Brown 2023 et al. Extended Data 1
Extended Data 1 – Nanopore read alignment to phage genome bearing mphA
RID: JXTTA6E6114	
Job Title:Nucleotide Sequence				
Program: BLASTN 
Query: None ID: lcl|Query_50208(dna) Length: 1691
			            
Subject #1:CP026228.1:580637-581580 Aeromonas sp. ASNIH1 chromosome, complete genome ID: lcl|Query_50210 Length: 944
Subject #2:CP064980.1:16820-17479 Myxococcales bacterium isolate Fred_18-Q3-R57-64_BAT3C.417 chromosome ID: lcl|Query_50211 Length: 660
	                    			
	
Sequences producing significant alignments:
                                                                  Scientific      Common                     Max    Total Query   E   Per.   Acc.                        
Description                                                       Name            Name            Taxid      Score  Score cover Value Ident  Len        Accession        
CP026228.1:580637-581580 Aeromonas sp. ASNIH1 chromosome,...                                      0          859    859   54%   0.0   83.85  944        Query_50210      
CP064980.1:16820-17479 Myxococcales bacterium isolate...                                          0          652    652   39%   0.0   84.56  660        Query_50211      

Alignments:

>CP026228.1:580637-581580 Aeromonas sp. ASNIH1 chromosome, complete genome
Sequence ID: Query_50210 Length: 944
Range 1: 1 to 944

Score:859 bits(465), Expect:0.0, 
Identities:810/966(84%),  Gaps:66/966(6%), Strand: Plus/Minus

Query  714   GCCGCTGCCGCCCATCGTGCCGAACCACTGGGAGCTGGGCCTCAGCGA-C-CTGG-GAAA  770
             ||| ||||||||| | |  ||||||||||||||||||| || || ||| | | || |  |
Sbjct  944   GCC-CTGCCGCCCGTTGCTCCGAACCACTGGGAGCTGGACCCCAACGATCTCGGGTGTGA  886

Query  771   CCACGGACCTGCATTGAGGGGGC--CGGG-CGT----CG--T--CAGGAGTGGTTGATTA  819
             | | ||||||| | |||||||||   ||| |||    ||  |  || ||| | |||| ||
Sbjct  885   CGATGGACCTGTACTGAGGGGGCTGTGGGTCGTACCCCGATTCGCATGAG-GATTGAATA  827

Query  820   TAACCGACGCGACTGTTATAAATT-G-CGCCAGATCCGTCGA-TCCTCTGGAGCGATTCA  876
             ||||||||| ||||||||||  |  |  || | | ||||| |  |||| |||| || |||
Sbjct  826   TAACCGACGTGACTGTTATATTTAGGTGGCTAAACCCGTCAAGCCCTCAGGAGTGAATCA  767

Query  877   TGACCGCAG-C-CGTAACCGTCGATACCTCCCAACTGCACGCGCT--C-GCCGGGCATGG  931
             |||||| || | ||  |||| |||||||||||||||| |||| ||  | ||| | ||| |
Sbjct  766   TGACCGTAGTCACG--ACCGCCGATACCTCCCAACTGTACGCACTTGCAGCCCGACAT-G  710

Query  932   GGCT--GGTTTCATGGCCCACTGACCGTGAATGAGCTTGGGCTCGACTATCGG-TCGTGA  988
             ||||   | | |||||||| ||||| || ||||||||||||||||||||| || ||||||
Sbjct  709   GGCTCAAGCTCCATGGCCCGCTGACTGTCAATGAGCTTGGGCTCGACTATAGGATCGTGA  650

Query  989   TTGCCGCCGTCGACGATGGACGTCGGTGGGTGCTGCGCATCCCGCGCCG-GCCGAGAGTG  1047
             | ||| ||||||||||||||||||||||||||||||||||||||||||| |||||| || 
Sbjct  649   TCGCCACCGTCGACGATGGACGTCGGTGGGTGCTGCGCATCCCGCGCCGAGCCGAG-GTA  591

Query  1048  AGCGCGAAGGTCGAGCCAGAGGCGCGGGTGCTGGCGATGCTCAA--AGCGCTTGCCGTTC  1105
             |||||||||||||| |||||||||||||||||||| ||||||||  | ||| ||||||||
Sbjct  590   AGCGCGAAGGTCGAACCAGAGGCGCGGGTGCTGGCAATGCTCAAGAATCGCCTGCCGTTC  531

Query  1106  GCGGTGCCGGACTGGCGCGTGGCCAACGCCGAGCTCGTTGCCTATCCCATGCTCGAGGAC  1165
             |||||||||||||||||||||||||||||||||||||||||||||||||||||||| |||
Sbjct  530   GCGGTGCCGGACTGGCGCGTGGCCAACGCCGAGCTCGTTGCCTATCCCATGCTCGAAGAC  471

Query  1166  TCGACTGCGATCGTCCTCCAACCTGGCTCGTC-GCG-CCGACTGGGTCGTGCCGCCGGGC  1223
             ||||||||||| ||| |||| ||||| |||||  || |||||||||||||||||| || |
Sbjct  470   TCGACTGCGATGGTCATCCAGCCTGGTTCGTCCACGCCCGACTGGGTCGTGCCGCAGGAC  411

Query  1224  T-GGA---CTTCGCGGAGAGCTTCGCGACGGCGCTCGCCGCTC-GC--GCCGT-TCCGTC  1275
             | |||   ||||||||||||||||||||| ||||||||||| | ||  |||||  || | 
Sbjct  410   TCGGAGGTCTTCGCGGAGAGCTTCGCGACCGCGCTCGCCGCCCTGCATGCCGTCCCCATT  351

Query  1276  TCCGCCGCCGTAGATGCGGGGATGCTCATCCGCACGCCGCCGCAGGCCCGTC-GGAGGT-  1333
             ||||||||||| |||||||||||||||||||| || ||| |||||||||||| | |||| 
Sbjct  350   TCCGCCGCCGTGGATGCGGGGATGCTCATCCGTACACCGACGCAGGCCCGTCAGAAGGTG  291

Query  1334  CACGACGACGTTGAGCGCGTCCGACGCGAGTTCGTGGTGAACGACAAGCGCCTCCACCGA  1393
               |||||||||||| |||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  290   GCCGACGACGTTGACCGCGTCCGACGCGAGTTCGTGGTGAACGACAAGCGCCTCCACCGG  231

Query  1394  TGGCAGCGCTGGCTCGACGACGATTCGTCGTCGGCCGGATTTCTGCTGCGTGGTGGCGTA  1453
             ||||||||||||||||||||||||||||||| |||| ||||||| |  |||||| | || 
Sbjct  230   TGGCAGCGCTGGCTCGACGACGATTCGTCGT-GGCCAGATTTCT-C--CGTGGT-G-GTG  177

Query  1454  CGTCGGCGATCTCTACGTGGGCCATGTGCTCGTCGACAACACGGAGCGCGTCAGCGGGAT  1513
             | | ||||||||||||||||||||||||||| ||||||||||||||||||||||||||||
Sbjct  176   CAT-GGCGATCTCTACGTGGGCCATGTGCTCATCGACAACACGGAGCGCGTCAGCGGGAT  118

Query  1514  GATCGACTGGAGCGAGGCCCCGCGAGTTGGACGATGACCTCCCCATCGACATGGCCTCGC  1573
             |||||||||||||||||||| |||  ||| |   |||||   |||||||||||||| |||
Sbjct  117   GATCGACTGGAGCGAGGCCC-GCG--TTG-A---TGACCCTGCCATCGACATGGCCGCGC  65

Query  1574  ACCTCATGGTCTTTGGCGAGGCGGGGCTC---A-CTTCCTCCTCACGTACGAGAAGCGGC  1629
             |||| ||||||||||| || | |||||||   |   ||||||||||||| || | |||||
Sbjct  64    ACCTTATGGTCTTTGGTGAAGAGGGGCTCGCGAAGCTCCTCCTCACGTATGA-A-GCGGC  7

Query  1630  TGGAGG  1635
              || ||
Sbjct  6     CGGTGG  1




>CP064980.1:16820-17479 Myxococcales bacterium isolate Fred_18-Q3-R57-64_BAT3C.417 chromosome
Sequence ID: Query_50211 Length: 660
Range 1: 1 to 660

Score:652 bits(353), Expect:0.0, 
Identities:575/680(85%),  Gaps:24/680(3%), Strand: Plus/Minus

Query  73   TCGGCGTGACGGACCTCTTCGGCAACGTCGTCGTCGGCCCCTACGACCGCGCGAGCTCCG  132
            ||||||| |||||||| ||||||||||||||| |||  || ||||||||||||| || | 
Sbjct  660  TCGGCGTCACGGACCTGTTCGGCAACGTCGTCCTCGCGCCTTACGACCGCGCGACCTTCA  601

Query  133  CCCGGTTCCCGGCCCGCGCG-CCGC-GACCCGCCGCTTCGACCTGTGGCGCATGCTGCCG  190
            |  |||||| | |||||||| |||| ||| |||||||||||||| ||||| ||||| || 
Sbjct  600  CGGGGTTCC-GCCCCGCGCGACCGCAGACGCGCCGCTTCGACCTCTGGCGGATGCTCCCC  542

Query  191  AAGCACAACCGACGAAGCGA-CCGACCGGAGACCTGTTCCGGTTCATCGCGTGTCTGCAG  249
            ||||||||||| ||   ||| | |||||| ||||| |||||||||||||| || ||||||
Sbjct  541  AAGCACAACCGCCGCGACGATCAGACCGGGGACCTTTTCCGGTTCATCGCCTGCCTGCAG  482

Query  250  GAGGTGACGGACCTCCTGCTCGCCGACGTGGACCGCTGGCCCGACGTCTTCTTCGATCTG  309
            |||||||| ||||| ||||| ||||||||||| |||||||| |  | | ||||||| || 
Sbjct  481  GAGGTGACCGACCTGCTGCTGGCCGACGTGGATCGCTGGCC-G--GACATCTTCGA-CT-  427

Query  310  GGGAGCGCGCGCGCCCGAGGCCTTCATCGATCTCATCCTGCGCGATCTCGGCAACCCATT  369
              ||  ||||||||||||||||||| |||| |||||||| ||||| ||||||||||| ||
Sbjct  426  TCGA--GCGCGCGCCCGAGGCCTTCCTCGACCTCATCCTCCGCGACCTCGGCAACCCGTT  369

Query  370  CCCGTTCGAGCTCGACGTGCTGGGCAAGCGTCGTCTTGCGTCGGTGCTCGTCGAGATGTA  429
            ||||||||||||||||    |||| ||||| || || |||||||||||||||||||||||
Sbjct  368  CCCGTTCGAGCTCGACACCATGGGGAAGCGCCGACTCGCGTCGGTGCTCGTCGAGATGTA  309

Query  430  CCGACAGAAGGGCACGGCCAAGGGTATCCAGAACGCGATCCGCTTCTTCCTCGGCATCGA  489
            ||| |||||||| ||||| ||||| |||||||||||||||||||||||||||||||||||
Sbjct  308  CCGGCAGAAGGGGACGGCGAAGGGCATCCAGAACGCGATCCGCTTCTTCCTCGGCATCGA  249

Query  490  CATCTCCGCCATCACGCCGTTCGAACTCACGCCAACGTTTTACGCTCGCCCTCGGCGGGT  549
            |||||| |||||| |||||||| ||| | ||  | |     ||||||  |||||||| ||
Sbjct  248  CATCTCGGCCATCTCGCCGTTC-AACGC-CG--A-C-----ACGCTCATCCTCGGCGAGT  199

Query  550  CCGAGCTGGGCGTCGACTGGGTGCTCGGCCCCTCCGACCGCTTCGCGCGCTACGCCTTCA  609
            ||||||||||| |||||||||| ||||| ||||| ||||||||||| || ||||||||||
Sbjct  198  CCGAGCTGGGCATCGACTGGGTCCTCGGGCCCTCGGACCGCTTCGCCCGGTACGCCTTCA  139

Query  610  ACGTCGTGGTCGCGCGTATCCTCAGCGGACCGGAAGCGTCGCCAGCTCCGGGCCATCGTC  669
            |||||| ||||||||| |||||  || || ||  |||| || |||||||| |||||||||
Sbjct  138  ACGTCGAGGTCGCGCGCATCCTG-GCCGATCGCGAGCGCCGGCAGCTCCGCGCCATCGTC  80

Query  670  G-GTGCCCTGAAGCCCGCGCACACGCACTTCGTGGACCTCGTCGAGCCGCTGCCGCCCAT  728
            | ||  ||| |||||||||||||| |||||||| || || ||||||||||| ||||||||
Sbjct  79   GAGTA-CCTCAAGCCCGCGCACACCCACTTCGTCGATCTGGTCGAGCCGCTCCCGCCCAT  21

Query  729  CGTGCCGAACCACTGGGAGC  748
            | ||||||||||||||||||
Sbjct  20   CCTGCCGAACCACTGGGAGC  1


Raw fastq read: 		

@6de60e4c-c959-472c-93f4-1fe535ef4dd0 runid=f4c844d6bbe51d691623b437e8130a7833033316 sampleid=2020_09_05_ORANGE_327-410 read=64680 ch=253 start_time=2020-09-07T13:46:15Z barcode=barcode06
CGATGCTCCTTCGTTCAGTCTATCCTGTTGCTAAGGTTGAGACTACTTCTGCCTTGCGAGAACAGCACCTCATCGGCGTGACGGACCTCTTCGGCAACGTCGTCGTCGGCCCCTACGACCGCGCGAGCTCCGCCCGGTTCCCGGCCCGCGCGCCGCGACCCGCCGCTTCGACCTGTGGCGCATGCTGCCGAAGCACAACCGACGAAGCGACCGACCGGAGACCTGTTCC
GGTTCATCGCGTGTCTGCAGGAGGTGACGGACCTCCTGCTCGCCGACGTGGACCGCTGGCCCGACGTCTTCTTCGATCTGGGGAGCGCGCGCGCCCGAGGCCTTCATCGATCTCATCCTGCGCGATCTCGGCAACCCATTCCCGTTCGAGCTCGACGTGCTGGGCAAGCGTCGTCTTGCGTCGGTGCTCGTCGAGATGTACCGACAGAAGGGCACGGCCAAGGGTATCC
AGAACGCGATCCGCTTCTTCCTCGGCATCGACATCTCCGCCATCACGCCGTTCGAACTCACGCCAACGTTTTACGCTCGCCCTCGGCGGGTCCGAGCTGGGCGTCGACTGGGTGCTCGGCCCCTCCGACCGCTTCGCGCGCTACGCCTTCAACGTCGTGGTCGCGCGTATCCTCAGCGGACCGGAAGCGTCGCCAGCTCCGGGCCATCGTCGGTGCCCTGAAGCCCGCG
CACACGCACTTCGTGGACCTCGTCGAGCCGCTGCCGCCCATCGTGCCGAACCACTGGGAGCTGGGCCTCAGCGACCTGGGAAACCACGGACCTGCATTGAGGGGGCCGGGCGTCGTCAGGAGTGGTTGATTATAACCGACGCGACTGTTATAAATTGCGCCAGATCCGTCGATCCTCTGGAGCGATTCATGACCGCAGCCGTAACCGTCGATACCTCCCAACTGCACGC
GCTCGCCGGGCATGGGGCTGGTTTCATGGCCCACTGACCGTGAATGAGCTTGGGCTCGACTATCGGTCGTGATTGCCGCCGTCGACGATGGACGTCGGTGGGTGCTGCGCATCCCGCGCCGGCCGAGAGTGAGCGCGAAGGTCGAGCCAGAGGCGCGGGTGCTGGCGATGCTCAAAGCGCTTGCCGTTCGCGGTGCCGGACTGGCGCGTGGCCAACGCCGAGCTCGTTG
CCTATCCCATGCTCGAGGACTCGACTGCGATCGTCCTCCAACCTGGCTCGTCGCGCCGACTGGGTCGTGCCGCCGGGCTGGACTTCGCGGAGAGCTTCGCGACGGCGCTCGCCGCTCGCGCCGTTCCGTCTCCGCCGCCGTAGATGCGGGGATGCTCATCCGCACGCCGCCGCAGGCCCGTCGGAGGTCACGACGACGTTGAGCGCGTCCGACGCGAGTTCGTGGTGAA
CGACAAGCGCCTCCACCGATGGCAGCGCTGGCTCGACGACGATTCGTCGTCGGCCGGATTTCTGCTGCGTGGTGGCGTACGTCGGCGATCTCTACGTGGGCCATGTGCTCGTCGACAACACGGAGCGCGTCAGCGGGATGATCGACTGGAGCGAGGCCCCGCGAGTTGGACGATGACCTCCCCATCGACATGGCCTCGCACCTCATGGTCTTTGGCGAGGCGGGGCTCA
CTTCCTCCTCACGTACGAGAAGCGGCTGGAGGGGTGCTGTTCTGGCGAAGGCGAAGGTCGTCTTAACCTTAGCGATCGTCGCCGACTG
+
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