
S.p.Dcr1       1 --------------------------------------------------------------------------------
A.t.CAF        1 MVMEDEPREATIKPSYWLDACEDISCDLIDDLVSEFDPSSVAVNESTDENGVINDFFGGIDHILDSIKNGGGLPNNGVSD
M.m.Dicer      1 --------------------------------------------------------------------------------
H.s.Dicer      1 --------------------------------------------------------------------------------
D.m.Dicer-2    1 --------------------------------------------------------------------------------
C.e.Dicer      1 --------------------------------------------------------------------------------

S.p.Dcr1       1 --------------------------------------------------------------------------------
A.t.CAF       81 TNSQINEVTVTPQVIAKETVKENGLQKNGGKRDEFSKEEGDKDRKRARVCSYQSERSNLSGRGHVNNFREGDRFMNRKRT
M.m.Dicer      1 --------------------------------------------------------------------------------
H.s.Dicer      1 --------------------------------------------------------------------------------
D.m.Dicer-2    1 --------------------------------------------------------------------------------
C.e.Dicer      1 --------------------------------------------------------------------------------

S.p.Dcr1       1 -----------------------------------------------------------------------------MDI
A.t.CAF      161 RNWDEAGNNKKKRECNNYRRDGRDREVRGYWERDKVGSNELVYRSGTWEADHERDVKKVSGGNRECDVKAEENKSKPEER
M.m.Dicer      1 --------------------------------------------MNEKPCFAALSMAGLQLMTPASSPMGPFFGLPWQQE
H.s.Dicer      1 -------------------------------------------------------MAGLQLMTPASSPMGPFFGLPWQQE
D.m.Dicer-2    1 --------------------------------------------------------------------------------
C.e.Dicer      1 ----------------------------------------------------------------------------MVRV

S.p.Dcr1       4 SSFLLPQLLRKYQQDVYNIASKQNTLLVMRTGAGKTLLAVKLIKQKLEEQILIQESNLEHKKISVFLVNKVPLVFQQAEY
A.t.CAF      241 KEKVVEEQARRYQLDVLEQAKAKNTIAFLETGAGKTLIAILLIKSVHKDLMSQNR-----KMLSVFLVPKVPLVYQQAEV
M.m.Dicer     37 AIHDNIYTPRKYQVELLEAALDHNTIVCLNTGSGKTFIAVLLTKELAHQIRGDLN---PHAKRTVFLVNSANQVCQQVSA
H.s.Dicer     26 AIHDNIYTPRKYQVELLEAALDHNTIVCLNTGSGKTFIAVLLTKELSYQIRGDFS---RNGKRTVFLVNSANQVAQQVSA
D.m.Dicer-2    1 -MEDVEIKPRGYQLRLVDHLTKSNGIVYLPTGSGKTFVAILVLKRFSQDFDKPIE---SGGKRALFMCNTVELARQQAMA
C.e.Dicer      5 RADLQCFNPRDYQVELLDKATKKNTIVQLGTGSGKTFIAVLLLKEYGVQLFAPLD---QGGKRAFFVVEKVNLVEQQAIH

S.p.Dcr1      84 IRSQLPAKVGMFYGELS--IEMSEQLLTNIILKYNVIVITADLFYLFLARGFLSINDLNLIIFDECHHAIGNDAYARIMN
A.t.CAF      316 IRNQTCFQVGHYCGEMGQDFWD-SRRWQREFESKQVLVMTAQILLNILRHSIIRMETIDLLILDECHHAVKKHPYSLVMS
M.m.Dicer    114 VRTHSDLKVGEYSDLEVNASWT-KERWSQEFTKHQVLIMTCYVALTVLKNGYLSLSDINLLVFDECHLAI-LDHPYREIM
H.s.Dicer    103 VRTHSDLKVGEYSNLEVNASWT-KERWNQEFTKHQVLIMTCYVALNVLKNGYLSLSDINLLVFDECHLAI-LDHPYREIM
D.m.Dicer-2   77 VRRCTNFKVGFYVGEQGVDDWT-RGMWSDEIKKNQVLVGTAQVFLDMVTQTYVALSSLGVVIIDECHHGT-GHHPFREFM
C.e.Dicer     82 IEVHTSFKVGQVHGQTSSGLWDSKEQCDQFMKRHHVVVITAQCLLDLIRHAYLKIEDMCVLIFDECHHALGSQHPYRSIM

S.p.Dcr1     162 DFYHRAKAVLSKKHFTLPRIFGMTAS--PFTGKKG--NLYHRLYQWEQLFDSKAHVVSENELAD---YFCLP--------
A.t.CAF      395 EFYH------TTPKDKRPAIFGMTASPVNLKGVSSQVDCAIKIRNLETKLDSTVCTIKDRKELE---KHVPMPSEIVVEY
M.m.Dicer    192 K--------LCESCPSCPRILGLTAS--ILNGKCDPEELEEKIQKLERILRSDAETATDLVVLD---RYTSQPCEIVVDC
H.s.Dicer    181 K--------LCENCPSCPRILGLTAS--ILNGKCDPEELEEKIQKLEKILKSNAETATDLVVLD---RYTSQPCEIVVDC
D.m.Dicer-2  155 RLFT------IANQTKLPRVVGLTGV--LIKGNEIT-NVATKLKELEITYRGNIITVSDTKEMENVMLYATKPTEVLVSF
C.e.Dicer    162 VDYK-----LLKKDKPVPRVLGLTAS--LIKAKVAPEKLMEQLKKLESAMDSVIETASDLVSLS---KYGAKPYEVVIIC

S.p.Dcr1     227 ------------EESYVMYSNKLVVPPSD--------------------SIIKKCEETLQGCKLISRAVKTALAETIDMG
A.t.CAF      466 DKAATMWSLHETIKQMIAAVEEAAQASSRKSKWQFMGARDAGAKDELRQVYGVSERTESDGAANLIHKLRAINYTLAELG
M.m.Dicer    259 GPFTD---RSGLYERLLMELEAALDFIND--------------------CNVAVYSKERDSTLISKQILSDCRAVLVVLG
H.s.Dicer    248 GPFTD---RSGLYERLLMELEEALNFIND--------------------CNISVHSKERDSTLISKQILSDCRAVLVVLG
D.m.Dicer-2  226 PHQEQVLTVTRLISAEIEKFYVSLDLMNFGVQPIRR-------------SKSLQCLRDPSKKSFVKQLFNDFLYQMKEYG
C.e.Dicer    232 KDFEIGCLGIPNFDTVIEIFDETVAFVNT--------------------TTEFHPDLDLDPRRPIKDSLKTTRAVFRQLG

S.p.Dcr1     275 LWFGEQVWLYLVDFVETKRLKKKA--LGKQLSDDEELAIDRLKIFVEDWK----------NNKYSDNGPRIPVFDSTDVT
A.t.CAF      546 QWCAYKVGQSFLSALQSDERVNFQVDVKFQESYLSEVVSLLQCELLEGAAAEKVAAEVGKPENGNAHDEMEEGELPDDPV
M.m.Dicer    316 PWCADKVAGMMVRELQKYIKHEQE-ELHRKFLLFTDTLLRKIHALCEEYFSPASLDLKYVTPKVMKLLEILRKYKPYERQ
H.s.Dicer    305 PWCADKVAGMMVRELQKYIKHEQE-ELHRKFLLFTDTFLRKIHALCEEHFSPASLDLKFVTPKVIKLLEILRKYKPYERQ
D.m.Dicer-2  293 IYAASIAIISLIVEFDIKRRQAETLSVKLMHRTALTLCEKIRHLLVQKLQDMTYDD----DDDNVNTEEVIMNFSTPKVQ
C.e.Dicer    292 PWAAWRTAQVWEKELGKIIKSQVLPDKTLRFLNMAKTSMITIKRLLEP------------EMKKIKSIEALRPYVPQRVI

S.p.Dcr1     343 DKVFKLLELLKATYRKSDS-------------------------------VRTVIFVERKATAFTLS-LFMKTLN-----
A.t.CAF      626 VSGGEHVDEVIGAAVADGKVTPKVQS----------------LIKLLLKYQHTADFRAIVFVERVVAALVLPKVFAELPS
M.m.Dicer    395 --QFESVEWYNNRNQDNYVSWSDSEDDDDDEEIEEKEKPETNFPSPFTNILCGIIFVERRYTAVVLN-RLIKEAGKQDPE
H.s.Dicer    384 --QFESVEWYNNRNQDNYVSWSDSEDDDEDEEIEEKEKPETNFPSPFTNILCGIIFVERRYTAVVLN-RLIKEAGKQDPE
D.m.Dicer-2  369 RFLMSLKVSFADKDP---------------------------------KDICCLVFVERRYTCKCIYGLLLNYIQSTPEL
C.e.Dicer    360 R-LFEILETFNPEFQKERMKLEKAEH------------------------LSAIIFVDQRYIAYSLL-LMMRHIKSWEPK

S.p.Dcr1     386 LPNIRAHSFIGHGP----SDQGEFSMTFRRQKDTLHKFKTGKYNVLIATAVAEEGIDVPSCNLVIRFNICRTVTQYVQSR
A.t.CAF      690 LSFIRCASMIGHNN--------SQEMKSSQMQDTISKFRDGHVTLLVATSVAEEGLDIRQCNVVMRFDLAKTVLAYIQSR
M.m.Dicer    472 LAYISSNFITGHGIGKNQPRSKQMEAEFRKQEEVLRKFRAHETNLLIATSVVEEGVDIPKCNLVVRFDLPTEYRSYVQSK
H.s.Dicer    461 LAYISSNFITGHGIGKNQPRNKQMEAEFRKQEEVLRKFRAHETNLLIATSIVEEGVDIPKCNLVVRFDLPTEYRSYVQSK



D.m.Dicer-2  416 RNVLTPQFMVGRNN---ISPDFESVLERKWQKSAIQQFRDGNANLMICSSVLEEGIDVQACNHVFILDPVKTFNMYVQSK
C.e.Dicer    414 FKFVNPDYVVGASG--RNLASSDSQGLHKRQTEVLRRFHRNEINCLIATSVLEEGVDVKQCNLVIKFDRPLDMRSYVQSK

S.p.Dcr1     462 GRARA---------------------------------------------------------------------------
A.t.CAF      762 GRARKPGSDYILMVERGN-VSHAAFLRNARNSEETLRKEAIERTDLSHLKDTSRLISIDAVPGTVYKVEATGAMVSLNSA
M.m.Dicer    552 GRARAPISNYVMLADTDKIKSFEEDLKTYKAIEKILRNKCSKSADGAEADVHAGVDDEDAFPPYVLRPDDGGPRVTINTA
H.s.Dicer    541 GRARAPISNYIMLADTDKIKSFEEDLKTYKAIEKILRNKCSKSVDTGETDIDPVMDDDDVFPPYVLRPDDGGPRVTINTA
D.m.Dicer-2  493 GRARTTEAKFVLFTADKEREKTIQQIYQYRKAHNDIAEYLKDRVLEKTEPELYEIKG-HFQDDIDPFTNENGAVLLPNNA
C.e.Dicer    492 GRARR-----------------------------------------------------------------AGSRYVITVE

S.p.Dcr1     467 ----------MASKFLIFLN------------------------TEELLIHERILHEEKNLKFALSELSNSNIFDSLVCE
A.t.CAF      841 VGLVHFYCSQLPGDRYAILRPEFSMEKHEKPG--------GHTEYSCRLQLPCNAPFEILEGPVCSSMRLAQQAVCLAAC
M.m.Dicer    632 IGHINRYCARLPSDPFTHLAPKCRTRELPDG----------TFYSTLYLPINSPLRASIVGP-PMDSVRLAERVVALICC
H.s.Dicer    621 IGHINRYCARLPSDPFTHLAPKCRTRELPDG----------TFYSTLYLPINSPLRASIVGP-PMSCVRLAERVVALICC
D.m.Dicer-2  572 LAILHRYCQTIPTDAFGFVIPWFHVLQEDERDRIFGVSAKGKHVISINMPVNCMLRDTIYSD-PMDNVKTAKISAAFKAC
C.e.Dicer    507 EKDTAAYCSKLPSDIFTRLVPHNQIIPIEENG-------VTKYCAELLLPINSPIKHAIVLKNPMPNKKTAQMAVALEAC

S.p.Dcr1     513 ERERVTDDIVYEVGET-GALLTG----------------------------------------------------LYAVS
A.t.CAF      913 KKLHEMGAFTDMLLPDKGSGQDA----------EKADQDDEGEPVPGTARHREFYPEGVADVLKGEWVSSGKEVCESSKL
M.m.Dicer    701 EKLHKIGELDEHLMPV-GKETVK--YEEELDLHDEEETSVPGRP--GSTKRRQCYPKAIPECLRDSYPKPDQPCYLYVIG
H.s.Dicer    690 EKLHKIGELDDHLMPV-GKETVK--YEEELDLHDEEETSVPGRP--GSTKRRQCYPKAIPECLRDSYPRPDQPCYLYVIG
D.m.Dicer-2  651 KVLYSLGELNERFVPKTLKERVASIADVHFEHWNKYGDSVTATVNKADKSKDRTYKTECPLEFYDALPRVGEICYAYEIF
C.e.Dicer    580 RQLHLEGELDDNLLPK-GRESIAKLLEHIDEEPDEYAPGIAAKV--GSSKRKQLYDKKIARALNESFVEADKECFIYAFE

S.p.Dcr1     540 LLYNFCNTLSRDVYTR-YYPTFTAQPCLSG--------------------------------------------------
A.t.CAF      983 FHLYMHNVRCVDFGSSKDPFLSEVS-------------------------------------------------------
M.m.Dicer    776 MVLTTPLPDELNFRRRKLYPPEDTTRCFGILTAKPIPQIPHFPVYTRSGEVTISIELKKSGFILSQQMLELITRLHQYIF
H.s.Dicer    765 MVLTTPLPDELNFRRRKLYPPEDTTRCFGILTAKPIPQIPHFPVYTRSGEVTISIELKKSGFMLSLQMLELITRLHQYIF
D.m.Dicer-2  731 LEPQFESCEYTEHMYLNLQTPRNYAILLRNKLPRLAEMPLFSNQGKLHVRVAN---APLEVIIQNSEQLELLHQFHGMVF
C.e.Dicer    657 LERFREAELTLNPKRRKFEDPFNYEYCFGFLSAKEIPKT-----------------------TVTAAQLQEIQLFHNYLF

S.p.Dcr1     569 ----------------------------------WYCFEVELPKACKVPAAQGSPAKSIRKAKQNAAFIMCLDLIRMGLI
A.t.CAF     1008 ---------------------------------EFAILFGNELDAEVLSMSMDLYVARAMITKASLAFKGSLDITENQLS
M.m.Dicer    856 SHILRLEKP-ALEFKPTG-AESAYCVLPLNVVNDSGTLDIDFKFMEDIEKSEARIGIPSTKYSKETPFVFKLEDYQDAVI
H.s.Dicer    845 SHILRLEKP-ALEFKPTD-ADSAYCVLPLNVVNDSSTLDIDFKFMEDIEKSEARIGIPSTKYTKETPFVFKLEDYQDAVI
D.m.Dicer-2  808 RDILKIWHP---FFVLDRRSKENSYLVVPLILGAGEQKCFDWELMTNFRRLPQSHGSNVQQREQQP--APRPEDFEGKIV
C.e.Dicer    714 TQVLQMCKTGNLEFDGTSNAPLNTLIVPLNKRKDDMSYTINMKYVSEVVANMENMPR-IPKDEVRRQYKFNAEDYKDAIV

S.p.Dcr1     615 DKHLKPLDFRRKIADLETLEEDELKDEG-YIETYERYVPKSWMKVPEDITRCFVSLLYTDANEGDNHIFHPLVFVQAHSF
A.t.CAF     1055 SLKKFHVRLMSIVLDVDVEPSTTPWDPAKAYLFVPVTDNTSMEPIKGINWELVEKITKTTAWDNPLQRARPDVYLGTNER
M.m.Dicer    934 IPRYRNFDQPHRFYVADVYTDLTPLSKF-PSPEYETFAEYYKTKYNLDLTNLNQPLLDVDHTSSRLNLLTPRHLNQKGKA
H.s.Dicer    923 IPRYRNFDQPHRFYVADVYTDLTPLSKF-PSPEYETFAEYYKTKYNLDLTNLNQPLLDVDHTSSRLNLLTPRHLNQKGKA
D.m.Dicer-2  883 TQWYANYDKP--MLVTKVHRELTPLSYMEKNQQDKTYYEFTMSKYGNRIG----DVVHKDKFMIEVRDLTEQLTFYVHNR
C.e.Dicer    793 MPWYRNLEQPVFYYVAEILPEWRPSSKF-PDTHFETFNEYFIKKYKLEIYDQNQSLLDVDFTSTRLNLLQPRIQNQPRRS

S.p.Dcr1     694 PKIDSFILN-----------------------STVGPRVKIVLETIEDSFKIDSHLLELLKKSTRYLLQFGLSTSLEQQI
A.t.CAF     1135 TLGGDRREYGFG--------------------KLRHNIVFGQKSHPTYGIRGAVASFDVVRASGLLPVRDAFEKEVEEDL
M.m.Dicer   1013 LPLSSAEKRKAKWESLQN-------------KQILVPELCAIHPIPASLWRKAVCLPSILYRLHCLLTAEELRAQTASDA
H.s.Dicer   1002 LPLSSAEKRKAKWESLQN-------------KQILVPELCAIHPIPASLWRKAVCLPSILYRLHCLLTAEELRAQTASDA
D.m.Dicer-2  957 GKFNAKSKAKMK--------------------VILIPELCFNFNFPGDLWLKLIFLPSILNRMYFLLHAEALRKRFNTYL
C.e.Dicer    872 RTVSNSSTSNIPQASASDSKESNTSVPHSSQRQILVPELMDIHPISATLWNVIAALPSIFYRVNQLLLTDELRETILVKA

S.p.Dcr1     751 P-------------------------------------------------------------------------------
A.t.CAF     1195 S-------------------------------------------------------------------------------
M.m.Dicer   1080 G-VGVRSLPVDFRYPNLDFGWKKSIDSKSFISTCNSSLAESDNYCKHSTTVVPEHAAHQGATRP-SLENHDQMSVNCKRL
H.s.Dicer   1069 G-VGVRSLPADFRYPNLDFGWKKSIDSKSFISISNSSSAENDNYCKHS-TIVPENAAHQGANRTSSLENHDQMSVNCRTL
D.m.Dicer-2 1017 N-------------------------------------------------------------------------------
C.e.Dicer    952 FGKEKTKLDDNVEWNSLAYATEYEEKQTIIVKKIQQLRDLNQKSIEDQERETRENDKIDDGEELFNIGVWDPEEAVRIGV

S.p.Dcr1     752 ------------------TPYWLAPLNLSCTDYRFLENLIDVDTIQNFFKLPEPVQNVTDLQSDTVLLVNPQS-------
A.t.CAF     1196 -----------------------KGKLMMADGCMVAEDLIGKIVTAAHSGKRFYVDSICYDMSAETSFPRKEGYLGPLEY
M.m.Dicer   1158 PAESPAKLQSEVSTDLTAINGLSYNKNLANGSYDLVNRDFCQGNQLNYFKQEIPVQPTTSYPIQNLYNYENQPKPSNECP
H.s.Dicer   1147 LSESPGKLHVEVSADLTAINGLSYNQNLANGSYDLANRDFCQGNQLNYYKQEIPVQPTTSYSIQNLYSYENQPQPSDECT
D.m.Dicer-2 1018 ----------------------LHLLPFNGTDYMPRPLEIDYSLKRNVDPLGNVIPTEDIEEPKSLLEPMPTKSIEASVA
C.e.Dicer   1032 EISSRDDRMDGEDQDTVGLTQGLHDGNISDEDDELPFVMHDYTARLTSNRNGIGAWSGSESIVPSGWGDWDGPEPDNSPM



S.p.Dcr1     807 IYEQYAFEGFVNSEFMIPAKKKDKAPSALCKKLPLRLNYSLWGNRAKSIPKSQQVR------------------------
A.t.CAF     1253 NTYADYYKQKYGVDLNCKQQPLIKGRGVSYCKNLLSPRFEQSGESETVLDKTYYVFLP----------------------
M.m.Dicer   1238 LLSNTYLDG--NANTSTSDGSPAVSTMPAMMNAVKALKDRMDSEQSPSVGYSSRTLGPNPGLILQALTLSNASDG-FNLE
H.s.Dicer   1227 LLSNKYLDG--NANKSTSDGSPVMAVMPGTTDTIQVLKGRMDSEQSPSIGYSSRTLGPNPGLILQALTLSNASDG-FNLE
D.m.Dicer-2 1076 NLEITEFEN---------PWQKYMEPVDLSRNLLSTYPVELDYYYHFSVGNVCEMN------------------------
C.e.Dicer   1112 PFQILGGPGGLNVQALMADVGRVFDPSTASSSLSQTVQESTVSPPKQLTKEEEQFKKLQNDLLKQAKERLEALEMSEDME

S.p.Dcr1     863 ----------------------------------SFYINDLYILPVSRHLKNSALLIPSILYHIENLLVASSFIEHFR--
A.t.CAF     1311 -------------------------------------PELCVVHPLSGSLIRGAQRLPSIMRRVESMLLAVQLKNLISYP
M.m.Dicer   1315 RLEMLGDSFLKHAITTYLFCTYPDAHEGRLSYMRSKKVSNCNLYRLGKKKGLPSRMVVSIFDPPVNWLPPGYVVNQDKSN
H.s.Dicer   1304 RLEMLGDSFLKHAITTYLFCTYPDAHEGRLSYMRSKKVSNCNLYRLGKKKGLPSRMVVSIFDPPVNWLPPGYVVNQDKSN
D.m.Dicer-2 1123 ----------------------------------EMDFEDKEYWAKNQFHMPTGNIYGNRTPAKTNANVPALMPSKPTVR
C.e.Dicer   1192 KPRRLEDTVNLEDYGDDQENQEDENTPTNFPKTIDEEIEELSIGARKKQEIDDNAAKTDVLERENCEVLP--VAINEKSR

S.p.Dcr1     907 ----------LDCKIDTA----------------------CQALTSAESQLNFDYDRLEFYGDCFLKLGASITVFLKFPD
A.t.CAF     1354 IPTSK----------------------------------ILEALTAASCQETFCYERAELLGDAYLKWVVSRFLFLKYPQ
M.m.Dicer   1395 SEKWEKDEMTKDCLLANGKLGEACEEE-------------EDLTWRAPKEEAEDEDDFLEYDQEHIQFIDSMLMGSGAFV
H.s.Dicer   1384 TDKWEKDEMTKDCMLANGKLDEDYEEEDEEE---------ESLMWRAPKEEADYEDDFLEYDQEHIRFIDNMLMGSGAFV
D.m.Dicer-2 1169 GKVKPLLILQKTVSKEHITPAEQGE--------------FLAAITASSAADVFDMERLEILGDSFLKLSATLYLASKYSD
C.e.Dicer   1270 SFSFEKESKAINGRLIRQRSEEYVSHIDSDIGLGVSPCLLLTALTTSNAADGMSLERFETIGDSFLKFATTDYLYHTLLD

S.p.Dcr1     955 TQEYQLHFNRKKIISNCNLYKVAIDCELPKYALSTPLEIR-HWCPYGFQKS---------------------------TS
A.t.CAF     1400 KHEGQLTRMRQQMVSNMVLYQFALVKGLQSYIQADRFAPS-RWSAPGVPPVFD-------------------------ED
M.m.Dicer   1462 RKISLSPFSASDSAYEWKMPKKASLGSMPFASGLEDFDYS-SWDAMCYLDPSKAVEEDDFVVGFWNPSEENCGVDTGKQS
H.s.Dicer   1455 KKISLSPFSTTDSAYEWKMPKKSSLGSMPFSSDFEDFDYS-SWDAMCYLDPSKAVEEDDFVVGFWNPSEENCGVDTGKQS
D.m.Dicer-2 1235 WNEGTLTEVKSKLVSNRNLLFCLIDADIPKTLNTIQFTPRYTWLPPGISLPHN-------VLALWQENPEFAKIIGPHNL
C.e.Dicer   1350 QHEGKLSFARSKEVSNCNLYRLGKKLGIPQLIVANKFDAHDSWLPPCYIPTCDFKAPN--TDDAEEKDNEIERILDGQVI

S.p.Dcr1    1007 DKCRYAVLQKLSVKRIADMVEASIGACLLDSG----LDSALKICKSLSVGLLDISNWDEWNNYFDLN-------------
A.t.CAF     1454 TKDGGSSFFDEEQKPVSEENSDVFEDGEMEDGE---LEGDLSSYRVLSSKTLADVVEALIGVYYVEGGKIAANHLMKWIG
M.m.Dicer   1541 ISYDLHTEQCIADKSIADCVEALLGCYLTSCG----ERAAQLFLCSLGLKVLPVIKRTSREKALDPAQENGSSQQKSLSG
H.s.Dicer   1534 ISYDLHTEQCIADKSIADCVEALLGCYLTSCG----ERAAQLFLCSLGLKVLPVIKRTDREKALCPTRENFNSQQKNLSV
D.m.Dicer-2 1308 RDLALGDEESLVKGNCSDINYNRFVEGCRANGQSFYAGADFSSEVNFCVGLVTILNKVIADTLEALLGVIVKNYGLQHAF
C.e.Dicer   1428 EEKPENKTGWDIGGDVSKSTTDGIETITFPKQ----ARVGNDDISPLPYNLLTQQHISDKSIADAVEALIGVHLLTLGPN

S.p.Dcr1    1070 -------------------------------TYADSLRNVQFPYS-------SYIEETIGYSFKNKKLLHLAFIHPSMMS
A.t.CAF     1531 IHVED-----------------------DPDEVDGTLKNVNVPESVLKSIDFVGLERALKYEFKEKGLLVEAITHASRPS
M.m.Dicer   1617 SCAAP--VGPRSSAGKDLEYGCLKIPPRCMFDHPDAEKTLNHLIS-----GFETFEKKINYRFKNKAYLLQAFTHASYHY
H.s.Dicer   1610 SCAAASVASSRSSVLKDSEYGCLKIPPRCMFDHPDADKTLNHLIS-----GFENFEKKINYRFKNKAYLLQAFTHASYHY
D.m.Dicer-2 1388 KMLEYFKICRADIDKPLTQLLNLELGGKKMRANVNTTEIDGFLIN------HYYLEKNLGYTFKDRRYLLQALTHPSYPT
C.e.Dicer   1504 PTLKVMNWMGLKVIQKDQKSDVPSPLLRFIDTPTNPNASLNFLNNLWQQFQFTQLEEKIGYRFKERAYLVQAFTHASYIN

S.p.Dcr1    1112 QQGIYENYQQLEFLGDAVLDYIIVQYLYKKYPNATSGELTDYKSFYVCNKSLSYIGFVLNLHKYIQHESAAMCDAIFEYQ
A.t.CAF     1588 S--GVSCYQRLEFVGDAVLDHLITRHLFFTYTSLPPGRLTDLRAAAVNNENFARVAVKHKLHLYLRHGSSALEKQIREFV
M.m.Dicer   1690 N-TITDCYQRLEFLGDAILDYLITKHLYEDPRQHSPGVLTDLRSALVNNTIFASLAVKYDYHKYFKAVSPELFHVIDDFV
H.s.Dicer   1685 N-TITDCYQRLEFLGDAILDYLITKHLYEDPRQHSPGVLTDLRSALVNNTIFASLAVKYDYHKYFKAVSPELFHVIDDFV
D.m.Dicer-2 1462 N-RITGSYQELEFIGDAILDFLISAYIFENNTKMNPGALTDLRSALVNNTTLACICVRHRLHFFILAENAKLSEIISKFV
C.e.Dicer   1584 N-RVTGCYQRLEFLGDAVLDYMITRYLFEDSRQYSPGVLTDLRSALVNNTIFASLAVKFEFQKHFIAMCPGLYHMIEKFV

S.p.Dcr1    1192 ELIEAFRETAS------------------ENPWFWFE----------------------------IDSPKFISDTLEAMI
A.t.CAF     1666 KEVQTESSKPG-------------------FNSFGLG---------------------------DCKAPKVLGDIVESIA
M.m.Dicer   1769 KFQLEKNEMQG------------------MDSELRRS-------------------EEDEEKEEDIEVPKAMGDIFESLA
H.s.Dicer   1764 QFQLEKNEMQG------------------MDSELRRS-------------------EEDEEKEEDIEVPKAMGDIFESLA
D.m.Dicer-2 1541 NFQESQGHRVTNYVRILLEEADVQPTPPDLDDELDMTELPHANKCISQEAEKGVPPKGEFSMSTNVDVPKALGDVLEALI
C.e.Dicer   1663 KLCSERNFDTN------------------FNAEMYMVTT---------------EEEIDEGQEEDIEVPKAMGDIFESVA

S.p.Dcr1    1226 CAIFLDSGFSLQSLQFVLPLFLNSLGDATHTKAKGDIEHKVYQLLKDQGC------EDFGTKCVIEEVKSSHKTLLN---
A.t.CAF     1700 GAIFLDSGKDTTAAWKVFQPLLQPMVTP--ETLPMHPVRELQERCQQQAEGLEYKASRSGNTATVEVFIDGVQVGVAQNP
M.m.Dicer   1812 GAIYMDSGMSLEVVWQVYYPMMQPLIEKFSANVPRSPVRELLEMEPET-----------AKFSPAERTYDG-KVRVT---
H.s.Dicer   1807 GAIYMDSGMSLETVWQVYYPMMRPLIEKFSANVPRSPVRELLEMEPET-----------AKFSPAERTYDG-KVRVT---
D.m.Dicer-2 1621 AAVYLDCR-DLQRTWEVIFNLFEPELQEFTRKVPINHIRQLVEHKHAKP-------------VFGSPIVEGGTVMVS---
C.e.Dicer   1710 GAIYLDSGRNLDTTWQVIFHMMRGTIELCCANPPRSPIRELMEFEQSK-----------VRFSKMERILESGKVRVT---

S.p.Dcr1    1297 -------------------TELHLTKYYGFSFFRHGNIVAYGKSRKVANAKYIMKQRLLKLLEDKSNLLLYSCNCKFSKK
A.t.CAF     1778 QKKMAQKLAARNALAALKEKEIAESKEKHINNGNAGEDQGENENGNKKNGHQPFTRQTLNDICLRKNWPMPSYRCVKEGG



M.m.Dicer   1877 -------------------VEVVGKGKF------------KGVGRSYRIAKSAAARRALRSLKANQPQVPNS--------
H.s.Dicer   1872 -------------------VEVVGKGKF------------KGVGRSYRIAKSAAARRALRSLKANQPQVPNS--------

D.m.Dicer-2 1684 -------------------CQFTCMEKT---------IKVYGFGSNKDQAKLSAAKHALQQLSKCDA-------------
C.e.Dicer   1776 -------------------VEVVNNMRF------------TGMGRNYRIAKATAAKRALKYLHQIEQQRRQSPSLTTV--

S.p.Dcr1    1358 KPSDEQIKGDGKVKSLT-----------------------------------
A.t.CAF     1858 PAHAKRFTFGVRVNTSDRGWTDECIGEPMPSVKKAKDSAAVLLLELLNKTFS
M.m.Dicer        ----------------------------------------------------
H.s.Dicer        ----------------------------------------------------
D.m.Dicer-2      ----------------------------------------------------
C.e.Dicer        ----------------------------------------------------


