
                     
ZEBRAFISH      -GLRALGLRRAGV-RKALHDPFEDGALVLYEPPAI------------------------------------------------------------------------------SAHDLIKADKEKLP-----------VHVVVDPVLSKV
HUMAN          -GSRALGLKRAGV-RRALHDPLEKDALVLYEPPPL------------------------------------------------------------------------------SAHDQLKLDKEKLP-----------VHVVVDPILSKV
RAT            -GSRALGLKRAGV-RRALHDPLEEGALVLYEPPPL------------------------------------------------------------------------------SVHDQLKLDKEKLP-----------VHVVVDPILSKV
CHICKEN        -GLRALGIKRAGL-RSPLHDPFEEGALVLYEPPLL------------------------------------------------------------------------------SAHEQLKIDKDKVP-----------VHVVVDPVLSRV
XENOPUS        -GLRALGIKKAGI-RRALHDPFEEGALVLYEPPQL------------------------------------------------------------------------------SAHDLLKVDKEKVP-----------VHVVVDPVLGKV
DROSOPHILA     --KRVLGVRRCIS-RRPLHDPMACNALVLFHPPAY------------------------------------------------------------------------------TEHERMGMDPTKVL-----------VHVVVDPLLSNI
CELEGANS       ---RSLGLGGNRR-KCALFDPYHEGALILYAPEHL------------------------------------------------------------------------------SEHAQLKEDKDRK------------VHVVADPVVGKI
CBRIGGSAE      SHASLGARRHPTLIPRPLHNPMDDHAIVLFDPTIDDKP-------------------NPEDMKAAEFHEEMKK----------------------KEELNKG------------PHRSLKAILGIVD--EKKNKQVVKVPVVIDPRLSKV
SPOMBE         PPPTLGMKRKVDFIPRPLYDPADEFAIVLYDPTTDADEIIPDIKEVLAEKRKKDELLKNRKGKKEISDSEPESDHDSCVSTDTVASCSTEQSLITSNTSKHRR-----------PNKSLKDLLGIQ---KEKP-PPPPVAVVIDPKLARI
USTILAGO       SYAALGTRRQIDIPPRPLHDPMGEHAIVLFDPTIDDR--------------------EAERRKAEIQQEQAAE----------------------ETRIEAGA-------AVQTPHKSLADILGLN---KAKSKEIEKVPVVIDPVLSKV
SCEREVISIAE    LPLTLGMKKKITPEPRPLHDPTDEFAIVLYDPSVDGEMIVHDTSMD----------NKEEESKKMIKSTQEKDNIN-------------KEKNSQEERPTQRIGRHPALMTNGVRNKPLRELLGDSENSAENKKKFASVPVVIDPKLAKI
MGRISAE        PPPTLGLRQGAVFVAKALHDPSGEFAIVLYDPTVDD---------------------RPKEPEKPVEEPDKPS--------------------PSQEKLDAPL-----------VHKSLAEILGIK---KKVEGEHPRVPVVIDPRLAKV
CRYPTOCOCCUS   SHASLGARRHPTLIPRPLHNPMDDHAIVLFDPTIDDKP-------------------NPEDMKAAEFHEEMKK----------------------KEELNKG------------PHRSLKAILGIVD--EKKNKQVVKVPVVIDPRLSKV
PODOSPORA      PPPTLGLRQGAVFVAKPLHDPSGEFAIVLYDPTVDD---------------------KPKDAPKPEEKVE-------------------------EEKIVEPL-----------EHKSLAEILGIK---KKVVGEHPRVPVVIDPKLAKI

                                                                                                                                                                  

 
ZEBRAFISH      LRPHQREGVKFLWDCVTGRRIEN----------------------------------SYGCIMADEMGLGKTLQCITLIWTLLKQSP-DCKPEIDKVIVVSPSSLVRNWYNEVGKWLG-GRVQPVAIDGGSK------DEIDSKLVNFIS
HUMAN          LRPHQREGVKFLWECVTSRRIPG----------------------------------SHGCIMADEMGLGKTLQCITLMWTLLRQSP-ECKPEIDKAVVVSPSSLVKNWYNEVGKWLG-GRIQPLAIDGGSK------DEIDQKLEGFMN
RAT            LRPHQREGVKFLWECVTSRRIPG----------------------------------SHGCIMADEMGLGKTLQCITLMWTLLRQSP-ECKPEIEKAVVVSPSSLVKNWYNEVEKWLG-GRIQPLAIDGGSK------DEIDRKLEGFMN
CHICKEN        LRPHQREGVKFLWDCVTSRRIPG----------------------------------SHGCIMADEMGLGKTLQCITLMWTLLRQSP-DCKPEIEKAMVVSPSSLVRNWYNEVEKWLG-GRIQPLAIDGGSK------EEIDRKLVGSMN
XENOPUS        LRPHQREGVKFLWECVTGRRISG----------------------------------SHGSIMADEMGLGKTLQCITLIWTLLRQSP-DAKPEIEKAVVVCPSSLVKNWYNEVSKWLG-GRIQPLAIDGGSK------EEIDKKLSGFMN
DROSOPHILA     LRPHQREGVRFMYECVEGKRGN-----------------------------------FNGCIMADEMGLGKTLQCVTLVWTLLRQGP-ECKPTINKAIVVSPSSLVKNWEKEFTKWLH-GRLLCLPMEGGTK------ENTIRALEQFS-
CELEGANS       LRPHQRDGVKFMWDCVTGINIPE----------------------------------FHGCIMADEMGLGKTLQCISLLWTLLRQSP-DACPTVSKSIIVCPSSLVKNWDKEIKKWLG-TRLNAMPVDSGKR------EQIIACLNSFMA
CBRIGGSAE      LRPHQIEGVKFLYRCTTGLIADG----------------------------------AWGCIMADEMGLGKTLQCIALLWTLLKQSPVAGKPTCEKVIIACPTSLVGNWANELVKWLGTGAVSPMVVDGKGG-----KAELIPAVRRWVQ
SPOMBE         LRPHQIEGVKFLYKCVTGRIDRC----------------------------------ANGCIMADEMGLGKTLQCIALLWTLLKQSPQAGKPTIEKAIITCPSSLVKNWANELVKWLGKDAITPFILDGKSS-----KQELIMALQQWAS
USTILAGO       LRPHQVEGVKFLYRCTTGLVVEK----------------------------------AYGCIMADEMGLGKTLQCIALMWTLLKQSPIAHKSTIEKCIIVCPSSLVRNWANELIKWLGPAAPGNLALDGKLS-----KDEMIEATRRWCS
SCEREVISIAE    LRPHQVEGVRFLYRCVTGLVMKDYLEAEAFNTSSEDPLKSDEKALTESQKTEQNNRGAYGCIMADEMGLGKTLQCIALMWTLLRQGP-QGKRLIDKCIIVCPSSLVNNWANELIKWLGPNTLTPLAVDGKKSSMGGGNTTVSQAIHAWAQ
MGRISAE        LRPHQIEGVKFMYRCVTGMIDEK----------------------------------ANGCIMADEMGLGKTLQCITLLWTLLKQSPEAGKPAIQKAIVACPSSLVRNWANELVKWLGADAITPFAIDGKAS-----KEELTRQLRQWAI
CRYPTOCOCCUS   LRPHQIEGVKFLYRCTTGLIADG----------------------------------AWGCIMADEMGLGKTLQCIALLWTLLKQSPVAGKPTCEKVIIACPTSLVGNWANELVKWLGTGAVSPMVVDGKGG-----KAELIPAVRRWVQ
PODOSPORA      LRPHQIEGVKFMYKCVTGMVDEK----------------------------------AHGCIMADEMGLGKTLQCITLLWTLLKQSPDAGKTTIQKAIVACPASLVRNWANELVKWLGPDATTPFAIDGKAS-----KEELTRQLRQWAI
SNF            ---YQLEGVNWLISLYKN-LVKKE----------NDSLG------------------LGGILADEMGLGKTLQTISLLAYLKELKP-KTEK-RIGPFLVVCPLSTLDNWLNEFEKWAPDLNIVVYYGDGNSR------DQIRKDELNVLK
         

     
      
              
ZEBRAFISH      QQGMRIPTPILIISYETFR-----LHAEVLHKGKVG--LVICDEG-HRLKNSDN--QTYLALNSMN-AQRRVLISGTPIQNDLLEYFSLVHFVNSGILGTA-------QEFKKRFEIPILKGRD----ADASD-----KDRAAGEQKLQE
HUMANx1        QRGARVSSPILIISYETFR-----LHVGVLQKGSVG--LVICDEG-HRLKNSEN--QTYQALDSLN-TSRRVLISGTPIQNDLLEYFSLVHFVNSGILGTA-------HEFKKHFELPILKGRD----AAASE-----ADRQLGEERLRE
RATxxx3        QRGARVPSPILIISYETFR-----LHVEVLKKGNVG--LVICDEG-HRLKNSEN--QTYQALDSLN-TSRRVLISGTPIQNDLLEYFSLVHFVNSGILGTA-------HEFKKHFELPILKSRD----AAASE-----ADRQLGEERLRE
CHICKEN        QRGLRVPSPILIISYETFR-----LHAEALQKGSVG--LVICDEG-HRLKNSEN--QTYQALNSLN-TPRRVLISGTPIQNDLLEYFSLVHFVNSGILGTA-------QEFKRHFELPILKGRD----ADASE-----AERQKGEERLKE
XENOPUS        QHGMRVPSAILIISYETFR-----LHAEVLHRGSVG--LVICDEG-HRLKNSEN--QTYQALNSLN-TVRRVLISGTPIQNDLLEYFSLVHFVNAGILGTA-------QEFKKRFEIPILKGRD----ADASA-----ADRQKGEEKLKE
DROSOPHILA     MTSARLGTPVLLISYETFR-----IYAEILCKYEVG--MVICDEG-HRLKNSDN--LTYQALMGLK-TKRRVLLSGTPIQNDLTEYYSLVNFVNPEMLGTA-------AVFKRNFESAILRGQN----TDSTE-----QERQRAIEKTQE
CELEGANS       DSKMRCAIPVLIISYETFR-----LYANILHSGDVG--IVICDEG-HRLKNSEN--LTYQALSGLK-CARRVLISGTPIQNDLLEYFSLVNFVNPGLLGTA-------SEFRKKFENAILKGRD----ADASS-----EDQKKGEEKTKE
CBRIGGSAE      AHGRNVTLPVMIVSYETLR-----TLQEELASCEIG--LLLADEG-HRLKNAET--LTFQALTSLK-VQRRVILTGTPIQNDLSEYFALLNFANPEYLGSK-------LDFKKNFESKILRGRD----ADATE-----KEKLESDAKLKE
SPOMBE         VHGRQVTRPVLIASYETLR-----SYVEHLNNAEIG--MLLCDEG-HRLKNSDS--LTFTALDKLN-VQRRVILSGTPIQNDLSEYFSLLNFANPGLLGSR-------QEFRKNYEIPILKGRD----ADGTE-----KDKENGDAKLAE
USTILAGO       ASGRAISQPVMIVSYETLR-----NLQEELGNTEVG--LLLCDEG-HRLKNADS--LTFQALTQIK-VRRRVILSGTPIQNDLSEYFALLNFANPELLGSR-------TEFRKNFEIAILKGRD----AEATE-----KQQQEANEKLSQ
SCEREVISIAE    AQGRNIVKPVLIISYETLR-----RNVDQLKNCNVG--LMLADEG-HRLKNGDS--LTFTALDSIS-CPRRVILSGTPIQNDLSEYFALLSFSNPGLLGSR-------AEFRKNFENPILRGRD----ADATD-----KEITKGEAQLQK
MGRISAE        SSGRAVTRPVIIVSYETLR-----LNVEELKHTKIG--LMLCDEG-HRLKNGDS--QTFTALNNLN-VSRRVILSGTPIQNDLSEYFSLISFANPDLLGTR-------LEFRKRFELPILRGRD----ADASE-----KERVKGDECLKE
CRYPTOCOCCUS   AHGRNVTLPVMIVSYETLR-----TLQEELASCEIG--LLLADEG-HRLKNAET--LTFQALTSLK-VQRRVILTGTPIQNDLSEYFALLNFANPEYLGSK-------LDFKKNFESKILRGRD----ADATE-----KEKLESDAKLKE
PODOSPORA      ATGRAVTRPIIIVSYETLR-----LNCEELRNTEIG--LILCDEG-HRLKNNDN--KLFTALNGLN-VKRRVILSGTPIQNDLSEYFSLISFANPDLLGTH-------LEFRKRFEIPILRGRD----SMASE-----AERKRGDECLAE
SNFxxx15       DGGR-LKFDVLITSYEIIRKNKLLKDKDELKKLEINWRYVILDEGHHRIKNEDSKLRKSKALKKLKHANNRLLLTGTPLQNNLKELWSLLNFLMPGIFGSLEEYINDGKSFDKWFNNPIAEGGDSAVLADKTEALRREKNVEEGLKLINR
                
                

ZEBRAFISH      LISIVNRCLIRRTSDILSKYLP--VKIEQVVCCNLTPLQKELYKLFLKQAKPVESLQTG---KISVSSLSSITSLKKLCNHPALIYEKCLTGEEGFD-GALDLFPQNYST-------KAVEPQLSGKMLVLDYILAMTRTTTSDKVVLVS
HUMAN          LTSIVNRCLIRRTSDILSKYLP--VKIEQVVCCRLTPLQTELYKRFLRQAKPAEELLEG---KMSVSSLSSITSLKKLCNHPALIYDKCVEEEDGFV-GALDLFPPGYSS-------KALEPQLSGKMLVLDYILAVTRSRSSDKVVLVS
RAT            LISIVNRCLIRRTSDILSKYLP--VKIEQVVCCRLTPLQTELYKRFLRQAKPEEELHEG---KMSVSSLSSITSLKKLCNHPALIYDKCVAEEDGFE-GTLGIFPPGYNS-------KAVEPQLSGKMLVLDYILAMTRSRSSDKVVLVS
CHICKEN        LISIVNRCLIRRTSDILSKYLP--VKIEQVVCCRLTPLQAELYKNFLKQAKPVEELKEG---KINVSSLSSITSLKKLCNHPALIYDKCVEEEEGFM-GALDLFPAGYST-------KSVEPQLSGKMLVLDYILAVTKSTSNDKVVLVS
XENOPUS        LIGVVNRCLIRRTSDILSKYLP--VKIEQVVCCRLTPLQSELYKLFLKQAKPAEDLNEG---KISVSSLSSITSLKKLCNHPSLIYEKCVEEEEGFQ-GALNLFPSGYST-------KSVEPQLSGKMLVLDYILAVTRSTSSDKVVLVS
DROSOPHILA     LIGLVDQCIIRRTNQILTKYLP--VKFEMVICAKLTAIQLELYTNFLKSDQVRRSLADCN-EKASLTALADITTLKKICSHPDLIYEKLTAREKGFE-NSQNVLPSNYKP-------KDLNPELSGKFMLLDFMLAAIRAEGNDKVVLIS
CELEGANS       MISLVEKCIIRRTSALLTKYLP--VKYEHIICCKNSTLQETLYNKLIECEKQNRIVEKD--KGATASALSFITHLKKLCNHPYLVYDEFQKPDNRFRNKCLSIFPESFNP-------KSFDPSFSGKMKVLDYILAVTRKTTDDKFVLVS
CBRIGGSAE      LGGLVSKFIIRRTNDLLSKYLP--VKYEHVVFCRPSPLQASLYNLFVTSKDVQRLLRGKD-----SQPLKAIGLLRKLVNHPDLLN-----LPEDLPG-SEALLPDGYNG---KGRDRTVNCQYSGKFVVLERMLDHINHHTNDKIVLIS
SPOMBE         LAKIVNRFIIRRTNDILSKYLP--VKYEHVVFCNLSEFQLSLYKHFITSPEINKILRGTG-----SQPLKAIGLLKKICNHPDLLN-----LTEDLEG-CEALFPPGFIPRELRGRDRNIDSSLSGKMLVLERMLYQIKQETDDKIVLIS
USTILAGO       LSALVSRFIIRRTNDLLSKYLP--VKYEHVVFCKMSAFQLDLYRLFIRSPEIKKLLRGTG-----SQPLKAIGILKKLCNHPDLLD-----LPNDLEG-SEEYFPEAYTP---RDR-RYVNPELSGKMMVLQRFLETIRATSNDKIVLIS
SCEREVISIAE    LSTIVSKFIIRRTNDILAKYLP--CKYEHVIFVNLKPLQNELYNKLIKSREVKKVVKGVGG----SQPLRAIGILKKLCNHPNLLN-----FEDEFDDEDDLELPDDYNMP--GSKARDVQTKYSAKFSILERFLHKIKTESDDKIVLIS
MGRISAE        LLALVNKFIIRRTNDILSKYLP--VKYEHVVFCNLAPFQLDLYNYFITSPDIQALLRGKG-----SQPLKAIGILKKLCNHPDLLN-----LSDDLPG-SEAHWPSDYVPKESRGRDREIKPWYSGKMQVLDRMLARIRADTNDKIVLIS
CRYPTOCOCCUS   LGGLVSKFIIRRTNDLLSKYLP--VKYEHVVFCRPSPLQASLYNLFVTSKDVQRLLRGKD-----SQPLKAIGLLRKLVNHPDLLN-----LPEDLPG-SEALLPDGYNG---KGRDRTVNCQYSGKFVVLERMLDHINHHTNDKIVLIS
PODOSPORA      LATIVNKFVIRRTNDLLSKYLP--IKYEHVVFCNLAPFQLDLYNYFLTSPDIQALLRGKG-----SQPLKAIGILKNLCNHPDLLK-----LPDDLPG-SEQHYPDDYVPRDSRGRDRDIKPWYSGKMQVLDRMLARIRADTNDKIVLIS
SNF            LHKILKPFLLRRLKKDVEKSLPPPEKTEYVLFCELSKLQKELYKKFLKDVKAINDSEGG---KEKSRLLNLIMQLRKICNHPYLF
               

          
 
          

ZEBRAFISH      NYTQTLDLFEKLCRNRRYLYVRLDGTMSIKKRAKIVERFNNPSSPEFIFMLSSKAGGCGLNLIGANRLVMFDPDWNPANDEQAMARVWRDGQKKTCYIYRLLSTGTIEEKILQRQAHKKALSSCVVDEEQDVERHFSLGELRELFSLNEK
HUMAN          NYTQTLDLFEKLCRARRYLYVRLDGTMSIKKRAKVVERFNSPSSPDFVFMLSSKAGGCGLNLIGANRLVMFDPDWNPANDEQAMARVWRDGQKKTCYIYRLLSAGTIEEKIFQRQSHKKALSSCVVDEEQDVERHFSLGELKELFILDEA
MOUSE          NYTQTLDLFEKLCRVRRYLYVRLDGTMSIKKRAKVVERFNSPSSPDFVFMLSSKAGGCGLNLIGANRLVMFDPDWNPANDEQAMARVWRDGQKKICYIYRLLSAGTIEEKIFQRQSHKKALSSCVVDEEQDVERHFSLGELKELFTLDEA
RAT            NYTQTLDLFEKLCRARRYLYVRLDGTMSIKKRAKVVERFNSPSSPDFVFMLSSKAGGCGLNLIGANRLVMFDPDWNPANDEQAMARVWRDGQKKICYIYRLLSAGTIEEKIFQRQSHKKALSSCVVDEEQDVERHFSLGELKELFTLDEA
CHICKEN        NYTQTLDLFEKLCRNRRYLYVRLDGTMSIKKRAKVVERFNSPSSPEFIFMLSSKAGGCGLNLIGANRLVMFDPDWNPANDEQAMARVWRDGQKKTCYIYRLLSTGTIEEKIFQRQTHKKALSSCVVDEEQDVERHFSLGELKELFSLNET
XENOPUS        NYTQTLDLFEKLCRTRRYLYVRLDGTMSIKKRAKIVERFNSPSSPEFIFMLSSKAGGCGLNLIGANRLVMFDPDWNPANDEQAMARVWRDGQKKTCFIYRLLSTGTIEEKIFQRQTHKKALSSCVVDEEQDVERHFSIGELKELFILNEN
DROSOPHILA     NYTQTLDLFEQLARKRKYGFVRLDGTMSIKKRSKVVDRFNDPESDSFLFMLSSKAGGCGLNLIGANRLFMFDPDWNPANDEQAMARVWRDGQKKPCYIYRLVASGSIEEKILQRQTHKKSLSSTIIDNNESAEKHFTRDDLKDLFTFDAN
CELEGANS       NYTQTIDQFMELCKLRGYDFVRLDGSMSIKQRSKIVDTFNDPASTIFCFLLSSKAGGCGLNLIGANRLVMFDPDWNPANDDQAMARVWRDGQKKMCFIYRLLATGSIEEKMFQRQTHKKALSSCVVDAGEDVARHFSSEQLRELFKLEST
CBRIGGSAE      NATQTLDLMEKLCRSKRYGYLRLDGSMSVPKRSKIVAQFNQPESKEFVFLLSSKAGGCGINLIGANRLVLFDPDWNPASDQQALARVWRDGQKKECFVYRFQTTGTIEEKIFQRQCQKQNLSACVVDEAEDTARHFTQGDLRQLFNFNPE
SPOMBE         NYTSTLDLFEQLCRARGYKALRLDGTMNVNKRQRLVDTFNDPEKDAFVFLLSSKAGGCGINLIGANRLILFDPDWNPAADQQALARVWRDGQKKDCFVYRFIATGTIEEKIFQRQSHKQSLSSCVVDEAQDVERHFSLDNLRQLFQLNDH
USTILAGO       NYTQTLDVFERMCRANRWGMFRLDGTMTINKRQKLVDRFNDPEGKEFIFLLSSKAGGCGLNLIGANRLVLFDPDWNPASDQQALARVWRDGQKKSCFVYRFIATGSIEEKILQRQSHKQSLSSCVVDEAQDAARHFSGEDLRALFTFKEE
SCEREVISIAE    NYTQTLDLIEKMCRYKHYSAVRLDGTMSINKRQKLVDRFNDPEGQEFIFLLSSKAGGCGINLIGANRLILMDPDWNPAADQQALARVWRDGQKKDCFIYRFISTGTIEEKIFQRQSMKMSLSSCVVDAKEDVERLFSSDNLRQLFQKNEN
MGRISAE        NYTSTLDLFERLCRNRGYGSLRLDGTMNVTKRQKLVDKFNDPEGSEFVFLLSSKAGGCGLNLIGANRLVLFDPDWNPAADQQALARVWRDGQKKDCFVYRFIATGSIEEKIFQRQSHKQSLSSCVVDSAEDVERHFSLDSLKELFQYRGN
CRYPTOCOCCUS   NATQTLDLMEKLCRSKRYGYLRLDGSMSVPKRSKIVAQFNQPESKEFVFLLSSKAGGCGINLIGANRLVLFDPDWNPASDQQALARVWRDGQKKECFVYRFQTTGTIEEKIFQRQCQKQNLSACVVDEAEDTARHFTQGDLRQLFNFNPE
PODOSPORA      NYTQTLDLFEKLCRSRAYPCLRLDGKMLVNKRQKLVDKFNDPNGDEFVFLLSSKAGGCGLNLIGANRLVLFDPDWNPAADQQALARVWRDGQKKDCFVYRFIATGTIEEKIFQRQSHKQSLSSCVVDSAEDVERHFSLDSLRELFQYRPD

                    

ZEBRAFISH      TLSDTHDRFRCRRCV-NGRQVRPPPDDSDCTCDLSNWHHCA--DKRGLRDPVLQASWDA---AVSFVFHQRSHEDQRGVV-----------------------------------
HUMAN          SLSDTHDRLHCRRCV-NSRQIRPPPDGSDCTSDLAGWNHCT--DKWGLRDEVLQAAWDAASTAITFVFHQRSHEEQRG-------------------------------------
RAT            SLSDTHDRLHCRRCV-NNRQVWPPPDGSDCTSDLAQWNHNT--DKRGLQDEVLQAAWDASSTAITFVFHQRSHEEQRGLHC----------------------------------
CHICKEN        TISDTHDKIKCRRCV-NGHQVRPPPEGSDCTSDLSQWNHCA--DKRGLQDSVLKAAWDA---AVTFTFHHHSHEEQRGIP-----------------------------------
XENOPUS        TTSDTHDKFKCRRCV-NGHQVRPPPDGTDCTSDLSQWNHCA--DKRGLQDPVLVSAWDA---AITFTFHHQSHEEQRGVL-----------------------------------
DROSOPHILA     ILSDTHDKLKCKRCV-QNIQMKPPPEDTDCTSHLSQWYHCS--NNRGLPDNILAQAWMD-CKCVSFVFHHRSQAQEIVPSAEEEATDQPEENPESRKRSSTPASDDSADEDFRGF
CELEGANS       VASDTHEKLKCKRCI-QGVESVDPPTNADCASDLSNWFHSQK-SARKVADNVLRAVFECG--SISFVFHQKSHNVEVKKVQEKVEEVDEDYVPSEAEENDD--------------
CBRIGGSAE      TLCDTHDTYKCKRCR-EGKQFVKAQ--ALLYGDASTWNHYPNEELGKMHDDLLRAELGL--PEVSYVFQYISH------------------------------------------
SPOMBE         TVCETHETYKCKRCR-DGKQFIRAP--AMLYGDTSTWNHFTNPTLDRIEDHLLKREAGK--QQVSTVFQYKSH------------------------------------------
USTILAGO       TACDTHDTYKCKRCK-NGKQFIKAG--ALLYGDTSTWNHYGKNEMHHLHDDLLRAEQAY--DDVSFVFQYCSH------------------------------------------
SCEREVISIAE    TICETHETYHCKRCNAQGKQLKRAP--AMLYGDATTWNHLNHDALEKTNDHLLKNEHHY--NDISFAFQYISH------------------------------------------
MGRISAE        TRSDTHDTFKCKRCKPDGKQYIKAP--AMLYGDTSTWNHFNNEGLKPIQDLLLRQECGE--TEVSAVFQYISH------------------------------------------
CRYPTOCOCCUS   TLCDTHDTYKCKRCR-EGKQFVKAQ--ALLYGDASTWNHYPNEELGKMHDDLLRAELGL--PEVSYVFQYISH------------------------------------------
PODOSPORA      TKSDTHDTFKCKRCKPDGKQFIKAP--AMLYGDTSTWNHFVNEGLKGIQDLLLRQEMGE--REVSAVFQYISH------------------------------------------
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Supplementary Figure 2    Alignment of Rad54 orthologs.
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