
  1 [        .         .         .         .         :         .         .         . 80 
DDM1    MVSLRSRKVIPASEMVSDGKTEKDASGDSPTSVLNEEENCEEKSVTVVEEEILLAKNGDSSLISEAMAQEEEQLLKLRED    
LSH    -----------------------------------------------------MAEQTEPAVITPAMLEEEEQLEAAGLE    
HELLS    ---------MPAERPAGSGGSE--------AP--------------------AMVEQLDTAVITPAMLEEEEQLEAAGLE    

 81          .         1         .         .         .         .         :         . 160
DDM1    E--EKANNAGSAVAPNLNETQFTKLDELLTQTQLYSEFLLEKMEDITINGIESESQKAE---PEKTGRGR----------    
LSH    KERKMLEEAQKSWDRESTEIRYRRLQHLLEKSNIYSKFLLTKMEQQQLEEQKKKEKLEKKKRSLKLTEGKSLVDGNGEKP    
HELLS    RERKMLEKARMSWDRESTEIRYRRLQHLLEKSNIYSKFLLTKMEQQQLEEQKKKEKLERKKESLKVKKGKNSIDASEEKP    

161          .         .         .         2         .         .         .         . 240
DDM1    -----KRKAASQYNNTK--AKRAVAAMISRSKEDGE----------------------TINSDLTEE---------ETVI    
LSH    VMKKKRGREDESYNISEVMSKEEILSVAKKH-KDNEDESSSTTSLCVEDIQKNKDSNSMIKDRLSQTVRQNSKFFFDPVR    
HELLS    VMRKKRGREDESYNISEVMSKEEILSVAKKNKKENEDENSSSTNLCVEDLQKNKDSNSIIKDRLSETVRQNTKFFFDPVR    

241          :         .         .         .         .         3         .         . 320
DDM1    K-----LQNELCPLLTGGQLKSYQLKGVKWLISLWQNGLNGILADQMGLGKTIQTIGFLSHLKGNGLDGPYLVIAPLSTL    
LSH    KCNGQPVPFQQPKHFTGGVMRWYQVEGMEWLRMLWENGINGILADEMGLGKTVQCIATIALMIQRGVPGPFLVCGPLSTL    
HELLS    KCNGQPVPFQQPKHFTGGVMRWYQVEGMEWLRMLWENGINGILADEMGLGKTVQCIATIALMIQRGVPGPFLVCGPLSTL    

321          .         .         :         .         .         .         .         4 400
DDM1    SNWFNEIARFTPSINAIIYHGDKNQRDELRRKHM-PKTVGPKFPIVITSYEVAMNDAKRILRHYPWKYVVIDEGHRLKNH    
LSH    PNWMAEFKRFTPEIPTLLYHGTREDRRKLVKNIHKRQGTLQIHPVVVTSFEIAMRDQN-ALQHCYWKYLIVDEGHRIKNM    
HELLS    PNWMAEFKRFTPDIPTMLYHGTQEERQKLVRNIYKRKGTLQIHPVVITSFEIAMRDRN-ALQHCYWKYLIVDEGHRIKNM    

401          .         .         .         .         :         .         .         . 480
DDM1    KCKLLRELKHLKMDNKLLLTGTPLQNNLSELWSLLNFILPDIFTSHDEFESWFDFSEKNKNEATKEEEEKRRAQVVSKLH    
LSH    KCRLIRELKRFNADNKLLLTGTPLQNNLSELWSLLNFLLPDVFDDLKSFESWFDITSLSETAED-IIAKEREQNVLHMLH    
HELLS    KCRLIRELKRFNADNKLLLTGTPLQNNLSELWSLLNFLLPDVFDDLKSFESWFDITSLSETAED-IIAKEREQNVLHMLH    

481          .         5         .         .         .         .         :         . 560
DDM1    GILRPFILRRMKCDVELSLPRKKEIIMYATMTDHQKKFQEHLVNNTLEAHLGENAIR-----------------------    
LSH    QILTPFLLRRLKSDVALEVPPKREVVVYAPLCNKQEIFYTAIVNRTIANMFGSCEKETVELSPTGRPKRRSRKSINYSEL    
HELLS    QILTPFLLRRLKSDVALEVPPKREVVVYAPLSKKQEIFYTAIVNRTIANMFGSSEKETIELSPTGRPKRRTRKSINYSKI    

561          .         .         .         6         .         .         .         . 640
DDM1    -------------------------------GQGWKGKLNNLVIQLRKNCNHPDLLQGQIDGSY-LYPPVEEIVGQCGKF    
LSH    DQFPSELEKLISQIQPEVNRERTVVEGNIPIESEVNLKLRNIMMLLRKCCNHPYMIEYPIDPVTQEFKIDEELVTNSGKF    
HELLS    DDFPNELEKLISQIQPEVDRERAVVEVNIPVESEVNLKLQNIMMLLRKCCNHPYLIEYPIDPVTQEFKIDEELVTNSGKF    

641          :         .         .         .         .         7         .         . 720
DDM1    RLLERLLVRLFANNHKVLIFSQWTKLLDIMDYYFSEKGFEVCRIDGSVKLDERRRQIKDFSDEKSSCSIFLLSTRAGGLG    
LSH    LILDRMLPELKKRGHKVLVFSQMTSMLDILMDYCHLRNFIFSRLDGSMSYSEREKNIYSFNTD-PDVFLFLVSTRAGGLG    
HELLS    LILDRMLPELKKRGHKVLLFSQMTSMLDILMDYCHLRDFNFSRLDGSMSYSEREKNMHSFNTD-PEVFIFLVSTRAGGLG    

721          .         .         :         .         .         .         .         8 800
DDM1    INLTAADTCILYDSDWNPQMDLQAMDRCHRIGQTKPVHVYRLSTAQSIETRVLKRAYSKLKLEHVVIGQGQFHQERAKSS    
LSH    INLTAADTVIIYDSDWNPQSDLQAQDRCHRIGQTKPVVVYRLVTANTIDQKIVERAAAKRKLEKLIIHKNHFKGGQSGLS    
HELLS    INLTAADTVIIYDSDWNPQSDLQAQDRCHRIGQTKPVVVYRLVTANTIDQKIVERAAAKRKLEKLIIHKNHFKGGQSGLN    

801          .         .         .         .         :         .         .         . 880
DDM1    ---TPLEEEDILALLKEDETA--EDKLIQTDISDADLDRLLDRSDLTITAPGETQAAEAFPVKGPGWEVVLPSSGGMLSS    
LSH    QSKNFLDAKELMELLKSRDYEREVKGSREKVISDEDLELLLDRSDLIDQMKASR------PIKGK---------TGIFKI    
HELLS    LSKNFLDPKELMELLKSRDYEREIKGSREKVISDKDLELLLDRSDLIDQMNASG------PIKEK---------MGIFKI    

881          .  ] 893
DDM1    LNS----------    
LSH    LENSEDSSAECLF    
HELLS    LENSEDSSPECLF    
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H3.3 contacting residues


