
L5-SAM-SLP1
         gi|2358239|D29 ----------------------------------------------MPQRA----SIQQTADFLGVSTKTVRRYIADGRLK-AVRLGPRLIRVERDSVEALMRP--IGK------------------------------------------
            gi|15892|L5 ----------------------------------------------MPPRA----SIQETADYLGVSTKTVRNYIADGRLK-AVRLGPRLIRVERESVEELMRP--IGK------------------------------------------
     gi|1550698|Rv2657c ----------------------MCAFPSPSLGWTVSHETERPGMADAPPLSRRYITISEAAEYLAVTDRTVRQMIADGRLR-GYRSGTRLVRLRRDEVDGAMHP--FGGAA----------------------------------------
 gi|467073|B2168_C1_172 ----------------------MTSTNGPSARDSAGKSVRDTGSFEGQQPRTQFLTVAEVATLMRVSKMTVYRLVHNGELP-AVRVG-RSFRVHAKAVHDMLETSYFDVG-----------------------------------------
   gi|5123673|SCE68.26c ----------------------MAAAG------------------ERPLNEVQFLTVAEVASVMRVSKMTVYRLVHSGHLP-AIRVG-RSFRVPEQAVHEYLRESYVGVETA---------------------------------------
      gi|1076058|pSE101 ------------MST--------------------PAPASLPRPRESGDATRLLLTVEQAARRLSVGRTTMFKLIKSGDVD-SVRIG-HARRVPVEALTAYIDR-LARGAA----------------------------------------
       gi|152673|pSE211 ------------MTTNVTQLAATLASLAALLAEQQPAPEPEPEPAARRLPNRVLLTVEEAAKQLGLGRTKTYALVASGEIE-SVRIG-RLRRIPRTAIDDYAARLIAQQSAA---------------------------------------
       gi|3043524|pSAM2 ------------------------------------------MTTVTP----ELLTVPEVMARLKVGRSKVYDLIRTRRLA-SIKID-GARRVPTDAVRDFIQDQLGEAI-----------------------------------------
   gi|4490998|SCE29.20c ------------------------------------------MTAATAVATAELLTVPEVMARLKVGRSKVYDLIRSRRLV-SIKID-GARRIPAAAVRDFVLGQIEEAA-----------------------------------------
         gi|8517283|TM1 AEKNGSQPSPQFFLSGADAGDQVEIPHEIYEVLVKTVEAMRKGLAITITPSSMTLTTQQAAELLGVTRPTLVRLLDAGKIP-FEKPG-THRRIKLEDVLAFKEVRKAEQYEALDS--LGVLDDENPEAAINRMKKARVVAAERRRQHKE-
      gi|3261643|Rv2310 -----------------------------------MVAALHAGKAVTIAPQSMTLTTQQAADLLGVSRPTVVRLIKSGELA-AERIG-NRHRLVLDDVLAYREARRQRQYDALAESAMDIDADEDPEVICEQLREARRVVAARRRTERRRA
     gi|2960174|Rv3750c -----------------NAGQPMTLPEPVRDALYNVVLALSQGKGISLVPRHLKLTTQEAADLLNISRPTLVRLLEDGRIP-FEKPG-RHRRVSLDALLEYQQETRSNRRAALGE------------LSRDALGELQAALAEKK------
           gi|140147|P4 ---------------------------MQAVFSSPSPAPVTPLMPLPDITQERFLRVPEVMHLCGLSRSTIYELIRKGEFPPQVSLGGKNVAWLHSEVTAWMAGRIAGRKRGYDA------------------------------------
        gi|4106643|yp43 ------------------------------------------------MTSYQLLRLRQVEQKTGLKRSQIYLYMKEGAFPRSIKIGPASVAWLESEIDEWINKKLSDR------------------------------------------
        gi|3378297|pNL1 AAQKAGEAKLRVPDPKTRKPVEIALTPAMSDLFLELLRHIGSGDAVTLVPIQQMLTTQQAADLLNISRPYLIKLIEKGDIP-HSMVG-RHRRLKAEDVFAYKAKRDETRAKAMDDLLSGDADLY--------------------------
      gi|6459215|DR1455 ----------MWWPHVRFACLYMLVHEGVAPSARSEERRSVMTLASQFDNLPKLLKVSEVADFTGTHERTVRRWIKDGRLG-AVEHP-SGLRVPRRSLWRFLGLEFALSA-----------------------------------------
         gi|312936|SLP1 ------------------------------------------------MARPKMLKLSEVLEEIEMSRAAFYRLRARGKAPKLIKLPNGHIRCRRSDLDAWWATHEIAA------------------------------------------
                  ruler ........40........50........60........70........80........90.......100.......110.......120.......130.......140.......150.......160.......170.......180.
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