NT :

209

TEM 1
TEM 63
TEM 131

AA:

309

409

509

609

ATGAGTATTCAACATTTTCGIGTCGECCCTTATTCCCTTTTTTGCGECATTTTGCCTTCCTGT TTTTGCTCACCCAGAAACCCT GGTGAAAGT AAAAGATG

ATGAGTATTCAACATTTTCGIGTCGCCCTTATTCCCTTTTTTGCGECATTTTGCTTTCCTGI TTTTGCT CACCCAGAAACGCT GGT GAAAGTAAAAGATG

ATGAGTATTCAACATTTCCGTGTCGCCCTTATTCCCTTTTTTGCGECATTTTGCTTTCCTGI TTTTGCT CACCCAGAAACGCT GGTGAAAGTAAAAGAT G
MSI QHFRVALI PFFAAFCLWPVFAMHWZPETILV KV KD
3 F

E
CTGAAGAT CAGT TGGGT GCACGAGT GGGT TACAT CGAACT GGATCT CAACAGCGGT AAGAT CCTTGAGAGT TTTCGCCCCGAAGAACGT TTTCCAATGAT
CTGAAGAT CAGT TGGEGT GCACGAGT GEGT TACAT CGAGCTGGAT CTCAACAGCGGTAAGATCCTTGAGAGT TTTCGCCCCGAAGAACGT TTTCCAATGAT
CTGAAGATCAGI TGEGT GCACGAGT GEGT TACAT CGAGCT GGATCTCAACAGCGGTAAGATCCTTGAGAGT TTTCGCCCCGAAGAACGT TTTCCAATGAT

A EDQLGARVYGY !l ELDLNSGIKI LESTFRZPETETRTFTPM
36 E
E

GAGCACTTTTAAAGT TCTGCTATGTI GGTGCGGTATTATCCCGT GT TGACGCCGEEECAAGAGCAACT CGGT CGCCCCATACACTATTCTCAGAATGACT TG
GAGCACTTTTAAAGT TCTGCTATGT GGTGCGGTATTATCCCGT GT TGACGCCGEECAAGAGCAACT CAGT CGCCGCATACACTATTCTCAGAATGACT TG
GAGCACTTTTAAAGI TCTGCTATGI GGTGCGGTATTATCCCGT GT TGACGCCGEEECAAGAGCAACT CGGT CGCCCCATACACTATTCTCAGAATGACT TG
MSTFKVLLCGAVL SRVDAGQQE QL GRRI HY S QNDIL
69

GITGAGTACTCACCAGT CACAGAAAAGCATCTTACGGATGECATGACAGT AAGAGAAT TATGCAGT GCTGCCATAACCAT GAGT GATAACACT GCTGCCA
GITAAGT ACTCACCAGT CACAGAAAAGCAT CTTACGGATGECATGACAGT AAGAGAATTATGCAGT GCTGCCATAACCAT GAGT GATAACACT GCGGECCA
Gr TAAGT ACTCACCAGT CACAGAAAAGCATCTTACGGAT GECAT GACAGT AAGAGAAT TATGCAGT GCTGCCATAACCATGAGT GATAACACT! GCGGOCA

VEYSPVTEKHLTDGMTVRETLT CSAAI TMSDNTAA
103 K A
K A

ACTTACTTCTGACAACGAT CCGAGGACCGAAGGAGCT AACCCCTTTTTTGCACAACAT GCGEGATCATGTAACT CGCCT TGATCGT TGEGAACCGGAGCT
ACTTACTTCTGACAACCGAT CCGAGGACCGAAGGAGCTAACCCCT TTTTTGCACAACAT GGGGGAT CAT GTAACCCGCCT TGATAGT TGEGAACCGGAGCT
ACTTACTTCTGACAACGAT CCGAGGACCGAAGGAGCTAACCCCTTTTTTGCACAACAT GCGEGGATCATGT. AACCOGOCT TGATAGT TGGGAACCGGAGCT

NLLLTTI GGPIKETLTAFLHNMGDU HVYTRLTUDTRWEPE
136 T S
T S

81



709
GAATGAAGCCATACCAAACGACGAGCGT GACACCACGAT GCCTGCAGCAAT GECAACAACGT TGCGCAAACTATTAACT GGCGAACTACT TACTCTAGCT
GAATGAAGCCATACCAAACGACGAGCGT GACACCACGACGCCTGCAGCAAT GECAACAACGT TGCGCAAACTATTAACT GECGAACTACT TACTCTAGCT
GAATGAAGCCATACCAAACGACGAGCGT GACACCACGACGCCT GCAGCAAT GECAACAACGT TGCGCAAACTATTAACT GGCGAACTACT TACTCTAGCT

L NEAI PNDERDTTMPAAMATTTLRSKLTLTGETLTLTTLA
169 T
809 T

TCCCGGCAACAATTAATAGACT GGAT GGAGGCGGATAAAGT TGCAGGACCACT TCTGCGCTCGECCCT TCCGGCTGECTGGT TTATTGCTGATAAATCTG
TCCCGECAACAATTAATAGACT G ATGGAGGECGGATAAAGT TGCAGGACCACT TCTGCGCTCEECCCT TCCGECTGECTGGI TTATTGCTGATAAATCTG
TCCCGECAACAATTAATAGACT GGAT GGAGGECGGATAAAGT TGCAGGACCACT TCTGCGCT CEECCCT TCCGECTGECTGGT TTATTGCTGATAAATCTG

S RQQLI DWMEADIKVAGPLILIRSALUZPAGMWEFI ADSK S
203
909
GAGCCGGT GAGCGT GGGT CTCGCGGT AT CAT TGCAGCACT GGGGCCAGAT GGTAAGCCCT CCCGTATCGTAGT TAT CTACACGACGGGGAGT CAGGCAAC
GAGCCGGT GAGCGT GGGT CTCGOGGT AT CATTGCAGCACT GGGECCAGAT GGTAAGCCCT CCCGTAT CGTAGT TAT CTACACGACGGGGAGT CAGGCAAC
GAACCGGT GAGOGT GEGT CTCGOGGTATCAT TGCAGCACT GEGGCCAGAT GGT AAGCCCTCOOGT ATCGTAGT TATCTACACGACGGGGAGT CAGGCAAC
GAGERGSRGI I AALGPDGI KPS SRI VVI YTTGS SO QA
236 A
—> T
1009 -
TATGGATGAACGAAATAGACAGAT
TATGGATGAACGAAATAGACAGA
TATGGATGAACGAAATAGACAGAT
T MDEJ RNTR RDOQ
296

Figur e 4.4 Partial nucleotide and amino acid sequences of TEM-1, TEM-63 and TEM-131 depicting the point mutations at amino acid positions 21, 104, 164, 182
and 237.

Nucleotide mutations are underlined in red and the resulting amino acid change underlined in blue.

The red arrow indicates the new mutation in TEM-131.

& Nucleotide numbering (NT) according to AGT codon start of previously reported TEM sequences.

® Amino acid (AA) residues are numbered according to the numbering system of Ambler et al., (1981).

The one-letter amino acid code is used as follows: A, aanine; C, cysteing; D, aspartic acid; E, glutamic acid; F, phenylalanine; G, glycine; H, hitidine; |, isoleucine; K, lysine; L,
leucine; M, methionine; N, asparagine; P, proline; Q, glutamine; R, arginine; S, serine; T, threonine; V, valine; W, tryptophan.
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