Supplementary Table
Cycle parameters of polymerase chain reactions 
	Reaction
	First Denaturation
	Denaturation
	Elongation
	Extension
	Final Extension
	Cycle

	intI1/intI2 integrase
	94 °C (5 min)
	94 °C (1 min)
	57 °C (5 min)
	72 °C (1 min)
	72 °C (10 min)
	34

	Class 1 Integron
	94 °C (2 min)
	94 °C (30 sec)
	56°C (45 sec)
	72 °C (3 min)
	72 °C (5min)
	34

	Class 2 Integron
	94 °C (3 min)
	94 °C (45 sec)
	55 °C (1 min)
	72 °C (2 min)
	72 °C (5 min)
	34

	blaTEM
	94 °C (5 min)
	94 °C (1 min)
	56 °C (1 min)
	72 °C (1 min)
	72 °C (7 min)
	34

	blaSHV
	94 °C (2 min)
	94 °C (30 sec)
	60 °C (30 sec)
	72 °C (1 min)
	72 °C (4 min)
	35

	blaCTX-M
	94 °C (2 min)
	95 °C (20sec)
	51 °C (30 sec)
	72 °C (30 sec)
	72 °C (3 min)
	35

	CTX-M Groups
	95 °C (2 min)
	95 °C (1 min)
	55 °C (1 min)
	72 °C (1min)
	72 °C (10 min)
	30

	tetA
	94 °C (3 min)
	94 °C (30 sec)
	58 °C (1 min)
	72 °C (1 min)
	72 °C (5 min)
	34

	tetB
	94 °C (3 min)
	94 °C (30sec)
	55 °C (1 min)
	72 °C (45 sec)
	72 °C (5 min)
	34

	tetC, D, E
	94 °C (5 min)
	94 °C (30 sec)
	56 °C (30 sec)
	72 °C (1 min)
	72 °C (7 min)
	29

	Quinolone resistance genes
	94 °C (5 min)
	94 °C (1 min)
	55 °C (1 min)
	72 °C (1 min)
	72 °C (10 min)
	30

	Virulence genes
	95 °C (5 min)
	94 °C (1 min)
	58 °C (1 min)
	72 °C (1 min)
	72 °C (10 min)
	30

	Phylogenetic groups
	94 °C (4 min)
	94 °C (5 sec)
	59 °C (10 sec)
	72 °C (5 min)
	72 °C (5 min)
	30

	ERIC PCR
	94 °C (5 min)
	94 °C (1 min)
	45 °C (2 min)
	72 °C (5 min)
	72 °C (10 min)
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Raw Data of Integron DNA Sequencing
Isolate No 210-2
>E230208-026_C21_V1_3_CS	635
TGTAAAAAAAACCTTTTTGTAATGTGTAATAAAAGGGTGGATGGTGGTCAGAGCCAACACAGCGCCACCTTGGTGTGGAGATCTCATGAAATTGAACGGATATTATAGCAGTTTATGCGTGTACTTATTTCGCTTGATATCACCTCATCTCTTTGTGTAACGGTTAGCCCACGCTGGGCAATCTCGCGGAAGTATTGTGGAGATTGCGGCACGAGACCCTGTGTGTTTAATACCCTCGTGATTGGGCGAGAACAAAAAGCGTTGAGTGTTCTGCAGCGCCAACACTAATATTGCGCTGGCGATTAGGCTGTCAAAGCTCTGTTGGACTGCTGGTTGCGGGTGCTGAACGTTCTTGATATGTGCGATTCCTTTTATGTTACGCCTGTTGTTTGAGGTGGAATATCAGGGCTGGATCGGTTGTCATATAAACCTCCAGGCCTCACCGAACAAGGGCTTGATGGTTGACGCCTGGTGTTTTTCGTTAAGTCCCTAAATACCACGTACCCCTACATCCCCCCATCTACGGAAGAGGTAGGTTAACTAGAACTATCAAACGAGGTTTCGATTGTCCACAATTACATTGATATGCATTGCGTTAACTGGCTTAATAATGCTGTTGCTGCTTGGATGCCAG
>E230208-026_A21_V1_5_CS	641
TGCTCCTGCTCCGGCGAGCGTGTGACGCTGCTTCACAGGGTCAGCCTGTCGCCCAGCCGTGGAGACCGGCTTTCTGCGTTCACGGTGGTGAGGGGACTCGGGAGCGGTAAACAAATCCGGATGGTCGCCGCGGAATGCGTTTCCCTATGCCTAACCCTTGTTGCCACGGTCATTCGAAAACTCCAACTGATGCTCGTCAATCGCCTGGCCATCACGTATTAGGCTACCGGGTGCTAGAGCGTCCTGCTGACGAGAACAGACCTATCAGTCCCTAAGACGTCCAGTTAAAAAACGGAGAATGCCCCGTCAGTTAATTGATTTCTGATAGTGAATATCGCGCTTCGGTAGCTGATATCCCATACGGACAGCCTGACGTGATCTGACAAGAGGCTTACTTATTAGCCTGCGAGGCATTTTCCGTCGCCAGTGCATTAATGAGCAGCACCGCGATCCTCACTGCTTCCGGTGCCATTCGGTTGACGGGGATCGTAATGCCTTCGGGAGCGTTTAGAAGTATTATCGATATGTACTGCCCGGTACCGTTTTACGTCGTCGCCAACGGGCATGACGCCTGCATCACAAGGACTTGTTCACAATTGAGCGCCAATGAATATTCAGTGCCAGGTCAAGGCTGCTTAGAA
Isolate No 213-1
>E230208-026_G21_V2_3_CS	1251
AAATAAACCCAACTGCGCGTCCGCGGTCGAGTAGATGGGGATCACATGAGGACGCCATCCAGTCGGGTTATCCTTACCTGTTCTGCCAGCGGTTCTGAAACAGTCAGCGTCCAGCTCTTCCTGGTTTTTCAACTTGGGTTCTACTAGCTGGTAAAGAACTCCCCCCAAAAACATGCCGACTAAATGACCAGCTTCCAGACCATAACCATCAATGACGCGAACCACATCATCTGCTAATTCTTCAACGGAATATGGAGCCTGACCTGGCTCATAGCTTGTTGATTTCCCGGTATCACGGTGGTCGAACCGGATCACATAGCGACCCATTTTGGCAAGTTGGGAACAAAACTCATCAGGCCACCACACCGCAGACGACATTGCCCCCATGATCAGAATAATGGGTTCATGGGCCGGGTCGCCGAATGATTCGGTATAGAGTGAAATCGCTTTATCAACAACTACCTTTTCTTTCATACTTAAATTGCCTTCGAGTTCTACGTACAACTTTGTTTTAGGGCGACTGCCCTGCTGCGTAACATCGTTGCTGCTCCATAACATCAAACATCGACCCACGGCGTAACGCGCTTGCTGCTTGGATGCCAAAGAATTCCCCTTCTCCTCTCTTCGCTGCCCTGCTTCCCTGCCGCTTGTCCTCCGGGCTTGGCTTTTTCTCGTCCGTCTGGGTGTTTCTTCTGGGGCTTGTTGTTGTCTGTGTGTCCCGGCTGTGCGGGGGGCGCGCTCGGCGGTTTGTTCTCGTGGGGGCTTTGCTCGGGGTTTTTCGGTGTGTCTGTTCCTCTGTTTGGTCGCTGCTTGCTTTCCGCTGGTCTTGTTCTTTGCGTGTTGGTTGCTTTGGGCTTGTTGCGTTGTGTGTGTTGGTTGTTTGGCCCGTTTGCGGTTTGTTTCGTGTGTCGGGTTTGTTTGCTGTGGTTCCGCTGCTGTTGTTTTCGTCGTGGCTTTCGGTTGTTCTGTGTTTTTGGCGGTGTGGTTCGTCGTTGTTTGCGCGTGTCGGTGTGTCGTGGGCCTCCGTGTTGCGTTGTTGTCTTCGTGGCTTTTCTGGGGTTGGTGGCGTGTTGGCGTGTCTGCTTCGTCTCTGTGCGTTTGCGGTGGCTTTTTGTTGCGTGCTGTGTTTGCGCCTTTCGTCGGTTTCGTTGTGCGGTTGCCGTTGTCGCTGCGTGTGTGCGTCGTGTGTGGTGGTTTTGCCCGCGCGTCTGTTTCCGTCCGGTTCTCGCCCCCGTTGCTCGTCGCTGGCTC
>E230208-026_E21_V2_5_CS	1377
GTGGAGTTCAACGATGTAGATGTTATGGAGCAGCAACGATGTTACGCAGCAGGGCAGTCGCCCTAAAACAAAGTTGTACGTAGAACTCGAAGGCAATTTAAGTATGAAAGAAAAGGTAGTTGTTGATAAAGCGATTTCACTCTATACCGAATCATTCGGCGACCCGGCCCATGAACCCATTATTCTGATCATGGGGGCAATGTCGTCTGCGGTGTGGTGGCCTGATGAGTTTTGTTCCCAACTTGCCAAAATGGGTCGCTATGTGATCCGGTACGACCACCGTGATACCGGGAAATCAACAAGCTATGAGCCAGGTCAGGCTCCATATTCCGTTGAAGAATTAGCAGATGATGTGGTTCGCGTCATTGATGGTTATGGTCTGGAAGCTGCTCATTTAGTCGGCATGTCTTTGGGGGGATTTCTTTCCCAGCTTGTAGCTCTCAAGTATCCGAAACGTGTGAAGAGCTTGACGCTGATTGCTTCAGAACGGCTTGCAGATGCAGATCCGGATATGCCCGCTTTTGATCCTGCCATCATTGAGTATCACCAACGGGCGGAATCGCTGGATTGGTCTGATAGAGATGCTGTCGTCGCGTATCAGGTCAAGTCTGCTTAAGGCGACTCAGGGCTGCCCGGGCTGGGGGCGCGCGGCCGGCGCGGGGCCCGCGGGGCGCCCCGGGGCGGGCCCCCGGGCCCGGGGGCGCGCGGCCCCCCGCGCGCCGGGCGGCCGGGCGGGGGCCCGCGCCCCGCCGGGCCGGCCCGGCGCCCCGGGCCGGGGGCGGGCCCCGGGCGGGCGGCCGCGGCGCGGGGGCCGGGCCGCCGGCCGGCGGCCGGCCCGGGGGCCGCGCCGGGCCCGCCGCCCGCGCGCGCCCGCGGCCCGCCGCCCGCCGCCGGGGCCCGGCGGGGGGCCCGGGGCCGGGCCGCGCCCCGCCCGCGCGGGCCGGCGGGGCGGGCCGGGCCCGCCGGGGGGCGGCCGGCGGCCCGGGCCGCCCCGCCGCGGCCGCGCGCGCGGGGGGCGGGCGGCCGGGGGCCCCCGGCGGGGGGCGCGGGGCGCCGCCGCGGCGGGCGGCGGCGCCGGCCCGGCGGCCGCGGGCGCGGGCCCGCGCGCGGCGCGGGCCCGCGCCGCGCCCGCGCGGGCCCGTCGGGGCCCGGCGGGCGGGGCCGGCGGGGCGGCGCGCCGGCGGGGCGCCGCGCGGGGCGCGCCGCCCGGCGGCGCGGGCGCGCCGCCGCGCGCGCCGGGCCGCCGGCGCCGCGCCGGGCCGCCGCGGGCGGGGCGCGGCCGCGGGGGCGGGCGCGCGGCGGCGGGCCGGGGGCGGCCCCGGGGCCCCGGGGGCCGGCCGCGGCGCGCGGCGCGCGGCGCCCCGCCGCGCCGCCGCC
Isolate No 669-1
>E230208-026_K21_V3_3_CS	1494
GTAGGGAGTCGCTCGACCGCTGAGTCCGCTCGATAGAGACGAGATCGAGGGATGGATCAAAGTGGGGAGTCCGAACCCGCATCTGCAAGCTGTTCTGGGGTCTCAGCGTCCAGTTCTTCACACGCTTCGTATACTTGAGAGCTACAAGCTGGCAAAGAAATCCACCCAAACATTGCCAACAAAATAAGCAGCTTCCAGACCATAACCATCAATGACGCGTACCACATCATCTGCTAATTCTTCAACGGAATATGGAGCCTGACCTGGCTCAGAGCTCGTTGATTTCCCGGTATCACGGTGGTCGTACCGGATCACATAGCGACCCATTTTGGCAAGTTGGGAACAAAACTCATCAGGCCACCACACCGCAGACGACATTGCCCCCATGATCAGAATAATGGGTTCATGGGCCGGGTCGCCGAATGATTCGGTATAGAGTGAAATCGCTTTATCAACAACTACCTTTTCTTTCATACTTAAATTGCCTTCGAGTTCTACGTACAACTTTGTTTTAGGGCGACTGCCCTGCTGCGTAACATCGTTGCTGCTCCATAACATCAAACATCGACCCACGGCGTAACGCGCTTGCTGCTTGGATGCCAAGGGTGCCTTGCGGGCTCGTCTGCCTCTGTCTTGTGTGCTGTTGGTTTGCGCTTTGTTGCCTGCGGGGTTGCCTGCTGTGTCTGCTTGCTTCCTTCTTCGGCGGTGTGTCTGGGGTCTTTGGTGGTTGGGCTTTGTTGGTTCGTGCGTGTCGGGGCTCGTTGTCCTGTGTGGTGTCGTGCTCGTGTTCCTCCCTGCGGGTGTTGTCTTTTGTCTCGGTTTGGGGGGTTTTGGTCTGTTGTGTGTCGCTCTTCTGGGGGGGCGCGTGCCTGGCGTTTGTGGCTGTTTGGTTGTGGTGGGTTGTCGTGGGTTGTTTTTGTTTGTGTGCGCCCCGTGGTTTGTTGGTTCCCTGTTTTGTGGGGGGTTGTTGGCGTGTTGGGTGTCTCTTTTGGCTCTGGTGTGTTGTTGGGTCTCTGGTGGTTTTGTGGTTGTTGTGTGTTGCTGTGGGTCTCTTGTCTGCGTGCCTTTTGTTTGTTCTCGTCTTGGGGTTCGGTGGCCTTGCCTTCGCTGTCCCTGTTCTTTGCGCGGTGGTGTTCTCTCGCTTGTGTGCGTTTGGTGTTCGTTGGTTGTCGGCCCTTCGCTGGGGTTCTCGTTTCGTCTGCGCGTCGTCGTTCGGGCCTTTGCTTCGCGTGCTGGTTTTTGTGTTGGCGTGTCGGTTCGGGTGGTGCTCGTTCTCGTCTGTTGGGTCTCCGTCTGTCGTGCGTGTCTGTCTGTTGTTGGTTCTGTGCTTCGTTGGGTCCGTCTCTGTCGCGGTTTGGCGGCGTTTGGTGCTGTGGTGTTGTGGCGTCGTTTGTTTTGGTTCGTTGTCTCGGTTCTCCCTCTCGCGTTTGGTCTGGTCTTTGTCGTCCTCGGCCGTCGTTCTTCGGTTTCGGCGTTCCTTCGGCGCCTCGGCGT
>E230208-026_I21_V3_5_CS	1349
GTCCATTGAACGAGATATGATGTTATGGAGCAGCAACGATGATTACGCAGCAGGGCAGTCGCCCTAAAACAAAGTTGTACGTAGAACTCGAAGGCAATTTAAGTATGAAAGAAAAGGTAGTTGTTGATAAAGCGATTTCACTCTATACCGAATCATTCGGCGACCCGGCCCATGAACCCATTATTCTGATCATGGGGGCAATGTCGTCTGCGGTGTGGTGGCCTGATGAGTTTTGTTCCCAACTTGCCAAAATGGGTCGCTATGTGATCCGGTACGACCACCGTGATACCGGGAAATCAACAAGCTATGAGCCAGGTCAGGCTCCATATTCCGTTGAAGAATTAGCAGATGATGTGGTTCGCGTCATTGATGGTTATGGTCTGGAAGCTGCTCATTTAGTCGGCATGTCTTTGGGGGGATTTCTTTCCCAGCTTGTAGCTCTCAAGTATCCGAAACGTGTGAAGAGCTTGACGCTGATTGCTTCAGAACGGCTTGCAGATGCAGATCCGGATATGCCCGCTTTTGATCCTGCCATCATTGAGTATCACCAACGGGCGGAATCGCTGGATTGGTCTGATAGAGATGCTGTCGTCGCGTATCAGGTCAGATCTGCTTAGAATCAACTCAGGTACTGCACATGCTTTTGACGCTGAGAAGATACAAAACATCGCTGAGTTAAATTTTGATCGCACTCCGAATATCCTGACAACATTCAACCACACTACTTTAAGGGGTGGCCAGAGATGGCTCGGGAGATTAAATGATAAAGCTGTACCAACTTGTAATCAATCACGGACACTGAGGATCCTGTACTTCCTTATGTGCATGAGTTGACTCTGAATATAAGCTATGTATGTTTCAAAATTGTTCTACTTGAATGCATTTGCTGAGTGCACAGGAAAACTGCTCGAGAATTATAAGTATGATAAAGGTCTGATATTATGCCTTGTCTTAATACTTCTTTGCACCGAGTTAGGTAAGCCGTGAAGCATTATGTGCATCTCTAAAAAATGTATTATGTAAATGTGGGGTGTTAATGACCCCCAACGAGATGTTAGATGGACGATATTGACTATCGATGTCATAAGAAGCCCTGCATACATAAACCATGCCAACATCGATATGACCGGGTGTACTGTCGTCTCGTTTTGTTCGAATGAGTCCGTGCCACTCTTCATTACAGTCTACTGCTGAACTTTCGATATTCATTCTGGGACCCTATCTTTTGGCCCCGATCTACCTTGCGTAGTCATCTTATGTCAGCGGACACGCGCATGATTGTTATCTGTCTTGTCGATTCCCTTATCATTATCGGGACCTCTCGTTCATCGTCGCCAAACGGGAGCTTC
Isolate No 669-3
>E230208-026_O21_V4_3_CS	819
TGAAACCAACTGTTTGTCTGCGCTTCCGCCCGGTGGTGATACTCATGATGGCAGGATCAAACGGGCATATCCGGATCTGCATCTGCAAGCCGTTCTGAAGCCATCATCGTCAAGCTCTTCACACGTTTCGGATACTTGAGAGCTACAAACTGGGAAAGAAATCCCCCCAAAGACATGCCGACTAAATGAGCAGCTTCCAGACCATAACCATCAATGACGCGAACCACATCATCTGCTAATTCTTCAACGGAATATGGAGCCTGACCTGGCTCATAGCTTGTTGATTTCCCGGTATCACGGTGGTCGTACCGGATCACATAGCGACCCATTTTGGCAAGTTGGGAACAAAACTCATCAGGCCACCACACCGCAGACGACATTGCCCCCATGATCAGAATAATGGGTTCATGGGCCGGGTCGCCGAATGATTCGGTATAGAGTGAAATCGCTTTATCAACAACTACCTTTTCTTTCATACTTAAATTGCCTTCGAGTTCTACGTACAACTTTGTTTTAGGGCGACTGCCCTGCTGCGTAACATCGTTGCTGCTCCATAACATCAAACATCGACCCACGGCGTAACGCGCTTGCTGTTTGGGATGCCAAACCCAAACTCTCCAACATCCGCTCCCCTCCCCTTCCCCCTCCCTCCTCCCTCCTCTCTTCTTCCTCTCTTCTTGCTTCCCCCCCCCTTCCCTTCTTCTTCCCCTTCTTTTCTTCCTCCCTTTTTTTCTCTCTTTCTCCTTTCTTTCCCCCTCCTCTTTTCCCTCTCTTCTCTTTTCTTCTTCCTTTTCCTTCCTCTCCCTTTCTTCTCTTCCT
>E230208-026_M21_V4_5_CS	924
CTGCATGGACGAGTAGATGTTATGGAGCAGCAACGATGTTACGCAGCAGGGCAGTCGCCCTAAAACAAAGTTGTACGTAGAACTCGAAGGCAATTTAAGTATGAAAGAAAAGGTAGTTGTTGATAAAGCGATTTCACTCTATACCGAATCATTCGGCGACCCGGCCCATGAACCCATTATTCTGATCATGGGGGCAATGTCGTCTGCGGTGTGGTGGCCTGATGAGTTTTGTTCCCAACTTGCCAAAATGGGTCGCTATGTGATCCGGTACGACCACCGTGATACCGGGAAATCAACAAGCTATGAGCCAGGTCAGGCTCCATATTCCGTTGAAGAATTAGCAGATGATGTGGTTCGCGTCATTGATGGTTATGGTCTGGAAGCTGCTCATTTAGTCGGCATGTCTTTGGGGGGATTTCTTTCCCAGCTTGTAGCTCTCAAGTATCCGAAACGTGTGAAGAGCTTGACGCTGATTGCTTCAGAACGGCTTGCAGATGCAGATCCGGATATGCCCGCTTTTGATCCTGCCATCATTGAGTATCACCAACGGGCGGAATCGCTGGATTGGTCTGATAGAGATGCTGTCGTCGCGTATCAGGTAAGATCTGCTTGAATCAACTCAGGTAATGCGCATGCTTTTGACGCTTATAAGATACAAAACATCGCTGAGTTAAATTTTGATCGCACTCCGAATATCCTGACCACCTTCCACCACACTACTTTAGGTGGTGGCGAGAGATGGCTCGAGAGATTAATAGAGATAACTGTACCAATGTTTATCATTAACGGCACCGTATGATCTGTACTCTTTATGGGCATGATTTGGCCCTGAAAGAGCGATTAGAGGTTCAAAAAGGCTGACCTAAAGGTACATGTATCGATATGCACATGTAGATGGCGGAACAATATTCACAAAAATTAAAA
Isolate No 670-3
>E230208-026_C23_V5_3_CS	1208
GATATCCCCGTTGATCATGTGATTGCTCCAGAGTTGATTTCATGATGGCACGATCAACAGCGGCCATGTCCCGATCTGCATCTGCAGCCGTTCTGAAGCAATCAGCGTATAGCTCTTCTCGCGTTTCGGATTCTTGAGACCTACAAGCTGGGAAAGAAATCCCCCCAAAGACATGCCGACTAAATGAGCAGCTTCCAGACCATAACCATCAATGACGCGAACCACATCATCTGCTAATTCTTCAACGGAATATGGAGCCTGACCTGGCTCATAGCTTGTTGATTTCCCGGTATCACGGTGGTCGTACCGGATCACATAGCGACCCATTTTGGCAAGTTGGGAACAAAACTCATCAGGCCACCACACCGCAGACGACATTGCCCCCATGATCAGAATAATGGGTTCATGGGCCGGGTCGCCGAATGATTCGGTATAGAGTGAAATCGCTTTATCAACAACTACCTTTTCTTTCATACTTAAATTGCCTTCGAGTTCTACGTACAACTTTGTTTTAGGGCGACTGCCCTGCTGCGTAACATCGTTGCTGCTCCATAACATCAAACATCGACCCACGGCGTAACGCGCTTGCTGCTTGGATGCCACAAACGATTTTCTGCCTCCTTCTGCCTCTTCTCTTTCTGCTGCTCCCTTTTGCGCTTTTGTGGTTTGTTTCTGGTGGTTGCGCTGTGTTTTTGGGCTTGTTTGCTGGTTCGGGTTTTTTTCTGGTTTCGTGTTTTCGGGTCGTTGTTGTTTTTTGGTGGGGCTGGCGGGGGGCGCTGTCTTCGCGTCTTGTCGTTGCCTTTTTTGTTCTCTTCTTCGTCTGGTGCGTCGGGCTTGTTGGTTTGGTTTCTGGTTCGTTGTGTTGCTCGTGGTCGTGTTTTGGTTGGGTGGTGTTGGTCTTTTTCTGGTTTGGGTGTGTGGTGTTTGGTGGTTGTGTGCTCTTGCTCTGTTGTTTTCGTCTTTTTTTTTGCTGTTTTTGTGTGTTGTTGGCTCGTGGTGTTTGTTTGTGTCTGGTGTGGTTTGTTTTGGGGGTCTGTGTTTGTTGTGCGTCTGTGGTCGGCGGGTTCTCGTGTTGGTCGTTGGGCTGTGTTGTGTGGTCTGGTGGGGTTGGCCCGGTTGCTCGGCTGTGGTGTGCTCTTGTGTTCTCGCGTTTTCGGGGTCTTGTTTTTCGCTCTGGTTTGTCTTTTGCTGTCTTCGCTCGGGTGGGT
>E230208-026_A23_V5_5_CS	947
GTGGCAGGTTGTCTGAGTAGATGTTATGGAGCAGCACGATGTTACGCAGCAGGGCAGTCGCCCTAAAACAAAGTTGTACGTAGAACTCGAAGGCAATTTAAGTATGATTTAAAAGGTAGTTGTTGATAAAGCGATTTCACTCTATACCGAATCATTCGGCGACCCGGCCCATGAACCCATTATTCTGATCATGGGGGCAATGTCGTCTGCGGTGTGGTGGCCTGATGAGTTTTGTTCCCAACTTGCCAAAATGGGTCGCTATGTGATCCGGTACGACCACCGTGATACCGGGAAATCAACAAGCTATGAGCCAGGTCAGGCTCCATATTCCGTTGAAGAATTAGCAGATGATGTGGTTCGCGTCATTGATGGTTATGGTCTGGAAGCTGCTCATTTAGTCGGCATGTCTTTGGGGGGATTTCTTTCCCAGCTTGTAGCTCTCAAGTATCCGAAACGTGTGAAGAGCTTGACGCTGATTGCTTCAGAACGGCTTGCAGATGCAGATCCGGATATGCCCGCTTTTGATCCTGCCATCATTGAGTATCACCAACGGGCGGAATCGCTGGATTGGTCTGATAGAGATGCTGTCGTCGCGTATCAGGTCAGGTCTGCTTAAAATCACGCGGGGCTGGACACGCTCGCGCCGCGGGCCCGGCCGCGGCGCGCGGCGCGCCCGGCCGCGCGCGCGCCGCGCGCGCCGCGGCCGGCCCCCGCGGCGGCCCGGGCGGCCGGCGGCGGCCGGCGGCCCCGGCGCGGGCCGGGCCCCCCCCGGGCGCGCCCCCGGGCGCCGGGCCCCGGCGCCGCCCCGGGGGGGGGGGGGGGGGCCGCGGCGGGGCGGGCGCGGGCCCCGCCCGGGCGCGCCGGCCGGCCCGCGCCCGGGCCGGGGCCGGCCGGCGCGGCGCCGGCGCGCCCCGGCGGGCGGCGGGGCGGGCCGCCCGGCGGCCGGG
Isolate No 671-1
>E230208-026_G23_V6_3_CS	1121
GGAAAAAGCGGATGTTGACTCATGTGCTTCTGCCCGCTGGTGCACTCAATGATGGCTTGATCAAAAGCGGGCATGTCCGGATCTGCATCTGCAAGCCGTTCTGAATCAATCAGCGTCAAGCTCTTCACACGTTTCGGATACTTGAGAGCTACGAACTGGGAAAGAAATCCCCCCAAAGACATGCCGACAAAATGAACAGCTTCCAGACCATAACCATCAATGACGCGAACCACATCATCTGCTAATTCTTCAACGGAATATGGAGCCTGACCTGGCTCATAGCTGGTTGATTTCCCGGTATCACGGTGGTCGTACCGGATCACATAACGACCCATTTTGGCAAGTTGGGAACAAAACTCATCAGGCCACCACACCGCAGACGACATTGCCCCCATGATCAGAATAATGGGTTCATGGGCCGGGTCGCCGAATGATTCGGTATAGAGTGAAATCGCTTTATCAACAACTACCTTTTCTTTCATACTTAAATTGCCTTCGAGTTCTACGTACAACTTTGTTTTAGGGCGACTGCCCTGCTGCGTAACATCGTTGCTGCTCCATAACATCAAACATCGACCCACGGCGTAACGCGCTTGCTGCTTGGATGCCAATGCCATCGCGTTTGGTGCGGGGTGCGGGGTGCTCTCCCGGGCTCGTTTTCGCTTCGGCGGTGCTTGCTTGCTTCTTTGCTGCCTGTTTTCTTTGCTCTGGCTTGCTGGGTTTTTTTTTTTGTTGTTTGGTTGCCCCGTCCTCGGCCGTGCTGGTGTGGTGTCGGCTTGGGTGGTTGGCTTGCGTCTCGTTTGTGCGTGGCTGCTGTTCCGTTTTGCCGGTCTCCGTGCGGGTTGGCTCGTGTGGTTTTGTGCGTGCTCCCCGTTCTTGGTGGTTTGCGTTTCGCTCTGGTCTGCCTGCCTTGTGTTGTCTGGGGTCTCTTTGGTTGTGGGTTGTTGGCTTCGGGGTTGTTCCCTTCGTTTCGCTGTGGTTGTTCGCGTGTCTTGGTCCTCTTGGTGCCTGGCTCTTGTGTGCTTTTTGGTGTTTTGTTGTGCTCTCGTCGTCGTTGCTGTGCGCCGTCGTTTGTCGTTGCCTGTTGGTCGTGCGTCTGTGTGTTCTGTGGGGTCGTGCTC
>E230208-026_E23_V6_5_CS	967
GTGCATGCATCGAGTAGATGTTATGGAGCAGCAACGATGTTACGCAGCAGGGCAGTCGCCCTAAAACAAAGTTGTACGTAGAAATCGAAGGCAATTTAAGTATGATTGAAAAGGTACTTGTTGATAAAGCGATTTCACTCTATACCGAATCATTCGGCGACCCGGCCCATGAACCCATTATTCTGATCATGGGGGCAATGTCGTCTGCGGTGTGGTGGCCTGATGAGTTTTGTTCCCAACTTGCCAAAATGGGTCGCTATGTGATCCGGTACGACCACCGTGATACCGGGAAATCAACAAGCTATGAGCCAGGTCAGGCTCCATATTCCGTTGAAGAATTAGCAGATGATGTGGTTCGCGTCATTGATGGTTATGGTCTGGAAGCTGCTCATTTAGTCGGCATGTCTTTGGGGGGATTTCTTTCCCAGCTTGTAGCTCTCAAGTATCCGAAACGTGTGAAGAGCTTGACGCTGATTGCTTCAGAACGGCTTGCAGATGCAGATCCGGATATGCCCGCTTTTGATCCTGCCATCATTGAGTATCACCAACGGGCGGAATCGCTGGATTGGTCTGATAGAGATGCTGTCGTCGCGTATCAGGTCAGGTCTGCTTAAATCTACTCAGGTACTGCGCATGCTTTTGTCGCTGAGAAGATACTAACATCGCTGAGTTAAATTTTGATCGCACTCCGAATATCGCGCTATATTCCGGCCCACTATTTACGTGCGGGCGAGAATGCTCGTCAAAATTAAGGTGAACCGGTTTACATTGAGATCATAAAAGCGTAGGCCCCGTACAAATTATTGAAGATTGTCCCTAAAAAACGATTCAGCCCAGAAAGCGGGATTATAGGCATGAGTTGGTTTTGGACAAGGTGTTTGGGGACGATTACAAAGCGTAGGGGGAAAGGCCTCCGTTAATATTAGCGCAAAGGTCTGAATTGTGAGGAAGAATTTGCGATCAGATC
Isolate No 671-2
>E230208-026_K23_V7_3_CS	792
GCAGGACCAGTGTTTAAGTCCTGCGATTCCGCCCGTTGGTGATACTCAATGATGGCTGGATCAAAAGCGGGCATATCCGGATCTGCATCTGCAAGCCGTTCTGAAGCAATCAGCGTCGAGCTCTTCACACGTTTCGGATACTTGAGAGCTACAAACTGGGAAAGAAATCCCCCCAAAGACATGCCGACTAAATGAGCAGCTTCCAGACCATAACCATCAATGACGCGAACCACATCATCTGCTAATTCTTCAACGGAATATGGAGCCTGACCTGGCTCATAGCTGGTTGATTTCCCGGTATCACGGTGGTCGTACCGGATCACATAGCGACCCATTTTGGCAAGTTGGGAACAAAACTCATCAGGCCACCACACCGCAGACGACATTGCCCCCATGATCAGAATAATGGGTTCATGGGCCGGGTCGCCGAATGATTCGGTATAGAGTGAAATCGCTTTATCAACAACTACCTTTTCTTTCATACTTAAATTGCCTTCGAGTTCTACGTACAACTTTGTTTTAGGGCGACTGCCCTGCTGCGTAACATCGTTGCTGCTCCATAACATCAAACATCGACCCACGGCGTAACGCGCTTGCTGCTTGGGATGCCAAAAAATAACCGTTGTTATCTTTTTGTTTCCGGCCCCTCTTGTGTCGTCCGTTCGTGCTGCTGCGTTTCTTGCTGGTGCCGTTGTGTCCCCGGTGCTTGGTGTGGTCGTGCGTTTGTGGCTGCTGTCCGCGGG
>E230208-026_I23_V7_5_CS	1225
CGGAATTTGGTTGAGTAGATGTTATGGAGCAGCACGATGTTACGCAGCAGGCAGTCGCCCTAAAACAAAGTTGTACGTAGAACTCGTAGGCAATTTAAGTATGATTGAAAAGGTAGTTGTTGATAAAGCGATTTCACTCTATACCGAATCATTCGGAGACCCGGCCCATGAACCCATTATTCTGATCATGGGGGCAATGTCGTCTGCGGTGTGGTGGCCTGATGAGTTTTGTTCCCAACTTGCCAAAATGGGTCGCTATGTGATCCGGTACGACCACCGTGATACCGGGAAATCAACAAGCTATGAGCCAGGTCAGGCTCCATATTCCGTTGAAGAATTAGCAGATGATGTGGTTCGCGTCATTGATGGTTATGGTCTGGAAGCTGCTCATTTAGTCGGCATGTCTTTGGGGGGATTTCTTTCCCAGCTTGTAGCTCTCAAGTATCCGAAACGTGTGAAGAGCTTGACGCTGATTGCTTCAGAACGGCTTGCAGATGCAGATCCGGATATGCCCGCTTTTGATCCTGCCATCATTGAGTATCACCAACGGGCGGAATCGCTGGATTGGTCTGATAGAGATGCTGTCGTCGCGTATCAGGTCAAGTCTGCTTAAGGCACCCCGGAACGCGCAGGCGGGGCCGCGGGCCCCGCCGCGGCGGCGCGCGCGGCCGGCGGGCGCCCGCCGGGGGCGCGGCCGCCCGGGCGCCCGGCGCGGCGGCGGGGCCGGCGCCGGCCCCGCGGGCGGGGGGGGCGCGCGCGCGCCGCGCGGGGGCGGCGCGGGGCGGGGGCGCCGGGGCGGGCGCGGGGCCGCGGGGGGCCCGCCCGCCGGCGCGGCGGGCCGCCGCCGCCCCCCCCGGCCGCCCGGGCGCGCCCCCGGGGCGGCCCCGCCGGGGCGCCGGCGCCCCCCGGCGCGCCGGGGGGCGGCCGCCCGGCCGCGGCGGCGGCGCGGCGGCGGCGCGGCGGGGGGGGGGCCGCGGGGGCGGCGCGCGCGCCGGCGGGGCGGGGGGGGGCGGGGCGCGGCGCCGCGGCCGGCGGGGCGGGGCGGCGGGGGCGCCGGGCCCCCCCGCCCGGCGCCGGGGCGCCCGCGCGGGGGCGCGCGGCCGCGGCGCCCCGCGGGCCCGGGGCGCGGCGGCGCGGGGCGGCCGCGCGGCCCGCCGGCGCCCGCCGGCGGGCGCGGCGCGCGCGCGGCGGCGGGCGGCCCGGGGGCGCGGGCGGGCGCCGCGCG
Isolate No 671-3
>E230208-026_O23_V8_3_CS	862
TGGAAAGAGACACTGCTCGTCTAGCGCTTCCGCCCGTTGGTGATACGCAAGGATGGCAGGATCTAAGCGGGCATATCCGGATCCGCATCTGCAAGCCGTTCTGAAGCAATCAGCGTCAAGCTCTTCACACGTTTCGGATACTTGAGAGCTACAAGCTGGGAAAGAAATCCCCCCAAAGACATGCCGACTAAATGAGCAGCTTCCAGACCATAACCATCAATGACGCGAACCACATCATCTGCTAATTCTTCAACGGAATATGGAGCCTGACCTGGCTCATAGCTTGTTGATTTCCCGGTATCACGGTGGTCGTACCGGATCACATAGCGACCCATTTTGGCAAGTTGGGAACAAAACTCATCAGGCCACCACACCGCAGACGACATTGCCCCCATGATCAGAATAATGGGTTCATGGGCCGGGTCGCCGAATGATTCGGTATAGAGTGAAATCGCTTTATCAACAACTACCTTTTCTTTCATACTTAAATTGCCTTCGAGTTCTACGTACAACTTTGTTTTAGGGCGACTGCCCTGCTGCGTAACATCGTTGCTGCTCCATAACATCAAACATCGACCCACGGCGTAACGCGCTTGCTGCTTGGGATGCCAAAGGAGTGCAGTCGCGTGTTGTGCGTTTGGTGGTTTTGGTGCTCCCGTCGTGCTGGCGGCGCCTGCTGGTTGGTGCCGGTTGGTTGGTGTGGGCGCTGCGTTGTTTTGGCGCCTCGCTGCTGTTTGGTTGTTCGCCTTCGGCTTCCTCCTTGTCTTGCTGTCGTTGCTCTTGGCTGCTGCTGTCGGTGTTCTTGGTGCCTTCGTTGTGTCTGGTCCTTCTGTTTTTGTCCGTCTGCGGGGTGGTTGTTGGC
>E230208-026_M23_V8_5_CS	1008
GTGGCATCAGTCGGAGATTAGATGTTATGGAGCAGCACGATGTTACTGACAGCAGGGCAGTCGCCCTAAAACAAAGTTGTACGTAGAACTCGAAGGCAATTTAAGTATGAAAGAAAAGGTAGTTGTTGATAAAGCGATTTCACTCTATACCGAATCATTCGGCGACCCGGCCCATGAACCCATTATTCTGATCATGGGGGCAATGTCGTCTGCGGTGTGGTGGCCTGATGAGTTTTGTTCCCAACTTGCCAAAATGGGTCGCTATGTGATCCGGTACGACCACCGTGATACCGGGAAATCAACAAGCTATGAGCCAGGTCAGGCTCCATATTCCGTTGAAGAATTAGCAGATGATGTGGTTCGCGTCATTGATGGTTATGGTCTGGAAGCTGCTCATTTAGTCGGCATGTCTTTGGGGGGATTTCTTTCCCAGCTTGTAGCTCTCAAGTATCCGAAACGTGTGAAGAGCTTGACGCTGATTGCTTCAGAACGGCTTGCAGATGCAGATCCGGATATGCCCGCTTTTGATCCTGCCATCATTGAGTATCACCAACGGGCGGAATCGCTGGATTGGTCTGATAGAGATGCTGTCGTCGCGTATCAGGCAGATTCTGCTTAAGGCCCGCGGGGCGGCGCGGCTTTGGACGCCGCCCCCGTCCGCCGCGGCGCCGAGCCAGAACGGCGACCGCGACTCCGAATAATGATGACTTCATTCAGCCACACGAATTTGCCGGTCGGGGGCGAGATACGGCTCGTGAATTTTATGCTAATACACGGTATCTCTTGGGACAACAACAATAATCGCTTTGGGACTCCTGGCGCATCATTTAGTTTGGAAAGAATTTGTCCCCCTAACTGAAGAGGACTAAGAGCACCAGAGTTGCTGGCTATTCGATGGCAAACAATTTCGATTTGGCCGGACTGCAGCCTCTGTTAGCGCTACTATTACATGTCGACGGTTGGAGGGAAAATTGAACTCCCTTTTATTTGGCTTGGGTGTTCAATAGG
Isolate No 672-1
>E230228-R01_K09_V9_3_CS	840
GAAAGAAAGCCAGCTCGTCCTGGTCTTGCGGAGGTGGTGAACTCGGGATGTCACGTGTGTAGCGGGCAATCCAGATCTGCATCTGCAAACCGATCTGAAGCATCAGCGTCAAGCTCTTCGCACGCAATAAGATACTTGAGAGCTAAAATCTGGGAAAGAAATCCCCCCAAACACGTGCCTACTAAATGAACAGCTTCCAGACCATAACCATCAATGACGCGAACCACATCAACTGCTAATTCTTCAACGGAATATGGAGCCTGACCTGGCTCATAGCTTGTTGATTTCCCGGTATCACGGTGGGCGTACCGGATCACATATCGACCCATTTTGGCAAGTTGGGAACAAAACTCATCAGGCCACCACACCGCAGACGACATTGCCCCCATGATCAGAATAATGGGTTCATGGGCCGGGTCGCCGAATGATTCGGTATAGAGTGAAATCGCTTTATCAACAACTACCTTTTCTTTCATACTTAAATTGCCTTCGAGTTCTACGTACAACTTTGTTTTAGGGCGACTGCCCTGCTGCGTAACATCGTTGCTGCTCCATAACATCAAACATCGACCCACGGCGTAACGCGCTTGCTGCTTGGATGCCAAGACCGTCGCCTGCTGCGCTGCCTGGCTGGCTGCTCGTTCCCCGCTGCCGTTGGCGTCCCCTGCGCTTGTCGCTGGTTGCGTGTCGTGGCTGTGTTCGCCTTTGCTTTTTGGTGGCCTCCCGTTGTGTTTTTCGGGTTCCTTGGGTTTTTTCTTCTCGTTTGGGTCTTTTGTTTCTTGCCCCTGCTTCTCCCGCCGCGGGTCCGCTGCCTTTCTTGTGTGTCTTGGTCGTTTCCTT
>E230228-R01_I09_V9_5_CS	1511
GTGCCTTTAACGATGTAGATGTTATGGAGCAGCACGATGTTACGCTAGCAGGGCAGTCGCCCTAAAACAAAGTTGTACGTAGAACTCGAAGGCAATTTAAGTATGAAAGAAAAGGTAGTTGTTGATAAAGCGATTTCACTCTATACCGAATCATTCGGCGACCCGGCCCATGAACCCATTATTCTGATCATGGGGGCAATGTCATCTGCGGTGTGGTGGCCTGATGATTTTTGGTCCCAACTTGCCAAAATGGGTCGCTATGTGATCCGGTACGACCACCGTGATACCGGGAAATCAACAAGCTATGAGCCAGGTCAGGCTCCATATTCCGTTGAAGAATTAGCAGATGATGTGGTTCGCGTCATTGATGGTTATGGTCTGGAAGCTGCTCATTTAGTCGGCATGTCTTTGGGGGGATTTCTTTCCCAGCTTGTAGCTCTCAAGTATCCGAAACGTGTGAAGAGCTTGACGCTGATTGCTTCAGAACGGCTTGCAGATGCAGATCCGGATATGCCCGCTTTTGATCCTGCCATCATTGAGTATCACCAACGGGCGGAATCGCTGGATTGGTCTGATAGAGATGCTGTCGTCGCGTATCAGGTCAAGTCTGCTTAAGCCCGCCGGGAGGCACAGGCATGTTAACCTTTGTCCCACACTTTGGATCGTTGCAGTTATATGTTTGAATCTCTCCTAATGATATGTACTGCCAGATTGCGTTAACTTATCGCCTAGGTTAATCAACAAACTGGTCTTCAAGAATTATATAGAAAATAATTGCTATCTATTTTTAATTCTAATTAAATCCGTAGCTCAGCCCCTCCGCCACACGACCACTTTGGCAAGGTAGTTTGTTCCCTAAATGGTAAAGGTTATAATATTAATTGATGTCAAGTATATTCAAAGGTCCATAGCGCTCTCCGCACAACCCCCCTGAATTTGCGGCTCACCTTTCATTCACGTCTTCGGTCATGGTTACTCGCTTATTTATTCCCTGCCATCTTTTTATTGCTATTAGGAAGGATATTAAATTACGACAGCGGACATGCTATTTCTTACCTCGGCTATCAGTGCATGTCCCCCCCCCGCGCTTACGATAAGACTGTTCAACATGCAATTTGTGCCGGCTCTTCATCTGACACTTTACAGATGATATCGATATTACTGTTGTTATATATTGATTGGAAGCCGTGACGCATGAACATATACCTGATATATGTGCCCTCCTTATGAACGGATGACACCGCCATACCTCCGTGGCTTACCGTGAGATCAAACCAGACCGTATCAACACCGAAAAGTAATATGTTATAGATCGTGATATAAACTGGCATGTATTGTGACAATTAAATCTTGGTCTTCCGTTAGTTTATAATACTGTACTTTAAAATGTTACGGCAATATATCTGACATAATTGTTACACGTTATTGTGCAAATCGTGCCCCATTGCCTGATTGCCTACCATCAGCGCCCCCGCCTGCATTTGCTCTTTAAACTGCCCGAATCGCGACCC
Isolate No 672-2
>E230208-026_G02_V10_3_CS	1369
TTTTGACAAAAACCGTGTTCACTGCATCTCACGCTTGGAGTATAAGCCGCGCCGCGAAGCGGCGTCGGCTTGAACGAATTGTTAGACATTATTTGCCGACTACCTTGGTGATCTCGCCTTTCACGTAGTGGACAAATTCTTCCAACTGATCTGCGCGCGAGGCCAAGCGATCTTCTTCTTGTCCAAGATAAGCCTGTCTAGCTTCAAGTATGACGGGCTGATACTGGGCCGGCAGGCGCTCCATTGCCCAGTCGGCAGCGACATCCTTCGGCGCGATTTTGCCGGTTACTGCGCTGTACCAAATGCGGGACAACGTAAGCACTACATTTCGCTCATCGCCAGCCCAGTCGGGCGGCGAGTTCCATAGCGTTAAGGTTTCATTTAGCGCCTCAAATAGATCCTGTTCAGGAACCGGATCAAAGAGTTCCTCCGCCGCTGGACCTACCAAGGCAACGCTATGTTCTCTTGCTTTTGTCAGCAAGATAGCCAGATCAATGTCGATCGTGGCTGGCTCGAAGATACCTGCAAGAATGTCATTGCGCTGCCATTCTCCAAATTGCAGTTCGCGCTTAGCTGGATAACGCCACGGAATGATGTCGTCGTGCACAACAATGGTGACTTCTACAGCGCGGAGAATCTCGCTCTCTCCAGGGGAAGCCGAAGTTTCCAAAAGGTCGTTGATCAAAGCTCGCCGCGTTGTTTCATCAAGCCTTACGGTCACCGTAACCAGCAAATCAATATCGCTGTATGGCTTCAGGCCGCCATCCACTGCGGAGCCGTACAAATGCACGGCCAGCAACGTTGATTCCAGATGGCGCTCAATGACGCTTAGCACCTCTGATAGTTGGTTCGAAATTTCGATGGTCACCGCTACCCTCATGATGTCTAACTTTGTTTTAGGGCGACTGCCCTGCTGCGTAACATCGTTGCTGCTCCATAACATCAAACATCGACCCACGGCGTAACGCGCTTGCTGCTTTGGAATGCCAAACTGAATCTAAACACACAACTCACCACACGTGTTTTTGAGAGATTTACTACATGGTTCGGTTTCATGCCATAGGGTGGGCGATTCTGGCGTATTTATATTGAATCATGAGCCCTATGTATCGGCGGCATGCTACTGTCTACCATCATCTTACCGTAGCCCCTACTTACCCTTTATTCATCAGGTTCTGCCAGGTTTTCTTTCGTGCAATCATTGTAGCGTAGTATGGTTGAATGTGATCTTCAACTGGGTTCCCTGACGAATAGCCGTCCAAGCGAGACTCCTTCTGTCTCCTGATCAGGTATCTCCACAAAACGGAACGAGTCAGACAGATCGACACACATTGCACGATCATGTCCGATTCTACTAACTCTGTCTTGT
>E230208-026_E02_V10_5_CS	1384
TTGCCTTTATATGAGCCGATGCTCTGGCACTAGCCTCGCATTGATTACGCAGCAGCGGCAGTCGCCCTAAAACAAAGTTAGACATCATGAGGGTAGCGGTGACCATCGAAATTTCGAACCAACTATCAGAGGTGCTAAGCGTCATTGAGCGCCATCTGGAATCAACGTTGCTGGCCGTGCATTTGTACGGCTCCGCAGTGGATGGCGGCCTGAAGCCATACAGCGATATTGATTTGCTGGTTACGGTGACCGTAAGGCTTGATGAAACAACGCGGCGAGCTTTGATCAACGACCTTTTGGAAACTTCGGCTTCCCCTGGAGAGAGCGAGATTCTCCGCGCTGTAGAAGTCACCATTGTTGTGCACGACGACATCATTCCGTGGCGTTATCCAGCTAAGCGCGAACTGCAATTTGGAGAATGGCAGCGCAATGACATTCTTGCAGGTATCTTCGAGCCAGCCACGATCGACATTGATCTGGCTATCTTGCTGACAAAAGCAAGAGAACATAGCGTTGCCTTGGTAGGTCCAGCGGCGGAGGAACTCTTTGATCCGGTTCCTGAACAGGATCTATTTGAGGCGCTAAATGAAACCTTAACGCTATGGAACTCGCCGCCCGACTGGGCTGGCGATGAGCGAAATGTAGTGCTTACGTTGTCCCGCATTTGGTACAGCGCAGTAACCGGCAAAATCGCGCCGAAGGATGTCGCTGCCGACTGGGCAATGGAGCGCCTGCCGGCCCAGTATCAGCCCGTCATACTTGAAGCTAGACAGGCTTATCTTGGACAAGAAGAAGATCGCTTGGCCTCGCGCGCAGATCAGTTGGAAGAATTTGTCCACTACGTGAAAGGCGAGATCACCAAGGTAGTCGGCAAATAATGTCTAACAATTCGTTCAAGCCGACGCCGCTTCGCGGCGCGGCTTAACTCAAGCGTTAGATGCACTAAGCACATAATTGCTCACAGCCAAACTATCAGGCCAAGGTCTGCTTAAAAAAATCATTTTCTATTCTATCTTCTTATTTATTTCTTCTCTGTCTGTTGATAATATTCTCCTGCTGTTTCAACTTGCCTCACCAGTATTGCTTGAATCTGGTACTGCAACTTAGTTCTTCTCTTCCCGTTGCTGTCAGTCATGGTAATTTTCACGGATTAGCTATCTTGGTGATGTATTGACTTTTTTTTTTGAACTATTGTTGTTATTTCTCTTCTCATCTTTCACTTTCGTGTGATAAGTTAAGAATCCTCTCTCCCTACCCATCTTGTCTCAAAAGGGTGTGTGGACACGTTCTCCCCTTCCTCCTCTTCCACCATCTCTCATCACTGGCAGTCGTGGCTCGACCTCCGACTAGCATCTCGTGTCAATGATAATTATGATTCCATCAA
Isolate No 672-3
>E230208-026_K02_V11_3_CS	961
TAAAAAAACCCATTGCGTGATCCAGCGCATTCCGCACGTTGGTGATACTCAGTGATGGCGGGATCAAAAGCGGGCATATCCGGATCTGCATCTGCAAGCCGTTCTGAAGCAATCAGCGTCAAGCTCTTCACACGTTTCGGATACTTGAGAGCTACAAGCTGGGAAAGAAATCCCCCCAAAGACATGCCGACTAAATGAGCAGCTTCCAGACCATAACCATCAATGACGCGAACCACATCATCTGCTAATTCTTCAACGGAATATGGAGCCTGACCTGGCTCATAGCTTGTTGATTTCCCGGTATCACGGTGGTCGTACCGGATCACATAGCGACCCATTTTGGCAAGTTGGGAACAAAACTCATCAGGCCACCACACCGCATACGACATTGCCCCCATGATCAGAATAATGGGTTCATGGGCCGGGTCGCCGAATGATTCGGTATAGAGTGAAATCGCTTTATCAACAACTACCTTTTCTTTCATACTTAAATTGCCTTCGAGTTCTACGTACAACTTTGTTTTAGGGCGACTGCCCTGCTGCGTAACATCGTTGCTGCTCCATAACATCAAACATCGACCCACGGCGTAACGCGCTTGCTGCTTGGATGCCAATGGGCTGGCCATCAACGAAATGTAATGCTTACTTTGTCCCGCATTTGATACAGCGCATAACCCGGCACAATCGCGCCGAAGATGTCACTGCCTACCGGGCAATGGAGCGCCAGCCGGCCCAGTATCAGCCCGTCGTACTTGAAGCTAGACGGGCTTATCTTGGACAAGAAAATATCGCTCGGCCTCGCGCGCAGATCATTTGCAAAAATTTGTCCACTACTTTAAGGCCAGATCACCAAGGTAGTCGGCATATAATGTCTAACAATTCGTCTAGGCCGACGCGCCTTCTCGGCGCGGCGTAACTCATGCGTAGAAGCACTAGCACATAATGCTCAGCAATCGTGGCG
>E230208-026_I02_V11_5_CS	969
GTGGCATGCACGAGTATGATGTTATGGAGCAGCAACGATGTTACGCAGCAGGGCAGTCGCCCTAAAACAAAGTTGTACGTAGAACTCGAAGGCAATTTAAGTATGAAAGAAAAGGTAGTTGTTGATAAAGCGATTTCACTCTATACCGAATCATTCGGCGACCCGGCCCATGAACCCATTATTCTGATCATGGGGGCAATGTCGTCTGCGGTGTGGTGGCCTGATGAGTTTTGTTCCCAACTTGCCAAAATGGGTCGCTATGTGATCCGGTACGACCACCGTGATACCGGGAAATCAACAAGCTATGAGCCAGGTCAGGCTCCATATTCCGTTGAAGAATTAGCAGATGATGTGGTTCGCGTCATTGATGGTTATGGTCTGGAAGCTGCTCATTTAGTCGGCATGTCTTTGGGGGGATTTCTTTCCCAGCTTGTAGCTCTCAAGTATCCGAAACGTGTGAAGAGCTTGACGCTGATTGCTTCAGAACGGCTTGCAGATGCAGATCCGGATATGCCCGCTTTTGATCCTGCCATCATTGAGTATCACCAACGGGCGGAATCGCTGGATTGGTCTGATAGAGATGCTGTCGTCGCGTATCAGGTCAGGTCTGCTTAAAAGGGCTGGCGGTGAGCGCGAGGGCGGCGGCCGCGGGTCCCGCCGGGGGGCCCGGCGCGCCCCGCGCGCCCGCGCGCCGCGGGCGGGCCGCGCCCCCGGGCCCCGCCGCGCCGGGCGGCCCCGGGGCGGCCCGCGGCGGCCGGGGCGGCGCCCGGGCCCCCCGGCGCCGGGGCGGCCGCGCGGCCCCCCCGGGGCGGCGGGGCGGGCGGCCGGCCCCCGCCGGGGGCCCCCGGCGCCCGGGGGCCCCGGCGGCGGCGCGCGGCCCCCCCCGCCGGGCCCGCCCCCCCCCCCGCGCCGGCCGGCGCCCCCCGGCGGGGGGGGGCCCGCCCCCCCCCCGGCCGCGGGCGGCCGCGG
Isolate No 745-1
>E230208-026_O02_V12_3_CS	991
GGCTTAGGCATATGTGCTTAGTGCATCTACGCTTGAGTTAAGCCGCGCCGCGAAGCGGCGTCGGCTTGAACGAATTGTTAGACATTATTTGCCGACTACCTTGGTGATCTCGCCTTTCACGTAGTGGACAAATTCTTCCAACTGATCTGCGCGCGAGGCCAAGCGATCTTCTTCTTGTCCAAGATAAGCCTGTCTAGCTTCAAGTATGACGGGCTGATACTGGGCCGGCAGGCGCTCCATTGCCCAGTCGGCAGCGACATCCTTCGGCGCGATTTTGCCGGTTACTGCGCTGTACCAAATGCGGGACAACGTAAGCACTACATTTCGCTCATCGCCAGCCCAGTCGGGCGGCGAGTTCCATAGCGTTAAGGTTTCATTTAGCGCCTCAAATAGATCCTGTTCAGGAACCGGATCAAAGAGTTCCTCCGCCGCTGGACCTACCAAGGCAACGCTATGTTCTCTTGCTTTTGTCAGCAAGATAGCCAGATCAATGTCGATCGTGGCTGGCTCGAAGATACCTGCAAGAATGTCATTGCGCTGCCATTCTCCAAATTGCAGTTCGCGCTTAGCTGGATAACGCCACGGAATGATGTCGTCGTGCACAACAATGGTGACTTCTACAGCGCGGAGAATCTCGCTCTCTCCAGGGGAAGCCGAAGTTTCCAAAAGGTCGTTGATCAAAGCTCGCCGCGTTGTTTCATCAAGCCTTACGGTCACCGTAACCAGCAAATCAATATCGCTGTATGGCTTCAGGCCGCCATCCACTGCGGAGCCGTACAAATGCACGGCCAGCAACGTTGATTCCAGATGGCGCTCAATGACGCTTAGCACCTCTAATAGTTGGTTCGAAATTTCGATGGTCACCGCTACCCTCATGATGTCTAACTTTGTTTTAGGGCGACTGCCCTGCTGCGTAACATCGTTGCTGCTCCATAACATCAAACATCGACCCACGGCGTACGGTGTGGTGTGGTGGAGAGAGAAGAAAAAA
>E230208-026_M02_V12_5_CS	 994
CGGACATTGGTGATGTTGATGTTATGGAGCAGCAACGATGTTACGCAGCAGGGCAGTCGCCCTAAAACAAAGTTAGACATCATGAGGGTAGCGGTGACCATCGAAATTTCGAACCAACTATCAGAGGTGCTAAGCGTCATTGAGCGCCATCTGGAATCAACGTTGCTGGCCGTGCATTTGTACGGCTCCGCAGTGGATGGCGGCCTGAAGCCATACAGCGATATTGATTTGCTGGTTACGGTGACCGTAAGGCTTGATGAAACAACGCGGCGAGCTTTGATCAACGACCTTTTGGAAACTTCGGCTTCCCCTGGAGAGAGCGAGATTCTCCGCGCTGTAGAAGTCACCATTGTTGTGCACGACGACATCATTCCGTGGCGTTATCCAGCTAAGCGCGAACTGCAATTTGGAGAATGGCAGCGCAATGACATTCTTGCAGGTATCTTCGAGCCAGCCACGATCGACATTGATCTGGCTATCTTGCTGACAAAAGCAAGAGAACATAGCGTTGCCTTGGTAGGTCCAGCGGCGGAGGAACTCTTTGATCCGGTTCCTGAACAGGATCTATTTGAGGCGCTAAATGAAACCTTAACGCTATGGAACTCGCCGCCCGACTGGGCTGGCGATGAGCGAAATGTAGTGCTTACGTTGTCCCGCATTTGGTACAGCGCAGTAACCGGCAAAATCGCGCCGAAAGATGTCGCTGCCGACTGGGCAATGGAGCGCCTGCCGGCCCAGTATCAGCCCGTCATACTTGAAGCTAGACAGGCTTATCTTGGACAAGAAGAAGATCGCTTGGCCTCGCGCGCAGATCAGTTGGAAGAATTTGTCCACTACGTGAAAGGCGAGATCACCAAGGTAGTCGGCAAATAATGTCTAACAATTCGTCCAAGCCGACGCCGCTTCGCGGCGCGGCTTAACTCAAGCGTTAGATGCACTAAGCACATAATTGCTCACAGCCACAAGGGGAGGTGTGGGTTGTGTTTGTTTTAAA
Isolate No 745-2
>E230208-026_C04_V13_3_CS	1457
GGCTAAAGAATATGTGCTTAGTGCATCTACGCTTGAGTTAAGCCGCGCCGCGAAGCGGCGTCGGCTTGAACGAATTGTTAGACATTATTTGCCGACTACCTTGGTGATCTCGCCTTTCACGTAGTGGACAAATTCTTCCAACTGATCTGCGCGCGAGGCCAAGCGATCTTCTTCTTGTCCAAGATAAGCCTGTCTAGCTTCAAGTATGACGGGCTGATACTGGGCCGGCAGGCGCTCCATTGCCCAGTCGGCAGCGACATCCTTCGGCGCGATTTTGCCGGTTACTGCGCTGTACCAAATGCGGGACAACGTAAGCACTACATTTCGCTCATCGCCAGCCCAGTCGGGCGGCGAGTTCCATAGCGTTAAGGTTTCATTTAGCGCCTCAAATAGATCCTGTTCAGGAACCGGATCAAAGAGTTCCTCCGCCGCTGGACCTACCAAGGCAACGCTATGTTCTCTTGCTTTTGTCAGCAAGATAGCCAGATCAATGTCGATCGTGGCTGGCTCGAAGATACCTGCAAGAATGTCATTGCGCTGCCATTCTCCAAATTGCAGTTCGCGCTTAGCTGGATAACGCCACGGAATGATGTCGTCGTGCACAACAATGGTGACTTCTACAGCGCGGAGAATCTCGCTCTCTCCAGGGGAAGCCGAAGTTTCCAAAAGGTCGTTGATCAAAGCTCGCCGCGTTGTTTCATCAAGCCTTACGGTCACCGTAACCAGCAAATCAATATCGCTGTATGGCTTCAGGCCGCCATCCACTGCGGAGCCGTACAAATGCACGGCCAGCAACGTTGATTCCAGATGGCGCTCAATGACGCTTAGCACCTCTGATAGTTGGTTCGAAATTTCGATGGTCACCGCTACCCTCATGATGTCTAACTTTGTTTTAGGGCGACTGCCCTGCTGCGTAACATCGTTGCTGCTCCATAACATCAAACATCGACCCACGGCGTAACGCGTGGGGTTTGGGAGAGAAAGAAAAAAAAAAAAAATATATGGCGCCCGCGCGACCGTAGTTTAGCTTTAGTTTAATGAACTACCTAATTAGCTAAAAGCAGTGGGCATAACGCCGAGAGCGCCTGTAATTGCCAGCGTAAGGATGCTCGATCTGGTGCATGAGCATTATTAGGGGTGGCGGCAAGGTCCCCCAAGCCACCATTCTCCCGGTTAGAAGCTTGTGATCATTATATTGCTGATGCGCTCGCGCAAGTTATTGGACACTTTTGACGTCATCCCCGAGCTGCGATGTGAATGCGTGAGTGAACTACGTAGCGGACGCCAAGTGGTAGGACGGAAACGGCAGGGGGAGCGAGCATGTATTTGGCCTGTTTGCGGCACACGAGCGTCGGGAGATCTCACACTGCTACGCGTGCGGAAGCGCGCACGAGTTCGTGATAGTGATCCAACGACAACTCTCGAAGCTGTCATGCAATCGATTCCTGGCCGCCCAC
>E230208-026_A04_V13_5_CS	992
CGGGATGGGTGATGTTTGATGTTATGGAGCAGCAACGATGTTACGCAGCAGGGCAGTCGCCCTAAAACAAAGTTAGACATCATGAGGGTAGCGGTGACCATCGAAATTTCGAACCAACTATCAGAGGTGCTAAGCGTCATTGAGCGCCATCTGGAATCAACGTTGCTGGCCGTGCATTTGTACGGCTCCGCAGTGGATGGCGGCCTGAAGCCATACAGCGATATTGATTTGCTGGTTACGGTGACCGTAAGGCTTGATGAAACAACGCGGCGAGCTTTGATCAACGACCTTTTGGAAACTTCGGCTTCCCCTGGAGAGAGCGAGATTCTCCGCGCTGTAGAAGTCACCATTGTTGTGCACGACGACATCATTCCGTGGCGTTATCCAGCTAAGCGCGAACTGCAATTTGGAGAATGGCAGCGCAATGACATTCTTGCAGGTATCTTCGAGCCAGCCACGATCGACATTGATCTGGCTATCTCGCTGACAAAAGCAAGAGAACATAGCGTTGCCTTGGTAGGTCCAGCGGCGGAGGAACTCTTTGATCCGGTTCCTGAACAGGATCTATTTGAGGCGCTAAATGAAACCTTAACGCTATGGAACTCGCCGCCCGACTGGGCTGGCGATGAGCGAAATGTAGTGCTTACGTTGTCCCGCATTTGGTACAGCGCAGTAACCGGCAAAATCGCGCCGAAAGATGTCGCTGCCGACTGGGCAATGGAGCGCCTGCCGGCCCAGTATCAGCCCGTCATACTTGAAGCTAGACAGGCTTATCTTGGACAAGAAGAAGATCGCTTGGCCTCGCGCGCAGATAAGTTGGAAGAATTTGTCCACTACGTGAAAGGCGAGATCACCAAGGTAGTCGGCAAATAATGTCTAACAATTCGTCCAAGCCGACGCCGCTTCGCGGCGCGGCTTAACTCAAGCGTTAGATGCACTAAGCACATAATTGCTCACAGCAACAAGAGGGGGGGGTGTTGTATTTATTTAAA
Isolate No 1038-2
>E230208-026_G04_V14_3_CS	848
AAGGAATGACGTTGTGCCTCAGTCCAGCGCTTGCGCATGATGTCGATACTTGCTGATGGCAGGATCAAAAGCGGGCATATCCGGATCGGCATCTGCAGCCGTTCAGAAGCAATCGGCGTCAAGCTCTTCACGCGTTTCGGATACTTGAGAGCTACAAGCTGGGAAAGAAATCCCCCCAAAGACATGCCGACTAAATGAGCAGCTTCCAGACCATAACCATCAATGACGCGAACCACATCATCTGCTAATTCTTCAACGGAATATGGAGCCTGACCTGGCTCATAGCTTGTTGATTTCCCGGTATCACGGTGGTCGTACCGGATCACATAGCGACCCATTTTGGCAAGTTGGGAACAAAACTCATCAGGCCACCACACCGCAGACGACATTGCCCCCATGATCAGAATAATGGGTTCATGGGCCGGGTCGCCGAATGATTCGGTATAGAGTGAAATCGCTTTATCAACAACTACCTTTTCTTTCATACTTAAATTGCCTTCGAGTTCTACGTACAACTTTGTTTTAGGGCGACTGCCCTGCTGCGTAACATCGTTGCTGCTCCATAACATCAAACATCGACCCACGGCGTAACGCGCTTGCTGCTTGGATGCCAAATTCCAGGAGGTCCCAAAGATCAACAGTCCCGCTACCTCCCGCCTCTGCTGTCCGCCGCTCTTCCTGCCTCGCCGCTGGTCGTTCCTCTGTCGGCGTCGTTGCTCTCTGTGGCCTGGGGTCTTTCGGGCCGGGTTGCGCCTGTTCGTCTTTGTGCTTGGTGGCGTTGTCCTTTGCGTTCGCCGTTTCGCTTGCCGCCTCCTCGCCCCTTCCTTGTGGTTTTTCCCGGGGTCGCG
>E230208-026_E04_V14_5_CS	907
GTGGCCGTTGGTCGAGTATGATGTTATGGAGCAGCAACGATGTTACGCAGCAGGGCAGTCGCCCTAAAACAAAGTTGTACGTAGAACTCGAAGGGAATTTAAGTATGATTGAAAAGGTAGTTGTTGATAAAGCGATTTCACTCTATACCGAATCATTCGGCGACCCGGCCCATGAACCCATTATTCTGATCATGGGGGCAATGTCGTCTGCGGTGTGGTGGCCTGATGAGTTTTGTTCCCAACTTGCCAAAATGGGTCGCTATGTGATCCGGTACGACCACCGTGATACCGGGAAATCAACAAGCTATGAGCCAGGTCAGGCTCCATATTCCGTTGAAGAATTAGCAGATGATGTGGTTCGCGTCATTGATGGTTATGGTCTGGAAGCTGCTCATTTAGTCGGCATGTCTTTGGGGGGATTTCTTTCCCAGCTTGTAGCTCTCAAGTATCCGAAACGTGTGAAGAGCTTGACGCTGATTGCTTCAGAACGGCTTGCAGATGCAGATCCGGATATGCCCGCTTTTGATCCTGCCATCATTGAGTATCACCAACGGGCGGAATCGCTGGATTGGTCTGATAGAGATGCTGTCGTCGCGTATCAGGTCAGGTCTGCTTAAAAACACTGAGAGGGCGACTCCGCGGGCCCCGGGCCCGCCCGGGCCGCGGCGGCGGCCGGGGCCCGCGCCCCGCGGCCGCCGCCGCCGCCCCGCCCCCCGGCCCGCCGGGCGGGCCGGGCCGGCCGCGGCCCGGCCGGGCGCGGGCCGCCCCCGCGGCGCGCCGCGCGGCGGCCGCCGCCCCGCCCGCCGCCGCCCGCCCCCGCCCGCCCGCCCGCGGGCCGGGCCCGCGGGGCGCCCGGCCCGGGCCCCCGGCGGCCCCCCCGCCCGCGCCCCCCCGCCCCCCCGGGGCC





