGGATAAAGAATAAAAGCAGTATTAGAAAGTTTCTCTGTAACGTGGTTTATAAAAATTTCACTATTAGAAGCAATTTCATCATAATCAATAATAATGAGGTCTCTTCTAATTAATTGTTCATTGTTCCTTTTTATCGTTCCTCTTTCATTAGGTTCGATATAACCACTAATAAAATACTCTTGTTTACTCTTCTCTTGTTTCAGTCTCGCTTTATAACTATCGTCATTTTCGTTGTTTTTGCGTTTAATCTCTCTTGGTTCGTATGTTTGTAACCATTCAAAACTATTTACGCTGTTTTCTAGGACTTGTATTCTATTGTTTTTGAACCCTTTCTCTAAATATATTGTCAATAGTCTTCCCCCTTTTTGAAGTTAGAATTTTGATTCTTATCTTCTTTAAATTTATGTGATTAGTGTTCATAGTTAACTCCCTTTCTTTTTATACAAAACCTTTAGAATCGTTGAAATAACAGTGTTTTTATGTTATAATTAATTAAAAGAAAAATCTCTTTTCTTGTTAAACAAAAGGTGCTTACCGTGGGGGTGGTGCCTTTTTTATTTTCCTTCATACATGTTTTTCAACAAATCTTTTTTACATTGTTCATATCCTAAAACATAAGAATTACATAGTTCCAAAACTGTTAAATACGTTCTTAAAGAATCATATTCATCAAAGTCTTCATGGCTCAATTGTCTTATAATATTTTGCTCTAGTTTTTGAAAATCTAAAGTGCGAGATCCGTACTCTAAACTTAATTCGAGTATCATGTTTTCAATTCCATCAGGGTCTACATTTTCCATAAAATAATCAACTAACCTCTTGTTGTCAGTTTGTTTTGATAAGCTTTCCAATAATTTTTCAATTTCCTTTGATAATACCTTTTCCATGCTAATTACTCCTTATTATTTTATTCTTTGAAATTTAGAATTTTTTCTTTTCTAAAAACTCATGTACATCATTGATATCAAACATGATTTCTTTACCTTTTAAGAAGCTTCTAAGACCTTCTCTTTGCCACTGTTCAATTATTCTAGGCGCACACGTAAAATACTCACATAGCGCCTTTTTATTCAAGTAACGATTGTTTGAAGTTGCTTTAACTTCTTCCTTTGCTTTCTCCACCGCCTTATGAGCTAGCTCTAGCATTTCCTGATAAATCTTTTGTTGTACATTCTCAGGTAAATATACTGGTATGCTTGTTTGATTCATTTAATTCCTCCTTACTCCTTAAAATTTATCACTATTTATATCACTATCACTTAGCCAATTCATCAACGAATCATAAATTCTCTTGCTGAGGTCATAGTTACCTCTCTCTACTTTTCTAAGTGTTGTATAAGTAGTATTCAATTTATCAGCTAACTTTTTTATACCTATGCCATCTAAAGCTCTTTTAACCTTAATTGCTTTTGCGGTATTTTGGTCTATCCACATTCTTCCACCTCTTTCTTTCTAAAAAAGTGCTGTTATTCTTCACTTTTCCGTTTTATGGTGTAATTATATATCACTTTATTTATTGATGTCAATATTAATGTGCTATTTTACTTCACTTTTTTTATAATTTGATATACTATATTCTCAAAGGAGGTCATTATGAACAGATTGAAAGAATTACGCAAAAAAAGAAAATTAACTCAACAACAACTAGCTGAATATATAGGGGTTACTAAAAGAACTATCGTTGCATGGGAAAGAGAAGAAAGAGACATTAAGCCTCAGACTTCAAGAGAATTAGCTTCATTTTTTGGAGTAAGCATTGGGTACTTATTAGGTTTCACAGATATTGAACAACAGTATGATGACGAAAATATTTTAGAATTTAATGATGAATTTGTATTTGGAACTACTTCACAAAAAAGAAAAAAAGATGAGTATAATCGTGATTTATCTTTGTTTATCGAATTTTTAAGAAAAACAAAAATTGTAATAAGCGACTCTCAGATTAATCAACTTTTTAGTTTGTTAGATTGTATGAATATCTTTTCTGACTCTTCTATCATTTCTGAATTTATTTCTAGTAGCATCTTAGAAGAAGAAATTGAAATTGATTCAATGAAGGAAAAGGGATATACTTTGTTAGCTGAAAATATTGTAAAAAATTTTTAAATTATAAACCTAATTTCTTTTCATTTTTACCGTGGGGGTGGAAATAGAAAGGAAAATAATAATGATTCAAGAATACAAACTAAAAGACGGATCCAAAAGATATTTAGTAAAAGTATATTTGGGGCTAGATTCTATAACCGGAAAACGAATAACTACTACTAGAAGAGGTTATAAAACTAAAAAAGAAGCATCACTTGCTGAAGCTAGATTAAAGTTAGACTATGAGAATAACTCCTATATAGGGAAAACTCAAAAATACAAATTCAAACAAGTCTATGAGTTATTTCTAATCGAACATAAAAACACTGTTAAACCAGGTACTTATGCAACTACTAAAAGATACGCTAACTTGCATATACTCTCTAAAATTGGAAATAAGCCAATGGATAGCTTTACTGTAATGGATTGTCAAAAGTTAGTTAACCAATGGGCAGAATACTTTAACAGTGCAAAATACCCTAAAGGTATTACTCAGCAAGTCTTTGATTATGCTATTAAGATGGATATTATCCAAGATAACCCTATGAGAAAGGTTAAGCTGCCTAAGCGTAAAGGCGTAATCAATGAAATAAGCAAGTACTACACTACTGAAGAATTAAAACATTTTTTTGAGTGTTTGGATGATTACAATAATCTTAAATTCAGTGCTTTCTTCCGTATATTAGCCTTTACAGGAATGAGAAAAGGGGAAGCTCTTGCCCTTGAATGGTCTGATATTGACTTTGAGAAAAAGTTAGTGCATATCAAAAAGGGCGTATCACTTGATGAAAATGATAAGCCTATTATCTCTACTCCTAAAACTAAAAA
GTCAGTAAGAACTGTTAGTATTGACAATGAAACGGTATTGACTCTCAAAAAATGGAAGCTTGAACAAGCTAAAAAGCTTATGAAAAGAGGTATTAACTCACTGAATAAACACCAGTTGTTATTCTCTTATCAGAATAATAAGTTATACCGTCCATGTTATGTAAATGATTGGCTTGATACTATTATTAAAACGTACAATCTGAAAAAGATAACTATTCACGGTTTCCGTCATAGTCATTGCTCACTACTCTTTGAAATGGGTACTCCTATTCAAGTAGTTCAAGAAAGATTAGGACATAGTAATATCAAAACAACAATGGATATTTATACTCACGTAACTGAAAAACAAAGAGATGAAATAGCTGATAATTTTGCAAAATATGTAAGTTTTTGA
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TTACAAACCAAAATTAGTCATCACTTTATCCTGCTGGTCTTGTCGAATTCCAATATATTTCAAAGTGATTGCAGGACTTGAATGATTGAATAGTTCCATCAATGTAGCTACATCTTTGTTCTTTTTGTACTGATGATAACCAAACGTTTTTCTCATTGTGTGAGTACCTACATTATCAATTCCACATTCGTCAGCAGCTATCTTAATAATTAAGTATGCAGTGCATCGACTGATGTGCTGATTCTTTCCGTTTCGACTTTGAAATAAATAATGGTGTAGTGGTTTCCCTTTGATGTACTCCCGCAGTTCTTTCTTTAAAACAGGAGGCATTTTCCTTTTGAGTTGTTTACCTGTTTTCAATTCTTTTGTTTTGATGTACCATCCTTGCACATCTTTAACTCGCAGATTGATAATATCGCTAATGCGTAATCCGGAATTAATTCCAAGTAAGAACATCATGTAATTACGTTCGTTCCATTCTCGTAAGTAATCCTTCATCGCTTGAATATCATCTTTATCTCGAATCGGTTCAACGTAATTCATTGCATTCTCCTTTCGATAAAAAATAAGAGCGCACAGTTTAATGTACGCTCTTGATATTCGTTAATAGTCGTCCAAGCTACTAACATGTATACACCTTTTTCAGGACTGGCTTTTTAAAGATGTTTCCGCATCTCTATCCTTGTATCTACACGATACCACAGTACATATTATAAAATATTTCTCTAAAAATGTTTTACAAACTTTTTTAGTCATTTTCTACAACAAATACAACTAATCGTATTCAACACCTTCCGATGTTCCATCTTGATATACATCTACACCTAGTGCGTACGCTAGTTGTTTAATTCCTTCCATTCGTATATCTCGAATAGTGAATTCACTGTAATTCATTTCACTTCCAATTAATACATCGCTTTGTTCCTGGATTAATGATCTGTAAATTACTACTCGGTTAACTGAAGGAATACTATTCAATGCAGTGTTCACACGTTCAACGTAATCTTTGAATTTCTTTCC
TACAGTGTCACTCCATAGTGCAGCATCTTCTGTAGATGAGTGAAACTCGTTAGTAAATGAAGGTGGAACAATCGTATACTGAGGAGTGATGCGAGGCGCACTCTTCAGATACAACTTATTTAATGCGTTCTTATATCTACCGATGACTTTCATCACTTCTCGCTTGGTTGCTTTATAATCTAGTTCCGGATAATCAAATAGGTGAATACTTTCCAAATACTTGCACCTCAATTCATTAGAATGGCAAGTCATCGTCAGATACTCCGTTGAATGGACTTTCTTCGATTGGTTGAACTACATTGCTTCTAGATTCTGTTACTTTCTTTGATTCTAATAACGAGAAGTTCTCAGCAACTACTTCTGTGATATATACTCTCTTACCGTCTTTATCATAACTTCTAGTTTGAATTCGCCCTTCGATTCCAACCAATGAGCCTTTGTTTGTGAACTTTGTAAAGTTTTCTGCAGCAGCAGACCACATAAAGCAGCTAATGAAATCTGATTCATATTCACCGTTTTGGCTCTTAAATTTCTTTTGTACAGCTACGCTGAATTGCGTGTACTTTGTACCGTTTGCTGTAAATTTTAGTTCTGGTTTCTTGGTTAGCCTGCCTACTAGCACAACGTTATTAATCATTTATTTACCTCCAAATATTTCTCGTGAGCTTTCAAATCTCCTTTTAGAATTCGACTCACTCGTTTAAATTCTTTGATTGCTTGAGACCTCATAGGTTTAATTCCATCCTTACGTGCCTCGTCTGTTTCTGGAATATAATATCCAGTTCTGCCGTTCCGTTCGCCGATGATCACAATACCGTATCGATTAACTAGCGTATCAATTACTTTCTTAACTCTACGTTCCGATAGCTTAGTAATACTTGAGATATCCACTCGATTAATTCGTCGAGTATCACTCACTGGAATCAGTCTTAATACCATTCGTTCTTCTGGACTCATTCTTTCCATTAGCGGCTCTCCTTAAATTCTTCTAATCTGTCTAAATTAAATCCAGACCAGGCATTTTCGAAGTGGTCATCCAGTGCCACTACAGGAAGCTGCTGGAAGCCGTTTAATTTAATTTCTTCTAGCTTCTCTGGATGCTCAGATACATCCACTGTCTCGTATTTAATTTTATTTCGATTGAGCCACATCTTAGTCATCTCACACTGGATGCAATTTGGTTTAGAATAAACTGTTAACATCGAAGTCCTCCTTGTTGACCGATAATCCTAATACGTTTTTTGTACTAAAGATTGCTCTTTTCTTTTGACCGTCTGACGCGCTTAAATAATAAAAGTAATAATATAATCGAATAGGTACTCTTTCTTCAAGTTAGTCACGTTTTCAAATCTTAATGTTTGTCCATGTTGTAAAAATATAGTAAGGTGCATTGTTATTCCTCCCTGAATACGTTCTTTTGTATTTGTATGATTATTTTGTTAGAAAATGGTTGGTTAATTATTTCTACTGAACCTTTTGGAAGAGTATCAAGTATATCTTTTACTTTTTGTTCGTAATTTATTTCTTTTTCCTTTTCCTTAATACGTTTTTCTAATTCGATATGTTCCATTATTTTTTCAATATAATGAATATCTGAATCTATAGTCTTATTTGACCTATATATAGCTACTAATGACATAACAATCGATAAAATATTTACGATAGTTAGTATTGTTAAATTTAAATCCATGTTATTCCTCCTTTAGATTTCGAAAGAATTCTTTGATTTCTTCAATTTCTCTTGCATTTTCTTTAACCTTTATCATAAACGGTTGACCCATGAGGTGGATTTCTGCATATTTTCCTGTTGCATCTTCCCTAAATTCCACACTTATTACACAACGTGGGTTTATCAACACTGTTCTTTTATTCGAAACGTCATAACAAGTTATCATCTACTCCACTCCTGTATTCAAATTGATTATGTGTGGTTTGTCAGTGTCTACTTCCACTTTTAACACTCCGTAACATTTACCATATTGGATCACTCTAACAGACACTCTCTCACACTCGACATTTGGAAAAATCACGATTGGTTTTACCTTTGAAGGTACGTTGTTAGGTAGTTCAATCTCTAATTTTCGTGATGATACTGATTCACCTACACTGATGTTTTCATGTTTTTCTGTCATTCTAAATTTCCTCCTCTAAATCCACAAAAGGATTGATAGGTTCATCAATGTCATAAACTTTAGCACTTGGAAATTCAGAAATTTCATCAAGTAGCACTTGAAATCTTTGCTTAAATTCTTCGGTCGTGTCATCCCATAAATGTATACTCATTTCTTCGTATCCATCATCTTCCATATCGTCATATATCCAATCCAACACAGATTCCACAGACATTTTTTTAACTCTTTCTTTTGAAATTCGAAAACCGCTTCTATCAGCTACACTTAACGAGTTCCATTCACTTTTTAGATCATAACATTATAATCGGAATTCGCCTTGTTCATCAAAAATTAAAACATCATCCGTTATTTCGTTGATTGTTTTCATTTCCTAACCACCTTATCGTTTCTTCTCTTAATCAATTCTAGTTCTTGGATAGTTTGTTTTCGTGATTTAATTACAGCACTCTTAAATTCATCGCCTTTTATCTTAGATTTTTCCCAAAATAATAAAGAATCTTTTTCTTTCTCAATTCTATCTTCAATACTGCTTACGTGTATTCTTATTTCTGTTTTCGCAAAATTCGAGAACACTTTATTACACTTTGGACAGGTAAGATAGAATTCCATTTCTTTCAATTTTTCCGATGTGAGCATGCTTTCTATGTCTAGCCTGCTTTCGCAATACGGACATATAACCTTATTCATAATTTCCATTTACTCACCTTCACACTCCACAAACAATTCTTTGATTTGATCGCCAAATATTTCAATAGCTTGTTTAGCGTCTCTTTCACTTTGAAAATAACCAAATATATGAAATCCATCTATTCCGTACTGACAATATACTTTCAGTCTGTTGAAATCATAGTCGTATGCTATGAAATACTTCGAATCAAAATGGTTAAAATCTGGTTCCCAATCTCTGTTGGATATGTCTTTAAAATCTTTGAATTTGGTTATCAATTCTCTTCGTTTCGCTTCTAATTCGGCTAATTGCTCTGAAACAAAAGCATTTCCTTGAACTACATTGTTATTATGTAAATTTACATCGTCATAAATTTGTTTTTCACATCCTCCATAACTTTGTAACACAAAATATACGTCGCCTCTTTGAAACGGCATTTCTAATTTCCAATCATTTTGTTTATTTTCTTCTTTTAAACCTAATTGGTGTTTTAAAAGAATTGTTTTCGCTTTTGTTTCAAAATCTATTAACAATTCGTCTAATTCACCTTTTAATTTTAATTTATCCCAAGTATCCATCGTTATCCTCCTTGTGATTTTTCAGGAATTGTTCGAATTCTTTAGAATCCATTTTGATAATGCTTCTAATCTCCTTTTCCTTTTCATTGCCAGCTACCATTCCGATGAATAGCGTAACGATAGCAAACGTGATATGAATTCTACTAATTCCAAACACATTAAGCATAAAAATCGTGTATGTTATGATTTGCCAAAATACTACCCATAATTGATTTGTTTTCATGATTAATCCTCTAACCTTTCAATTAACAAGTCCAAATGTTCCTTTGCTTTTTTTAGATCCTCGAGCATTTTACCTTTGCTAGGCGCTCGCAACACATACTTCAAAACGTTACCTGCAATA
TATCCATCAAACGAGTTCTCGTATTTTGGAATGAAATTTTCCATTACGGTGAAGACTTCTAACCCGTTAATTCCTTGGTAATGCTTTGGATGTTTTACTGCCTCTTTGATTTTTGCATTTTCATATAATTTACTCACATTCACTAAATCCATTACTGCACCTCTTTAACGAACACACCATTGATAACTTTACCTTTGCGGTCCTTAATCTCATGATAAGCACTTTCTAAGCAATCTAAGAAATCAAGATTACGTTGCATGCAATACCCGATTAGTACTACAGTAATATCTCCAACCGCGTCAATCTCTTCATCGCGGTTGATATGGATATATGCTTCTTTTAATTCATCCACTTCTTCCTGTAGTTTAATTAGCTGGCCACTTCCGTCCAGCGTATCCAAACCACGTTCTACAAACCAGTTTTGAACTAATCGGATTAACTCTTCACGTTCGATTCGTCTTTTTTTAATTGGATCATTTAAATTCATTTAATTCCAGCTCCTTCAAAATATTCTTCTAATCTATCCATGATTTTCTTACGTGTGTTCCAACCAATCTCGTATGGATTACGTAAGAATTGATTTAATGTTGTTGTTCTAATTTTCAAGATATCCTTAGCCATGTGATTGAAATTATTCTCAGAACCTGCAATCATCTTTTCGATATCTTCCCTGGTCTTCTTCAATGCTGAATCGTAGAATGCATCTAATCTATTACGTACTTTAATTTTATCCTTTTGGTTGATTATGAATGGTTTTGTTGATGCAATCACTTCAATTATGTTTCCAGGAATCCCATATTCATGCTTGAATTTTTGTGCAGCACCATAAGTCTTGAATGTCATAGCTTCTCGTTGCTCTGATTTGAATACAGATGTGTGCATTGGATGCTTCTTATCAAGGTATCCCTTCAGAGTGCTGTAATCATTAATTTCCTTAAAGTACATATTCATATTTTTAATTACAAATGCCATACTCTCTCTCCAATTCGGCCATTATTTCGATGTGGCTTCTAATTTTTTTCATAATGTCGCTATGTGGTTTGGATGTTTGGTAAGTGGCTATTATTACACTGTTTCTGTCTTCAATCAGACGGAAGCCATAAAGCTTCTCTAATTGGGCCACTTCCAATGCTTGCCAGATAGCTTTGTCTTTCTGTTCCTTCTGCTGCTCAATGTATGCTGCTGCATACGGAAGATGTTTGTACAGGCTCATTGCCTTAATGTTTTTTTGACACTGTTTTGCTTCCTGCAGCATAACCATTACAGCTCTTGTAGTCCTTAACCCTTCAGACTTCATAATCTTTTCGAACTCTATCGCATTCATAGTCATTTGAATTCCTCCACAAAGTCCATTCGAGCTTTGAAAAATTTGAAAGTAGAATCCATCAAATCTCCTTCTCTGTTCTTTTTGATTGAGAATTTAACTCGTTGATAGCCTTCATGATTGGCTTCTGTTTCTTCATTGCTCAAGAACCCGACTACATTCGAATCTTGCTCAATAGAGCCAGACTCTCTCAAGTCACTTAGTACTGGTGACTTATCCTGGCGCTGCTCCACTCCTCGTGATAATTGCGATAGGATTACGATAGGAACTTGCTGTTCGTTGGCCAAATTCTTCAATTCTCGTGTAATCTGCTCAATTTGTAGCCTTCTGTCACGATTATTATTCACTTTAATAAGTCCCACATAATCAATGACTGCTAAGTATTTACCTGGTGATTGTCCTGCAGCTCTTTCTTTGATAATTCCTAGAATATGGTTCAATTCAGACACTGTGTCATATACTTTCAAGTCTTTGTGTTTAAAGTATTCGATAGTCGCTCTCACTAGCTCCTTATCGCTATCTTTAAGCATCTTATT
CATCTTGCGTAAGTAGTATGTGTTAAGTGTCGTCATTTTGGCCACGAATCTTGAGAACACTTCTTTTTTGCTCATTTCTAGGCTAAACAAGTCTACTATTAAATCTTCATTTCGTCTCAAAGCTCTATCAATCAGATTGATAGTCCACGCGCTCTTTCCAACCGATGGACGAGCTCCAACAGTAATTAACATTCCAGGGCCGATGCCTCCGCCTAAAGCCGCATCTAATCCGCTAAATGTCTTGATGCCGTCTTCAATATCATGCTCAAGCTCATACTCGAATTGCTCGAATGTTTCAGCTAAATCACCAACATTCTTTTTGCGTGAGAGCTTAGAAATTGCATTCAACAGTTCTAACATCTCAACTTCAAGCTGCTTAGTTGGGAATGCTGTGTGTTCTTCTTTTACTTTCTCCAACTTAGCTCTTAAATACTCATGATGTAGCTGATTGGCTAGATAGTCCAATCCGCTTGTAGTCGCGTTTTCTTGCTGCAAGGCCATTAGATACTCGTATCCGATAGTCTTATCTTTTAATTCAGCTCTTAATTTAGCAAATAGCTCCATCAGTCCATCTAGACGGTTGCCATTATTATTCAAGATTTCAAAGATCGTTTTGAAATTGTTATCAGTAAACCACTCGGCTTGCAGATATGTTGATTGTGCCTTGTCAAAATCATTCAACAATGCTGCTATGATTGATTTCTCTAGTTCATAGTGGTTCATATCAAGCCTGCCATTCTGAGCCAAATAGCTCTCTCATCTTATCTGCTACCGATTGCCCAGAAGCTCCTTGCTGCTTAGGTCTAGCTGGTGCTTCGTTTAAGTAATCCTCGAATTTCTCACTGAATAGCGTTCTTGGTCTGAGATATTGATTCATCTTTTCATTGTTTAGCCATTGCTTACACTTGATATCAATAACTCTCTCGAAGTCTTCCACTGTGAAGCCATTATCCAGTAACTTATGTACTAGCTGTGCAGTCTTCTTAGTCTTAACAGAGTACTTCTTACCTGTTCGCTTATTCAGATAATCAATGATATGGTTAGTCTCATCAGTCCATACAACCTTAGGCGGTTTCTCCTCTGAGACATTATTCTCTGTAGTACTCTCCTGGTAGTCTCTGGTATAGGTCTGTTCATTTTGAACAGTTCCATCTGTACAATCTGAACAATACGTCTGTTCATTTTGAACACATCGTCTGTTCACTCGTTCATAGTTGATTGTGTACCATTTTGTTTTATCAAATTTCTTCTTGTTGAAATTTCCTACTTTCACTAATTTATTTTTTTCTAAATTTCCTAAAATCCGTCTGATTGTCATTGTTGACCAGAATGGGAATTCTAATTGCCATTCGTCTAGAGTTTTGTAAAACCAATATTCTTGGTTAAACTCGTGTGTGCTTTTTAATAACCAGTAATGCATTTGCTGTAGCATTATTGATTCGTTTAAACCTACCTCTTTAGCTAATGAAGGTAATACCTGTAGAGGTGGTTCATTAATTAATAAACTACTCATTGCTTTTTCCCTTCACCCGTGTTACAATTTATATGTGTGTTGACGGCTGTTTTCAGTCGTCTTTTTTTGTGTCAAAATTTCTTCTGCTAAATCTAATGCATCTTCTTCAGTTCTATGTCTAGTGCTAAATTGAAAATTGTTATCACTTGTTGACATAGTAAGGACAACTCTGTCAAGATTAGGCATTAATGTTCCAACAGTTTTGTTCTTAACAACGATATCTGTTAATCGATTGTCGAATAAATTAACTAATAAGCTATACATAACTTCATCTCATTTCCGTATAATTGTTATTTCTTATCAAGTTGTACTTATTGTGAGCTTGATTAGATGCTCCTACCCATAAATGAAGAAATGCAATCATTCCAACTGCTGTTAATGTTGTGTATCCTAAAAATTTAAAATACAGCTTAATAAAATTTCTGTTGAACTCTTTCCGCTTCATTTTCCTAGATTCGGTACGTGTCATTTTGTCACTCCTTAAATTTTGTATTTTGCCATGAACTCATCTAAATCCCTGGCATCGTATCGAATTGTTGCGCTTCCGCTTGGTCTCTTAATTACGATTTGTTTCAATCCCATCGATACACACTCATCAAAATCTCTATCGTCAATTCCTCCGATATAAGCCTTTGCTTGTTTCTTGTTTAAGTATCTTTGTTGATTGCTCGTTGTTGGCAATCGTTCTATCGCATTCGCTACGATTTCAACAACTTTTGAATTGAGAGTTGTTTCAAAATCTGCGCTTAATAAATTCACTGCTCTTCTCCTCTCGTTTTAACCCATTCATACTCTTCAAGTTTTCTTTTTATCTTTTGTTTAAAAGTCCATAAAATCATCAAAGATAATCCTGATAAGATGATTGCTATTGATAGTGCGATTTTATTAAAGAAAACAATAGCTAAAACTAAAAAAACAAATGCTAGAAAGCTTAAACATCCGAATCCATTAGTTAGTTCTGGATTTTCTTTTATAACTTGTTTAGTAATCCTTCTTTCCACATTTTCACCTCCTATTTCATGTTTTTTCATATTGTTGTAACCTTCTTTCAATCCTATAATTGAGGTTGGGAAAGGAGGTGTTTTTATGGATAATAGACTAGGTACATTTTCAACAGGTGATAGACATGTTAAGTTCACTGATTCTTGCCGATTAGATACCCACACTTGTTTCGAAGTAATGATGTGGGATCAATCATCTACAGAGTTACCTATACATGTTCTTGATATTGATAATAATCATAAAATCCTTGTTTTTAGAAATGGGATTTATATCGACTGTTACATCCATGACCCGTACATTGACTTAAAAGTTAATGGTAAATTTGTTCGATTCGGCCCAAGTCCTTCAGGAGTTGAAATTATTCAAATCGAACCTTAGTTTTTATCGCGCTTTGTCAACGCTTTGACTTAGCGCGTTTTTATATGCAACTTCTAATTCTATGTGTTTCATTAAATCCACAACATTATCAATTTGAAAATTGGAAACAATTAAACCGTTAAAAAAGTGAACTGCTCCAAACCCTCCATCTTTTTGAATAATTGAGAGTTTTATGTTTCCATAAATAATGTCAGCAAAATTCGAACCTATAGAAGCTTCTGGAAATTCTTGTTTTATGAACTCTTTAACTGTATTCCAAATTTCATAATATTCATTTCTTACTTTTTGGATTGTTATTTTTTCCATTCTTATCACCTCCTATTTCACTCATTTTCATATTGTTGTAACCCTCTTTCAGTTCTATAATCGTAATTGGAGAAAGGGGGTGTTTATATGTCTAAACCTATTAAACCAGGAACAGATAACCAACCAAAAGGCACATATCAAGAAGTTGGGCCAAAAGGCGGTGCTGTAAATCGACCTCGTGTTGTTCATATTGGTGATGGAGATCGTCTTCCTCCTACTCAAAAGCCTGGGAACAAATGGGTCAAAAAATAGTTTTATTGGGTCGTCTCTTAGGAGATGGCCTTTTTAATTTTCCAAAAGCAAAAACACAAACTTAGAAAATTAATTTGCAACCAAGATTCTGCATACTTGATGCCATTTTCTTCATAAAATGTCATGTAATGGTGCATTCGTATCACCTCCAATTATTCGAATTAAATCGTATTTCTAGCCTAAAAAAATATGATCTAATTTAACTTTGTATAGTGCACTTAATTGGTGTAGCAAATTCATAGGAATTTTAGTACTATCTTTCTCATATTTTGCGATAGTTTGTTGATGAACTCCTAGTTTTTCGGCTACTTCTTTCTGAGTTAAATTAACGTTAACTCTTGCAGCTTTTAACGAAATTTGTGTCAAAATCCGTTCCTCCTTTCATTTTTCTTTTACTTATGAGTCTATAATAATACGATTTAATTCGTATGTCAACACTTTTATTATAAAAAATTCGATTTTTTTGATATTTTTTTGTTTACAAATACGATTTAAAACAGTACTATAATATCAATAGGAAATAAGGAGGTGCTAGAAATGGCACGAGGAAGAGGAAAATACACTCCAAATGATATAGAAATCATGAAGAGAATATCTGTTAATATCAATGATTTACTTAATCGTACTAGAACTAAGCAAGTTGAATTGTCTAAAAGAACTGGGATACCAACAAGTACTCTAACGGGATATGTTAAAGGAACATCTATGCCTAATCCTGGTAATGTGCAAAAGATTGCAGATTTCTTTAACGTAGAAAAATCTGCTGTAGACCCTCGTTTTGCTCAAAACTCCATTTCGACTGATGCACC
AGCGTGGGCAACTAAAGATGATGTTATTGTTTTTGATGAAGCGTTAAAACGTAACAGCGTTATTATGTCCTATAATGGTGTAGAATTATCTGAAGACGATAAGATACAATTAGAAGGCATGATAAAAGCAATGCTGTGGGAGAAAATTCAAGAAAATAAAGGTGGGAATTAATTGGAAGT
AACTGAGTTAGTTAATCGTCACAATACGGCTAATCCGTTTATAATCGCTGAATATGAAAATATTGACGTGAAATTTGTGTCGTTACCTAGCGATTTGAAAGGCCTAATGTTATCGACTCCAAATGATAAACCTATGATTTGGATTAATGATAATATCCGTGATTGTAATTTGAGATATCTAGTGATGGCTCATGAATTGAAACATGCATTAGATCATTATGGGTTAGATGGATTCTACACTGCTGCATACCATGGGAAAGGGAAACTAGAGAATGAAGCAGATAGGTTTGCTACGGAATTAATGCTACTCTTCTATCAGGAAAAGTATGAAGATGTTCCGGAAACGTTCGATACGTTAAAAGCAACATTTGGAATCAAGGAAGAAATGAGAAAGTATTACTAAATCTTGATAAATCTTGATAAATCTTAATATATATCAATTGACAAGTACTCTTGGTAGATGTATACTATAAATAATTCAAAAAAGTAAACCATCTCTTGAGAGTAGATACCCCACCATAAGGGGAGCGTCGAAATCAAGAGTTTTTTTTATGCAGAAAGGAAGTTTTTATGAAAGTAGCAATCTTAGTTGATGGTGGATATTACAAAAAAAAAGCTATGAAGGCTTTTGGAAATATTAGTGCAAAAGATAGAGCTATGGAGTTATATAGTTATTGCAATAGACATTTGAAAGAAACTCTCTTTCAAAAAGAAGTTCATCATGATTTGTATAGAATATTTTATTATGATTGTCCACCAATTGATAAACAAGTATTTCATCCGGTACTAGGAACAGTAGTTGATTTTTCGAGAAGTGATACTAAATCTTGGACAAATGATTTTTTTAAGGAGCTAAGCCGTAAAAGAAAAATCGCTCTCCGTTTAGGAGAATTGAGTGAAAATACTGTCCATTATAATTTAAAATACGATTCTACAAAAAAATTAGTAAATGGTTCTAAAAGTGTTGAAGATTTAACTACAACAGATTTCGAGTTAAATTTAGAACAAAAAGGTGTGGATATGCGTATAGGTTTAGATATTGCGCAATTAGCCTTTAAGAAGCAAGTTGAAAAAATTATATTAATTGCTGGAGATAGCGATTTTGTTCCAGCAGCTAAGTTAGCTCGTAGAGAAGGAATTGATTTCATTTTAGATCCTTTAGGAGCTCATATTAAAGATAATCTATCGTTACATATTGATGGACTAAGAACATGTGACAGTGCTTTTAAAACATTATCAAACTAAAAAAATATCACACTGCTATCCGCCAAGAAACCAGTGTGATAAGTCTTAAAAATCACCCTAAAATAGGGCTATTTGTTATGTCCTATTTTACCATAAACAGAAAGGATGGTAAAGAATGGCAAAGAAAAGAATCGATGATAGAATCAAGCCTTATAAGAAGAAAAATGGGCAAGTCTATTATCAATTTAAAATCTATTATGGCACTAATCCTAAGACAGGCAAGAAGCAGTATACTACCAGACGTGGATTTGAATCGGTCTTAGCTGCAACTACTGCACTTCAACGACTAGAAGTTGAGTTGATGGATACTGGATTGGTTGTTAAACAAAAGTTCACTTACAGAGAGCTGTATAACGAATGGCTAGTAACGTATCAAAAAAGAGTAAGACCTAGTACGTTTCAAGCGACTGTGACTTATTTCAAGAAACACATACTGCCTGCGTTTGGTGACTACTACATCGATACAATTACCATTCAAGATTGCCAGGCTCAAGTGAACAGATGGTATTCGAATTATCCAAAGAGTACTCAGTCTTATAAGATATACGCTCAAATGATATTTAAGTATGCTCAGAAGTTGAATCTGATTGAAAAGAATCCTATGAGCTTAGTAGACTTGCCAAAGTCTGGTGATTTTAAAGACGATAAATTAAAGTATTATGATCGTGAGACATTAATCAGATTTCTTGAATATATCGAACCATTTAAGGAAGTATATACCTTCTTTTATCTATTAAGCTATACTGGATTAAGATGTGGTGAAGCATTTGCCTTAACTTGGAATGATATCGACTTTAGAAATCATTCTATAAGCGTAAATAAGACGGTAGCACGCTCAATGGAAGATAAATATATATCACAGACCAAGACTAAGAACGGAATGCGTACAATACGTATAAATGGAAGTTTAGAGCGATTGATTAGTGAGTGGAAGGAATTATCTGGAAATGAAACGTATGTGTTCCAGAATCGCAATAACTCGTTTTATTCATCCAATACAGCCGTTTACTGGTTGAATCAGATACTAGAAGGCACTAACTTTCCTAGAATCACACCTCATGGATTTAGGCACACTCACGCATCGTTATTGGCCGAAGCTGGAGCAGATTTAAAAGATATCCAGGACAGATTGGGCCATGGAGATATACAAACTACTGCTAACATATATACACACGTTACAAACAATAAAAAAGATAATACGAATGATAAATTTGA
CAAATTGATGTCTATAGAAGGTCAAAAGGATGGTCAAAAACAAAAAACGGAAAATAAAAAAACCACGAAACCGTTGATATAA


2H. Integrase Discovery Keywords (generic)
Integrase, site-specific integrase, recombinase, site-specific recombinase, tyrosine recombinase, xer, xerc, xerd

3B. Biofilm Determinants Keywords (generic)
Biofilm, biofilm-associated, biofilm associated, adhesin, adhesion, surface protein, cell wall-anchored, cell wall anchored, 
3B. Biofilm Determinants Keywords (explicit)
1pxtg, mscramm, sortase-anchored, sortase anchored, fimbr, pilli, pillus, bap, ica, icaa, icab, icac, icad, pia, pnag, polysaccharide intercellular adhesin, intercellular adhesin, aap, atl, expolysaccharide, extracellular polysaccharide, eps, capsule, capsular, glycocalyx, alginate, cellulose, curli, pel, psl, fnb, fibronectin-binding, fibronectin binding, clf, clumping factor, can, collagen adhesin, sdr.
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