
S.monoicaChs1         -MPPKRPTTDGRRAYNA----------GNTTVRAPTKR--TQPRGKIGSRASNNPSAASM 47 

S.monoicaChs2         -MSDQLDLAARLRALRE----------GNAAPADPEAPPPTQPAPAPQYHPQRLPPLYTQ 49 

N.crassaChs2          -MDPRMHTAPPAGHP---------------------IQPGYQLEDNPYHHQQGFD-IPAG 37 

S.cerevisiaeChs2      MTRNPFMVEPSNGSPNRRGASNLSKFYANANSNSRWANPSEESLEDSYDQSNVFQGLPAS 60 

                                                               :       : .      :  

 

S.monoicaChs1         QAYEFEYDYNS------------AMMPMLQ------------PPKSQPTFLNNIA-PISS 82 

S.monoicaChs2         ESLEFGGTYATGSPVGAEAEGSYSQVPVWKDSKETRRSYLDDEPTPQPQSLINMANTLVQ 109 

N.crassaChs2          PG----RYSPG---------DALHIQTPQP--------------IEGMGGYNAPGQHYTP 70 

S.cerevisiaeChs2      PSRAALRYSPDRRHRTQFYRDSAHNSPVAPNRYAANLQESPKRAGEAVIHLSEGSNLYPR 120 

                       .                        .                           .      

       MIT domain pfam 04212 

 

S.monoicaChs1         KEASMKSS------------NAMQLLLQSTSFTIDDAFRAIERAIQAENEGRYREALKHF 130 

S.monoicaChs2         RQASNQSFRRQHTANFRPLPNTVEELLDGTP-TYEGAFRLVQLAVQMEQDGDPGAAINLY 168 

N.crassaChs2          DYAVNPEE-HHDAYYNQPYEPQVG-------HDPYAAAPTPPVAG--YQAHDDQRPMLMH 120 

S.cerevisiaeChs2      DNADLPVDPYHLSPQQQPSNNLFGSGRLYSQSSKYTMSTTSTTAPSLAEADDEKEKYLTS 180 

                        *                   .                    *    :            

 

 

S.monoicaChs1         LDGGEMIVTAAEKEASQKVRNLLLHKGKEVLEWAEHLAEWIERYNTHSAPVRVAKPMAVE 190 

S.monoicaChs2         VDAGTTLVEVGKREVDPLLQKGIQQKAFELLQRAEELGTWMNTVAEEARKAALPPQLKIA 228 

N.crassaChs2          TDSQVGQS-----DPYHD---EPQPPTNNAPIKRWKTVKQVLLYRGN---------LVLD 163 

S.cerevisiaeChs2      TTSYDDQSTIFSADTFNETKFELNHPTRQQYVRRANSESKRRMVSDLPPPSKKKALLKLD 240 

                        .          :              :      .                    : :  

 

S.monoicaChs1         VTYDRTMN-------SPDLDETEARTMFYTPVCCT-PQAFTETGYRLQCIQSG--RRPRL 240 

S.monoicaChs2         RTNVPTVEQAWKGRTPPFHDADEFRLMRYTAVATKDPIQFSNDGYVLRVHQLH--RRIKV 286 

N.crassaChs2          CPIPPKLLN-----QLPHGERDEFTHMRYSAATCD-PSEFYEENFTLRQKLFSKPRHTEL 217 

S.cerevisiaeChs2      NPIPKGLLD-----TLPRRNSPEFTEMRYTACTVE-PDDFLREGYTLRFAEMN--RECQI 292 

                      .    :         *  :  *   * *:.     *  * . .: *:       *. .: 

     a          b 

                                                        

S.monoicaChs1         MVVITMYNEDENELRSTLRKVCNNVLYLKQQSLPGYEGDDAWKQVLVVIVSDGRTKANKG 300 

S.monoicaChs2         FITITMYNEEGSEILGTLTGLAKGLGYMCKE-----YGQDFWQEVAVAIVSDGRTKASKT 341 

N.crassaChs2          FIVVTMYNEDEILFARTMIGVFKNIEYMCKRTESKTWGKDAWKKIVVCVVSDGRAKINPR 277 

S.cerevisiaeChs2      AICITMYNEDKYSLARTIHSIMKNVAHLCKREKSHVWGPNGWKKVSVILISDGRAKVNQG 352 

                       : :*****:   :  *:  : :.: :: :.      * : *::: * ::****:* .   

 

 

S.monoicaChs1         TLEWLSNVGLYDEDVMNITSTGVKVQCHLFEHSLQM-----TKENSIR--FPPLQVTFAL 353 

S.monoicaChs2         CLEYLNGLGAFDEEIMTVTSLGVDVQMHLFESTLQL-----VENQTFENYFPPLQVIYAL 396 

N.crassaChs2          TRALLAGMGVYQEGIAKQQVNGKDVTAHIYEYTTQVGMTIKNDVVQLIPKQQPVQMLFCL 337 

S.cerevisiaeChs2      SLDYLAALGVYQEDMAKASVNGDPVKAHIFELTTQV--SINADLDYVSKDIVPVQLVFCL 410 

                          *  :* ::* : .    *  *  *::* : *:      .   .     *:*: :.* 

        c 

                                                      

S.monoicaChs1         KEHNAGKLDSHLWYFDAFAEQVMPDYTVLLDVGTMPTKSSFYKLLTALEINAQIGGVCGE 413 

S.monoicaChs2         KENNGGKLNSHLWFFNAFSEQLNPKYTVLVDVGTIPAETSVFRLIRSMERNYQIGGVAGE 456 

N.crassaChs2          KEKNQKKINSHRWFFQAFGRVLDPNICVLIDAGTKPGGSSIYHLWKAFDLEPMCAGACGE 397 

S.cerevisiaeChs2      KEENKKKINSHRWLFNAFCPVLQPTVVTLVDVGTRLNNTAIYRLWKVFDMDSNVAGAAGQ 470 

                      **.*  *::** * *:**   : *   .*:*.**    ::.::*   :: :   .*..*: 

     d         e             

                                   

S.monoicaChs1         IAVDKPL--PNMCNWVIAAQHFEYKISNILDKSLESCFGFISVLPGAFSAYRYKAIRG-- 469 

S.monoicaChs2         IAVEA----PNYFNPVIAAQHFEYKISNIMDKSLESVFGFISVLPGAFSAYRYEAIRAVK 512 

N.crassaChs2          IKAMLGTGGKNLINPLVATQNFEYKMSNILDKPLESAFGFISVLPGAFSAYRYVALQNDK 457 

S.cerevisiaeChs2      IKTMKGKWGLKLFNPLVASQNFEYKISNILDKPLESVFGYISVLPGALSAYRYRALKNHE 530 

                      * .       :  * ::*:*:****:***:**.*** **:*******:***** *::   

 

         



        f 

         

S.monoicaChs1         ---APLQAYFKSLTTPMAELGPFAGNMYLAEDRILCFELLARKDCNWTMHYVKDAIARTD 526 

S.monoicaChs2         -GVGPLPEYFKSLTSTTKELGPFQGNMYLAEDRILCFELLARKHKQWTMHYVKDAIARTD 571 

N.crassaChs2          NGQGPLEKYFAGEKLHGGDAGIFTANMYLAEDRILCFELVTKRNCHWILQYVKSATGETD 517 

S.cerevisiaeChs2      DGTGPLRSYFLGETQEGRDHDVFTANMYLAEDRILCWELVAKRDAKWVLKYVKEATGETD 590 

                         .**  ** . .    : . * .***********:**::::. :* ::***.* ..** 

   

 g 

     

S.monoicaChs1         VPTNLIDLVGQRRRWLNGSFFATLFAIWNWGRVYTESNHSFTRKMALLVQYVYNVLQVIF 586 

S.monoicaChs2         VPETLVDLIKQRRRWLNGSFFAGLFAIGHFGRVWSQSSHTMSRKLVFTFQFFYLALQNLL 631 

N.crassaChs2          VPADLTELILQRRRWLNGSFFAAIYAIVHFHQFFR-SDHSFLRKIAFFIEFVFQTVNMIF 576 

S.cerevisiaeChs2      VPEDVSEFISQRRRWLNGAMFAAIYAQLHFYQIWK-TKHSVVRKFFLHVEFLYQFIQMLF 649 

                      **  : ::: ********::** ::*  :: :.:  :.*:. **: : .::.:  :: :: 

 

 

S.monoicaChs1         SWFLPANFYLALYFVIFQGFKDNRWNFIDTSKYPALLLDGLPTAFNVFYAVTVFTQVTIG 646 

S.monoicaChs2         SWFLLSNLFLTFYFVLTLAFTDS---------APALLQAMLT-----LYLAIVGGLIVFA 677 

N.crassaChs2          AWFAIGNFFLVFKILTTGLGDEK---------LLGTVGQILGVVFAWAYGVTLITCFVLS 627 

S.cerevisiaeChs2      SWFSIANFVLTFYYLAGSMN------------LVIKHGEALFIFFKYLIFCDLASLFIIS 697 

                      :**  .*: *.:  :                         *           :   . :. 

 

S.monoicaChs1         LGNKPKHVKGTHYLISVLFG-ILMLIASTIAIVIFV----TAHKTVEAIILAV------- 694 

S.monoicaChs2         LGNKPEPRTASFYLFSCLYMGIIMMLVTGISIYGLVGKGTSAVKDPRVITGALGNCTVSE 737 

N.crassaChs2          MGNRPAGSPRLYMGMVVFWAIIFIYLMFAAIYIAVVA---IQTDVQKGLSFTDLFRNELF 684 

S.cerevisiaeChs2      MGNRPQGAKHLFITSMVILSICATYSLICGFVFAFKS---LASGTES---------HKIF 745 

                      :**:*      .     :                .                          

            h 

             

S.monoicaChs1         --------LILGTFFIGSAMHCEVHHIVLTFVQYTALMPSFVNILMVYSFCNLHDLSWGT 746 

S.monoicaChs2         GELVGGVVTSLGLIFLSAFVHGEFS-ILLSVIQYFFMLPTFVNVLGIYAYSNLHDLSWGT 796 

N.crassaChs2          YTLIVSVVSTYGIWLIASLLMFDPWHMVTSMVQYMLLSPTYTNVLNVYAFCNTHDISWGT 744 

S.cerevisiaeChs2      VDIVISLLSTYGLYFFSSLMYLDPWHMFTSSIQYFLTLPAFTCTLQIFAFCNTHDVSWGT 805 

                                 *  ::.: :  :   :. : :**    *::.  * ::::.* **:**** 

 

S.monoicaChs1         KGIDTGHEHK-SDGAVGQYKD-----------------IVARQKALEAKKAEDARNQDEL 788 

S.monoicaChs2         KGLESGGGHGPTKTGGGNVKD-----------------VVEQQKKLEAQRQAAAKEKEDV 839 

N.crassaChs2          KGDDKPDKLPSVNTKDGQGKTDLPDEGDLNASYERELQVFSRKYVKPVTAPTSAQLEEKQ 804 

S.cerevisiaeChs2      KGSTQESKQLSKAIVVQGPDGKQIVETDWPQEVDKKFLEIKSRLKEPEFEESSGNEKQSK 865 

                      **                 .                   .  :          .. ::.  

 

S.monoicaChs1         KKRFDSFRSNLLLIWVMSNMAMVVICVNTIGAD------------------SYLPFLYAF 830 

S.monoicaChs2         DNSFRAFRSTLLLSWLTTNGIWLYVVTDYMSSG------------------CYLKGLSFV 881 

N.crassaChs2          MDYYRGVRSMVVLVWMITNFALCAVVLSTAGLERIDPEEGSQEQQTTKRATIYMSVVLWS 864 

S.cerevisiaeChs2      NDYYRDIRTRIVMIWMLSNLILIMSIIQVFTPQDTDNG--------------YLIFILWS 911 

                       . :  .*: ::: *: :*        .                        *:  :    

 

S.monoicaChs1         VAAFNGIRLLGCIGYLLY--YARQFLLFNTLSATGVLHKRHEARKHKKAEEDPDPIDFEM 888 

S.monoicaChs2         VGFFNVIRFTGCVVFIILRIFRRFGLNCCAMGATHDTYERNLPPDWQTHYNVQNQADGRV 941 

N.crassaChs2          VAVLSGFKFVGACWFLVVRMFRGV------------------------------------ 888 

S.cerevisiaeChs2      VAALAAFRVVGSMAFLFMKYLRIIVSYRNKVEGSGSWEVSKLDLPNVFHKKG-------- 963 

                      *. :  ::. *.  ::.                                            

 

S.monoicaChs1         GTFQNDLPDVAVPIQAPYNRMR 910 

S.monoicaChs2         VVARAESINPATPRGGAYQQV- 962 

N.crassaChs2          ---------------------- 

S.cerevisiaeChs2      ---------------------- 


