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DGC Ht     MSKPAPSLHDKLNQLRERFIEQLPSRLAQTAELWQQSRTTSEEQARLAPELHRFFHSLKG 60 
WspR Pa    ------------------------------------------------------------ 0 
PleD Cc    ------------------------------------------------------------ 0 
                                                                       
 
DGC Ht     TGRSLGFERLAQLADQAQEALTTSPARADIDTFISQLLLLMGHEQQHLRSHQGQQQALAA 120 
WspR Pa    -----------------------------------------MHNPHESKTDLG------- 12 
PleD Cc    ------------------------------------------------------------ 0 
                                                                       
 
DGC Ht     VNSFELSSQVEPLRNKRQRLIYLCDDEPEQVDQLIHHLR-CFGHEVVQFIDTDTFFNAVL 179 
WspR Pa    ----------APLD--GAVMVLLVDDQAMIGEAVRRSLASEAGIDFHFCSDPQQAVAVAN 60 
PleD Cc    ----------------MSARILVVDDIEANVRLLEAKLT-AEYYEVSTAMDGPTALAMAA 43 
                               : : **       :   *      :.    *    .  .  
 
DGC Ht     TRRPDAVIMDVQFPQGQTAGTETLTSLNKLTG----QPLPAIVLSAHSDFHSRLSAVRAG 235 
WspR Pa    QIKPTVILQDLVMP-----GVDGLTLLAAYRGNPATRDIPIIVLSTKEEPTVKSAAFAAG 115 
PleD Cc    RDLPDIILLDVMMP-----GMDGFTVCRKLKDDPTTRHIPVVLITALDGRGDRIQGLESG 98 
              *  :: *: :*     * : :*      .    : :* ::::: .    :  .. :* 
 
DGC Ht     CGGYFTKPVKPLDLMLAVDELTAPAAE----------E----------------PLKVLV 269 
WspR Pa    ANDYLVKLPDAIELVARIRYHSRSYIALQQ---RDE------------------------ 148 
PleD Cc    ASDFLTKPIDDVMLFARVRSLTRFKLVIDELRQREASGRRMGVIAGAAARLDGLGGRVLI 158 
           ...::.*  . : *.  :   :                                       
 
DGC Ht     VDDEPEAAAYHALLLEESGMLTHQVHH-PADALTVMERFSPDLLLVDVYMPVCSGEELAS 328 
WspR Pa    ---------------------------------------------------AYRALR--- 154 
PleD Cc    VDDNERQAQRVA---AELGVEHRPVIESDPEKAKISAGGPVDLVIVNAAAKNFDGLRFTA 215 
                                                                 . .    
 
DGC Ht     IIRQQPEHLGLPIIYLSSETDSQKQISAMSAGVEAFLTKPVQPEELVSAVQLRAE----- 383 
WspR Pa    --------------------------------------------------------ESQQ 158 
PleD Cc    ALRSEERTRQLPVLAMVDPDDRGRMVKALEIGVNDILSRPIDPQELSARVKTQIQRKRYT 275 
                                                                       
 
DGC Ht     -----RLRLLRSLMTRDSMTGLYNHSTTTELINKNLAQAHRDNSQHAMAMIDIDHFKHVN 438 
WspR Pa    QLLETNL-VLQRLMNSDGLTGLSNRRHFDEYLEMEWRRSLREQSQLSLLMIDVDYFKSYN 217 
PleD Cc    DYLRNNLDHSLELAVTDQLTGLHNRRYMTGQLDSLVKRATLGGDPVSALLIDIDFFKKIN 335 
                .*     *   * :*** *:      ::    ::    .  :  :**:*.**  * 
 
DGC Ht     DTHGHLAGDQVIITLARLLKS-RLRLSDIIGRYGGEEFVVLLKGINAEKAATLIDSLRED 497 
WspR Pa    DTFGHVAGDEALRQVAGAIREGCSRSSDLAARYGGEEFAMVLPGTSPGGARLLAEKVRRT 277 
PleD Cc    DTFGHDIGDEVLREFALRLAS-NVRAIDLPCRYGGEEFVVIMPDTALADALRIAERIRMH 394 
           **.**  **:.:  .*  : .   *  *:  *******.::: .     *  : : :*   
  
DGC Ht     FALIDFHT--GEVRFRCTFSAGISSFPAQ---PSTEPLRLSADQALYRAKHQGRNQVVIS 552 
WspR Pa    VESLQISHDQPRPGSHLTVSIGVSTLVPGGGGQTFRVLIEMADQALYQAKNNGRNQVGLM 337 
PleD Cc    VSGSPFTVAHGREMLNVTISIGVS--ATAGEGDTPEALLKRADEGVYQAKASGRNAVVGK 452 
           .    :     .   . *.* *:*         : . *   **:.:*:** .*** *    
 
DGC Ht     PELADDR--- 559 
WspR Pa    EQPVPPAPAG 347 
PleD Cc    AA-------- 454 
                     
 
 
 
Percent Identity Matrix - created by Clustal2.1  
 
     DGC Ht        100.00   28.30   27.94 
     WspR Pa        28.30  100.00   34.17 
     PleD Cc        27.94   34.17  100.00 
	


