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talA CTTTTCAAGG AGTATTTCCT ATGAACGAGT TAGACGGCAT
evgh CATTGCAAAG GGAATAATCT ATGAACGCAA TAATTATTGA
ypdl CATTTTCAGG ATAACTTTCT ATGAAAGTAA ACTTAATACT
nirB GAAAAGAAAT CGAGGCAAAA ATGAGCAAAG TCAGACTCGC
hmpA TGCAAAAAAA GGAAGACCAT ATGCTTGACG CTCAAACCAT
narl TTTTTGTGGA GAAGACGCGT GTGATTGTTA AACGACCCGT
gtF GTTATTAAGG ATATGTTCAT ATGTTTTTCA AAAAGAACCT
intS TACCCACCGG ATTTTTACCC ATGCTCACCG TTAAGCAGAT
yidF AATCAAAATG GAATAAAATC ATGCTACCAT CTATTTCAAT
dsdX ATCACAGGGG AAGGTGAGAT ATGCACTCTC AAATCTGGGT
suhB ACATCCAGTG AGAGAGACCG ATGCATCCGA TGCTGAACAT

Consensus AATTTAAAGG AGAATTACCT ATGAACGCAA TAATAAACAT
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Available extensions

= Signal peptide prediction (SignalP)

= Transmembrane helix prediction (TMHMM)
= Sequence reader

» Extract annotations

* Recent items

* Bookmarks

« Vector NTlimport

Available modules

» Additional alignments
= MLST
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