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Figure 1

Alignment of the amino acid sequences of the LysE and Arg0
proteins listed in Table 1. Alignment gaps are indicated by

“-#. Identical amino acids are indicated by “=*7.
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AQYGDTERRIFAAGAFARSLIWF PLVEFGARRLSRPLES PRVHRWINVYVAVVMTALATK
AQYGETERWIFAAGAFAASLVWFPLVOYGAAALSRPLES PRVIRR INIGVAVVLTGLAVE
NOEGPDERWVFALGALCASLTWF PFIGY TSTRFSTVLSRFAVWRY INTATGT IMMIMCAR,
QRYGDQ~RWVFAAGATMASAVWE PTVEYGAFRLAHVLAR PTTWRY VINFATGOVMMLL TAR
HOYGDO - RWYFAGGATLASAVWF PELGFGAYKLSHVLARPTTWRVVNIV IGCUMLALTAK
NOHGESGRWVFAAGALMASAVWFPLLGFFSTRFSEVLER POAWRVINGV IACI MV VMCIR
NOYCEBGRWLFAVEATCASFTWEPE IGFGAARF SHVLSR PTVWRWINFG IGVIMI GLITK
NOYGDPGRWLFAGGATAASFTWFPVIGFGAARFSHVLSRPEVHNRWINVG IGVIMIGLTLE
B8YGER-DXWAFLLGTMAASLVNF PATGYCARALSRPLSS PKVHRCINTG IGLFMVFMARR
NOHGPDARWVFAAGAVAASVLWFTALGYGARLLARVLAD PRAWRYVDVV TAVVMAVLAVR
HOYGESGRWLFAVGAT CASFTWFPF IGFGAARFSHVLSRPTVWRW INFGIGVIMIGLTLE
NQHGESGRWVFAAGALMASAVWFFLLGFFSTRFSRVLSRPQAWR?INGVIGCIMVVMCIR
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Figure 2

Setting of the Clone Manager 9 program from Scientific and
Educational Software for determining the identity of two

amino acid sequences by global sequence alignment.




