MLST Results

Sequence Type: Unknown ST*

*Please note that one or more loci do not match perfectly to any previously registered MLST allele.
We recommend verifying the results by traditional methods for MLST.

SETTINGS:
Organism: Pseudomonas aeruginosa
MLST Profile: paeruginosa

Genes in MLST Profile: 7

extended output

CONTIGS INFO:
Technology: /lllumina Single End Reads

N50: 2670

acs: WARNING, Identity: 99.74%, Length/HSP: 390/390, Gaps: O, acs_28 is the
best match for acs
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Hit in genome:
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aro: WARNING, Identity: 100%, Length/HSP: 498/349, Gaps: 0, aro_122 is the best



match for aro

MLST allele seq: atgtcaccgtgccgttcaaggaagaggectatcgtctggtggacgaattgagegageggg

Hit in genome:

MLST allele seq: ccacccgggecggggeggtgaacaccetgatccgectegecgacggtegectgegeggeg
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MLST allele seq: tcctcggcgagtgcccggeggagttgctgatcgecaaccgcacggegeggaaggecgtyg
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gua: PERFECT MATCH, Identity: 100%, Length/HSP: 373/373, Gaps: 0, gua_l1 is the
best match for gua
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mut: PERFECT MATCH, Identity: 100%, Length/HSP: 442/442, Gaps: 0, mut_11 is the
best match for mut
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nuo: PERFECT MATCH, Identity: 100%, Length/HSP: 366/366, Gaps: 0, nuo_4 is the
best match for nuo

MLST allele seq:
Hit in genome:

MLST allele seq:
Hit in genome:

MLST allele seq:
Hit in genome:

MLST allele seq:
Hit in genome:

MLST allele seq:
Hit in genome:

MLST allele seq:
Hit in genome:

MLST allele seq:
Hit in genome:

pps: PERFECT MATCH, Identity: 100%, Length/HSP: 370/370, Gaps: 0, pps 12 is the

best match for pps
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Hit in genome:

trp: PERFECT MATCH, Identity: 100%, Length/HSP: 443/443, Gaps: O, trp 3 is the
best match for trp
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