
MT536162.1 CP094853.1 97.186 462 13 0 1 462 2765817 2766278 0 782

MT536162.1 CP030138.1 97.186 462 13 0 1 462 2886466 2886927 0 782
MT536162.1 LR027878.1 97.186 462 13 0 1 462 2887754 2888215 0 782

MT536162.1 CP029685.1 97.186 462 13 0 1 462 2795069 2795530 0 782
MT536162.1 LT992462.1 96.104 462 18 0 1 462 1781324 1781785 0 754

MT536162.1 LR027869.1 97.186 462 13 0 1 462 2817235 2817696 0 782
MT536162.1 CP005288.1 97.186 462 13 0 1 462 2818094 2818555 0 782

MT536162.1 CP121204.1 97.186 462 13 0 1 462 2673875 2674336 0 782
MT536162.1 CP012015.1 97.186 462 13 0 1 462 2824652 2825113 0 782
MT536162.1 CP012018.1 97.186 462 13 0 1 462 2825559 2826020 0 782

MT536162.1 CP013957.1 97.186 462 13 0 1 462 2922589 2923050 0 782
MT536162.1 CP127019.1 97.186 462 13 0 1 462 2930816 2931277 0 782
MT536162.1 CP018629.1 97.186 462 13 0 1 462 2896562 2897023 0 782

MT536162.1 LR134351.1 97.186 462 13 0 1 462 1583055 1583516 0 782
MT536162.1 CP007499.1 97.186 462 13 0 1 462 68270 67809 0 782
MT536162.1 CP026072.1 97.186 462 13 0 1 462 1577402 1577863 0 782

MT536162.1 CP015447.2 97.186 462 13 0 1 462 2875705 2876166 0 782
MT536162.1 CP113018.1 97.186 462 13 0 1 462 563281 562820 0 782
MT536162.1 CP027788.1 97.186 462 13 0 1 462 2881593 2882054 0 782

MT536162.1 CP029653.1 96.97 462 14 0 1 462 2161013 2161474 0 776

MT536162.1 CP012013.1 97.186 462 13 0 1 462 2834678 2835139 0 782
MT536162.1 LR027874.1 97.186 462 13 0 1 462 2836767 2837228 0 782
MT536162.1 CP113005.1 97.186 462 13 0 1 462 2270525 2270986 0 782



MT536162.1 CP012012.1 97.186 462 13 0 1 462 2813915 2814376 0 782
MT536162.1 CP113009.1 97.186 462 13 0 1 462 2441868 2442329 0 782

MT536162.1 CP094855.1 97.186 462 13 0 1 462 2814104 2814565 0 782
MT536162.1 CP113007.1 97.186 462 13 0 1 462 542188 541727 0 782
MT536162.1 CP113032.1 97.186 462 13 0 1 462 2779471 2779932 0 782

MT536162.1 CP012011.1 97.186 462 13 0 1 462 2882802 2883263 0 782
MT536162.1 CP127021.1 97.186 462 13 0 1 462 2883841 2884302 0 782
MT536162.1 CP009681.1 96.97 462 13 1 1 462 2882471 2882931 0 774

MT536162.1 CP127024.1 97.186 462 13 0 1 462 2885170 2885631 0 782
MT536162.1 CP113015.1 97.186 462 13 0 1 462 438373 438834 0 782
MT536162.1 LR130515.1 97.186 462 13 0 1 462 2886301 2886762 0 782

MT536162.1 CP058312.1 97.186 462 13 0 1 462 2805918 2806379 0 782



Description Scientific Name Max Score Total Score Query Cover E value Per. ident Acc. Len Accession
Staphylococcus aureus strain V521 chromosome, complete genomeStaphylococcus aureus 782 782 100% 0 97.19 3085555 CP013957.1
Staphylococcus aureus strain CC239-MRSA-III(var.) isolate Trinidad&Tobago_2020-009_371M chromosome, complete genomeStaphylococcus aureus 782 782 100% 0 97.19 3093943 CP127019.1
Staphylococcus aureus strain MRSA107 chromosome, complete genomeStaphylococcus aureus 782 782 100% 0 97.19 3095697 CP018629.1

Description Scientific Name Max Score Total Score Query Cover E value Per. ident Acc. Len Accession
Staphylococcus aureus strain M48 chromosome, complete genomeStaphylococcus aureus 782 782 100% 0 97.19 3050015 CP030138.1
Staphylococcus aureus strain BPH2003 genome assembly, chromosome: 1Staphylococcus aureus 782 782 100% 0 97.19 3051056 LR027878.1

Description Scientific Name Max Score Total Score Query Cover E value Per. ident Acc. Len Accession
Staphylococcus aureus strain CC239-MRSA-III(var.) isolate Trinidad&Tobago_2020-048_8421A chromosome, complete genomeStaphylococcus aureus 782 782 100% 0 97.19 3048293 CP127024.1
Staphylococcus aureus strain Zed chromosome, complete genomeStaphylococcus aureus 782 782 100% 0 97.19 3048932 CP113015.1
Staphylococcus aureus strain BPH2947 genome assembly, chromosome: 1Staphylococcus aureus 782 782 100% 0 97.19 3049602 LR130515.1

Description Scientific Name Max Score Total Score Query Cover E value Per. ident Acc. Len Accession
Staphylococcus aureus strain HC1340 chromosome, complete genomeStaphylococcus aureus 782 782 100% 0 97.19 3046545 CP012011.1
Staphylococcus aureus strain CC239-MRSA-III(var.) isolate Trinidad&Tobago_2020-021_7037M chromosome, complete genomeStaphylococcus aureus 782 782 100% 0 97.19 3046963 CP127021.1
Staphylococcus aureus subsp. aureus strain Gv69, complete genomeStaphylococcus aureus 774 774 100% 0 96.97 3046210 CP009681.1

Description Scientific Name Max Score Total Score Query Cover E value Per. ident Acc. Len Accession
Staphylococcus aureus strain M92 chromosome, complete genomeStaphylococcus aureus 782 782 100% 0 97.19 3038845 CP015447.2
Staphylococcus aureus strain Taliyah chromosome, complete genomeStaphylococcus aureus 782 782 100% 0 97.19 3043269 CP113018.1

https://www.ncbi.nlm.nih.gov/nucleotide/CP013957.1?report=genbank&log$=nucltop&blast_rank=1&RID=GTPCNV1F114
https://www.ncbi.nlm.nih.gov/nucleotide/CP127019.1?report=genbank&log$=nucltop&blast_rank=2&RID=GTPCNV1F114
https://www.ncbi.nlm.nih.gov/nucleotide/CP018629.1?report=genbank&log$=nucltop&blast_rank=3&RID=GTPCNV1F114
https://www.ncbi.nlm.nih.gov/nucleotide/CP030138.1?report=genbank&log$=nucltop&blast_rank=1&RID=GTPDZBB3114
https://www.ncbi.nlm.nih.gov/nucleotide/LR027878.1?report=genbank&log$=nucltop&blast_rank=2&RID=GTPDZBB3114
https://www.ncbi.nlm.nih.gov/nucleotide/CP127024.1?report=genbank&log$=nucltop&blast_rank=1&RID=GTPF40P5114
https://www.ncbi.nlm.nih.gov/nucleotide/CP113015.1?report=genbank&log$=nucltop&blast_rank=2&RID=GTPF40P5114
https://www.ncbi.nlm.nih.gov/nucleotide/LR130515.1?report=genbank&log$=nucltop&blast_rank=3&RID=GTPF40P5114
https://www.ncbi.nlm.nih.gov/nucleotide/CP012011.1?report=genbank&log$=nucltop&blast_rank=1&RID=GTPGAZEA114
https://www.ncbi.nlm.nih.gov/nucleotide/CP127021.1?report=genbank&log$=nucltop&blast_rank=2&RID=GTPGAZEA114
https://www.ncbi.nlm.nih.gov/nucleotide/CP009681.1?report=genbank&log$=nucltop&blast_rank=3&RID=GTPGAZEA114
https://www.ncbi.nlm.nih.gov/nucleotide/CP015447.2?report=genbank&log$=nucltop&blast_rank=1&RID=GTPHBHKC114
https://www.ncbi.nlm.nih.gov/nucleotide/CP113018.1?report=genbank&log$=nucltop&blast_rank=2&RID=GTPHBHKC114


Staphylococcus aureus strain CMRSA-6 chromosome, complete genomeStaphylococcus aureus 782 782 100% 0 97.19 3044721 CP027788.1

Description Scientific Name Max Score Total Score Query Cover E value Per. ident Acc. Len Accession
Staphylococcus aureus strain NY2491 chromosome, complete genomeStaphylococcus aureus 782 782 100% 0 97.19 3011345 CP094855.1
Staphylococcus aureus strain Ryze chromosome, complete genomeStaphylococcus aureus 782 782 100% 0 97.19 3019690 CP113007.1
Staphylococcus aureus strain Akali chromosome, complete genomeStaphylococcus aureus 782 782 100% 0 97.19 3022586 CP113032.1

Description Scientific Name Max Score Total Score Query Cover E value Per. ident Acc. Len Accession
Staphylococcus aureus strain Be62 chromosome, complete genomeStaphylococcus aureus 782 782 100% 0 97.19 2998480 CP012013.1
Staphylococcus aureus strain BPH2056 genome assembly, chromosome: 1Staphylococcus aureus 782 782 100% 0 97.19 2999728 LR027874.1
Staphylococcus aureus strain Galio chromosome, complete genomeStaphylococcus aureus 782 782 100% 0 97.19 3009874 CP113005.1

Description Scientific Name Max Score Total Score Query Cover E value Per. ident Acc. Len Accession
Staphylococcus aureus strain SA0907 chromosome, complete genomeStaphylococcus aureus 782 782 100% 0 97.19 2981436 CP121204.1
Staphylococcus aureus strain Gv51 chromosome, complete genomeStaphylococcus aureus 782 782 100% 0 97.19 2987124 CP012015.1
Staphylococcus aureus strain Gv88 chromosome, complete genomeStaphylococcus aureus 782 782 100% 0 97.19 2988028 CP012018.1

Description Scientific Name Max Score Total Score Query Cover E value Per. ident Acc. Len Accession
Staphylococcus aureus isolate BPH2869 genome assembly, chromosome: 1Staphylococcus aureus 782 782 100% 0 97.19 2980212 LR027869.1
Staphylococcus aureus strain Bmb9393 chromosome, complete genomeStaphylococcus aureus 782 782 100% 0 97.19 2980548 CP005288.1

https://www.ncbi.nlm.nih.gov/nucleotide/CP027788.1?report=genbank&log$=nucltop&blast_rank=3&RID=GTPHBHKC114
https://www.ncbi.nlm.nih.gov/nucleotide/CP094855.1?report=genbank&log$=nucltop&blast_rank=1&RID=GTPJ8ADY114
https://www.ncbi.nlm.nih.gov/nucleotide/CP113007.1?report=genbank&log$=nucltop&blast_rank=2&RID=GTPJ8ADY114
https://www.ncbi.nlm.nih.gov/nucleotide/CP113032.1?report=genbank&log$=nucltop&blast_rank=3&RID=GTPJ8ADY114
https://www.ncbi.nlm.nih.gov/nucleotide/CP012013.1?report=genbank&log$=nucltop&blast_rank=1&RID=GTPK3ZTN114
https://www.ncbi.nlm.nih.gov/nucleotide/LR027874.1?report=genbank&log$=nucltop&blast_rank=2&RID=GTPK3ZTN114
https://www.ncbi.nlm.nih.gov/nucleotide/CP113005.1?report=genbank&log$=nucltop&blast_rank=3&RID=GTPK3ZTN114
https://www.ncbi.nlm.nih.gov/nucleotide/CP121204.1?report=genbank&log$=nucltop&blast_rank=1&RID=GTPKXP22114
https://www.ncbi.nlm.nih.gov/nucleotide/CP012015.1?report=genbank&log$=nucltop&blast_rank=2&RID=GTPKXP22114
https://www.ncbi.nlm.nih.gov/nucleotide/CP012018.1?report=genbank&log$=nucltop&blast_rank=3&RID=GTPKXP22114
https://www.ncbi.nlm.nih.gov/nucleotide/LR027869.1?report=genbank&log$=nucltop&blast_rank=1&RID=GTPMT1YR114
https://www.ncbi.nlm.nih.gov/nucleotide/CP005288.1?report=genbank&log$=nucltop&blast_rank=2&RID=GTPMT1YR114


MT536162.1 CP012012.1 97.186 462 13 0 1 462 2813915 2814376 0 782
MT536162.1 CP113009.1 97.186 462 13 0 1 462 2441868 2442329 0 782

Description Scientific Name Max Score Total Score Query Cover E value Per. ident Acc. Len Accession
Staphylococcus aureus strain BLR-DV chromosome, complete genomeStaphylococcus aureus 782 782 100% 0 97.19 2969706 CP058312.1

Description Scientific Name Max Score Total Score Query Cover E value Per. ident Acc. Len Accession
Staphylococcus aureus strain AR_0470 chromosome, complete genomeStaphylococcus aureus 776 776 100% 0 96.97 2963657 CP029653.1

Description Scientific Name Max Score Total Score Query Cover E value Per. ident Acc. Len Accession
Staphylococcus aureus strain NY2010 chromosome, complete genomeStaphylococcus aureus 782 782 100% 0 97.19 2963184 CP094853.1

Description Scientific Name Max Score Total Score Query Cover E value Per. ident Acc. Len Accession
Staphylococcus aureus strain CMRSA-3 chromosome, complete genomeStaphylococcus aureus 782 782 100% 0 97.19 2958212 CP029685.1
Staphylococcus aureus isolate 5_3949 genome assembly, chromosome: IStaphylococcus aureus 754 754 100% 0 96.1 2959092 LT992462.1

Description Scientific Name Max Score Total Score Query Cover E value Per. ident Acc. Len Accession

https://www.ncbi.nlm.nih.gov/nucleotide/CP058312.1?report=genbank&log$=nucltop&blast_rank=1&RID=GTPR33X4114
https://www.ncbi.nlm.nih.gov/nucleotide/CP029653.1?report=genbank&log$=nucltop&blast_rank=1&RID=GTPS387R114
https://www.ncbi.nlm.nih.gov/nucleotide/CP094853.1?report=genbank&log$=nucltop&blast_rank=1&RID=GTPT1TC4114
https://www.ncbi.nlm.nih.gov/nucleotide/CP029685.1?report=genbank&log$=nucltop&blast_rank=1&RID=GTPU1NHX114
https://www.ncbi.nlm.nih.gov/nucleotide/LT992462.1?report=genbank&log$=nucltop&blast_rank=2&RID=GTPU1NHX114


Staphylococcus aureus strain NCTC13811 genome assembly, chromosome: 1Staphylococcus aureus 782 782 100% 0 97.19 2955381 LR134351.1
Staphylococcus aureus strain 2395 USA500, complete genomeStaphylococcus aureus 782 782 100% 0 97.19 2955646 CP007499.1
Staphylococcus aureus strain NRS120 chromosome, complete genomeStaphylococcus aureus 782 782 100% 0 97.19 2955890 CP026072.1

https://www.ncbi.nlm.nih.gov/nucleotide/LR134351.1?report=genbank&log$=nucltop&blast_rank=1&RID=GTPV0DV0114
https://www.ncbi.nlm.nih.gov/nucleotide/CP007499.1?report=genbank&log$=nucltop&blast_rank=2&RID=GTPV0DV0114
https://www.ncbi.nlm.nih.gov/nucleotide/CP026072.1?report=genbank&log$=nucltop&blast_rank=3&RID=GTPV0DV0114

