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Cedric Notredame 

CPU TIME:20 sec.

SCORE=82

*

 BAD AVG GOOD

*

Ap_dcr1a   :  85

Ap_dcr1b   :  84

Nv-dcr1    :  85

Am-dcr1    :  84

Ph-dcr1    :  81

Tc-dcr1    :  85

Dm-dcr1    :  80

Ag-dcr1    :  79

Pm-dcr1    :  80

Hs-dicer   :  80

Ci-dicer   :  76

cons       :  82

Ap_dcr1a   MAL---------------------------TF-GDNIHTKTFTPQEYLVEV

Ap_dcr1b   MAL---------------------------TF-DDYVNTKTFTPQEYQVEI

Nv-dcr1    MAF---------------------------FF-NDHIHTKSFTPREHQVEL

Am-dcr1    MAF---------------------------PL-NDQIYTKSFTPREYQVEL

Ph-dcr1    MAY---------------------------HL-IDNVHSKSLTPKEPNVEL

Tc-dcr1    MAC---------------------------YL-NENVYTHTFTPREYQVEL

Dm-dcr1    MAF---------------------------HWCDNNLHTTVFTPRDFQVEL

Ag-dcr1    MSL--------------------------FHWTDGNIHTTALTPRDYQTEL

Pm-dcr1    MMN---------------------------RVQPENVHSTIFTPREYQVEL

Hs-dicer   MKSPALQPLSMAGLQLMTPASSPMGPFFGLPWQQEAIHDNIYTPRKYQVEL

Ci-dicer   MLSSGSSQE------------------PGKPSWTSNSQCNSFIPRPYQIEL

cons       *                                          *:    *:

Ap_dcr1a   LSSAKNKNVIISLEGITNKVFVILKLIRELAFKIHRKSEK--RKWTLLVLE

Ap_dcr1b   LSSAKNKNVIISLEGITNKVFVILKLIQELAFKMHRKSEK--RKWTLLVLE

Nv-dcr1    LYSAKEKNIIICLGKITEQTFIVTKVIQELAINNRRTLS-HDGKRTIYLLE

Am-dcr1    FYAAKDKDIIVCLGKNYEQTFLVIKLIQEFATNSRRLLS-QGGKRSLYILT

Ph-dcr1    LDASCVRNIIVCLGNNIGKTFIASKLIQNTSNNISV--NN--GTITLYVAD

Tc-dcr1    LDSAKKRNTIVCSSASSAKAFITIKLLQEFSHKMRV--PH--GKQALFVLD

Dm-dcr1    LATAYERNTIICLGHRSSKEFIALKLLQELSRRARRHGR-VSVYLSCEVGT

Ag-dcr1    LATAREENLIVCIAHNSAKEFLAVKLIQSMRTNRWSSHP-EAPGKAIYL-T

Pm-dcr1    VDACLKGNTLSVLASRSTRTFLITMVTREMAHLTRSKEQGGKGQRTLLTGW

Hs-dicer   LEAALDHNTIVCLNTGSGKTFIAVLLTKELSYQIRGDFS-RNGKRTVFLVN

Ci-dicer   LECAAKQNTIICLNGDFGKCFMYTMFLREVIIKHNGKLN-NAPKFAVLLLK

cons       .  .   : :        : *:   . :.                :     



Ap_dcr1a   ETE-IDQYMFSIKHLTDLKPLVIRS----------------INHLDFNNYE

Ap_dcr1b   EAE-VDQYMFSIRHLTDLKPLEIRS----------------VDHSDFINYD

Nv-dcr1    NEEACTEKANHIKQLTDLKVLKCNDVK------------DFDSKEFSSNTQ

Am-dcr1    DEDKCTIKASYIQQLTDLKVLLCDTCS------------TAEFIEKFEISH

Ph-dcr1    SSVVVSRKAAYFQRLTNMLVAEYHKGNC---------NKIKKIKKIPKLDQ

Tc-dcr1    GPN-VPIMTSHVKLLTDLTVTSIDK---------------EENPPSLKASN

Dm-dcr1    STE-PCSIYTMLTHLTDLRVWQEQP------------DMQIPFDHCWTDYH

Ag-dcr1    RMD-RSLLSSMVSNLTDLQVANVDDVEDSEGSHEPDGASNTPVTDVASADV

Pm-dcr1    SGPGLVRAGEAIQQNTNLAVTTYTRLEQVEG------WLPSRWSQTFTEAQ

Hs-dicer   SANQVAQQVSAVRTHSDLKVGEYSNLEVNAS------WTKERWNQEFTKHQ

Ci-dicer   EDCMVNEQSELLRSHLDVDIISCTHNM-TDS------FTDESLQQLCHDHQ

cons                  .    ::                                 

Ap_dcr1a   VIVTTENQCLEIFEKKYLHFDQLNLAIFNNCQKIIVKN-STYFKICD-FIK

Ap_dcr1b   VIVTTENLCLEIFEKNCLHFDQLSLAIFNNCQKIIVEN-STYFKICN-FIK

Nv-dcr1    VLILTVDMCSKLLLANKINPNQINLLIIDKCHNLVTN--CKLSKILNI-FR

Am-dcr1    VLLATSKTCAQLLADKKILPHQINLVIVDECHKSINN--SQLKFILQT-IL

Ph-dcr1    IVVAETETANYMLENELIVMSDINLLILHDCHCVLKNGIVPQKELMKF-YY

Tc-dcr1    VIVTTAEVCVLLCKKNFVHLDSYALIVID-CLYGGQQS--LVREIMARYQA

Dm-dcr1    VSILRPEGFLYLLETRELLLSSVELIVLEDCHDSAVY--QRIRPLFEN-HI

Ag-dcr1    LFFGSETTLLQYIEQGTVRVQDISLLIVDECHKNYGR--QELWEICAR-LT

Pm-dcr1    VIIMTVDVLEKGLETGLLQLDMLNLLVITDAHRVATFP--PLIK----VLN

Hs-dicer   VLIMTCYVALNVLKNGYLSLSDINLLVFDECHLA-ILD-HPYREIMKL-CE

Ci-dicer   VLVCTPEVFVKLLSISLYIAQYMDLVIFDDCHLVNIEM-HPIRKIMKI-LD

cons       : .                     * :.  .                    

Ap_dcr1a   PN--------SQCRILGIVHPLFELDSDPFFIENQLKSISHKLFSSIETAS

Ap_dcr1b   SN--------SQCRILGIVHPLFELDSDPLFIENQLKFISHKLFSSIETAS

Nv-dcr1    NC-------DSTTKIIGFAVPLYSLTKEPGALSYEIERIESLLQCQIETAS

Am-dcr1    SC-------NNVPRIIGLAVPLFNLTQEPGRLGLEIEKVENTFQCEVETAS

Ph-dcr1    NS-------STKPHILSLASSLFSSNLDLSQIKSCLNKMEDILNCKAETAS

Tc-dcr1    IQ-------APRPRILGLTAGLLGSEMQPDRLEAELQRLEKLLSSSVDTSS

Dm-dcr1    MPAP----PADRPRILGLAGPLHSAGCELQQLSAMLATLEQSVLCQIETAS

Ag-dcr1    HQAPSSDRPAQRTRILGLAGPLHGAGCTPERLCWELHYLERCLRARIETAS

Pm-dcr1    LC-------RG-CRILGMTSPVLSHACSPPQLESFLTHLQDATSCVVDTSS

Hs-dicer   NC-------PSCPRILGLTASILNGKCDPEELEEKIQKLEKILKSNAETAT

Ci-dicer   EN-------RYTPMILGLTSSLLNNNITADELNKCIHSMETVMHCKAQTAT

cons                     *:.:.  :         :   :  :.    .  :*::

Ap_dcr1a   DIVSILRHCCKP-KEVLIECAVQTED---LTNLKIKSMVQSL----TQFLT

Ap_dcr1b   DIVSLLRSCCKP-KEVLIECAVQSED---FPNIGIKSIVQSL----TDFLN

Nv-dcr1    DLLSILRYSPKP-KEYLLAYKIEDKK---VVEKDITDFTSFT----LNFLS

Am-dcr1    DILSILRYSPKP-KEYVVEYAKSEKG---ELHITIENHILHA----IEFLR

Ph-dcr1    NVLSLLRYGTHP-HEVLIEYGLHIPS---SIDEIIEGEILKA----IQFIK

Tc-dcr1    EILTLIRLSCRP-RERIVECFKPIPS---PLQDKIKATITSC----QDFLK

Dm-dcr1    DIVTVLRYCSRP-HEYIVQCAPFEMD---ELSLVLADVLNTH----KSFLL

Ag-dcr1    DITSVLRFSTKP-TELILECIPPKPS---NLTQLLRMLIQRQ----IAFLK

Pm-dcr1    EIVTVLRYVNKP-VEKIVMCRDPDPDERSEVELEVRRLVGEA----LSFLD

Hs-dicer   DLVVLDRYTSQP-CEIVVDCGPFTD--RSGLYERLLMELEEA----LNFIN

Ci-dicer   DLIAVDRHNINPPVENIILSSDE-N--KDGLNSQLLSDIRKILNGALEWLN

cons       ::  : *   .*  * ::                :             :: 



Ap_dcr1a   DHNYEPAIIYGDD--------------------------------------

Ap_dcr1b   DHNYNPENIYGDD--------------------------------------

Nv-dcr1    DHRYDPTEIYS----------------------------------------

Am-dcr1    DHRYDPTEIYN----------------------------------------

Ph-dcr1    DHRYDPLEMY-ES--------------------------------------

Tc-dcr1    DHRYDPSEIYDDD--------------------------------------

Dm-dcr1    DHRYDPYEIYGT---------------------------------------

Ag-dcr1    QHRYEPLAVYGLD-------------------GNDSASDKPDTDGEPEKDE

Pm-dcr1    NHRYDLVEVYGPE--------------------------------------

Hs-dicer   DCNISVHSKE-----------------------------------------

Ci-dicer   SCQIVSTTRTKTTEWQLASTENEEEKILTNYNSNTSVIPKTS--LDVG-IL

cons       . .                                                

Ap_dcr1a   --EE--------------------------FGEELKQIPNPKNEPLQMIAD

Ap_dcr1b   --EE--------------------------LREELKKIPCPKNVPLQMISE

Nv-dcr1    --EE--------------------------FLEDIKKIPNPVHKPCQMIEE

Am-dcr1    --EE--------------------------FYEDIQKIPDPTEKPFEMMQD

Ph-dcr1    ------------------------------FTEELQDIPDPKKEPEEIFLE

Tc-dcr1    ------------------------------LLEEFKQVPDPKEQPLSFFDD

Dm-dcr1    --DQ--------------------------FMDELKDIPDPKVDPLNVINS

Ag-dcr1    ENDD--------------------------LRRELKSIPDPTVGPLSYLKQ

Pm-dcr1    ------------------------------YQEFCDDLPDPNKEPRQILMD

Hs-dicer   --------------------------------------RDSTLISKQILSD

Ci-dicer   EEEDGTQRLCSVKSPPLSECHEGSKKIVMDKKEKQEEDLDVCTVAIQLINE

cons                                                   . . : .

Ap_dcr1a   FLEVLNTMGPYCADKAALTLLYMVEKLK-------VKTP------------

Ap_dcr1b   FSDVLKTMGPYCADKVALTLLYRIENLK-------VKTP------------

Nv-dcr1    FLRILNTLGLWAADKAALVLLMLIEKLK-------IKTP------------

Am-dcr1    LLHILETLGPWCADRAAFALLILTEKLK-------IKTP------------

Ph-dcr1    LLNVLHTLGPWSTDRAALVLLLQIEKLK-------VTTP------------

Tc-dcr1    FLEILDDLGPWSADRAAYGMLIKIEKLK-------VKVP------------

Dm-dcr1    LLVVLHEMGPWCTQRAAHHFYQCNEKLK-------VKTP------------

Ag-dcr1    YLELLDEFGPWGADRGALELLTTIDQEK-------VKVP------------

Pm-dcr1    FLDVLNNLGLWCADRAALYALVEVEKLK-------KKTA------------

Hs-dicer   CRAVLVVLGPWCADKVAGMMVRELQKYI-------KHEQ------------

Ci-dicer   SLMVADVLGPWCVYQLIVVVLKQLQKNLHLINVHLNTEAQNTENGEVTSGK

cons          :   :* : . :         ::                         

Ap_dcr1a   YERHYVLFCIVSTMLIQIRATFDNIFNNY-----SNIDKVLKFSSPRVLRI

Ap_dcr1b   YERHYALLCIVSTLLIQIRAKFDNIFYNY-----SNIDKVLKFSSPRVLRI

Nv-dcr1    YERHYLLFSVVATLFLKIRAYCDDIFSGL-----TEAEKILKFSTPKIHRL

Am-dcr1    YERHYLLLNMIASVFTKIRALRDNAFEVL-----SEKEKIYKYTTTKVHRL

Ph-dcr1    YERHFLLLCMASTVLVKIRAILDDFFKDI-----DEKERIYKYSSPKILRV

Tc-dcr1    YERHYLLLCVASSVLVSIRALCELEFQDY-----TDKEKVFRFSTPKVLRF

Dm-dcr1    HERHYLLYCLVSTALIQLYSLCEHAFHRHLGSGSDSRQTIERYSSPKVRRL

Ag-dcr1    YDRHFLLFCMVYTTLLQARATVASVFAQH----DTELERIKRYSTPKVRRL

Pm-dcr1    YDRHYLLLCMIFTVMARIRAVVEQTFDKY-----SELDQILKFSTPKVLRL

Hs-dicer   EELHRKFLLFTDTFLRKIHALCEEHFS--------PASLDLKFVTPKVIKL

Ci-dicer   WMWQAVMLQYVQTKFKMVYSICHWYMGD-------QKAVNLAFVAPKVHRL

cons          :  :     : :    :     :                : :.:: :.



Ap_dcr1a   INTLKQFKPKSFKA-------------------------------------

Ap_dcr1b   INTLKQFKPKSFNS-------------------------------------

Nv-dcr1    IEVLKTFSPPPKEETVTPN-NRV----------------------------

Am-dcr1    LQILKTYTPYYTKHINNTD-NKI----------------------------

Ph-dcr1    IEILRKFVPEKLDVKLDDNL-SVKNQ-------------------------

Tc-dcr1    LQVLKQFKPTG----------------------------------------

Dm-dcr1    LQTLRCFKPEEVHTQADGLRR-MRH--------------------------

Ag-dcr1    LEVLAWFGEQRNRPKDRNQPATLHHH-------------------------

Pm-dcr1    VEILRQVRPLNFVDPRKRRD-RLEAFENGKSAAALEGSEDTQENKTSAEDK

Hs-dicer   LEILRKYKPYERQ--------------------------------------

Ci-dicer   IQVLKEYKPVVEG--------------------------------------

cons       :: *                                               

Ap_dcr1a   ---------------------------------------------------

Ap_dcr1b   ---------------------------------------------------

Nv-dcr1    ---------------------------------------------------

Am-dcr1    ---------------------------------------------------

Ph-dcr1    ---------------------------------------------------

Tc-dcr1    ---------------------------------------------------

Dm-dcr1    ---------------------------------------------------

Ag-dcr1    ---------------------------------------------------

Pm-dcr1    NVHEDPTKLATDGGNTENLQGSASKSETEMSCEGSEEPSDTTLCVQGSIYG

Hs-dicer   ---------------------------------------------------

Ci-dicer   ---------------------------------------------------

cons                                                          

Ap_dcr1a   ---------------------------------------------------

Ap_dcr1b   ---------------------------------------------------

Nv-dcr1    ---------------------------------------------------

Am-dcr1    ---------------------------------------------------

Ph-dcr1    ----------------SNKLSDASKTISKAIETSAEKCS------------

Tc-dcr1    ---------------------------------------------------

Dm-dcr1    ------------------Q--------------------------------

Ag-dcr1    ----------------Q-Q--------------------------------

Pm-dcr1    ISEIPLVSSGDGANDPNN---------------ECEVNSGNAMPDLKAMEE

Hs-dicer   ---------------------------------------------------

Ci-dicer   ---------------------------------------------------

cons                                                          

Ap_dcr1a   ---------------------------------------------------

Ap_dcr1b   ---------------------------------------------------

Nv-dcr1    ---------------------------------------------------

Am-dcr1    ---------------------------------------------------

Ph-dcr1    -------------------------TILN----------------------

Tc-dcr1    ---------------------------------------------------

Dm-dcr1    ---------------------------------------------------

Ag-dcr1    ---------------------------------------------------

Pm-dcr1    LSEGHSQIHGTEPASEDPFLADENSTEDKSELSHGAPSNMFCGSSIEDSSE

Hs-dicer   ---------------------------------------------------

Ci-dicer   ---------------------------------------------------

cons                                                          



Ap_dcr1a   ---------------------------------------------------

Ap_dcr1b   ---------------------------------------------------

Nv-dcr1    ---------------------------------------------------

Am-dcr1    ---------------------------------------------------

Ph-dcr1    -----------------------------------ESEMKKQCLNCD----

Tc-dcr1    ---------------------------------------------------

Dm-dcr1    ---------------------------------------------------

Ag-dcr1    ---------------------------------------------------

Pm-dcr1    VVDISTDGGYFTAVSDVSPKCTSKAVSDSYTNDIEDCMIKANCNNHEVNVS

Hs-dicer   ---------------------------------------------------

Ci-dicer   ---------------------------------------------------

cons                                                          

Ap_dcr1a   ---------------------------------------------------

Ap_dcr1b   ---------------------------------------------------

Nv-dcr1    ---------------------------------------------------

Am-dcr1    ---------------------------------------------------

Ph-dcr1    ----------CTI--------------------------------------

Tc-dcr1    ---------------------------------------------------

Dm-dcr1    ---------------------------------------------------

Ag-dcr1    ---------------------------------------------------

Pm-dcr1    RMTEVNTENFCAEVTDKHSYLQDSLEDGVDFTKHSMKERSADDMHITVQTC

Hs-dicer   ---------------------------------------------------

Ci-dicer   ---------------------------------------------------

cons                                                          

Ap_dcr1a   ---------------------------------------------------

Ap_dcr1b   ---------------------------------------------------

Nv-dcr1    ---------------------------------------------------

Am-dcr1    ---------------------------------------------------

Ph-dcr1    ------------------MT---EYLLKR----------------------

Tc-dcr1    ---------------------------------------------------

Dm-dcr1    ---------------------------------------------------

Ag-dcr1    ---------------------------------------------------

Pm-dcr1    PETTQYCSNACEDVAAKTNDEDGSTLEDSLCRLNIKESSCTDGCDTESIKS

Hs-dicer   ---------------------------------------------------

Ci-dicer   ---------------------------------------------------

cons                                                          

Ap_dcr1a   ---------------------------------------------------

Ap_dcr1b   ---------------------------------------------------

Nv-dcr1    ---------------------------------------------------

Am-dcr1    ---------------------------------------------------

Ph-dcr1    ---------------------------------------------------

Tc-dcr1    ---------------------------------------------------

Dm-dcr1    ---------------------------------------------------

Ag-dcr1    ---------------------------------------------------

Pm-dcr1    CDLHNGVLSAKNDLLDTAMIQNVKNMTLCNGFEHGSKDDIMDSEKDITSKM

Hs-dicer   ---------------------------------------------------

Ci-dicer   ---------------------------------------------------

cons                                                          



Ap_dcr1a   ---------------------------------------------------

Ap_dcr1b   ---------------------------------------------------

Nv-dcr1    -----------------------------------------EK--------

Am-dcr1    -----------------------------------------NN--------

Ph-dcr1    --LDSSDIKNFTYDNFAKLEKEGYSNFIMNNEDLSKSATQIENNERNLKEL

Tc-dcr1    ---------------------------------------------------

Dm-dcr1    ----------------------VDQADFNRLSHTLESKCRMVDQMDQPPTE

Ag-dcr1    --------VHNQQRILYCFCRNVECKELEKSYHTFG---AQIADVDERIKQ

Pm-dcr1    NGHVDPSEYDSESEDISDRYKSCESVQSQASVETSSKEGSISDTFVPSATS

Hs-dicer   ---------------------------------------------------

Ci-dicer   ---------------------------------------------------

cons                                                          

Ap_dcr1a   ------------------DNNIVEVCKEQKEKKDKSIKSKSVRRNWKLARR

Ap_dcr1b   ------------------NNNLAEVCKDQEGNKDKIIKSKSAKRNCKLTRR

Nv-dcr1    ----------NDS-----ANTKDQNHDKSVKN-----LHKKTDGGFKKFR-

Am-dcr1    ----------ENISRKFPANNRDSIKDKFMQSKKLDCNWKSSEENCKKPP-

Ph-dcr1    GDKNEISLLSNNFSNNCNESLNQSNNNKPIKNFFYENNNKSKKEHSNSILR

Tc-dcr1    -----------------------DKPETCDKLPDLKDPKKGKGKNYKGPR-

Dm-dcr1    TRALVATLEQILHTTEDRQTNRSAARVTPTPTPAHAKPKPSSGANTAQPRT

Ag-dcr1    LDGLLASVRKRTERLNLKHKVVDNAAAEGGGTLGVQSPRHGHESRANNFRR

Pm-dcr1    YLPCKADATSAVDETATPSDSAPNEQELPTCTSGVENTEDPALVSTSGTTQ

Hs-dicer   --------------QFESVEWYNNRNQDNYVSWS-DSEDDDEDEEIEE---

Ci-dicer   ------------------EEKQNTSNESDYVSWWQDSDAEDEDADMMEGKK

cons                                                          

Ap_dcr1a   ---------------------------------------------------

Ap_dcr1b   ---------------------------------------------------

Nv-dcr1    ---------------------------------------------------

Am-dcr1    ---------------------------------------------------

Ph-dcr1    NKNGF-------------LPIA---------------KENILRAVNESLQM

Tc-dcr1    ---------------------------------------------------

Dm-dcr1    ---------------------------------------------------

Ag-dcr1    ---------------------------------------------------

Pm-dcr1    NTTICSDSGAFSNNSNGTQPTTQTVSSEAAAMADTLAMLLP----------

Hs-dicer   ---------------------------------------------------

Ci-dicer   ---------------------------------------------------

cons                                                          

Ap_dcr1a   -YG---------------THRKQGRSRD-PYEETICAIILVNNKMTASILY

Ap_dcr1b   -YYN-------------KTHRKQRQSRD-PCEENVCAIILVNSKMTASVLY

Nv-dcr1    -------------------PFRHSRGLT-D-PDLLCGVIFVDDAVTAKVLF

Am-dcr1    -------------------VARHMRGIT-D-PDLLCGVIFVDKAFVAKVLF

Ph-dcr1    KKRKINETHTIERENQDDFIFKQLKNFG-DSDVPLCGLIFVEKKFTAKVLF

Tc-dcr1    ----------RPYIS-----------RA-QSDEMLCALVFVKNRYKAEALF

Dm-dcr1    -RRR-------------VYTRRHHRDHN-DGSDTLCALIYCNQNHTARVLF

Ag-dcr1    -KRF-------------AGGGHSHHRSN-DTTDALCGLIFCNNRAMARILY

Pm-dcr1    -------NSGKGRKRRDDVKEKVKVHNP-EDPDSVCGLIFVHHRSMAKIIY

Hs-dicer   -------------------KEKPETNFPSPFTNILCGIIFVERRYTAVVLN

Ci-dicer   -------------------EEKEDENHPSLFINTLCGIVFVEERYVAMMLQ

cons                                         :*.::  .    *  : 



Ap_dcr1a   YLFLDLKNSNKEDFGWIQPQYTVDKEA-DPITEPKEFEIEHKKQEETLRRF

Ap_dcr1b   HLFLDLKNSNEEDFGWIEPQYMVDNNA-DPITEPEEFEIERKTQENILKRF

Nv-dcr1    YLLNEMSKC-EESLHFLSPLFTSEKSND-ELFCGRDLELEYRKQEEVLKKF

Am-dcr1    YLLNEISMH-DEELHFLSPLYTIEKNID-DISYSKDLEIEHRKQEEVLKRF

Ph-dcr1    HVLNDLKQA-DEDFSFLNVQFTVGKV-VDGTKDPKGAENEHRKQELMLKRF

Tc-dcr1    ALLCVMSKS-DEEYWWVSVSFSVNKI-ADPVREPREAESEHKRQEEVLRKY

Dm-dcr1    ELLAEISRR-DPDLKFLRCQYTTDRVAD-PTTEPKEAELEHRRQEEVLKRF

Ag-dcr1    VLLYEVSRS-QREFEFISPQYTVDKVATNPQNCLKQTTIEHRKQEEVLKRF

Pm-dcr1    RLLKELSDI-GGDFAWIFPQYTVEAK-ESVKEDPRAAEAEHKKQEEVLRRF

Hs-dicer   RLIKEAGKQ-DPELAYISSNFITGHGIGKNQPRNKQMEAEFRKQEEVLRKF

Ci-dicer   RLLRELSKE-DKNLKHVSSSHLTPGV-EGERRGVDPASMDQSKQEEVLRKF

cons        ::         .   :   .                  :   **  *:::

Ap_dcr1a   RQRECNVLIGTKVLEAGI

Ap_dcr1b   RQRNCNVLIGTKELETGI

Nv-dcr1    RIHECNLLISTAILEEGI

Am-dcr1    RIHECNILISTSILEEGI

Ph-dcr1    RIRACNLLIGTSFLEEGI

Tc-dcr1    RSHECNIMIATSALEQGC

Dm-dcr1    RMHDCNVLIGTSVLEEGI

Ag-dcr1    RMHECNLLIGTSVLEEGI

Pm-dcr1    RHHECNILVSTRVLEEGI

Hs-dicer   RAHETNLLIATSIVEEGV

Ci-dicer   RSHESNLLICTGDLEDCA

cons       * :  *::: *  :*   



T-COFFEE, Version_7.38Thu Nov 20 17:26:38 WEST 2008

Cedric Notredame 

CPU TIME:103 sec.

SCORE=82

*

 BAD AVG GOOD

*

Ap_dcr1a   :  85

Ap_dcr1b   :  85

Nv-dcr1    :  83

Am-dcr1    :  83

Ph-dcr1    :  82

Tc-dcr1    :  84

Dm-dcr1    :  81

Ag-dcr1    :  80

Pm-dcr1    :  81

Hs-dicer   :  80

Ci-dicer   :  78

cons       :  82

Ap_dcr1a   DLPRCNLVINYNIPLSYKSYLRSKSRAKTLDAHYILMFDEDA---------

Ap_dcr1b   NLPRCNLVINYNLPLSYKSYLMSKSKARTLDAYYVLMFDEHA---------

Nv-dcr1    DIPKCNFVMRFEFPKNYQSYVQCKSRARATDALHVLLVPEIE---------

Am-dcr1    DIPKCNFVMRYDFPKTYQSYVQCKSRARAPDALYVLLVSQEM---------

Ph-dcr1    ELPKCNLVIRFDVPKHYRSYINTKERARAANSLFCLLVGPNE---------

Tc-dcr1    DLPKCNLVIRFDLPQSFHSYIHSKARARANEAHFLLLANENE---------

Dm-dcr1    DVPKCNLVVRWDPPTTYRSYVQCKGRARAAPAYHVILVAPSYKSPTVGSVQ

Ag-dcr1    ELPKCNLVIRWNSPANYRSYAQCKGRAKAPGAYHVLFVTPENAASRNEQQ-

Pm-dcr1    DVPQCNLVLRFDPPTDYRSYVHSCGRARGHDTFYFHLITKNQ---------

Hs-dicer   DIPKCNLVVRFDLPTEYRSYVQSKGRARAPISNYIMLADTDK---------

Ci-dicer   YMPKCNLIMRFDVPKSYRSYAESKSRARAQTSAYVMLVRETE---------

cons        :*:**:::.:: *  ::**     :*:   : .  :              

Ap_dcr1a   ---------------------------------------------------

Ap_dcr1b   ---------------------------------------------------

Nv-dcr1    ---------------------------------------------------

Am-dcr1    ---------------------------------------------------

Ph-dcr1    ---------------------------------------------------

Tc-dcr1    ---------------------------------------------------

Dm-dcr1    LTDRSHRYICATGDTTEADSDSDDSAMPNSSGSDPYTFGTARGTVKILNPE

Ag-dcr1    ---------------------------------------------------

Pm-dcr1    ---------------------------------------------------

Hs-dicer   ---------------------------------------------------

Ci-dicer   ---------------------------------------------------

cons                                                          



Ap_dcr1a   ---------------------------------------------------

Ap_dcr1b   ---------------------------------------------------

Nv-dcr1    ---------------------------------------------------

Am-dcr1    ---------------------------------------------------

Ph-dcr1    ---------------------------------------------------

Tc-dcr1    ---------------------------------------------------

Dm-dcr1    VFSKQPPTACDIKLQEIQDELPAAAQLDTSNSSDEAVSMSNTSPSESSTEQ

Ag-dcr1    ----------------------------EDMASIEDVSLDGMIPEGPK---

Pm-dcr1    ---------------------------------------------------

Hs-dicer   ---------------------------------------------------

Ci-dicer   ---------------------------------------------------

cons                                                          

Ap_dcr1a   ----------------------------------TSNILSRLKLYKDINQM

Ap_dcr1b   ----------------------------------TSKILSCCQLYKDINQM

Nv-dcr1    ----------------------------------SEVYIQRLAHYHYIEKI

Am-dcr1    ----------------------------------SKEYVWQLAQYHYIEKT

Ph-dcr1    ----------------------------------KDDFVHELAKYYETEAV

Tc-dcr1    ----------------------------------VSDFVENLAEYNEVENT

Dm-dcr1    KSRRFQCELSSLTEPEDTSDTTAEIDTAHSLASTTKDLVHQMAQYREIEQM

Ag-dcr1    ---------------DDNTRETIDDQDRRMIETATDAMIEQVAIYREVEKL

Pm-dcr1    ----------------------------------EISFLHDMATYSAFQQV

Hs-dicer   ----------------------------------IKSFEEDLKTYKAIEKI

Ci-dicer   ----------------------------------KSHFMEKLQEYKKIEKV

cons                                                   *   :  

Ap_dcr1a   LLSHCTLKDIDMEKETY-ADRYNWFVTPFKPGKK--------EDSAFVDMA

Ap_dcr1b   LLSHCTLKDIDMEKEIY-ADRFNWFVSPFKPGKK--------EDSAFVDMA

Nv-dcr1    LLSKCTSKEADECEETE-ADAYDSVLPEYKPLDE--------EDAPKVTLN

Am-dcr1    LLVKCSNNEPSEEEENE-ADMYAAMIPHYKPLDG--------GDAPKVTFN

Ph-dcr1    LLEKCGHLEPEEEEENE-ADLYTQLVQPFCPLLK--------RECPHVDLS

Tc-dcr1    LLKRCYSLEPDKNEELV-ADASSLQCRPYQPSAE--------PGANSVSLS

Dm-dcr1    LLSKCANTEPPEQEQSE-AERFSACLAAYRPKPH-------LLTGASVDLG

Ag-dcr1    LLAKCRNGEPPDWELKH-ADCFNHCLEVYRPSSGGAVALQSNGTCASLWLG

Pm-dcr1    LVSHCGSVEVGTDREVL-SSEANAAHAPYL---T--------PAEAAVTMA

Hs-dicer   LRNKCSKSVDTGETDIDPVMDDDDVFPPYVLRPD--------DGGPRVTIN

Ci-dicer   LLGPDWSLNEVYD-NNE-DDDIEEMIPPYIL-----------NRNTQVNMK

cons       *                           :                  : : 

Ap_dcr1a   TAIGLVNRYCAKLPSDTFTKLSPIWKTQSVVYEN--QPMFVCSIRLPINSP

Ap_dcr1b   TAIGLVNRYCAKLPSDTFTKLSPIWKIQSIVYEN--QPMFVCSIRLPINSP

Nv-dcr1    SAISLVNRYCAKLPSDTFTKLTPEWKINNITVEN--KQMYICSLRLPINSP

Am-dcr1    SAISLVNRYCAKLPSDTFTRLTPEWSIQEMNIDN--ILMYICSLRLPINSP

Ph-dcr1    SAVMLLNRYCAKLPSDTFTRLTPICNIKTVKEFE--RKMYVCTIRLPINSP

Tc-dcr1    NAIALVNRYCAKLPSDTFTRLTPIWHEEKVEN------GYICSIRLPINSP

Dm-dcr1    SAIALVNKYCARLPSDTFTKLTALWRCTRNERAG--VTLFQYTLRLPINSP

Ag-dcr1    NAIQTLNKYCAKLPSDTFTKLTPIWRCATTVRKG--RKLYQYTIRLPINSP

Pm-dcr1    SAIGLLNKYCAKLPSDTFTRLTAMWDVEEIEEAEVEIPKYKCKIMLPINSP

Hs-dicer   TAIGHINRYCARLPSDPFTHLAPKCRTREL-PD----GTFYSTLYLPINSP

Ci-dicer   NAVRIVNRYCNRLPSDPFTHLSPRCEVVEVLNDG-DSPMFMCILQLPINSH

cons       .*:  :*:** :****.**:*:.                :   : ***** 



Ap_dcr1a   IKHDIHGHPMPCEILAKRIAALEVCRQLHSHGELDDTLQPITKESFHALFN

Ap_dcr1b   IKHEIHGHPMPCEILAKRIAALEVCRQIYSQGQLDDTLQPITKESFHALFN

Nv-dcr1    LKYSISSYPMPNKALAKRMAALQMCVCLHKENEIDDYLLPVGKENFKAHPE

Am-dcr1    VKYIVSSYPMPNKAMARRMAALQLCIDLHRKNEIDDNLLPIGKENFKAKPE

Ph-dcr1    IKQEIEGCPMPTRVLAKRFAAFQCCQLLHLSGELDDTLQPISKESFWIREE

Tc-dcr1    VKKTVTSPPMINTLLARRAAAFMICQLLHKAGELDDNLQPIGKENFKVNEE

Dm-dcr1    LKHDIVGLPMPTQTLARRLAALQACVELHRIGELDDQLQPIGKEGFRALEP

Ag-dcr1    WKEDIL---------------------------------------------

Pm-dcr1    LKGTIEGPWQSKVSLAKMAAALECCRRLHQMEELDDQLQPVGKESMKLDDH

Hs-dicer   LRASIVGPPMSCVRLAERVVALICCEKLHKIGELDDHLMPVGKETVKYEEE

Ci-dicer   VREPVQGIVMPTLQLAQQAVAMETCKVLYEAGELDENLMPIGKETVKYAEE

cons        :  :                                              

Ap_dcr1a   ADEVL-PDAEDALIPWDTEEPRPGTNKRRQYYYKRIAEALNDCRPVENKPC

Ap_dcr1b   TDEII-PDTEDSLITCKTKDSMPGTYKRRQHYYKRTAEALNDCRPVEGKPC

Nv-dcr1    DSEVPAL-PDDENM--DLTEARPGTTKRRQYYYKKIADALIDCKPELEEPC

Am-dcr1    DAEVPAL-PDESKV--DFSEARPGTTKRRQYYYKKTAEALTDCRPIIGVPS

Ph-dcr1    GRLTVTNDETEEIVSRDSLEPRPGTTKRRQYYYKKIADSLTDCLPMADKPS

Tc-dcr1    DWNSSALEESDE----ENLDPRPGTTKRRQYYYKKVADALLDCHPIIGQPT

Dm-dcr1    DWECFELEPEDEQIVQLSDEPRPGTTKRRQYYYKRIASEFCDCRPVAGAPC

Ag-dcr1    -----------------------------------IASVFNECRPDAETVA

Pm-dcr1    --LCA-P-PADDQV--PEGMPRPGTTKRRQYCYKKVAVCLTGEQPKQGLDL

Hs-dicer   --L-D-LH--DEEE--TSVPGRPGSTKRRQCYPKAIPECLRDSYPRPDQPC

Ci-dicer   --L-D-PW--KREV--SSITGRPGSTKKRQTYNKDSPQILRSCLPQPDINL

cons                                           .  :    *      

Ap_dcr1a   HLYAILLNMNCPVPEEQNTRGRRIHPPEESVHGFGILTIKHIPSIPPFPIY

Ap_dcr1b   HLYAILLNITCPIPEQENTKSRRIHPPEESIHGFGILTTKHIPSIPAFPIY

Nv-dcr1    YLYHINMVLSCPLPEEQNTRGRKIYPPEESDIGFGILTRKKIPKVCPFPIY

Am-dcr1    YLYHINLVLSCPLPEEQNTRGRRIYPPEESAIGFGIITLKEIPKLCPFPIY

Ph-dcr1    FLYDISMVLSCPLPEEQNTRGRKIHPPENSSQGFGILTKKRIPKIGPFPIF

Tc-dcr1    YFYKIVMKLTCPLPEEQNTRGRKIYPPEDSPQGFGILTSKEIPKISAFPIF

Dm-dcr1    YLYFIQLTLQCPIPEEQNTRGRKIYPPEDAQQGFGILTTKRIPKLSAFSIF

Ag-dcr1    YLYHIRMELICPIPEEQNTRGRKIYAPEESAQGFGILTTKLIPKISSFPIF

Pm-dcr1    FVYKLDMVLTCPIPDEQNTRGRKIYRPEQSSRSFGIITTKPISQVSGFPVF

Hs-dicer   YLYVIGMVLTTPLPDELNFRRRKLYPPEDTTRCFGILTAKPIPQIPHFPVY

Ci-dicer   FIYEIEMKIKNPLLDELNVRRRKLFFPEETSRCFGILTTKPIPQIPGFPIF

cons       ..* : : :  *: :: * : *::. **::   ***:* * *..:  *.::

Ap_dcr1a   TRCGEVYVSLKPIKTDMFLTQHQLDNIATFLNYTFTNVLRLQKCHVAFDPT

Ap_dcr1b   PRCGEVYVRLKRIKTDMFLTQHQLDNIATFLNYTFSNVLCFKKCRVEFNPT

Nv-dcr1    TRSGEVRVDLKLSKETVVLDESKIDKVVSFLNYTFTNVLRLQKYLMLFDPN

Am-dcr1    TRSGEVHVKLKLTKQTIILNEMQVEKIATFLNYTFTNVLRLQQYLMLFDPN

Ph-dcr1    TRSGEVQVKLKLAQTTVQLTEIEINKIVAFIHYTFTSVLRLQKYLMMFDPN

Tc-dcr1    TRSGEVSVDLQLCSQ-LIVTENQICKIREFLNYTFTSVLRLQKYLTLFNPD

Dm-dcr1    TRSGEVKVSLELAKERVILTSEQIVCINGFLNYTFTNVLRLQKFLMLFDPD

Ag-dcr1    TRSGEVKVSLDLCPQRVKLSAHQLEMVNCFVKYTFTKVLRLQKSLMLYDAN

Pm-dcr1    TRSGEVVVHVQEIERKVNVTQDQLSALQYFHKFTFTHVLRLEKYPIKFDPT

Hs-dicer   TRSGEVTISIELKKSGFMLSLQMLELITRLHQYIFSHILRLEKPALEFKPT

Ci-dicer   TRSGEESAKLKFCRGFVQLSAQQIKLVRIFHRYVFSDMLRVDRVPLSFQPE

cons       .*.**    :.     . :    :  :  : .: *: :* ..:    :.. 



Ap_dcr1a   TTHNCYYIVPTLRD--------------ASGSIDIDWNFLDNMHKCR-DNK

Ap_dcr1b   TTHNCYYIVPTLRD--------------ASGSIDVDWKILDNVQTFR-DNK

Nv-dcr1    VSENSYIIVPVKKQP-------------NASDICVDWDFVECIYANR-DSM

Am-dcr1    ASENSYMIVPVKLD--------------EQSDIAVDWNFLECIYKNR-NIG

Ph-dcr1    SSENSYFIVPTKKVK-------------DSDSVEVDWAFLELIYEKR-NQV

Tc-dcr1    ASANSYLIVPTID----------------GATTTVDWDFIDLIYANL-TVL

Dm-dcr1    STENCVFIVPTVKAP--------------AGGKHIDWQFLELIQANG-NTM

Ag-dcr1    ATENCFFIVPTVKQAVAGAAGKDEPPL-QSDDVMVDWEFVEKIATNVHRSG

Pm-dcr1    NARTAFYIVPLNKF---------------NGSEGTDWEFVKEIQSEG-DPR

Hs-dicer   DADSAYCVLPLNVV-------------NDSSTLDIDFKFMEDIEKSEA-RI

Ci-dicer   KSTSQLLVVVLNKVGTNKSS------TANSSQLNIDWSFMMKTESKRR-VI

cons        : .   ::                          *: ::           

Ap_dcr1a   LSI--------ITNEDRMNFQPDIDVLKDAVVTPWYRNQEQPQYFYVAEIC

Ap_dcr1b   LSI--------ITNEDRIHFQPDIEVLKDAVVTPWYRNQEQPEYFYVEEIC

Nv-dcr1    PNR--------ISEENRQNFVFEASKYHDAVIMPWYRNQDQPQYFYVAEIC

Am-dcr1    PTK--------IPEEARKNFKFDASKYHDAVIMPWYRSQDQPQYFYVAEIC

Ph-dcr1    PTF--------IPEENRKNFVFEPSKFEDAVVSPWYRNQDQPQYLYVAEIC

Tc-dcr1    PEI--------IPEEVRKSYEFDPEKYRDAVVMPWYRNQDQPQYFYVAEIC

Dm-dcr1    PRA--------VPDEERQAQPFDPQRFQDAVVMPWYRNQDQPQYFYVAEIC

Ag-dcr1    PTF--------IPDEARKGYTFDVGKFRDAVVMPWYRNRDQPQYFYVAEIC

Pm-dcr1    PVP--------PQDDARKKFQFQHDLYEDAVVMPWYRNQDQPQYFYVAEIC

Hs-dicer   G-------IPSTKYTKETPFVFKLEDYQDAVIIPRYRNFDQPHRFYVADVY

Ci-dicer   EKMKSDPWYKHKMNEQNKVFVFNRQLYEDGVVVAKYRSCDQPNRFYVAELK

cons                       .     .    .*.*: . **. :**. :** :: 

Ap_dcr1a   THLNPKSPFPGSIENYKTFEDYYYLKYSLKIQNLEQPLLDVDHTSARLNFL

Ap_dcr1b   THLNPKSPFPDPTEKYKTFEDFYYHKYSLKIQNLEQPLLDVDPTSARLNFL

Nv-dcr1    NHLNPKSSFPGA--DYSTFEEYYSKKYGIQIQNLEQPLLDVDHTSARLNFL

Am-dcr1    TNLNPKSSFPGN--DYGTFEEYYLKKYDIQIQNLDQPLLDVDHTSARLNFL

Ph-dcr1    TNLNPKSAFPGT--EYQTFEEYYLKKYNIVIQNLDQALLDVDHTSARLNFL

Tc-dcr1    SNLNPASDFPGS--DYATFEEYYLRKYSIQIQNKSQHLLDVDHTSARLNFL

Dm-dcr1    PHLSPLSCFPGD--NYRTFKHYYLVKYGLTIQNTSQPLLDVDHTSARLNFL

Ag-dcr1    NHLSPKSTFPGS--NYATFEEYYHRKYKIHIQNQRQPLLDVDHTSARLNFL

Pm-dcr1    THLNPQSDFPDA--GFETFEKYYLTKYGLQICNLAQPLLDVDHTSGRLNLL

Hs-dicer   TDLTPLSKFPSP--EYETFAEYYKTKYNLDLTNLNQPLLDVDHTSSRLNLL

Ci-dicer   DDMTPLSSFPSS--EYESFLHYYQLKYGLDIRCLKQPLLDVDHTSSRLNLL

cons        .:.* * **.    : :* .:*  ** : :    * ***** **.***:*

Ap_dcr1a   TPRYMNRKGVILPTSSDATKRAKRDNLSQKQILVPELCNVHLFPASMWRKA

Ap_dcr1b   TPRYMNCKGEYLPTSSDATKRAKRYDLSHKQILVPELCNIHLFPASMWRDA

Nv-dcr1    TPRYVNRKGVALPTSSEETKRAKRENLEQKQILIAELCAIHPFPASLWRQA

Am-dcr1    TPRYVNRKGVALPTSSEETKRAKRENLEQKQILVAELCAIHPFPASLWRQA

Ph-dcr1    TPRYVNRKGVALPTTSEEKKRAKRENLKQKQILIPELCDIHPFPATLWRKA

Tc-dcr1    TPRYVNRKGVALPTSSEATKRAKREKLEQKQILVPELCAIHPFSASLWRKA

Dm-dcr1    TPRYVNRKGVALPTSSEETKRAKRENLEQKQILVPELCTVHPFPASLWRTA

Ag-dcr1    TPRYVNRKGVALPTSSEETKRAKRENLEQKQILVPELCTIHPFPASLWRAA

Pm-dcr1    TPRHVNRKGVALPTTSEETKRAKRENLQQKQILVPELCTIHPFPASLWRKA

Hs-dicer   TPRHLNQKGKALPLSSAEKRKAKWESLQNKQILVPELCAIHPIPASLWRKA

Ci-dicer   TPRHLNQKGKALPMSSLEKKRAKYESLHNRQILVPELCEVHPIPASLWRKA

cons       ***::* **  ** :*  .::**  .* ::***:.*** :* :.*::** *



Ap_dcr1a   VSLPCILYRINALLLADEIRTIVAKDISLGSVNLS----FDHTWEPLDFGW

Ap_dcr1b   VSLPSILYRINALLLADEIRTIVAKDTSLGLVNLS----FDHIWKPLDFGW

Nv-dcr1    VCLPCILYRINALLLADQIRRHVAQSISLGQETLD----EDFNWPPLDFGW

Am-dcr1    VCLPCILYRINALLLANQIRCQVAQMINLGQENLN----SDFEWPALDFGW

Ph-dcr1    VCLPCILHRINALLLADQVRMIVAEEIGVGSIDLN----EEFNGNPFNLGW

Tc-dcr1    VCLPCILYRINALLLADQIRRTVALELNLGKIELD----SEFKWPPLNFGW

Dm-dcr1    VCLPCILYRINGLLLADDIRKQVSADLGLGRQQIE---DEDFEWPMLDFGW

Ag-dcr1    VCLPCVLYRINALLLADEIRRQVARDLRLGWENVDELQEGQFQWPMLSFGW

Pm-dcr1    VCLPTILYRINALLLADQLRLSVASEVGLGLQTLL----PDFSWPPLDFGW

Hs-dicer   VCLPSILYRLHCLLTAEELRAQTASDAGVGVRSLP----ADFRYPNLDFGW

Ci-dicer   VCLPSVLYRVNQLLIAEELRKNIAFKSGITMEQPP----IGNMWQNLHFGW

cons       *.** :*:*:: ** *:::*   :    :                 : :**

Ap_dcr1a   TMKDVLIKRKEQKEISIIK-----------VDEPVETVKQFV---------

Ap_dcr1b   PIKDVLIRRKEQKEISTIK-----------VIEPVETVKRFI---------

Nv-dcr1    SLADVLKKSKENEKTNSNK-PEKEK--SDKIKEEAPAVKE-K-P----E--

Am-dcr1    SLAEVLKKSKESEKTKLIR-NELNS--TNAIDTKCQNISKDI-T----E--

Ph-dcr1    SWADVLKQTKILKKQREET-PEAVK--SIEMKDESDHVNKNN-K----DTQ

Tc-dcr1    SLADVLKKSKDEEKKKQEK-IEPV---I-----------EEI-PC---T--

Dm-dcr1    SLSEVLKKSRESKQKESLK-DDTI---N--GKDLAD-V-EKK-PT---S--

Ag-dcr1    NLADVLRKTKEQKIAQAQEAIDAS---APEVEDEVE-LDKEA-PN---V-R

Pm-dcr1    SLADVLRKNQENQEQDDKSN---IA--S----EAT-NSKQKA---------

Hs-dicer   KKSID------SKSFISISN-SS-SAENDNYCKHS-TIVPENAAHQGAN--

Ci-dicer   TDNED--SDDDNEKLLEKSP-AQRKSQVDEISSENNEVLNEN-KNVFDE--

cons                   :                                      

Ap_dcr1a   --------------------------DEEIKEEK-IDKSDDPNWMDIGTWS

Ap_dcr1b   --------------------------DEVEKEEK-IDELNDPNWMEIGTWS

Nv-dcr1    -----------------------------N-IKAERLDDSGNDEMEIGTWS

Am-dcr1    NLYKLDKED--L-----NESNYEFQLTNDKITEAEQIS-NDENELEIGTWS

Ph-dcr1    NCNDNDRENDSDLKVTLND---SCN-TEIVLEESNESDKDDKQWVEIGTWS

Tc-dcr1    EIAK--------------------------IEDFDQD-DDEEEMIEIGTWS

Dm-dcr1    EETQLDKDS--K-----DDKVEKSAIE-LIIEGEEKL-QEADDFIEIGTWS

Ag-dcr1    DAAEVDEEDGLKMENGVIAEVEKSQVDGEDDTGDKKT-DSDGTLLEIGTWS

Pm-dcr1    -----T-------------KTENSECESPTLAAKKKA-PKKGNDMEIGTWS

Hs-dicer   RTSSLENH----------DQMSVNC--RTLLSESPGK-L--HVE----V-S

Ci-dicer   NIPKVPNS--------VENDGECAQ--HDNLEETNHK-QNQHVDFENSTAK

cons                                                       . .

Ap_dcr1a   NDMADFAMNN--IDN------------------------------------

Ap_dcr1b   NDMADFAMNN--IDN------------------------------------

Nv-dcr1    NEMVNMAPVV--VADAGL-------------A-VQSN--------------

Am-dcr1    SDMAMNSLDF--GANNLKSF-PLN------VTVLPNE--------------

Ph-dcr1    NDMADDKLEN--IYDDSHDPDEID------DLRLPKNLTMIEETDGKEIND

Tc-dcr1    NDMAQLNS------DQEF---------------------------------

Dm-dcr1    NDMADDIASF--NQEDDDEDDAFH------LPVLPANVK------------

Ag-dcr1    NEMAVGVGTD--NDMGEE---------------------------------

Pm-dcr1    NDMAVDPPTPPFDMDTMNGPDEFEIDTFDPNVALPDNLTLLNGFSGADDDV

Hs-dicer   A---DLTAIN--G--------------------------------------

Ci-dicer   SDVYKTTVIN--H--------------------------------------

cons                                                          



Ap_dcr1a   --------------------------TTKVRYSSPTSWMVQS---------

Ap_dcr1b   --------------------------TTKERYSYPNSLMIQS---------

Nv-dcr1    ------------------------YEWGNIRYGSPTYDSE-----------

Am-dcr1    ------------------------FNWNDIRYGSPACESD-----------

Ph-dcr1    WDSKIFS-----------------EMKDSVRYCSPTSWLGEP---------

Tc-dcr1    ---------------------------PVVRYASPTSWMD-----------

Dm-dcr1    ------------------------FCDQQTRYGSPTFWDVSNGESGFKGPK

Ag-dcr1    ---------------------------GRRGASSPSFL-------------

Pm-dcr1    EGELGADWGTGITERRTKSSCNKDSKGGMFRVGSPSNFE------------

Hs-dicer   ---------------------------------------LS----------

Ci-dicer   ---------------------------------------MKE---------

cons                                                          

Ap_dcr1a   -------------------------DN-ESS---TFSDID-SDD-------

Ap_dcr1b   -------------------------NS-ESS---TFSDVE-SDD-------

Nv-dcr1    ----------------------FD-DAS-IN---SSDDDF-GD--------

Am-dcr1    ----------------------FD-GYESDD---IYSDGF-AD--------

Ph-dcr1    ------------------KMDDEVLDGLSES---TYSDDY-FDG-------

Tc-dcr1    ----------------------LQN-TYDDS---SFSDSD-Y---------

Dm-dcr1    SSQNKQGGKGKAKGPAKPTFNYYDSDNSLGS---SYDDDD-NAGPL---NY

Ag-dcr1    ---------------------RYDSDCSSNSSANFYSSDE-YDEED---DY

Pm-dcr1    ----------------------SDGWDMFGSS--GYNG-G-YGGYGSYDAY

Hs-dicer   ---------------------------------------------------

Ci-dicer   -------------------------NHDED----DYVHVHGSND-------

cons                                                          

Ap_dcr1a   ----------------------------G------IQ------------VN

Ap_dcr1b   ----------------------------G------IQ------------VN

Nv-dcr1    ----------------------------D------SD------------SD

Am-dcr1    ----------------------------T------SD-------------E

Ph-dcr1    ----------------------------Y------MN------------SD

Tc-dcr1    ----------------------------S------G--------------D

Dm-dcr1    M-HHN----------------------YS------SD------------DD

Ag-dcr1    YLYDGSEKPKNAIEPSQEAVSGTDNANDS------GDKPGSRNRTITQSQD

Pm-dcr1    ---SGY-----------------------------GD------------FQ

Hs-dicer   ---------------------------------YNQN--------------

Ci-dicer   ----------------------------VNVHKKNIN------------HD

cons                                                          

Ap_dcr1a   G--LHSNGLRIEFRNTYLAEAVDEN-DSKTNK------------LFFFKNN

Ap_dcr1b   ------XXLCVEFKNTYLAEAVNKN-DSKTNK------------LFFFKNN

Nv-dcr1    SQYDKEEGLTIAYTGDNVAEAFDKK-GKAFEA----EKE--K--QNCVELQ

Am-dcr1    S-EDENRGLRISYMGENVAEAVEDE-KQISKQ----EVNKRI--LDLLETE

Ph-dcr1    T-DSECGGLKIEFKDDNVAEAVENN-HTATNF------------IKELNEV

Tc-dcr1    ESESEWGGLRIEFTGDNVAEAVDDE-NK---K----DDD-----FELVDYS

Dm-dcr1    DVADDIDAGRIAFTSKNEAETIETA-QEVEKR----QKQ-----LSIIQAT

Ag-dcr1    TVVNLGGRLKIEFKSETDAEAIDSE-CDLQRQ----RTQ-----QSIIERS

Pm-dcr1    GLADDLEGC-----ESDVSSDMDDDDKSQTEKLWDEEGTKRRSSMAADEGS

Hs-dicer   -------------LANGSYDLAN-R-DF-CQ-----GNQ-----LNYYKQE

Ci-dicer   N-DSDR-------IGDTVHHGADDE-NVHDE-----KND-----VHYHEVN

cons                             :                         .  



Ap_dcr1a   ETPQ-----------L--WTWNDD-C------HSVTEY-NSNQ--QDEQII

Ap_dcr1b   ETSH-----------S--WTWNDH-F------HSVTEY-NSNQ--QDEQII

Nv-dcr1    EKSEL---------MH--WNFEGDLSD--EFYQLHRLAHIDKAKMNVEIIL

Am-dcr1    KNSDE---------IL--WSYAKE-SE--VLITKHKLAHYEFAKIRECEIK

Ph-dcr1    EESE-----------P--WYYDES-E---KYSKYVDEF-YANVQNRKEKII

Tc-dcr1    NV----------------WKVEDE-SE--ITQTLRKQF-HDACARNKDHIL

Dm-dcr1    NANERQYQQTKNLLIGFNFKHEDQ-KE--PA-TI--RY-EESIAKLKTEIE

Ag-dcr1    RQNDMLYQSSKNAVDGFCYSPSDR-QCAEEREQAEQRF-ERQKNHTKDTIR

Pm-dcr1    SDE-E---------IDLNWPDEDE--E--VRNEKEKEF-QSFLEDKQKIIK

Hs-dicer   -IPV-----------Q--PTTSYS-I------QNLYSY-ENQPQ-PSDECT

Ci-dicer   ---D-----------N--HLCDDD-I------HDSDDY-IHNEN-KDDHCH

cons                                                          

Ap_dcr1a   N--LFYKKDDEIIINRE-V-KSN--SNIDSS--SLLKL----P--------

Ap_dcr1b   N--LIYKKNDEIIINRE-V-KSS--SNIDSS--SLLKL----P--------

Nv-dcr1    SQDIFIPCDKPVAFKRK-T-SKVLNNSY--V--------------------

Am-dcr1    QNGSFIPYNNKIVIKRK-T-SFSLHSEE-NLP-------------------

Ph-dcr1    NSDMYYSEEKSFDFSRS-H-SKN--YQKTYP--GCCKN----D--------

Tc-dcr1    SSGILVSKSEQFQKCSDCDNTTTKDSQVANS--YDFDF----GKLFI----

Dm-dcr1    SGGMLVPHDQQLVLKRS----DAAEAQVAKV--SMMEL----LKQLLPYVN

Ag-dcr1    QQGSLVRWNEPLSVSHW-R-SKLDESEAATLGALMDDLGGQPFTELVPYVE

Pm-dcr1    ESSCYLAESESLLIEKA-H-RKL--QNESKS--SPEKV----S--------

Hs-dicer   ---LLSNKY------------------------------------------

Ci-dicer   D--NIHNDDDD-DDDRF-S-FSS----------------------------

cons                                                          

Ap_dcr1a   --------WELNSNTG--YGLSDISV------LSN---NTPFIP------E

Ap_dcr1b   --------WELNSNTG--YGLSDINI------LLN---NTSFMP------E

Nv-dcr1    -----------------------------------ERKHEEYVS------V

Am-dcr1    -----------------------------------NYKYKTYVE------T

Ph-dcr1    --------SQSETSEN--FGSADNRLPRLNENLQNDFKSLPYFK------I

Tc-dcr1    ---------ELDQH----------KA--LQIDLA-P---QDARNEYDISET

Dm-dcr1    EDVLAK---KLGDRRE--LLLSDLVE--LNADWV-ARHEQETYNVMGCGDS

Ag-dcr1    PEQLFELLVRNGSSGERWLRLHDLYC--LNRPFF-P---ER-YTIFRGGSQ

Pm-dcr1    --------HRTESSTT--EGCKQLSS-----KGCD-NAQQST------SNI

Hs-dicer   ----------LDG-----------------------NANKST------SDG

Ci-dicer   ----------HDYEAH--FDLSDHED--------E-NMKNNV------NDS

cons                                                          

Ap_dcr1a   DSKYIKSEININY-K--INDS------------------------------

Ap_dcr1b   DDKCIKNEIYKNN-K--TIDS------------------------------

Nv-dcr1    VSNYFKHELIESA--------------------------------------

Am-dcr1    VVDKFTQEILNNN--------------------------------------

Ph-dcr1    ISEVLKREENKQA-N--PKNNVL----------------------------

Tc-dcr1    MTFKF-DEQPNLVEHPGPSPNVLLQ--------ALTMXXXXXXXXXXXXXX

Dm-dcr1    FDNYNDHHRLNLDEKQ-----------------------------------

Ag-dcr1    FDNFLD-ESCQEGEGASSPPKV-IELTICDPFPA-----------------

Pm-dcr1    IRTVNRD--------------------------------------------

Hs-dicer   -SPVM-AVMPGTT--------------------------------------

Ci-dicer   ----L-ASIRGCK--------------------------------------

cons                                                          



Ap_dcr1a   ---------------------------------------VNEVHGVQTGT-

Ap_dcr1b   ---------------------------------------INEVNDLQTET-

Nv-dcr1    --------------------KKRR----NKQGPAEL---TKLVPKYNKGS-

Am-dcr1    --------------------ETIQ----PIKKNSNT---PKFTYHFDSNL-

Ph-dcr1    ------------G---------FE---LKT-LPSNYKP-FEEIDE-ICQK-

Tc-dcr1    XXXKLFIE---L-HQH----KALQ---IDLAP-QDA---RNEYDISETMT-

Dm-dcr1    -----------LKLQY----ER-----IEIEPPTST---KAITSAILPAG-

Ag-dcr1    ------IAAGQMACNYKPKQHSMRSDEANKNGHDSAGVLSTTDEAGGVDY-

Pm-dcr1    --------------------ETLA---L-TRPDSEVQC-SSWYSICEEMS-

Hs-dicer   --------------------DTIQ----VLK-----------------GR-

Ci-dicer   --------------------KKIK----DVE---------NPIWISS-DVI

cons                                                          

Ap_dcr1a   FSFDFQPDL---NDHPGPSPSVLLQALTMSNANDGINLERLETIGDSFLKY

Ap_dcr1b   FSFDFQPDL---NYHPGPSPSILLQALTTANAIDGYDLERLETIGDSFLKY

Nv-dcr1    FSFDYQPEL---DGHSGPSPSLILQALTMSNANDGINLERLETIGDSFLKY

Am-dcr1    FSFDFQPKL---ENHPGPSPSLILQALTMSNANDGINLERLETIGDSFLKY

Ph-dcr1    FSFDEQPDL---SGHPGPSPSLILQALTMSNANDGINLERLETIGDSFLKY

Tc-dcr1    FKFDEQPNL---VEHPGPSPNVLLQALTMSNANDGINLERLETIGDSFLKY

Dm-dcr1    FSFDRQPDL---VGHPGPSPSIILQALTMSNANDGINLERLETIGDSFLKY

Ag-dcr1    FSFDYQPDL---SQHPGPSPAIILQALTMSNANDGINLERLETIGDSFLKY

Pm-dcr1    FSFDFQPDL---LNHPGPSPSVILQALTMSNANDGVNLERLETIGDSFLKY

Hs-dicer   MDSEQSPSIGYSSRTLGPNPGLILQALTLSNASDGFNLERLEMLGDSFLKH

Ci-dicer   DDYN-KENP---VKNLGPGPGLILQALTLSNASDGFNLERLEMLGDSFLKH

cons        . : . .        **.* ::***** :** ** :***** :******:

Ap_dcr1a   AITAYLYCTHDNVHEGKLSHLRSKQVSNLNLYRLGKLKMFGERMISTKFEP

Ap_dcr1b   AVTAYLYCTHNNVHEGILSDLRSNHVSNLNLYRLGKLKMFGERMISTKFEP

Nv-dcr1    AITTYLFCTYNNIHEGKLSHLRSKQVSNLNLYRLGRQKMLGESMIASKFEP

Am-dcr1    AITTYLYCTYDNIHEGKLSHLRSKQVSNLNLYRLGRQKMLGESMIATKFEP

Ph-dcr1    AITTYLYCIYENVHEGKLSHLRSKQVSNFNLYRLGRKKMLGESMVATKFEP

Tc-dcr1    AITNYLYSKYENVHEGKLSHLRSKQVSNLNLYRLGRRKGLGEYMIATKFDP

Dm-dcr1    AITTYLYITYENVHEGKLSHLRSKQVANLNLYRLGRRKRLGEYMIATKFEP

Ag-dcr1    AITTYLYCRYDNVHEGKLSHLRSKQVSNLNLYRLGRRKRLGDCMIAAKFEP

Pm-dcr1    AITTFLYCTYPQRHEGKLSYLRSKQVSNLNLYRLGKRKGLGECMVATKFEP

Hs-dicer   AITTYLFCTYPDAHEGRLSYMRSKKVSNCNLYRLGKKKGLPSRMVVSIFDP

Ci-dicer   AVTVYLYCTYPESHEGKLSYMRSKKVSNYNLYRIGKQFGLAGKMTGLIFDP

cons       *:* :*:  : : *** ** :**::*:* ****:*:   :   *    *:*

Ap_dcr1a   HDNWLPPCYFVPHKLEKA----------------------L--INASIPTT

Ap_dcr1b   RSNWLPPCYIGPHKLEKA----------------------V--INSNIS--

Nv-dcr1    HDNWLPPCYYVPKELEQA----------------------L--IESGVPSA

Am-dcr1    HDNWLPPCYYVPKELEQA----------------------L--IESGVPST

Ph-dcr1    HDNWLPPCYYVPRELERA----------------------L--IEAGVPAS

Tc-dcr1    HDNWLPPCFYVPKELEEA----------------------L--IDAQFPAN

Dm-dcr1    HDNWLPPCYYVPKELEKA----------------------L--IEAKIPTH

Ag-dcr1    HDNWLPPCYYVPKELEQT----------------------L--IDAKIPAC

Pm-dcr1    HDNWLPPGYFVPRELEEA----------------------L--IDSGVPAG

Hs-dicer   PVNWLPPGYVVNQDKSNTDKWEKDEMTKDCMLANGKLDEDYEEEDEEEESL

Ci-dicer   TVNWLPTGFVVGASGQGQD-----------------SDEDI--SDDDVEIG

cons         ****. :    . .                            :      



Ap_dcr1a   LW----------------NMITLPTFKDPTDK-------------------

Ap_dcr1b   ---------------------------------------------------

Nv-dcr1    MW----------------NQADIPPFSRFS---------------------

Am-dcr1    LW----------------NQADIPALQAVNPF-------------------

Ph-dcr1    HW----------------NRADLPSLKNLSKE-------------------

Tc-dcr1    CW----------------TVADMAATRDMTLD-------------------

Dm-dcr1    HW----------------KLADLLDIKNLSSV-------------------

Ag-dcr1    HW----------------NLADLPDIKRLSCA-------------------

Pm-dcr1    HW----------------NMADLPGLHDLASD-------------------

Hs-dicer   MWRA-PKEEADY--------------------EDDFLEYDQEHIRFIDNML

Ci-dicer   VWTGIPSKKKVVKKTTTSNAVDPPPSLPPSTINDEEEIYEEDEIRMIDGML

cons                                                          

Ap_dcr1a   ---------------------------------------------------

Ap_dcr1b   ---------------------------------------------------

Nv-dcr1    ---------------------------------------------------

Am-dcr1    ---------------------------------------------------

Ph-dcr1    ---------------------------------------------------

Tc-dcr1    ---------------------------------------------------

Dm-dcr1    ---------------------------------------------------

Ag-dcr1    ---------------------------------------------------

Pm-dcr1    ---------------------------------------------------

Hs-dicer   MGSGAFVKKISLSPFSTTDSAYEWKMPKKSSLGSMPFSSDFEDFDYSSWDA

Ci-dicer   GGC---IRTLG------GSPKGDNGLFGLDIGHAL-----------SSHQS

cons                                                          

Ap_dcr1a   ---------EIEEVIQQ--FKVG--FS------------------------

Ap_dcr1b   ---------------------------------------------------

Nv-dcr1    ---------EINDLVRE--TEHKLEIIKSEL--------------------

Am-dcr1    ---------EITQLVRE--TEQKLGVMKNEL--------------------

Ph-dcr1    ---------EICQLVKE--KGEKLGIVNAEK--------------------

Tc-dcr1    ---------DICSMVRQ--RGESLS--------------------------

Dm-dcr1    ---------QICEMVRE--KADALGLEQNGG--------------------

Ag-dcr1    ---------EICQLVKE--RARAKRREDVDRFDLQHADSNGGEDGNEDDDD

Pm-dcr1    ---------EIRRLVQE--RSEQIKRSKSEQ--------------------

Hs-dicer   -----MCYLDPSKAVEE--DDFVVGFWN-----------------------

Ci-dicer   MHFTDKAALRRSQLNKQNLEDFVIDTWT-----------------------

cons                                                          

Ap_dcr1a   -----------------NEDIENTPLFVPYNLVTQHSIPDKSIADCVEALI

Ap_dcr1b   --------------------------------ITQHITNDKSIADCVEALI

Nv-dcr1    -----SQSEHGALNGLNGLTGDPLRSFIPYNLITQHSIPDKSIADCVEALI

Am-dcr1    -----DRNETT-----LPNNLDNMRCFIPYNLITQHSIPDKSIADCVEALI

Ph-dcr1    -----KPINVT----IPCLNLENMPCFIPYNLMTQHSIPDKSIADCVEALI

Tc-dcr1    -----------------------LSNIIPYNLVTQHSIPDKSIADCVEALI

Dm-dcr1    -----AQNG--QLD-DSNDSCNDFSCFIPYNLVSQHSIPDKSIADCVEALI

Ag-dcr1    DDDDDEDDT--TTGEGNEHEADNGSCYIPYNLVTQHSIPDKSVADCVEALI

Pm-dcr1    -----ATSELM-----ATQNPHDLPIFIPYNLLTQHSIPDKSIADCVEALI

Hs-dicer   --------PS-----EENCGVDTGKQSISYDLHTEQCIADKSIADCVEALL

Ci-dicer   --------PV-----DASGKPLNNSDPLMLDLHTQHSLADKSIADCVEALL

cons                                        :::   ***:*******:



Ap_dcr1a   GAYLISCGARGALLFMSWLGIRVLPTLD-----------------------

Ap_dcr1b   GAYLISCGTRGALLFMSWLGITVLNTLD-----------------------

Nv-dcr1    GAYLIACGPRGALLFMSWLGIHVLPTEEVVTISDSKPTD-RLPGSTPYVE-

Am-dcr1    GAYLIACGPRGALLFMAWLGIHVLPTEEINIIQETEPKD-RIPGSTPFVK-

Ph-dcr1    GAYLVACGPRGALLFMSWLGIKVLPKEEKFFESENDPDIKKGVGAS-----

Tc-dcr1    GAYLIECGPRGALLFMAWLGIRVLPQLED----------------------

Dm-dcr1    GAYLIECGPRGALLFMAWLGVRVLPITRQLD--GGNQEQ-RIPG-------

Ag-dcr1    GAYLIECGPRGALLFMAWLGIRVLPIREPPVKLNSNNETALTPY----KA-

Pm-dcr1    GAYLTTCGPRGALLFMSWLGIKVLPCTLESSP-------------------

Hs-dicer   GCYLTSCGERAAQLFLCSLGLKVLPVIKRTDR-----EKALCPTRENFNSQ

Ci-dicer   GAYLTTCGHRSAQLLLCHLGLNVLPKVAQA---------------------

cons       *.**  ** *.* *::. **: **                           

Ap_dcr1a   ----------------------DSKLGYLKPPSSPLLRNV----------D

Ap_dcr1b   ----------------------DSKLGYLKLPPSPLLRNV----------N

Nv-dcr1    ---------LG--EEGGSTKWTQLRYKKLQEPPSPLFYNV----------P

Am-dcr1    ---------GK--NEKGETIWTQIRYGKLEEPQNPLLRYI----------V

Ph-dcr1    ------------RPIKVMTNNGEVTFGKLKSPKRPLICHI----------P

Tc-dcr1    -----------------------GTYGEIELPKSPLSNHL----------T

Dm-dcr1    -----------STKPN--AENVVTVYGAWPTPRSPLLHFA----------P

Ag-dcr1    ---------TGQNDGPLSTGVTIAEYGHWVAPPSPMVRANITFGGIETGAA

Pm-dcr1    ------------------EASELITYGHLESPQSPLYHCPL---------T

Hs-dicer   QKNLSVSCAAASVASSRSSVLKDSEYGCLKIPPRCMFDH-----------P

Ci-dicer   -----------------ETSKTVDRFGYLTPPTNKMLECR----------P

cons                                      *   :               

Ap_dcr1a   DPEGELTKLMDGFESFEQHLGYHFQDRSYLLQAMTHASYYPNRLTDCYQRL

Ap_dcr1b   DPEGELTKLMDGFESFEQHLGYYFQDRSYLLQAMTHASYYPNCLTDCYQRL

Nv-dcr1    QPEIELEIMLDGYDSLERSIGYTFRNRSYLLQAFTHASYQPNRLTDCYQRL

Am-dcr1    DPEEELKLMLDGYEELEKNIGYKFHDISYLLQAFTHASYQPNRLTDCYQRL

Ph-dcr1    NPEGELEKLLRGFDIFEESIKYRFRDRSYLLQALTHASYYPNRLTDCYQRL

Tc-dcr1    YPREELDMLLDGYDQFERHIGYKFRDRSYLLQALTHASFSPNTLTDCYQRL

Dm-dcr1    NATEELDQLLSGFEEFEESLGYKFRDRSYLLQAMTHASYTPNRLTDCYQRL

Ag-dcr1    ATSRELARLLQGFEEFEQALGYRFRDRSYLLQAMTHASYSPNRLTDCYQRL

Pm-dcr1    DTRKELDLLLSGYQVFEEKIGYTFRDRSYLLQAFTHASYYKNRLTDCYQRL

Hs-dicer   DADKTLNHLISGFENFEKKINYRFKNKAYLLQAFTHASYHYNTITDCYQRL

Ci-dicer   NQQNKLDQLLVALSGFERKINYTFKNKAYLLQAFTHASYYYNTVTDCYQRL

cons            *  :: . . :*. : * *:: :*****:****:  * :*******

Ap_dcr1a   EFLGDAVLDYLITRHLYEDKRQHSPGALTDLRSALVNNTIFASLAVRNGFH

Ap_dcr1b   EFLGDAVLDYLITRHLYEDKRRHPPGALTDLRSALVNNTIFASLAVKNGFH

Nv-dcr1    EFLGDAVLDYLITRHLYEDPRQHSPGALTDLRSALVNNTIFASLAVRCGFH

Am-dcr1    EFLGDAVLDYLITRHLYEDTRQHSPGALTDLRSALVNNTIFASLAVRCGFH

Ph-dcr1    EFLGDAVLDYLITRHLYEDSRHHSPGALTDLRSALVNNTIFASLAVRHDFH

Tc-dcr1    EFLGDAVLDYLITRHLYEDTRMHSPGALTDLRSALVNNTIFASLAVRNGFH

Dm-dcr1    EFLGDAVLDYLITRHLYEDPRQHSPGALTDLRSALVNNTIFASLAVRHGFH

Ag-dcr1    EFLGDAILDYLITRHLYEDRRQHSPGALTDLRSALVNNTIFASLAVRHGFH

Pm-dcr1    EFLGDAVLDYLITRHLYEDKRQHSPGALTDLRSALVNNTIFASLAVKYDYH

Hs-dicer   EFLGDAILDYLITKHLYEDPRQHSPGVLTDLRSALVNNTIFASLAVKYDYH

Ci-dicer   EFLGDAVLDFLITRHLFNDERHHSPGALTDLRSALVNNTIFASLAVHYDFH

cons       ******:**:***:**::* * *.**.*******************: .:*



Ap_dcr1a   KYFKHLSPGLSDVVCRFVTIQEENGHTIDEEFYFL---------------G

Ap_dcr1b   KYLKHLSPGLSEVVYRFVAIQEENGHTIDEEFCFS---------------G

Nv-dcr1    KYFRHLSPGLNTVIDRFVRIQEENGHSISEEYYLI---------------G

Am-dcr1    KYFRHLSPGLSIVINRFVRIQEENGHSIGEEYYLI---------------G

Ph-dcr1    KYFRHLCPSLNEVVDRFVRFQQANGHAISEEFYLI---------------E

Tc-dcr1    RYFRNLSPSLNEVVEKFVRLQEDSGHTLVDELYLV---------------V

Dm-dcr1    KFFRHLSPGLNDVIDRFVRIQQENGHCISEEYYLL---------------S

Ag-dcr1    KYFLHLSPGLQEVIDRFVRIQQENGHRITEEEYYL---------------P

Pm-dcr1    KYFRHFSPGLDRVIRDFVKMQEENGHKINEEYYFM---------------E

Hs-dicer   KYFKAVSPELFHVIDDFVQFQLEKNEMQGMDSELRR--------------S

Ci-dicer   KYFKSISPELHHIIEDFVMYQQKQEDAQGMDAHLMRDYDRVEIVAPSSLEK

cons       :::  ..* *  ::  **  *  . .    :                    

Ap_dcr1a   EDD-------------------CEEAEDVEVPKALGDVFESVAGAIYLDSN

Ap_dcr1b   EDD-------------------FEDAEDVEAPKVLGDIFESVAGAIYLDSN

Nv-dcr1    EREFE----------------EAEEAEDVEVPKALGDVFESLAGAIYLDSN

Am-dcr1    EE-------------------ECEEAEDVEVPKALGDVFESLAGAIYLGSG

Ph-dcr1    EEE-------------------CEEAEDVEVPKALGDVFESVAGAIFLDSG

Tc-dcr1    E--TE-------------------EVEDVEVPKALGDVFESVAGAIFLDSG

Dm-dcr1    EEECD-------------------DAEDVEVPKALGDVFESIAGAIFLDSN

Ag-dcr1    DEDDELGEYGAMGEDGPGEGRGVGEAEDVEVPKALGDVFESIAGAIFLDSD

Pm-dcr1    EDE-------------------CEAAEDIEVPKALGDVFESVAGAIFLDSG

Hs-dicer   EED-------------------EEKEEDIEVPKAMGDIFESLAGAIYMDSG

Ci-dicer   DEE-------------------EGENEDVEVPKALGDIFESVAGAIYMDSG

cons       :                         **:*.**.:**:***:****::.*.

Ap_dcr1a   MSLDTVWKVYHKIMENEMEQFSKNVPKSPIRELLELEPETAKFSKPEKLAD

Ap_dcr1b   MSLDAVWKVYHKIMENEIKQFSKNVPISPVRELLELEPNTAKFSKPEKLVD

Nv-dcr1    MSLDAVWAVYFEIMKSEIEQFSANVPKSPIRELLELEPETAKFGKPEKLAD

Am-dcr1    MSLDAVWSVYYAIMKNEIEQFSTNVPKSPIRELLELEPETAKFGKPEKLAD

Ph-dcr1    MSLDAVWRVYYRIMKNEIELFSTNVPKSPIRELFELEPETAQFGKPEKLAD

Tc-dcr1    MSLDAVWKVYYNMMKSEIEQFSNKVPKSPIRELLELEPETAKFGKPEKLAD

Dm-dcr1    MSLDVVWHVYSNMMSPEIEQFSNSVPKSPIRELLELEPETAKFGKPEKLAD

Ag-dcr1    MSLDTVWKVYRKMMGPEIEKFSSSVPKSPIRELLEMEPETAKFGKPEKLTD

Pm-dcr1    SSLDAVWSVYYTMMCREIEQFSGVVPKSPIRELLEMEPETAKFGKPERLVD

Hs-dicer   MSLETVWQVYYPMMRPLIEKFSANVPRSPVRELLEMEPETAKFSPAERTYD

Ci-dicer   MDLSSVWKVYSVMMLPLIEKFSACVPRSPVRELLEMEPETAKFSCAEKRYD

cons        .*. ** **  :*   :: **  ** **:***:*:**:**:*. .*:  *

Ap_dcr1a   GRRVRVVVEIFGKGEFKGIGRNYRIAKCTAAKCALKHLKKK----------

Ap_dcr1b   GRRVRVIVEILGKGVFKGIGRNYRIAKCTAAKCALNHLKEK----------

Nv-dcr1    GRRVRVTVDVFGKGSFKGIGRNYRIAKCTAAKCALKKLKKSQSC-------

Am-dcr1    GRRVRVTVDVFGKGSFKGIGRNYRIAKCTAAKCALKKLKRI----------

Ph-dcr1    GRRVRVSVEVFGKGIFNGIGRNYRIAKCTAAKCALKQLKRKGLLELFFTNV

Tc-dcr1    GRRVRVTVEVFGKGVFKGIGRNYRIAKCTAAKCALKNLKKRGLIK------

Dm-dcr1    GRRVRVTVDVFCKGTFRGIGRNYRIAKCTAAKCALRQLKKQGLI-------

Ag-dcr1    GRRVRVTVEVFGKGTFRGIGRNYRIAKCTAAKCALRQLKKLGYAN------

Pm-dcr1    GK-VRVSVEIFGKGSFSGVGRNYRIAKSTAAKRALRHLKKLQMM-------

Hs-dicer   GK-VRVTVEVVGKGKFKGVGRSYRIAKSAAARRALRSLKANQPQ-------

Ci-dicer   GK-VRVTVEIIGKGRFKGVGRSYRIAKSAAARRALRYLKGPF---------

cons       *: *** *::. ** * *:**.*****.:**: **. **            



Ap_dcr1a   ---IKK

Ap_dcr1b   ---IKK

Nv-dcr1    -IKGRK

Am-dcr1    ----QY

Ph-dcr1    GYMKSF

Tc-dcr1    -KIDES

Dm-dcr1    --AKKD

Ag-dcr1    -HHKRR

Pm-dcr1    -ANQGI

Hs-dicer   --VPNS

Ci-dicer   ----IY

cons             
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Ap-drosha   :  96

Am-drosha   :  97

Nv-drosha   :  97

Tc-drosha   :  97

Ag-drosha   :  96

Dm-drosha   :  96

Ph-drosha   :  96

Hs-drosha   :  95

Ci-drosha   :  92

cons        :  96

Ap-drosha   KKKWSRSAPSDIYYKKPDDD---SEVTFGNKIALDICDEFENTLGKRVSKM

Am-drosha   RKVWTRTAPADLYYTRDENN---PKIMRGTQKLHELCELFKKILLDRAAAA

Nv-drosha   RKIWTRTAPADLYYSRDEKN---NKLMKATGKLVQLCDDFKKILIDRASSA

Tc-drosha   KNIWTRSTPSDLYYRKDESN---ARVTRATKRLTQLCDKFNDCLVMRAAKV

Ag-drosha   RTLWVRSSPAELYYKRVS-D----KVVESTARLDALCTLFEEELIKRAERI

Dm-drosha   VESWVRSSPAELYYERTKSE----NEVRGRARLQKLCTLFDEELLQRAKRV

Ph-drosha   NKVWIRSAPAYCYYERDPND---LRRMKPTPKLDELCERFKYELVDRGKRI

Hs-drosha   KPVWIRCTHSENYYSSDPMDQVGDSTVVGTSRLRDLYDKFEEELGSRQEKA

Ci-drosha   KK-WK----SDITLTRHQ--QVKSST--IVKKLLESSKNLNLTLGEYIDQT

cons           *     :                             :.  *       

Ap-drosha   NENKPVHC-KPRKVNVNVRKH--VCSGNGSSTSDEDEDDE-----KENSTL

Am-drosha   RALQPPYEPPPRKTRARLCKH--KSEACSSSSSDSDSSMD-----EDDRTM

Nv-drosha   RELQPPYEAPARKNRARLCRH--KSEACSSSSSDSDDSVD-----EDDRTM

Tc-drosha   NKLKPKYEPPPRKNRARLCKH--KSEESSSSGSSEEELTD-----EEDCTM

Ag-drosha   RATQTPYNPPPRKRKMKMCRH--KHDKCSSSSESSDEEME----FEDECSM

Dm-drosha   REKLPVYVPPPRKARRRVCKHKHKSEACSSSSSSDDDSDEDAFKIEQDCCM

Ph-drosha   RDGQTLKCPAPIKPKQKLCKH--KSQICSSSDDSESENSDE--SDDVNDMM

Hs-drosha   KAARPPWEPPKTKLDEDLESS--SESECESDEDSTCSSS-S--DSEVFDVI

Ci-drosha   EPSI---------PNFALGK--LKRAIESGVDLDTEHEGNE--VDHAGELM

cons        .                :           .   .           .    :

Ap-drosha   KELDRKCSHPDRLHSELWYNEFGEMNDGPMCKCSVKSQRSGIRHNIYVGEG

Am-drosha   EELMAKKQHPQRLHPEMWFNDPGEMNDGPLCRCSAKSRRSGIRHGIYAGEG

Nv-drosha   EELMAKKQHPQRLHPEMWFNDPGEMNDGPLCRCSAKSRRSGIRHGIYAGEG

Tc-drosha   EELQRKQQHPDRLHPEMWYNDPGEMNDGPLCRCSIKSRKSGIRHGIYPGEK

Ag-drosha   EELTAKIKHPLRLHVDLWYNDPGEMNDGPLCRCSARSRRTGIRHGKYPGEE

Dm-drosha   EELSRKVQHPQRVHADLWHNDAGEMNDGPLCRCSAKSRRIGIRHGIYPGET

Ph-drosha   EELQRKQKHPYRLHSELWYNDPGEMNDGPLCRCSAKARRSGIRHGFYAGEN

Hs-drosha   AEIKRKKAHPDRLHDELWYNDPGQMNDGPLCKCSAKARRTGIRHSIYPGEE

Ci-drosha   SSIRKLKAHKDRLHEELWYNEPGQANDGPLCRCSSGSRDKGIRHNIYPGEV

cons         .:     *  *:* ::*.*: *: ****:*:**  ::  ****. * ** 



Ap-drosha   PFEPCLPNSNNSDKLFHYRITITPPTNFLLKCPTVIECNESKYTFEGFSLL

Am-drosha   AINKCDLNSNNADKLYHYRITISPPTNFLTKTPTIIKHDEHEFIFEGFSML

Nv-drosha   AIEKCDSHTNNADKLYHYRITISPPTNFLTKTPTIIKHDEHEFIFEGFSMF

Tc-drosha   HLEKCVPDSNNAERLYHYRITISPPTNFLIKTPTIIHYDEHEFIFEGFSMF

Ag-drosha   GFPKCIPNSNNADKLYHYRITISPPTNFLTKTPTIIKHDQHEFLFEGFSLL

Dm-drosha   GYKLCDPNSNNAGKLFHYRISISPPTNFLTKTPTIIKHDEHEFLFEGFSLL

Ph-drosha   QKICCDVKSNNAGNLYCYRITISPPTNFLTRTPTIINYDDHEFIFEGFSLI

Hs-drosha   AIKPCRPMTNNAGRLFHYRITVSPPTNFLTDRPTVIEYDDHEYIFEGFSMF

Ci-drosha   PTAPYDPMKNNIGKMHHYRITVGPAVNYMISQPTTIEYSGHDYMFEGFSIF

cons                .**  .:. ***:: *..*::   ** *. .  .: *****::

Ap-drosha   SHYPIPILPTCKVIRFNTNYAILYIEEKIPDNFIVKELQLFYDYLFKDILE

Am-drosha   SHFPLVKLPTCKVIRFNIEYTILYIDEKLPENFIIRELDFFQTYLFKEVLE

Nv-drosha   SHFPLVKLPTCKVIRFNIEYTILYMEEKMPENFTIQELDYFQDYLFNEILE

Tc-drosha   SHFPLEKLPTCKVIRFNIEYTILYIEEKIPDNFTVRELDLFHDYLFREILE

Ag-drosha   AHEPIGELPTCKVIRFNIEYTILYIEEQMPENFTIRELNLFDRYLFRELLE

Dm-drosha   SHVRLSDLPVCKVIRFNIEYTIEYEEEKMPENFTIHELDIFFKYLFHELLE

Ph-drosha   SHYPIQKLPTCKVIRFNIEYIILYVEEKLPENFSILELDLFYEYVFKEILE

Hs-drosha   AHAPLTNIPLCKVIRFNIDYTIHFIEEMMPENFCVKGLELFSLFLFRDILE

Ci-drosha   SDEPLDKIPLCDIIRFHIRYTIYLIEETPPESFCIRGLDLFDEYLFREVLE

cons        :.  :  :* *.:***:  * *   :*  *:.* :  *: *  ::*.::**

Ap-drosha   LVDLDLHG----IGNKNGCPQFHFMPRFVKDLSDNGKEVLSMNEVLKYLLK

Am-drosha   LIDFDLQA----AQNKSGCGQFHFMPRFVRDLADNGQEILSMNEVLNYLIK

Nv-drosha   LVDFDLQA----AQDKKGCAQFHFMPRFVRDLPDNGQEILSMNEVLSYLIK

Tc-drosha   LVDLDFKA----AGDVDGCSQFHFMPRFVRELPDNGKEILAMNEVLQYLLD

Ag-drosha   LVDFTVQPS--GSGEDSSCPCYHFLPRFVRDLPDNGKEVLAMSEVLRYLLD

Dm-drosha   LVDFNLMPNLPSGNVEESCPAFHFFPRFVRDLPDNGKEVLAMVEVLRYLLD

Ph-drosha   LVDFDLKN----SSHPENCPQFHFMPRFVRELPDNGRELLPMCEVLKYLLS

Hs-drosha   LYDWNLKGPL-FEDSPPCCPRFHFMPRFVRFLPDGGKEVLSMHQILLYLLR

Ci-drosha   LYDWQGDTP-PSEALAKNKRKFRFFPRFVRSLPDNGKEILSLCKVLEYLLD

cons        * *                  ::*:****: *.*.*:*:*.: ::* **: 

Ap-drosha   SNKLLFEESSLSALQEMPMNEWQNIVDEYKGMIVTNPGTKPYSIRVDQLDR

Am-drosha   SSKLLIDPDDLPRLVEMPQYKWQNFADEVKGMIVTFPGKKPCSVRVDQLDR

Nv-drosha   CSTLLIDPDELPKLVEMPQFQWQNFADEVKGMVVTYPGKKPCSVRVDQLDR

Tc-drosha   SSVSLIEEKDLEDMIKMTQYEWQSYADEIKGMVVTYPGKKPCSVRVDQLDR

Ag-drosha   NSGPLVPPDMLKEMMDMSQNEWQDYVDYVKGMVVSNPGMKPCSVRVDQLDR

Dm-drosha   NSAQLVERQQLLHLNQISQSEWQNYVDFIKGMLVTKPGYKPCSLRVDQLDR

Ph-drosha   SNKKLIEDGTLDSLHKMTSSEWQDFADLVKGMVVTNPGMKPCSLRVDQLDR

Hs-drosha   CSKALVPEEEIANMLQWEELEWQKYAEECKGMIVTNPGTKPSSVRIDQLDR

Ci-drosha   SDKPLVDEKDLDWLMKCSHDEWLDHTDAIRGSIVTHPGKRPSSLRVDQLDR

cons         .  *.    :  : .    :* . .:  :* :*: ** :* *:*:*****



Ap-drosha   DSVNEATEK-------NVNDGYPVLVHFGIRPPQLSYAGNP-DYQKGWRDY

Am-drosha   NQTDQPP----------GVIAYPEIVHFGIRPPQLSYAGNA-DYQKAWRDY

Nv-drosha   NQADQPP----------GVIAYPEIVHFGIRPPQLSYAEIPSDYQRAWRDY

Tc-drosha   NIDLQKP----------GDYKFPEIVHFGIRPPQLSYAGNP-DYQKAWRDY

Ag-drosha   NVGDVPEANAI----DENGLVHPVIVHFGIRPPQLSYAGNP-EYQKAWREY

Dm-drosha   NNSDLPECVD-----RETGISHPAIVHFGICHPQLSYAGNP-EYQKAWREY

Ph-drosha   DTDESVKKKENAKSCSMENYYYPEIVHFGIRPPQLSYAGNP-EYQRAWRKY

Hs-drosha   EQFN--P----------DVITFPIIVHFGIRPAQLSYAGDP-QYQKLWKSY

Ci-drosha   YDRKPVESTT--QHCPQVDERYPMIIHFGIRPANLSYAGDP-TYQRIWRAY

cons                             .* ::****  .:****  .  **: *: *

Ap-drosha   VKFRHLLANMPKPSFEDKRKLEIKERALQEMRSHNKMKRGVTAAVSSKGFF

Am-drosha   VKFRHLLANMPKPSFEDKRKLEAKENKLQELRTQSKMKRDVTVDVSSEGFY

Nv-drosha   VKFRHLLANMPKPSFEDKRKLEAKENKLQELRTQSKMKRDVTVDVTSEGFY

Tc-drosha   VKFRHLLANMSKPTFEDKRKLESKENKLQEMRTQGKMKRDITVAVSAEGFY

Ag-drosha   IKFRHLIANMSKPSFEDKRKLEAKENRLLEMRMQGRMKRNITIAVSAKAFH

Dm-drosha   VKYRHLMANMSKPSFKDKRKLEEKEQRLQEMRTQGRMKRNITVAISSEGFY

Ph-drosha   VKFRHLLANMPKPTAEDKQKLAAKENSLHSMRAHSKMKRDVTVTVSSKGFY

Hs-drosha   VKLRHLLANSPKVKQTDKQKLAQREEALQKIRQKNTMRREVTVELSSQGFW

Ci-drosha   LKQRHLMANSPKVKQSDKKKLRERENALQKIKRAKDMQREVTVELSSHGFR

cons        :* ***:** .* .  **:**  :*. * .::    *:* :*  :::..* 

Ap-drosha   KTGLMCDIVQHAMLLPVLVCHFRFHKSLEYLEDTIEYKFKNKYLLQLALTH

Am-drosha   RTGIMCDIVQHAMLIPVLVCHLRFHKSLDNLERTLGYEFKNRYLLQLALTH

Nv-drosha   RTGIMCDIVQHAMLIPVLVCHLRFHKSLDMLEQTLDYKFKNRYLLQLALTH

Tc-drosha   RTGIMCDIIQHAMLIPVLVCHLRFHHSLNILEESVNYKFKNRALLQLALTH

Ag-drosha   RTGIMCDMVQHAMLIPVLTGHLRFHRSLNVLERYIGYTFTNRYTLQLALTH

Dm-drosha   RTGIMCDVVQHAMLIPVLTGHLRFHKSLDLLEESIGYRFKNRYLLQLALTH

Ph-drosha   QTGLMCDVVQHAMLIPVLVCHLRFHRSLVVLEEKINYKFKNKFLLQLALTH

Hs-drosha   KTGIRSDVCQHAMMLPVLTHHIRYHQCLMHLDKLIGYTFQDRCLLQLAMTH

Ci-drosha   RTGLRSDVCQHAMLLPVLSHHLRYHLCLRTLEKKIGYEFKERKWLSHAMNH

cons        :**: .*: ****::***  *:*:* .*  *:  : * * ::  *. *:.*

Ap-drosha   PSYRENFGTNPDHARNTLTNCGIRQPEYGDRRIHYMNTRKRGINTLINIMS

Am-drosha   PSYRENFGTNPDHARNSLTNCGIRQPEYGDRRIHYMNTRKRGINTLINIMS

Nv-drosha   PSYRENFGTNPDHARNSLTNCGIRQPEYGDRRIHYMNTRKRGINTLINIMS

Tc-drosha   PSYRENFGTNPDHARNSLTNCGIRQPEYGDRRIHYMNTRKRGINTLINIMS

Ag-drosha   PSYKENFGTNPDHARNSLTNCGIRQPEYGDRKIHYMNTRKRGINTLISIMS

Dm-drosha   PSYKENYGTNPDHARNSLTNCGIRQPEYGDRKIHYMNTRKRGINTLVSIMS

Ph-drosha   PSYRENFGTNSDHARNSLTNCGIRQPQYGDRRIHYMNTRKRGINTLISIMS

Hs-drosha   PSHHLNFGMNPDHARNSLSNCGIRQPKYGDRKVHHMHMRKKGINTLINIMS

Ci-drosha   PSCQMNFGLNPDHVRNTLSNCGLRLPRYGDSSIHYKYTRKRGITTLIRIMA

cons        ** : *:* *.**.**:*:***:* *.***  :*:   **:**.**: **:



Ap-drosha   RFGKKSEMESNIMHNERLEFLGDAVVEFVSSIHLFNMFPDIEEGGLATFRA

Am-drosha   RFGARTETESSIAHNERLEFLGDAVVEFLTSIHLFHMFPDLEEGGLATYRA

Nv-drosha   RFGAKKETESSIAHNERLEFLGDAVVEFLTSIHLFHMFPDLEEGGLATYRA

Tc-drosha   RFGKQQETESNITHNERLEFLGDAVVEFLSSIHLFYTFPDLEEGGLATYRA

Ag-drosha   RFGKEHETDSNITHNERLEFLGDAVVEFITSIHLFHMFPDLEEGGLATYRA

Dm-drosha   RFGKEHETVSNITHNERLEFLGDAVVEFLSSIHLFFMFPELEEGGLATYRA

Ph-drosha   RFGRKNETQSNIYHNERLEFLGDAVVEFITSIHLFHIFRDLEEGGLATYRA

Hs-drosha   RLGQDDPTPSRINHNERLEFLGDAVVEFLTSVHLYYLFPSLEEGGLATYRT

Ci-drosha   RLGQQRPVLSPIEHNERLEFLGDAVVGYFTSVHLFLLFPDLSEGALTTFRT

cons        *:*      * * ************* :.:*:**:  * .:.**.*:*:*:

Ap-drosha   AIVQNQHLAVLAKTLKLDDFMLYAHGSDLCHDSELKHAMANCFEALMGALF

Am-drosha   AIVQNQHLAVLAKKLNLEEYMLYAHGSDLCHDLELRHAMANCFEALMGSLF

Nv-drosha   AIVQNQHLAVLAKKLNLEQYMLYAHGSDLCHDLELRHAMANCFEALMGALF

Tc-drosha   AIVQNQHLAVLAKTLKLDQFMLYAHGSDLCHDLELRHAMANCFEALMGALF

Ag-drosha   AIVQNQHLAVLAKKLHLEEFMLYAHGSDLCHELELRHALANCFEALMGALL

Dm-drosha   AIVQNQHLALLAKKLQLEEFMLYAHGSDLCHELELRHAMANCFEALMGALL

Ph-drosha   ALVQNQHLSVLAKKLNLDEFMLYAHGSDLCHDLELKHAMANCFEALMGALF

Hs-drosha   AIVQNQHLAMLAKKLELDRFMLYAHGPDLCRESDLRHAMANCFEALIGAVY

Ci-drosha   VLVNNQHLALLAERLQLDEFMLYAHGPDLCRKADLRHAMANCFEALMGAIY

cons        .:*:****::**: *.*: :******.***:. :*:**:*******:*:: 

Ap-drosha   LDGGIEVADRVFGKTFYRDSPEYLDIWVNYPRHPLQQQEPEGDRKWIKKLP

Am-drosha   LDGGIEVADRVFGETLFKDEEDLAKVWVNYPKHPLQEQEPTGDRQWIPSFE

Nv-drosha   LDGGIRIADTVFGETLFKNESDLLNIWVNYPKHPLQEQEPTGDRQWIPSFE

Tc-drosha   LDGGINVVDRVFSETLFKVNPDLLEVWMNLPPHPLQEQEPTGDREWIPKFE

Ag-drosha   LDGGIEVADRVFAYALFQEDDTLRGIWVNYPSHPLQEQEPLGDRHHIDSFE

Dm-drosha   LDGGIKVADEVFTDALFRQDEKLLSIWKNLPEHPLQEQEPLGDRSCIDSYR

Ph-drosha   LDGGIESADKVFGMTLYGDDEDCSDVWFNYPPHPLQEQEPLGDRKWISHFP

Hs-drosha   LEGSLEEAKQLFGRLLFN-DPDLREVWLNYPLHPLQLQEPNTDRQLIETSP

Ci-drosha   MEAGLERAQRLFGEFLWE-TEALQRVWRSLPLHQLQEEEPVSDRRCIKDVP

cons        ::..:. .. :*   ::        :* . * * ** :**  **  *    

Ap-drosha   LLQKLTNFEDSIGIKFTHIRLLARAFTDRSVGFTNLTLGSNQRLEFLGDTV

Am-drosha   LLQKLTKFEESIGIEFTHIRLLARAFTDRSIGYTNLTLGSNQRLEFLGDTV

Nv-drosha   LLQKLTKFEEGIGVEFSHIRLLARAFTDRSIGYTNLTLGSNQRLEFLGDTV

Tc-drosha   LLQNLTKFEESVGLQFNHIRLLARAFTDRSVGYTNLTLGSNQRLEFLGDTV

Ag-drosha   MLKTLTRFEDSIGVQFNHIRLLARAFTDRSIGFTNLTLGSNQRLEFLGDTV

Dm-drosha   VLKELTKFEDSIGIKFKHIRLLARAFTDRSIGFTHLTLGSNQRLEFLGDTV

Ph-drosha   LLQNLTKFEEATGIEFKHIRLLARAFTDRSVGYTNLTLGSNQRLEFLGDSV

Hs-drosha   VLQKLTEFEEAIGVIFTHVRLLARAFTLRTVGFNHLTLGHNQRMEFLGDSI

Ci-drosha   ILQKLTKFEDSIGVKFNHIRLLAKAFTWRNVHENILTHGHNQRLEFLGDSV

cons        :*: **.**:. *: *.*:****:*** *.:  . ** * ***:*****::



Ap-drosha   LQLIASDYLYKYFPEHHEGHLSLLRSSLVNNRTQSVVCDDLGMVSYALYAN

Am-drosha   LQLIVSEYLYKYFPEHHEGHLSLLRSSLVNNKTQAVVCDDLGMTQYALYGN

Nv-drosha   LQLIVSEYLYKFFPEHHEGHLSLLRSSLVNNKTQAVVCDDLGMTQYALYGN

Tc-drosha   LQLIASEYLYKYFPEHHEGHLSLLRSSLVNNRTQAVVCDDLGMSNYAVYNN

Ag-drosha   LQLICSEYLYRHFPEHHEGHLSLLRSSLVNNRTQAVVCDDLGMTQYAVYSN

Dm-drosha   LQLICSEYLYRHFPEHHEGHLSLLRSSLVNNRTQAVVCDDLGMPKYAVYAN

Ph-drosha   LQLIASEYLYKYFPEHHEGHLSLLRSSLVNNKTQSVVCDDLGMTQYAVYAN

Hs-drosha   MQLVATEYLFIHFPDHHEGHLTLLRSSLVNNRTQAKVAEELGMQEYAITND

Ci-drosha   CNLVASAYLFKLYPTHHEGHLTLLRATVVNGRTQSLVATELGMPEYVICTL

cons         :*: : **:  :* ******:***:::**.:**: *. :*** .*.:   

Ap-drosha   --P----KAELKTKDRADLLEAFLGALYIDKGLTFCQAFCNVCFFPRLHDF

Am-drosha   --P----KAELKTKDRADLLEAFLGALYVDKGLEYCRVFCDVCFFPRLQDF

Nv-drosha   --P----KAELKTKDRADLLEAFLGALYVDKGLLHCQVFCNVCFFPRLQDF

Tc-drosha   --P----KAELKTKDRADLLEAFIGALYVDQGLEFCEVFCQVTLFPRLQDF

Ag-drosha   --P----KADLKTKDRADLLEAFLGALYVDKGLEYCEMFCHVCLFPRLQDF

Dm-drosha   --P----KADLKTKDRADLLEAFLGALYVDKGLLYCEQFCHVCLFPRLQLF

Ph-drosha   --P----KVELKVKDRADLLEAFLGALYVDNGLDICRVFCDVCFFPRLQIF

Hs-drosha   --K-TKRPVALRTKTLADLLESFIAALYIDKDLEYVHTFMNVCFFPRLKEF

Ci-drosha   DNDSTERVPEWREKNLADLLEAFVAALFIDKGLKYVKTFMKICFFPRLKEF

cons                   : *  *****:*:.**::*:.*   . * .: :****: *

Ap-drosha   ILKQDWNDPKSKLQQCCLTLRSVDGGEPDIPVYKVIEC--MGPTNGRKYTV

Am-drosha   IMNQDWNDPKSKLQQCCLTLRTMDGGEPDIPVYKVIEC--KGPTNTRVYTV

Nv-drosha   IMNQDWNDPKSKLQQCCLTLRTMDGGEPDIPVYKVIEC--KGPTNTRVYTV

Tc-drosha   IMNQDWNDPKSKLQQCCLTLRTMDGGEPDIPVYKSVVCFTNSEVNTRVYTV

Ag-drosha   IMNQDWNDPKSKLQQCCLTLRTMDGGEPDIPVYKVIEC--TGPTNTRVYSV

Dm-drosha   IMNQDWNDPKSKLQQCCLTLRTMDGGEPDIPYYKVVEA--SGPTNTRVYKV

Ph-drosha   IMNQDWNDPKSKLQQCCLTLRTMDNVEPDIPIYKVVEC--KGPTNTRVYTV

Hs-drosha   ILNQDWNDPKSQLQQCCLTLRT-EGKEPDIPLYKTLQT--VGPSHARTYTV

Ci-drosha   ILTQEWNDPKSCLQQCCLTLRQ-EGKEPQLPTYEISHQ--TGPSHSRKYVV

cons        *:.*:****** *********  :. **::* *:       .  : * * *

Ap-drosha   AVYFKSVRLSQATGHSIQRAEMNAANSALEVSKDLFPQLDHQRRAISRSLN

Am-drosha   AVYFQGKRLAKASGHSIQEAEMNSAKEALEKSQDLFPQLDHQKRVIAKS-M

Nv-drosha   AVYFQGKRLAKASGHSIQEAEMNSAKEALEKSQDLFPQLDHQKRVIAKS-M

Tc-drosha   AVYFRGRRLASAMGHSIQQAEMNAAKKALEISQDLFPQLDHQKRVIAKS-M

Ag-drosha   AVYFRGKRLACADGHSIQQAEMNAAKQALENSKDLFPQLDHQRRVIAQS-L

Dm-drosha   AVYFRSKRLATSSGSSIQQAEMNAAKQALENSRDLFPQLDHQKRVIAKS-I

Ph-drosha   AVYFRNKRLAKATGHSIQQAEMNAAQKAMEVSGPLFPQLDHQKRVIAKS-L

Hs-drosha   AVYFKGERIGCGKGPSIQQAEMGAAMDALEKY--NFPQMAHQKRFIERK-Y

Ci-drosha   TVHFKGEEIGKGTGESIQRAERNAARTALNQ--YNFPQLEWQRRYVAEK-H

cons        :*:*:. .:. . * ***.** .:*  *::     ***:  *:* : ..  
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Dm-pasha    :  88

Ag-pasha    :  88

Am-pasha    :  90

Tc-pasha    :  90

Ph-pasha    :  89

Ap-pasha1   :  87

Ap-pasha2   :  88

Ap-pasha3   :  89

Ap-pasha4   :  84

Ci-dgcr8    :  86

Hs-dgcr8    :  85

cons        :  88

Dm-pasha    EKRLNHFEVLPEGWVQVTHNSGMPLFLHRKTRVCCASRPYFLGTGSARKHA

Ag-pasha    EKGRNHFEVLPEGWVQATHMSGMPLYLHKASRVCTASRPYFLGPGSVRKHE

Am-pasha    EIGHNHFDVLPEGWVQVTHNSGMPLYLHKQSRVCTLAKPYFLGPGSVRKHE

Tc-pasha    EKSQNHFDVLPEGWIQVTHNSGMPLYLHKNSRVCTLSKPYFLGPGSVRKHE

Ph-pasha    EKVKNHFEVLPDGWVTLTHNSGMPLYLHRTTRVCTLSKPYCLGPGSARKHA

Ap-pasha1   EVCKNHFDILPENWIEATHKSGMPIYLHKKSRVVTLSRPYFLGPGDPKSHL

Ap-pasha2   QLSKNHFDILPENWIETIHKSGMPIYLHKKSRVVTLSRPYFLGPGDPKSHL

Ap-pasha3   DEDECIDDDLPEGWIKCNHDSGMPVYLNEEMKVCSFSKPYFLGVNSLKNHN

Ap-pasha4   DENSCSNNDLPKGWKKIDHDSGMPIYMNTETRVCSFSKPYFLGVNSLKNHE

Ci-dgcr8    QCPISSLEPLPEDWMMVSHKSGIPVYLNKKTKVVTLSRPYVVAAGNVKKHN

Hs-dgcr8    SRGRPPTEPLPDGWIMTFHNSGVPVYLHRESRVVTWSRPYFLGTGSIRKHD

cons        .      : **..*    * **:*::::   :*   ::** :. .. :.* 

Dm-pasha    VPLGAIPCLNYRRALEEESEVEQQKTDGAPPVAV-CPMA-GASALPAEAMD

Ag-pasha    IPLSAIPCLNYRKALEKEDELKKELAAATAAQAA-AAAN-GA-EN-GDASN

Am-pasha    VPVSAIPCLQYKRALHEEEEERKKQKERDPN--------------------

Tc-pasha    IPLSAIPCLSYRRALDSEKTQTPESSS------------------------

Ph-pasha    LPLSAVPCLEYKRAKEEEKKRNDEANKSSVLV-------------------

Ap-pasha1   APLSAISCLQYQKGLENKEIIKNEPDFQVSK--------------------

Ap-pasha2   APLSAISCLNYRKGLEKKETIKNEPNFHVSK--------------------

Ap-pasha3   IPVANIPCLDYKLKLQKMNAENNE---------------------------

Ap-pasha4   IPVANIPCLNQKLNNETQNETNLALTS------------------------

Ci-dgcr8    IPISSIPCLDYLKTVDRFNQVKTSNESTSSEIK-IGQIN-ED---------

Hs-dgcr8    PPLSSIPCLHYKKMKDNEEREQSSDLTPSGDVSPVKPLSRSA-EL-EFPLD

cons         *:. :.**      .  .                                



Dm-pasha    VEGKENNEGSTDSK--------------------------TQPDGITALM-

Ag-pasha    EAASEGQEGVTKEAAEPVPERQLHNAQLSKMIASATTTAEAQANAKLLPLK

Am-pasha    --------------------------------------------AEVCSL-

Tc-pasha    ------------------------------------------------DL-

Ph-pasha    --------------------------------------------VNGTEI-

Ap-pasha1   --------------------------------------------LGDMII-

Ap-pasha2   --------------------------------------------LGDLII-

Ap-pasha3   ---------------------------------------------------

Ap-pasha4   ---------------------------------------------------

Ci-dgcr8    QACTEN-------N--------------------------TA--QNASAV-

Hs-dgcr8    EPDSMGADPGPPDE--------------------------KDP-LGAEAA-

cons                                                           

Dm-pasha    PA--AKIV----TVNENTQKESITPEQLNTYCQKLFKFKVIRVLRFRSWNA

Ag-pasha    VS--AKIE----TVTENLKAQSLTSDAVVEYCKKLFRFKTIRVLRFKSWAA

Am-pasha    PS--AKIE----TIQENRAAHSLDSEQLRNYCQSLFRFKAIKVMRFQSWSA

Tc-pasha    PN--ARIE----TVKENIESQNLKPEDVRKYASKLFQFKTIKVMRFKSWSE

Ph-pasha    PN--ARVE----TAQENETSRQLTPEQLTEYCKSLFEFETIQVLRFKSWLA

Ap-pasha1   PN--AKVE----TAQENIIKESLTHVELREYCQSLFKFKVKEVKSPSKMPK

Ap-pasha2   PN--AKVE----TAQENIIKESLSHEELREYCKSLFKFKVEEVKSLNKTPK

Ap-pasha3   --------------ELNKCPITLSHEQYREYCSKIFKFKNIKFMRFSSWDK

Ap-pasha4   ------SS----TSTSNRCPLTLSHAEYRNYCSKIFKFRNIKFYKFKSWVK

Ci-dgcr8    PAPNIEVGNTAPVLIKTPTTEHIDDTELEEYLNKRFVFETTQIPHFEKWAD

Hs-dgcr8    PGALGQVK----AKVEVCKDESVDLEEFRSYLEKRFDFEQVTVKKFRTWAE

cons                              :       * .. * *.   .    .   

Dm-pasha    RRKFTKNRKH--IK-N--IQRPTLPDGTKLIKFPILANAGE-GSTNPR-GR

Ag-pasha    RRKFTKHRKH--IK-N--LQRPTLPDGTKLITFPMLNIEDEQGNPHAR-PK

Am-pasha    RRKFTKNKKH--RK-Q--LERPTLPDGTKLITFPVSSSDD---NTGQR-PP

Tc-pasha    RRQFTKKRKH--EQ-Q--LQRPNLPAGTKLITFPIQPNEAS-ENTNSN-AK

Ph-pasha    RRKFKK-RKN--DK-I--QQRPTLPKNTKLITCPIRQSSSG---K-SA-NT

Ap-pasha1   EQSIKTEISRGTLINT--KERPSLPDSTKLISFPVQTEDH---DKRCN-RR

Ap-pasha2   EQNIKTEISM--LKNI--KERPSLPDSTKFISFPFQTKDH---NKRYN-RR

Ap-pasha3   RREYIRMVKA--DRRR--KDLPKLKDKSHLMSFPVQEPDVKSDCNTSN-PE

Ap-pasha4   RRAYIRSQRT--NSKIKDLKKP-ISDST-AINSDVK-----RENNALNPED

Ci-dgcr8    KRKFVKKQKE--AIEN--EGAPKKLGPAKVITLSIPRDGD---S---DK-P

Hs-dgcr8    RRQFNREMKR--KQAE--SERPILPANQKLITLSVQDA---------P-TK

cons        .:                   *        :.  .                

Dm-pasha    KEWIMNPNGKSFVCILHEYVQHALKTQP-TYEFKELQNAATPYSATVSVNN

Ag-pasha    KEWIMNPNGKSYVCILHEYVQHALRKQP-TYEFKELENAATPYSATVTINE

Am-pasha    KHWIMNPSGKSYVCILHEYVQHALKKQP-TYKFKELENAATPYSAVVCIND

Tc-pasha    KEWIMNPNGKSYVCILHEYVQHALKKQP-TYKFTELENAATPYAATVSIND

Ph-pasha    REWIMNPNGKSYVCILHEYVQRALKDQP-VYTFKELENTATPYLAVVSIGN

Ap-pasha1   REWIMNPNGKSYVSILHEYLQQALKTQP-WYEFKELENTETPYSATVVLND

Ap-pasha2   REWILNPNGKSYVCILHEYLQQALKTQP-WYEYKELESTETPYSATVVLND

Ap-pasha3   DQWTINLNGKSYVSILHEYIQRVLKTQP-SYEFKELENARYPYLATVILDG

Ap-pasha4   LQYLNNLEGKSYIGILHEYIQRVMKTACHSFVVKELEQTKYPYLCTVVLDG

Ci-dgcr8    HKLTFSTSVKPMICILHEYAQSVLRTKP-HYIFATNEDASDPFQATIVLNE

Hs-dgcr8    KEFVINPNGKSEVCILHEYMQRVLKVRP-VYNFFECENPSEPFGASVTIDG

cons         .   . . *. : ***** * .::     :     :..  *: . : :. 



Dm-pasha    LKYGTGYGTSKKQAKSEAARETLEILIPDVKDKITGNNKDQ-K--------

Ag-pasha    LKYGTGYGTSKKQAKSEAARETLEILIPDMKDKITGKDAKG----------

Am-pasha    MEYGSGFGSSKKQAKANAARKTLEILIPQMRDKISGDNGGDTVSGNNNRMI

Tc-pasha    MQYGVGYGTSKKQAKSEAARATLEILIPEMKSKITTDAKTG-S--------

Ph-pasha    IQYGTGVGSSKKQAKHDAAKATLEILIPEMKDKIDQDEKLR-G--------

Ap-pasha1   VQYGVGLGNSKKQAKLNAAQATLDILIPEMKNKIDSDIK------------

Ap-pasha2   VQYGVGLGNSKKQAKLNAAQATLDILLPEIKNKIDSNIK------------

Ap-pasha3   MQYGIGIGSSKKQAKLDAARATLEILLPSVKNHIQINRRHA-M--------

Ap-pasha4   IQYGIGTGSTKKQAKVDAARATLQILLPNVKYFQTDNSSET-K--------

Ci-dgcr8    KNYGTASGINKKSAKNKAALLTMEMLVPGFKEQVESL--------------

Hs-dgcr8    VTYGSGTASSKKLAKNKAARATLEILIPDFVKQTSEEKP------------

cons          ** . . .** ** .**  *:::*:* .                     

Dm-pasha    SGT-AKKAQSDLSVFDDIRIEDPRVTEFCNKTTEPSPNAILLTCLQRNYGS

Ag-pasha    -AS-NGGGAAILSVFDEIKIEDPRVAEFCAKTTEPSPHAILLTCLQRNFGL

Am-pasha    KAS-RANSDADLSFFDEISITDPRVAEFCAKTTEPSPHAILITCLQRNYGL

Tc-pasha    S-A-SRDQDQDLSFFDEIRIEDPRVAEFCAKTTEPSPHDILLTCLQRNFGL

Ph-pasha    HAG-YNRGNTDLSFFDGIKIEDPRVTEFCAKTTEPLPHEILLTCLQRNFGL

Ap-pasha1   -------NQRDPVIFDQIKVTDPRITEFCAKTTEPSPYAMLLVCLQRNFGE

Ap-pasha2   -------NQRDPVIFDQIKVTDPRVTEFCAKTTEPSPYAMLLVCLQRNFGE

Ap-pasha3   NERQGCSNFDGDVLFDKLNIKDSRIPEFCAQAAESMPYDMLQICVKRNFGE

Ap-pasha4   NEIQDINHLEQYKIFDKLTVKDTMIPQICAQSTESTPYEMLKLCVKRNFGE

Ci-dgcr8    ------SNDQSLEYFDEVSITDPRVHELCVHAGNFLPHQLLTECLKRNQGI

Hs-dgcr8    ------KDSEELEYFNHISIEDSRVYELTSKAGLLSPYQILHECLKRNHGM

cons                      *: : : *. : ::  ::    *  :*  *::** * 

Dm-pasha    -DVQISQEINRT-----ANNKNEFTMTVGKHTAKVVCKNKREGKQLASQAI

Ag-pasha    GEVHINYEVNTM-----KHRKNEFTMTVGKHVATVVCKNKRDGKQRASQAI

Am-pasha    GDMHINYSVNTL-----KHQRNEFTMRVGKHEATVVCRNKKDGKQRAAQAI

Tc-pasha    NDLQISYQGNTL-----KNKKNQFTMTVGKHTATVVCKNKRDGKQRASQAI

Ph-pasha    SQMNIKYETTPI-----KHCKNEFTMTVGNHTAKVICRNKRDGKQKASQAI

Ap-pasha1   CEIGIEYKLNNR-----RRMLNQCTMMVGKHTASVACKNKRDGKQKASQVI

Ap-pasha2   CEIGIEFKLTNR-----HRMLNQCTMTVGKHTASVACKNKRDGKQKASQII

Ap-pasha3   D-ACVKCEMQSMQSGSDSDIFYRCTMTVKEHSATVICKNKREGRQKGAQAL

Ap-pasha4   G-TNLLCEMEQMQSGSDTNNYFRCTMTVEKYSATVICKDKLDGRQKGAQAL

Ci-dgcr8    ADTAVQFDVQVG-----KSKMIEYKMTCGKHVVTGTAKNKKVGKQLASQQI

Hs-dgcr8    GDTSIKFEVVPG-----KNQKSEYVMACGKHTVRGWCKNKRVGKQLASQKI

cons            :  .              .  *   :: .   .::*  *:* .:* :

Dm-pasha    LQILHPHIQTWGSLLRLYGNNSIKTFKEKKLEEQEITVLQ-----------

Ag-pasha    LQILHPHIKTWGSLLRLYGNRSVKSYKEKKQEEQEITVLQ-----------

Am-pasha    LQLMHPHIQSWGSLLRLYGSRSVKSFKEKKQLEQEITLLQ-----------

Tc-pasha    LQALHPHITSWGSLLRLYGNGSVKSFKEKKLEEQEITLLQ-----------

Ph-pasha    LQALHPQIPSWGSLLRLYGNTSVKTVKEKKIEEQEITLLQ-----------

Ap-pasha1   LGLLHPHIDNWGSLLRLYGNRSIKNAKEKKQEEQEITQLQ-----------

Ap-pasha2   LGLLHPHIDNWGSLLRLYGNRSIKNAKEKKQEEQEITQLQ-----------

Ap-pasha3   LKVLHPHIKYFGSLLRLYSHQNVGSGCEKKLDEPGN---Q-----------

Ap-pasha4   LKVLHPHIHYFGSLLRLYSHQHFEYT-ENKPNEDKP---K-----------

Ci-dgcr8    LKLLHPNMQTWGELIHAYGTSVAEKRARKKNIEQEIFELKQRRNLDSSQKS

Hs-dgcr8    LQLLHPHVKNWGSLLRMYGRESSKMVKQETS-DKSVIELQ-----------

cons        *  :**::  :*.*:: *.        .:.  :      :           



Dm-pasha    ------------SKAAVNQPNYAILDKLKSEMLKLCAKQESVLTMGTFVPP

Ag-pasha    ------------SKAAINQPNYAILEKLKQEMSKLEERQRNVRVIGKFVPP

Am-pasha    ------------GKAAVNQPNHAILSKLRQEMRKLAEQRQAIQPIGKFVPP

Tc-pasha    ------------SKAAINSPNFAILDKLKLELSKLRDKRTQIKPIGVFIPT

Ph-pasha    ------------SRGNSHSPNYAILNKLREEMKKFKAMKSAIRPIGKFIPP

Ap-pasha1   ------------SKAAVNQPNFAILNKLKEEMLKIRDQRKLKE-TNEMLGL

Ap-pasha2   ------------SKAAANQPNFAILNKLKEEMLKIRDQRKLKE-TNEMLGL

Ap-pasha3   ------------SPKPRSGPNYEILKKLRAEMSK-----------------

Ap-pasha4   ------------AEQCRTHPDVELLKKLRKAMLKLESQTNDLK--------

Ci-dgcr8    SNKDEEADGDSQEKKNALAPNPELLNKLRDMMMALEQESSSKKRPGE----

Hs-dgcr8    ------------QYAKKNKPNLHILSKLQEEMKRLAEEREETRKKPKM---

cons                           *:  :*.**:  :                   

Dm-pasha    SDVDLPTSSG-----SNLNNVEL

Ag-pasha    SDVDLPTGAG-----ANLKNVDL

Am-pasha    ---DLPTGSA-----ANLNNVDL

Tc-pasha    ESDSLPKLSS-----SNLKNVDL

Ph-pasha    DDVELPAESG-----TDLSNVLM

Ap-pasha1   PQTMLATTCPYTIAIPSSSTSPN

Ap-pasha2   SPTMLATTCPYTIVNPSSSTSHN

Ap-pasha3   ----------------------L

Ap-pasha4   ---------------------KM

Ci-dgcr8    PDTDQPSKKR-----NKLLLIDV

Hs-dgcr8    SIVASAQPGG-----EPLCTVDV

cons                               
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Cedric Notredame 

CPU TIME:36 sec.

SCORE=90

*

 BAD AVG GOOD

*

Hs-exp5   :  90

Ap-exp5   :  88

Am-exp5   :  91

Ag-exp5   :  91

Ph-exp5   :  90

Tc-exp5   :  91

Dm-exp5   :  91

Ci-exp5   :  85

cons      :  90

Hs-exp5   MAMD--QVNALCEQLVKAVTVMMDPNSTQRYRLEALKFCEEFKEKCPICVP

Ap-exp5   MNLD-TPIETVVQQLANAVDLTMDPSMSQEKRHEAYRLCDSFKNEFPLCIQ

Am-exp5   MEFGVGNVAQISAELAQVVEVMMSPNVPQEQRLEVYNACERFKESSPLCAQ

Ag-exp5   MEMA-HDVVELANELARAVKITMDPEATQQARMDAYVACERFKDISPLCAQ

Ph-exp5   MATP-EMIDQITGELIRALEITMNPVAEQSARQEAYTAYENFKDNSPYAPQ

Tc-exp5   MAGP--DVAALAADLARAVELTMSTGASQTDRLKAYNACESFKETSPLCAE

Dm-exp5   MSQH-GGTEALAAELASAIDLVMNPMTQQQARLEAYMACERFKEESPMCAQ

Ci-exp5   MDQN-Q-----TQQIILALQTLLDPSATQCMRTEALNLCESYKS-NPHCAE

cons      *            ::  .:   :..   *  * ..    : :*.  * .  

Hs-exp5   C--GLRLAEK-T-QVAIVRHFGLQILEHVVKFRWNSMSRLEKVYLKNSVME

Ap-exp5   CQCALYFTSDSAQYTDIVRHFGLQLMEHCIKFRWYQMVQEDKLLIFSTIMS

Am-exp5   C--GLYLAQKAPNRSSVVRHFGLQLMEHCIKYRWTQISQSEKIFIKESAMK

Ag-exp5   A--GLSLVTG-N-YPPIVRHFGLQLMEHTVKFNWNSISQQEKIFIKENAMK

Ph-exp5   V--GLYLVQL-NTPHGYIVHFGLQLMEHCVKFRWNQISQPEKIFIKENTMR

Tc-exp5   A--GLYLAAG-TQHSLISRHFGLQLMEHTVKYRWTQISQQEKIFIKENAMK

Dm-exp5   V--GLFLASS-PQSNQQVRHFGLQLIEYTIKYRWNCITHEEKVYIKDNAIK

Ci-exp5   I--GFELLGH-RSLDAHVRYFGLQLIKHRVRHHWVNMESTEQNAVQSLTLE

cons         .: :            :****:::: ::..*  :   ::  : .  : 

Hs-exp5   LIANGTLNIL-EEENHIKDALSRIVVEMIKREWPQHWPDMLIELDTLSKQG

Ap-exp5   LVNSASP--S-LQINYLKDALARVVVEMIKREWPQHWPGMLNELEYATTLG

Am-exp5   LLQEGTEPLL-QEEAHIKDALSRVVVEMIKREWPQQWPTLLAELSQTCTRG

Ag-exp5   LLQAGVGEAQDQSLAHIKDGVSRIIVEMIKREWPQQWTTLLVELSDACSQG

Ph-exp5   LLMDGK-----QKETYVKDGLSRIIVEMIKREWPQQWPSLLTELNVASLQG

Tc-exp5   LLAAGG---I-SDEPHMKDALSRVIVEMVKREWPQQWPGLLSELSEACSCG

Dm-exp5   MLNVGVGPAEDRSLLPTKDALSRIIVEMIKREWPQQWSDLLPELSQACTKG

Ci-exp5   MVNTCP---G-NEVTYIKTGLAGVLTEIVKHTWPQQWPNMMEEVVIANKNS

cons      ::          .    * .:: ::.*::*: ***:*. :: *:      .



Hs-exp5   ET-QTELVMFILLRLAEDVVTFQTLP-PQRRRDIQQTLTQNMERIFSFLLN

Ap-exp5   CC-QTETVMLIFLRLIEDVVLLQTVDNAARRRDISKEIQMSMSKIFPFFIN

Am-exp5   ES-QTELVLLVFLRLVEDVALLQTLESNQRRKDIYQALNTNMAEIFSFFLR

Ag-exp5   MA-QTELVLLVFLRLVEDVALLQTIESNQRRKDIYQALTVNMSEIFTFFLR

Ph-exp5   PT-QSEIVLLIFLRLCEDVAVLQTLESTQRRRDIYQALTTNMQDIFSFLIQ

Tc-exp5   EI-QTELVLLVFLRLVEDVALLQTLESNQRRKDIYHALTANMAVIFDFFLR

Dm-exp5   EA-QTELVLLVFLRLVEDVALLQTIESNQRRKDMYQALNNNMNDIFEFFLR

Ci-exp5   EVGTTEIIEQMLLDLAEDVALLQNVSNRTRGRDLRQALGLSAPNILAFLLG

cons          :* :  ::* * ***. :*.:    * :*: : :  .   *: *:: 

Hs-exp5   TLQENVNKYQQVKTDTSQESKAQANCRVGVAALNTLAGYIDWVSMSHITAE

Ap-exp5   VIDNYCRQYLEFL-SRNEQNAATALVRVIQLALANIGELFEFIQLSHVNFK

Am-exp5   LMEQHFSEFQKKN-SLGCTSEAAAHSKVVQVVLSTLTGFVEWISINHVMAE

Ag-exp5   LIELHVGEFRSAT-TGGDEHKAHGHSRVVQVALQTLTGFVEWVSINHIMAA

Ph-exp5   IITCHIDLFKSI----GNLEAGNQHFRVVQTGLTTLSSFLEWASYTHFTNN

Tc-exp5   LIELHVNQFRICG-ETNNTPKSTAHGRVVQVVLLTLTGFVEWVSMSHIMAQ

Dm-exp5   LVEQHVTAFRETT-RLCNYTKANAHSRVVEMVLLTLSGFVEWVSIQHIMSS

Ci-exp5   ALKKQISVLYDD--------ASPENIHLAGTTLRTISTYAEWVKLDHIFMN

cons       :                   .    ::    * .:    :: .  *.   

Hs-exp5   NCKLLEILCLLLNEQELQLGAAECLLIAVSRKGKLEDRKPLMVLFGDVAMH

Ap-exp5   DCYIITVLCSLLDHFNFRQSAVDCLLVLLSRKCKNEERECVVQLLDQ-PLQ

Am-exp5   DGRLLQILCLLLGDPIFQCSAAECLLQIVNRKGKAEDRKQLMILFSEDALR

Ag-exp5   NGRLLQILCILLTDVEFQQPAAECLGQITNRRGQLKDRKPLLLLFEDAPVE

Ph-exp5   DNALLKILCALLEDEHFQINAVDCLLQVVSRKGNPEEKKFFIEWFDLKVLQ

Tc-exp5   NGRLLHILCLLLNDLAFQYPAAECLSQIVNRKGKVDERKPLLLLFNDEPIQ

Dm-exp5   NGKLMHFLCILLNDKAFQCNAAECLAQITNRKGQTKERKPLLQLFNEEPLR

Ci-exp5   DGILIEVIFGLLNNSELQLPSAECLLSIANRKGTSE-RKRLLILTTDFFVE

cons      :  :: .:  ** .  ::  :.:**    .*:   . :: .:       :.

Hs-exp5   YIL-SAAQT----ADGGGLVEKHYVFLKRLCQVLCALGNQLCALLGADSDV

Ap-exp5   QIYFVVHNA----ISRLEANEENNIFLKTLSKVVSMLSYVLCAFWKDNKLH

Am-exp5   YIY-TAATAVSPVTGTNEFHENHYLFLKKLTQVLTGMATQLCTLWGKDDSS

Ag-exp5   HYY-QAATQ----NE-RLETEAYYLFLKKLAQVLTGLASQLTALWGKEECQ

Ph-exp5   FML-DAANK----VSTKSLNENNYLFLKKLIQVLTGLGTYFTALCGKEDFV

Tc-exp5   CLV-SASKNP-----GAILDEQHYLFKKKLVQVLGGLTTQLVVLWGKDSI-

Dm-exp5   YIY-QASQIPAD-TSSTLAVEQHLNFLKKLLQVLNGMAQQLVALWGKDDAT

Ci-exp5   KYAVAIKNA----SQRDGLTEKKFQFLRCMTKLMMTFNSMIITQWLEDEKM

cons                          *    * : : :::  :   : .    :.  

Hs-exp5   ----ETP-SNFGKYLESFLAFTTHPSQFLRSSTQMTWGALFRHEILSRDPL

Ap-exp5   NFTVEKSEKILFCYVDLLQVCLFHDSLNVITNINQAWCILFKNPEISKNIL

Am-exp5   N---IRP-AHFNIFLDTVLTFTMYSSLTLTHMANAIWVMLFKHEQIKQDPL

Ag-exp5   P---IKP-HCLATFLGTVLIFTRHASYSLAHPAALIWTTLLKHEQISKEHL

Ph-exp5   SF--TRS-EYLNTYLNIMLTFFRHPSLTIISYTISTWSSFFKNPVISQDPV

Tc-exp5   ----SRP-NNFSAFLEAILAFSSHQSLTLSHMANPLWNSMLKHEHISRDPV

Dm-exp5   ----QRP-VHLEVLLECLLLLVQHPSLGLSHGSALIWQLLLKHEPSSKDFA

Ci-exp5   I-RVHRSLENYQNFFQVLFFLTSHKSRVIAQSVILSWVNLLRVKEMKKDET

cons            .       .  .     : *  :       *  :::    .::  



Hs-exp5   LL-AIIPKYLRASMTNLVKMGFPSKTDS-----PSCEYSRFDFDSDEDFNA

Ap-exp5   LKQNYIPKWFLLASKKLIKIDYKN----------LDSFTLLDFTDEESYNT

Am-exp5   LL-TYIPKYVESTAPKLIKIAYPQGRQAN----GMSAYCLADYDSVEEFNV

Ag-exp5   VL-EYIPKVIEVIGPKIIKVNYPVRRWTGI-TMHPQTFASLDYDAEEEWLV

Ph-exp5   FK-KYIPELFETAAPKIIRVFYPTSRNPI-N--DQDTTALLDFDSEEEFNA

Tc-exp5   FL-SYIPQWVQCTAPKIVKFNYPASKVQNTDTGGAAAYAKIDFDSEEEFST

Dm-exp5   MV-NYIPKLIHTIAPRIVKLPYPASASSPA-SLSTEAYIRLEHDSEEEYAL

Ci-exp5   LQ-AMVPALINLVIDY------LNNKHIK-QT-EYVEYEELEINDHDELDM

cons      .    :*  .                               :    :.   

Hs-exp5   FFNSSRAQQGEVMRLACRLDPKTS----FQMAGEWLKYQLSTFLDAGSVNS

Ap-exp5   VFYHTRSEIVETIRCASAIENTIM----FSVTENLLKTCMEKTSIRMKV--

Am-exp5   FLHRFRTDLLEGFRQATMVAPLVT----FTYVQQWLTAKITKGMADL----

Ag-exp5   FFFRCRTDFLEIFRQATLIAPLVT----FSYCEHWLNAMLAKTATCDRS--

Ph-exp5   FFFKTRTDLLEIFRKATDIAPFVT----FSYVEKWFRSVLQKSVIQLSSD-

Tc-exp5   YFYRCRSDFLDSFRQATVVAPLVT----FNYVEQWLMKCLQVPNV------

Dm-exp5   YFFRCRTDFLEIFRLATLVQPLVT----YGYCEQWLQQRLRNAQIEADAE-

Ci-exp5   IIKVLNGNMIEVLKFCTSTLPLPAAHACFEYAGRLLKVKFENV--------

cons       :   . :  : :: .            :    . :   :           

Hs-exp5   CSAVGTGEGSLCSVFSPSFVQWEAMTLFLESVITQMFRTLNREEI------

Ap-exp5   --------VPLCEQDSAEFLEWEVMVLILDGVMSKLSLTL--DSE------

Am-exp5   ----RY----QSDQNDLQYLEWEALAQALDSVVSRILLIN--ERP------

Ag-exp5   --------ATACSVTDPLYLEWDALTNALDGVLSRILMVT--ERP------

Ph-exp5   ---K----TNFCTYTSPLYLQWDGLVNTLDRVLNRLVHIESHSRP------

Tc-exp5   ----TS----GLVLSDPLFHEWEALSTFLESILSRVLQAQ--ERP------

Dm-exp5   ---VKSG-NVSCSVLDPVYLEWDALVSVLDGVLSRILLVA--ERP------

Ci-exp5   ---------------HEMQKKWEGLAAFIECVMSAMLLPA--EQRGEMGLL

cons                          :*: :   :: ::. :      .        

Hs-exp5   PVNDGIELLQMVLNFDTKDPLILSCVLTNVSALFPFVTYR-----------

Ap-exp5   IVTRGLRLIELCLQFDTRDPLILSFLLSSISALFVFLTSTSWP--------

Am-exp5   SVQTGLQLLELCLGYSPQDPWLLSALLSCISALFVFLSMSTGSM-------

Ag-exp5   SVSAGLRLLEECLKVESNDPLVLSVMLSCISSLFVFLSMSSCQITA-ANCV

Ph-exp5   SVFSGLELLELCLNFNPLDPLILSELLSCISALFVFLSMATAE--------

Tc-exp5   SIASGLRLLQLCLVYQPVDPLILSTLLTCISALFVFLSMSTGQMAPTANSV

Dm-exp5   SVPAGLRLLEECLKLETINPLTYSILLSCISALFVFLSMSACQITA-TNCV

Ci-exp5   PYTAGELLFETLQGIDCENIVVHKAVINICSSLYKMLSLSTNA--------

cons          *  *::     .  :    . ::.  *:*: :::             

Hs-exp5   ----PEFLPQVFSKLFSSVTFETVEE-SKAPRT-RAVRNVRRHACSSIIKM

Ap-exp5   ----SEYLHVTLNKMCEYLILECHP---DDQLC-VPMKDLKFHSASLFIKL

Am-exp5   AMPGVAILPRVLEKIFAALVFEAPGE-TKGTRS-KAAKNVRRHAASLMVKI

Ag-exp5   AMTGVQLLPRVLEKIFASLVFQEVGE-TRHTRT-VAVKNLRRHAAALMVKI

Ph-exp5   --QSVSILPRVLDKIFAASVFLLPGQ-TIENRS-RAVKNVRRHAGALLVKI

Tc-exp5   AASGAALLPQVLDKIFSTLVYAPPDEQSKDTRS-RAVKNVRRHAASLMVKI

Dm-exp5   AMSGVSLLPRVLDKIFRALVMKPPNE-LEKVQA-KSAKNLRRHAASLLVKL

Ci-exp5   ----ALYCKKVIDRAFLTMDM-----T-SGLKSKPEMTGLRRQACSIFIRM

cons                .:.:                        .:: :: : ::::



Hs-exp5   CRDYPQLVLPNFDMLYNHVKQLLSNEL--LLTQMEKCALMEALVLISNQFK

Ap-exp5   SIKYPNLLLPVFDKLCSLSDQLLSKTSKTGDNLAVCLRLQESLLVLNNHVP

Am-exp5   SLKYPLLLLPVFEQIHTMVRELAREPS--PLSKMETTLLYEALLLISNHFC

Ag-exp5   AHKYPLLLLPIFDQINTSVKNLIVQPE--RLSKVEQVTLLEALLLISNHFC

Ph-exp5   GQRYPLLLLPLFDQINTTVQAIIRDP---QLSKMEQVTIQEALLLICNHFY

Tc-exp5   GNKYPLLLLPVFDQIRATVENLSRSDSVAGLSTLEKVTLQEALLLISNHFC

Dm-exp5   AHKYPLLLLPVFEQINGHVELLLKEPGKHQLCRLMRTTLQEALILISNHFC

Ci-exp5   AKSYSNIMIQYMEDINNWIQERTLGEK--SLSQFEMCSLFEGMIVLSSEWK

cons         *. :::  :: :                       : *.:::: ..  

Hs-exp5   NYERQKVFLEELMAPVASIWLSQDMHRVLSD-VDAFIAYVGTDQKSCDPG-

Ap-exp5   DFYKQTQLIKHILEPCQLMWQKV--QSIVSGPPEGLLAYLGLDRPPVD-F-

Am-exp5   DYERQTRFVAEIIGDASAKFIAL-GSESFKG-PLEFMRFIGLDRPPVENI-

Ag-exp5   DFERQSGFVADVIRDGVSIWGGL-LVPVVKN-AHTFIEYVGLNRPAIEPFA

Ph-exp5   DYNKQSQFVGELMKPGIDMWFEM--ENAFRS-ASDFMALVGLDKPPVEPS-

Tc-exp5   DYDRQSNFVREVLAEANAQWRLIVASGAFES-ASKFISFVGLDTPPVAPH-

Dm-exp5   DFERQTLFIEHIVQDKRTEWLAF--GDALKS-PLDFMSFVGLDKPPIFAV-

Ci-exp5   NFDRQNKLIGNLMATTAPIVHADYFNKALAG-PMEFATAIGFCTT----D-

cons      :: :*. :: .::               . .    :   :*          

Hs-exp5   --LEDPCGLNRARMSFCVYSILGVVKRTCWPTDLEEAKAGGFVVGYTSSGN

Ap-exp5   --ESDPCLENRNHLSHCINVLACVMARSNTNSNSKI---------------

Am-exp5   --TEDPAGQNRSDLMICICTILCVVKRCSIPDDPDRAARGSFVAALSESGN

Ag-exp5   TTVEDPYNVNRRQLTYALNLVLGVIKRCSWPDDPDRCSRGGFVVALTESGN

Ph-exp5   --QEDINGKNRSHLLFCLHLFFSVLLRSTWPEDPDRAARGGFVVDRTSTGN

Tc-exp5   --ADNPHGHNRSSIVFCINLLLGAIKRCSWPEDPERATRGGFVVALTESGN

Dm-exp5   --EGAVTLQNRSRLLDALHVVLGVVKRCTWPDDPERAQRGGFVIGCTELGN

Ci-exp5   --ENEQSFEIRAGLYYYISLTLGVLSRSKIPENQKELEAGGFIR------N

cons                *  :   :     .: *     : .                

Hs-exp5   PIFRNPCTEQILKLLDNLLALIRTHNTLYAPEMLAKMAEPFTKALDMLDAE

Ap-exp5   -PNVSPVTEHVLLLLPNVFLIIKNLNSLCSDNVKKMMHPSYTTVLEIFPQE

Am-exp5   PVYRNPATPHVIPILPTLFALLRTMNALFTSTALAALSEGYKNAHELLEAE

Ag-exp5   PICRNPATSHVVPLLPHILSLMRCLNELWKPDALQSFSDSFRNANGMQESE

Ph-exp5   PIYRNPATPHIIPILPNVLSLVKVLNALWAPDTLSRISEGYKDAFQMSENE

Tc-exp5   PVCRNPAAPHVVPLLPDILSLIRVFNELFTCEAQNLIHESYKGCLGMLETE

Dm-exp5   PICRNPATKHIVPLLSHVLSLMRVLNELFAPEALQALSEGYRGIHGMMEHE

Ci-exp5   GKVTNPCCGYIEAAIDHMFTLTQLMSSMWSPEVGKVFHPDNAQALTIRSGE

cons          .*    :   :  :: : :  . :        :         :   *

Hs-exp5   KSAILGLPQPLL-E---LND-SPV-FKTVLERMQRFFSTLYENCFHILGKA

Ap-exp5   REALLGKNIVSE-KNDPFQNFRQKPKPDPVYKIKLAILNAYEGCLNVLGKS

Am-exp5   KANLLGLNTTNDNER--ASEPDQS-SVTALVRMQSFLNTINDLCYHMLGSG

Ag-exp5   KKQLLGVSPVLQDP---LDPSQKL-PPTAFGRMQTFLAGIFEHCYHMMGSA

Ph-exp5   KANLLSLVPQSNVQSDQLDAG-IK-VQSPLDRMQQFLETVHSNSYLFLGTI

Tc-exp5   KSNLLGLIGHSVGD---LGE-LQA-VQSPMERMQRFLFGLHESCYHMIGSM

Dm-exp5   KKLLMGICALPTDP---LDTTIRS-EPTAFEKMQTFMMMVTEGCYHLMGSA

Ci-exp5   KRCLVFIEVDKM---KP-HQ-DE-VPRAHWEKIQFFLSLGLDSLFTLLGHT

cons      :  ::                          :::  :    .    .:*  



Hs-exp5   GPSMQQDFYTVEDLATQLLSSAFVNLNNIPDYRLRPMLRVFVKPLVLFCPP

Ap-exp5   CLLLGDQFYALQNFAPSFEATIMSDADSLPHVRIRTVMKNFIKPFLINCSS

Am-exp5   CHMIGRDFYQLPGLAPALINSVFSNMEMIPDYRLRPIIRVFMKPFIYSCPP

Ag-exp5   GPSLGRDLYALPGIANAIVGSVFASLEYVPDFRLRTIVRVFLKPFIYSCPP

Ph-exp5   GPSLGKDFYQIPQLGLALINSLFSNLEFVPDFKLRAVIRTFFKSFIPSCPK

Tc-exp5   GPSLGRDLYTLPDIGLAIINSVLACLQCIPDYRMRPIIRVFLKPFIYSCPT

Dm-exp5   GPSLGRDLYQLMGLSDAIVTNVFSRMDLVPDYRLRPIIRVFFKPFVYSCPP

Ci-exp5   GVVLGESFYKIPTLQHTINTKALGYVVNIPTLRLKCLLRQFLAKILKSCPL

cons         :  .:* :  :   :  . :     :*  ::: ::: *.  ::  *. 

Hs-exp5   EHYEALVSPILGPLFTYLHMRLSQKWQVINQRSLLC-------G--EDEAA

Ap-exp5   KYYDTVLIPILNSFLAHMLIRLSITWKNIPER---------------EEYD

Am-exp5   AFYESVLVPVLAHVSTHMCQRLSAKWQYIAHLY----------E--SGGLD

Ag-exp5   VFHEAVLLPIFAHFVPFMLTRLTARWHYITALY----------E--SGELG

Ph-exp5   VCYKDVLLPVLSIFMPYMLTRLTKKWEHISQLR----------Q--ESTNS

Tc-exp5   PFYEAVLLPIVAHIAPLMLSRLHAKWLQVNEFR----------N--R-EGQ

Dm-exp5   SFYDSVLVPLFAHLAPLMCERLTRRWIYIASLY----------E--SGQLD

Ci-exp5   DMVHEFTSPILFTYCRFMLERLGAAWEAYGKREAERLVIQRGRGSIGYTSE

cons         . .  *:.      :  **   *                         

Hs-exp5   DENPESQEMLEEQLVRMLTREVMDLITVCCVSKKGA---------DHSSAP

Ap-exp5   NKDGDSEELLEDMMIRLLTREYLDLVRSSLTSSNES---------KTSP--

Am-exp5   EENTDTQEVIADMLNRNLTRDFVDVLKVALVGGAAS---------DATPPD

Ag-exp5   EDVNDTQEVLEDMLNRTLTREYIDVLKVALVGSTIDP--TANSTSDATMAG

Ph-exp5   EESSDAQEVVDEKLTHIITKEYSDVINICLVGGNSD---------SVLDSD

Tc-exp5   EDNADTQEVLEDILTRALTREYLDVLKVALVGGGLT---------PETNTE

Dm-exp5   GEVNDTQEVLEDQLNRTLTREYLDVLKIALVGGQIGADHVAAGANANSNSV

Ci-exp5   QEQQEEEEMLEEQLLRSITREHLELIINLCVNKTP----------------

cons       .  : :*:: : : : :*::  :::    ..                   

Hs-exp5   PADGDDEEMMATE------VTPSAMA-ELTDLGKCLMKHEDVCTALLITAF

Ap-exp5   -----------------HGSVEEIPNSDLSELGIKLLRNEQSRQLIVESIL

Am-exp5   TMEQDSSGM-AIDF--PSSRGNSIVAEVVSELGAVVLRHPSTCHSVVLCVL

Ag-exp5   GMDQDDQSMDGTPQALTRAAQSAMTSEVISDLGGKLLRNQYTSNPIVMTVL

Ph-exp5   AMEQDDLTES---S--GQRNVNQAFAETVSELGLMLIRNESTQHVIIITLL

Tc-exp5   NMETEDLSMDSPTP--PPPTRSNMTTEVISDLGLVLLRSEKTCQSIVLAVL

Dm-exp5   AMENEEHSMDSAPQ--SRAIQSALLSDIISDLGGKLLRNGLIGNYVLMTLL

Ci-exp5   -QKDDEHSQ-------STSLGSHHL-AQLTDLGAVLAVSPA-CENMLPCVL

cons                                  :::**  :         ::   :

Hs-exp5   NSLAWK-------------------------DTLSCQRTTSQLCWPLLKQV

Ap-exp5   NGLSWNTSISQFWKTCQIFQWDNRSVSHPWCDSQSSFKA-TSLSQIVVKHL

Am-exp5   GALAWN-------------------------DSNASLKA-TMLTGPVVRAL

Ag-exp5   SVLSWN-------------------------DSNSSLKA-TLLSGPIIRFL

Ph-exp5   RFISWS-------------------------DGCAIYKA-PVLLHCVLRQL

Tc-exp5   GALSWI-------------------------DSNASLKA-TFLTGPIVRQL

Dm-exp5   KAIAWN-------------------------DGMCSMKA-VNIAAPVMRFL

Ci-exp5   AALAWH-------------------------DTSSCYKA-AQILWPLLKML

cons        ::*                          *  .  ::   :   ::: :



Hs-exp5   LS--GTL-L-ADAVTWLFTSVLKGLQMHGQHDGCMASLVHLAFQIYEALRP

Ap-exp5   AT--EDERTAMTIAPDLLIAVLESLHWFGHHDSNMGPLLATCLNIYETYRS

Am-exp5   AA--DGS-LTPDMAAHIMVAILQGLQLHGQHDANQGSLITLGAQVYECLRP

Ag-exp5   AA--EQL-ITEALASNIIIAVLKALQLHGQHESNQTSLITLGVQAYEILRP

Ph-exp5   SN--DGI-LNEEIANHVMTTVLQALQIQGHQEAMQGLLLTLGAQLYELLRP

Tc-exp5   VS--DSS-LNGEMAAHIMASVLNALMLHGQHEANQGSLLTLGAQMYEMLRP

Dm-exp5   AA--EKL-MDENKAVTAFTAVLQGMQVHGQHEANQSGLVTLGVQFYELLRP

Ci-exp5   MNVKENI-FNPDITRAVFEAMLRGLHRHGQHDGCESQLLSLLLMFIQPLHT

cons                   .   : ::*..:   *:::.    *:       :  :.

Hs-exp5   RYLEIRA--VMEQIPEIQKDSLDQFDCKLLNPS----LQKVADKRRKDQFK

Ap-exp5   KNNQLLE--VLKKLPEINLETLERFDKWVMSEDP---LNNKVNKGKREMLK

Am-exp5   KFPNIIE--VMQQIPGVNLTDLQRFDEKMAVVST---KGNKVEKGKKDLFK

Ag-exp5   KFPNILE--VLQQIPNVSAGDIQKLDEKISSGST---KGNKIDKAKKDLFK

Ph-exp5   KFPSIVK--ILMQIPNVNQQDLQKFDEKIILSSQNFKTSYKLDKSTKDLFK

Tc-exp5   TFLEVLG--VMQQIPGVNPVDLQKLDERISGSTS---KGNKVEKVKKDLFR

Dm-exp5   QFPILSE--VLQHIPSVNAADIQKFDEKIAVAPV---KGNKVDRAKKDIFK

Ci-exp5   KHAALFTSIMLQAAPDADQALVHKFFVN------FEK---TSEKQRKSALK

cons          :    ::   *  .   :.::                 ::  :. ::

Hs-exp5   RLIAGCIGKPLGEQFRKEVHIKNLPSLFKKTKP---MLETEVLD-NDGGGL

Ap-exp5   KILAGCIGKDVSQTHKCKAELRDLPRVLVPKICT-----TDLLENGDDLNI

Am-exp5   KITNQLIGRSVGQLFRKEVKIDNLPRIEVFGKQQAV-RVDEISENSTDSGF

Ag-exp5   KITTNIIGRNIGQHGRKEVKILNLQPIVPPPNNHR-PNAFNLIESNQETGL

Ph-exp5   KITHPLIGRNISQLFKKEIKIMDLPKLNLPKKGTK-----EKVDFNYGQEL

Tc-exp5   KITGNLIGRSMGQLFKKEVKIHDLPSLAFSKKPQPK-EVT---P-----DL

Dm-exp5   KLTAQLVGRSVNQLFRHEVQIANLPPMQSHKAKGSMGTTADIMDSNQNASL

Ci-exp5   EMLSGIIEQHVSQQFKEIPKMNILEPLQIKKRNQK-----SKPEDS-YTGL

cons      .:    : : :.:  :   .:  *  :                       :

Hs-exp5   ATIF--EP

Ap-exp5   NKLQEYKL

Am-exp5   AALFAGPT

Ag-exp5   AHLFTNRS

Ph-exp5   NKL---LS

Tc-exp5   QN---VFS

Dm-exp5   ARLFGPEK

Ci-exp5   AQLF--QP

cons              



T-COFFEE, Version_7.38Thu Nov 20 17:26:38 WEST 2008

Cedric Notredame 

CPU TIME:27 sec.

SCORE=94

*

 BAD AVG GOOD

*

Ap-ago1a    :  94

Ap-ago1b    :  95

Am-ago1     :  94

Dm-ago1     :  94

Tc-ago1     :  94

Ph-ago1     :  94

Pm-ago1     :  94

Is-ago1     :  94

Ci-ago      :  95

Hs-eIF2C2   :  94

cons        :  94

Ap-ago1a    VFNCPRRPNLGREGRPIVLRANHFQ-ISMPRGYVHHYDINIQPDKCPRKVN

Ap-ago1b    VFNHPCRPNLGREGRPIRLRTNHFQ-VSMPRSYIQHYVIYIKPENCPRRVN

Am-ago1     MFSCPRRPNIGREGRPIVLRANHFQ-ITMPRGYVHHYDINIQPDKCPRKVN

Dm-ago1     VFTCPRRPNLGREGRPIVLRANHFQ-VTMPRGYVHHYDINIQPDKCPRKVN

Tc-ago1     VFQCPRRPNLGREGRPIGLKANHFQ-VTMPRGFVHHYDVSIQPDKCPRKVN

Ph-ago1     MFCCPRRPSLGREGRPIALRANHFQ-ISMPRGYVHHYDINIQPDKCPRKVN

Pm-ago1     AFVAPRRPNLGREGRPITLRANHFQ-ISMPRGYIHHYDISITPDKCPRKVN

Is-ago1     MFVCPRRPNVGTEGRPILLRANHFQ-ISMPRGYLHHYDVTITPDKCPRKVN

Ci-ago      DFQAPPRPNQGQVGKPIWLKANYFK-VSIPNGDIHHYDIDIKPDKCPRRVN

Hs-eIF2C2   VFDG--RKNLYT-AMPLPIGRDKVELMDIPKIDIYHYELDIKPEKCPRRVN

cons         *    * .    . *: :  : .: : :*.  : ** : * *::***:**

Ap-ago1a    REIIETMVHAY-SKLFGNLRPVFDGRNNLYTRDPLPIGNDRMELEVTLPGE

Ap-ago1b    REIIKIMVNAY-SKLFGNLRPAFDGRQNLYTRDPLPIGRKQVELEVKLPGQ

Am-ago1     REIIETMVHAY-TKIFGTLKPVFDGRNNLYTRDPLPIGTDKIELEVTLPGE

Dm-ago1     REIIETMVHAY-SKIFGVLKPVFDGRNNLYTRDPLPIGNERLELEVTLPGE

Tc-ago1     REIIETMVHAY-GKIFGNLKPVFDGRNNLYTRDPLPIGNSREELEVTLPGE

Ph-ago1     REIIETMVHAY-SKIFGSLKPVFDGRQNLYTRDPLPIGNDRVELEVTLPGE

Pm-ago1     REIIETMVHAF-PRIFGTLKPVFDGRSNLYTRDPLPIGNEKMELEVTLPGE

Is-ago1     REIIETMVQSY-SKIFGQQKPVFDGRKNMYTRDDIPIGKDKAELEVTLPGE

Ci-ago      REIINTMVENFRSAIFQDRKPVFDGRKNLYTAQPLPIDKQKLEVEVTLPGE

Hs-eIF2C2   REIVEHMVQHFKTQIFGDRKPVFDGRKNLYTAMPLPIGRDKVELEVTLPGE

cons        ***:: **. :   :*   :*.****.*:**   :**. .: *:**.***:



Ap-ago1a    GKDRVFRVNIKWLAQVSLFALEEALEGRTRQIPYDAILALDVVMRHLPSMT

Ap-ago1b    CKDGVFHVYIKWLAQISLFDLEEALQGSRRPIPYDAVLALDVVMRHLASMT

Am-ago1     GKDRVFRVVIKWLAQVSLFALEEALEGRTRQIPYDAILALDVVMRHLPSMT

Dm-ago1     GKDRIFRVTIKWQAQVSLFNLEEALEGRTRQIPYDAILALDVVMRHLPSMT

Tc-ago1     GKDRLFRVTIKWVAQVSLYGLEEALEGRTRQIPYEAILALDVVMRHLPSMS

Ph-ago1     GKDRVFRVTIKWVAQVSLFALEEALEGRTRQIPFDTILALDVVMRHLPSMT

Pm-ago1     GRDRVFKVAMKWLAQVNLYTLEEALEGRTRTIPYDAIQALDVVMRHLPSMT

Is-ago1     GKDRVFRVAIKWVAQVSLYALEEVLEGRSRHIPMDAVQALDVVMRHLPSMT

Ci-ago      GRDRTFTVAIKWASRVSLYSLKLALEGKMHGIPFETVQSLDVVMRHLPSLR

Hs-eIF2C2   GKDRIFKVSIKWVSCVSLQALHDALSGRLPSVPFETIQALDVVMRHLPSMR

cons         :*  * * :** : :.*  *. .*.*    :* ::: :********.*: 

Ap-ago1a    YTPVGRSFFSSPEGYYHPLGGGREVWFGFHQSVRPSQWKMMLNIDVSATAF

Ap-ago1b    YTSVGKSFFSPPESYYHPLGGGREVWYGFHQSMQPSKWKMMLNLDVSASAF

Am-ago1     YTPVGRSFFSTPDGYYHPLGGGREVWFGFHQSVRPSQWKMMLNIDVSATAF

Dm-ago1     YTPVGRSFFSSPEGYYHPLGGGREVWFGFHQSVRPSQWKMMLNIDVSATAF

Tc-ago1     YTPVGRSFFSSPEGYYHPLGGGREVWFGFHQSVRPSQWKMMLNIDVSATAF

Ph-ago1     YTPVGRSFFSSPDGYYHPLGGGREVWFGFHQSVRPSQWKMMLNIDVSATAF

Pm-ago1     YTPVGRSFFSAPDGYYHPLGGGREVWFGFHQSVRPSQWKMMLNIDVSATAF

Is-ago1     YTPVGRSFFSSPDGYFHPLGGGREVWFGFHQSVRPSQWKMMLNIDVSATAF

Ci-ago      YTPVGRSFFSAPEGYTPPLGGGREVWFGFHQSMRPSQWKMMLNIDVSATAF

Hs-eIF2C2   YTPVGRSFFTASEGCSNPLGGGREVWFGFHQSVRPSLWKMMLNIDVSATAF

cons        **.**:***:..:.   *********:*****::** ******:****:**

Ap-ago1a    YKAQPVIEFMCEVLDIRDIG-EQRKPLTDSQRVKFTKEIKGLKIEITHCGA

Ap-ago1b    YKSQLVPEFMCEVLDIKDIS-EQKKPLTDSQRVKFTREIKGLKIEITHWGE

Am-ago1     YKAQPVIEFMCEVLDIRDIG-DQKRPLTDSQRVKFTKEIKGLKIEITHCGT

Dm-ago1     YKAQPVIDFMCEVLDIRDIN-EQRKPLTDSQRVKFTKEIKGLKIEITHCGQ

Tc-ago1     YKAQPVIEFMCEVLDIRDIN-EQRKPLTDSQRVKFTKEIKGLKIEITHCGT

Ph-ago1     YKAQPVIDFMCEVLDIREIN-EQRKTLTDSQRVKFTKEIKGLKIEITHCGT

Pm-ago1     YKAQAVIEFMCEVLDIREIG-EQRKPLTDSQRVKFTKEIKGLKIEITHCGA

Is-ago1     YKAQPVTEFMCEVLELRDIN-EQRKPLTDSQRVKFTKEIKGLKIEITHCGT

Ci-ago      YRAQSCVQFLCDVLELRIEDLRLIRGLTDSQRVKFTKEIRGLKVEITHCGT

Hs-eIF2C2   YKAQPVIEFVCEVLDFKSIE-EQQKPLTDSQRVKFTKEIKGLKVEITHCGQ

cons        *::*   :*:*:**:::       : **********:**:***:**** * 

Ap-ago1a    MRRKYRVCNVTRRPAQMQSFPLQLENGQTVECTVAKYFLDKYKMKLRYPHL

Ap-ago1b    MRRKYKVRNVTRKPAQTQTFPLQEKN-NVVECTVAKYFLDKHNMKLRYPNL

Am-ago1     MRRKYRVCNVTRKPAQMQSFPLQLENGQTVECTVAKYFLDKYKMKLRHPYL

Dm-ago1     MRRKYRVCNVTRRPAQMQSFPLQLENGQTVECTVAKYFLDKYRMKLRYPHL

Tc-ago1     MRRKYRVCNVTRRPAQMQSFPLQLDNGQTVECTVAKYFLDKYKMKLRYPHL

Ph-ago1     MRRKYRVCNVTRRPAHMQSFPLQLENGQTVECTVAKYFLDKYKMKLKYAHL

Pm-ago1     MRRKYRVCNVTRRPAQMQSFPLQLENGQTVECTVAKYFLDKYKMKLRFPHL

Is-ago1     MRRKYRVCNVTRRPAQLQSFPLQLENGQTVECTVAKYFLDKYKMKLRYPHL

Ci-ago      MRRKYRVCNVTRRAASTQTFPLQLESGQTIECSVARYFQEKHSKTLQFPFL

Hs-eIF2C2   MKRKYRVCNVTRRPASHQTFPLQQESGQTVECTVAQYFKDRHKLVLRYPHL

cons        *:***:* ****:.*  *:**** .. :.:**:**:** :::   *:.. *



Ap-ago1a    PCLQVGQEHKHTYLPLEVCNIVAGQRCIKKLTDMQTSTMIKATARSAPDRE

Ap-ago1b    PCLHVGEKHNHIYLPLEVCKIVKSQRCARKLTDMQTSTMIKETVRSAPARE

Am-ago1     PCLQVGQEHKHTYLPLEVCNIVAGQRCIKKLTDMQTSTMIKATARSAPDRE

Dm-ago1     PCLQVGQEHKHTYLPLEVCNIVAGQRCIKKLTDMQTSTMIKATARSAPDRE

Tc-ago1     PCLQVGQEHKHTYLPLEVCNIVAGQRCIKKLTDMQTSTMIKATARSAPDRE

Ph-ago1     PCLQVGQEHKHTYLPLEVCNIVAGQRCIKKLTDMQTSTMIKATARSAPDRE

Pm-ago1     PCLQVGQEHKHTYLPLEVCNIVPGQRCIKKLTDMQTSTMIKATARSAPDRE

Is-ago1     PCLQVGQEHKHTYLPLEVCNIVAGQRCIKKLTDMQTSTMIKATARSAPDRE

Ci-ago      PCLQVGQEQKHTYLPIEVCNIVQGQRCIKKLTDSQTSTMIKATARSAPDRE

Hs-eIF2C2   PCLQVGQEQKHTYLPLEVCNIVAGQRCIKKLTDNQTSTMIRATARSAPDRQ

cons        ***:**::::* ***:***:** .*** :**** ******: *.**** *:

Ap-ago1a    REINSLVRRADFNNDSYVQEFGLTISNSMMEVRGRVLPPPKLQYGGRTLP-

Ap-ago1b    QDINSLVRQADFKNNPYVKEFGLTVSDSMIELRGRVLPPPKLQYGGQTLP-

Am-ago1     REINNLVRRADFNNDSYVQEFGLTISNNMMEVRGRVLPPPKLQYGGRT---

Dm-ago1     REINNLVKRADFNNDSYVQEFGLTISNSMMEVRGRVLPPPKLQYGGRVSTG

Tc-ago1     REINNLVRRADFNNDPYVQEFGLTISNNMMEVRGRVLPPPKLQYGGRVASL

Ph-ago1     KEINSLVRRADFNNDAYVQEFGLTISNNMMEVRGRVLPPPKLQYGGRSSLL

Pm-ago1     REINNLVRKADFNNDPYMQEFGLTISTAMMEVRGRVLPPPKLQYGGRT---

Is-ago1     REINNLVRKADFNTDPYVQEFGLSISNTMMEVRGRILPPPKLQYGGRT---

Ci-ago      KEIAQLVRKAQFNNDPYVKEFGIQVIDEMTEVRGRVLPPPKIQYGGDV---

Hs-eIF2C2   EEISKLMRSASFNTDPYVREFGIMVKDEMTDVTGRVLQPPSILYGGRN---

cons        .:* .*:: *.*:.:.*::***: :   * :: **:* **.: ***     

Ap-ago1a    ---NQGGLNVQQTKQQALPNQGVWDMRGKQFFTGVEIRNWAIACF------

Ap-ago1b    ---NQKILNAQQTKQQTLPSHGVWDMRGKQFFIGVKITNWAIACF------

Am-ago1     -------------KQQAIPNGGVWDMRGKQFFTGVEIRVWAIACF------

Dm-ago1     LT-GQQLFPPQNKVSLASPNQGVWDMRGKQFFTGVEIRIWAIACF------

Tc-ago1     ------------SGQQAMPNQGVWDMRGKQFFTGVEIRVWAIACF------

Ph-ago1     SSDEFAIRNSFHAKQQAMPIGGVWDMRGKQFFSGIEIRVWAIACF------

Pm-ago1     -------------KQQALPNQGVWDMRGKQFFTGVEIRVWAVACF------

Is-ago1     -------------KQQAIPNQGVWDMRGKQFHTGVEIRIWAIACFAPQRTS

Ci-ago      ---------------SSTPNQGVWDMRGKQFHSGISIDVWAIACF------

Hs-eIF2C2   -------------KAIATPVQGVWDMRNKQFHTGIEIKVWAIACF------

cons                        : *  ******.***. *:.*  **:***      

Ap-ago1a    --------APQRTVREDALRNFTTQLQKISSDAGMPIVGQPCFCKYATGPD

Ap-ago1b    --------ASQFSVRDDAIKNFTEQLQRISNEAGMPIVDAPCYCKYVTGLD

Am-ago1     --------APQRTVRDDAIRNFIAQLQRISNDAGMPIIGQPCFCKYATGPD

Dm-ago1     --------APQRTVREDALRNFTQQLQKISNDAGMPIIGQPCFCKYATGPD

Tc-ago1     --------APQRTVREDALRNFTQQLQKISNDAGMPIIGQPCFCKYATGPD

Ph-ago1     --------APQRTVKDDAVRAFIQQLQRISNDAGMPIVGQPCFCKYATGPD

Pm-ago1     --------APQRTVREDALRNFTQQLQKISNDAGMPIIGQPCFCKYANGPD

Is-ago1     ASGAIACFAPQRTCREDALRNFTQQLQKISNDAGMPIIGQPCFCKYATGPD

Ci-ago      --------AHQRMCSDQHLRTFIKSLQRISEDAGMPIRGTPVFCKYAQGSE

Hs-eIF2C2   --------APQRQCTEVHLKSFTEQLRKISRDAGMPIQGQPCFCKYAQGAD

cons                * *    :  :: *  .*::** :***** . * :***. * :



Ap-ago1a    QVEPMFRYLKSTFTGLQLVVVVLPGKTPVYAEVKRVGDTVLGMATQCVQAK

Ap-ago1b    QVEPMFNYLIKKFTKLQLIIVILPGKTPIYAEVKRVGDTVLGMATQCVQAK

Am-ago1     QVEPMFRYLKATFSSLQLVCVILPGKTPVYAEVKRVGDTLLGMATQCVQAK

Dm-ago1     QVEPMFRYLKITFPGLQLVVVVLPGKTPVYAEVKRVGDTVLGMATQCVQAK

Tc-ago1     QVEPMFRYLKSTFQSLQLVVVVLPGKTPVYAEVKRVGDTVLGMATQCVQAK

Ph-ago1     QVEPMFRYLKSSFHALQLVVVVLPGKTPVYAEVKRVGDTLLGMATQCVQAK

Pm-ago1     QVEPMFRYLKSTFTGLQLVCVVLPGKTPVYAEVKRVGDTVLGMATQCVQAK

Is-ago1     QVEPMFRYLKSTFQGLQLVVVVLPGKTPVYAEVKRVGDTVLGMATQCVQAK

Ci-ago      HVEPLFRHLCDEFRALQLIVVILPGKTPVYAEVKRVGDTLLGIATQCVQVK

Hs-eIF2C2   SVEPMFRHLKNTYAGLQLVVVILPGKTPVYAEVKRVGDTVLGMATQCVQMK

cons         ***:*.:*   :  ***: *:******:**********:**:****** *

Ap-ago1a    NVNKTSPQTLSNLCLKINVKLGGINSILVPSIRPKVFNEPVIFLGADVTHP

Ap-ago1b    NVNKLSIQALSNLCLKINVKLGGTNTILVPSVRPKVFNEPLIILGADITHA

Am-ago1     NVNKTSPQTLSNLCLKINVKLGGINSILVPTIRPKVFDEPVIFFGADVTHP

Dm-ago1     NVNKTSPQTLSNLCLKINVKLGGINSILVPSIRPKVFNEPVIFLGADVTHP

Tc-ago1     NVNKTSPQTLSNLCLKINVKLGGINSILVPSIRPKIFNEPVIFLGADVTHP

Ph-ago1     NVIKTSPQTLSNLCLKINVKLGGINSILVPSIRPKVFNEPVIFLGADVTHP

Pm-ago1     NVNKTSPQTLSNLCLKINVKLGGINSILVPGIRPKVFNEPVIFLGADVTHP

Is-ago1     NVNKTSPQTLSNLCLKINVKLGGINSILVPSIRPKVFNEPVIFLGADVTHP

Ci-ago      NVVKTSPQTLSNLCLKINVKLGGVNNILVPSLRPKVFNDPVIFFGADVTHP

Hs-eIF2C2   NVQRTTPQTLSNLCLKINVKLGGVNNILLPQGRPPVFQQPVIFLGADVTHP

cons        ** : : *:************** *.**:*  ** :*::*:*::***:**.

Ap-ago1a    PAGDNKKPSIAAVVGSMDAHPSRYAATVRVQQHRQ----------------

Ap-ago1b    TSNDDKISSIAAIVGSMDAHPSRYAAMVRIQQHRQ----------------

Am-ago1     PAGDNKKPSIAAVVASMDAHPSRYAATVRVQQHRQ----------------

Dm-ago1     PAGDNKKPSIAAVVGSMDAHPSRYAATVRVQQHRQ----------------

Tc-ago1     PAGDNKKPSIAAVVGSMDAHPSRYAATVRVQQHRQ----------------

Ph-ago1     PAGDNKKPSIAAVVGSMDGHPSRYAATVRVQQHRQ----------------

Pm-ago1     PAGDNKKPSIAAVVGSMDAHPSRYAATVRVQQHRQNGSTTQGQSASDGSRP

Is-ago1     PAGDNKKPSIAAVVGSMDAHPSRYAATVRVQQHRQ----------------

Ci-ago      PAGDTRKPSIAAVVGSMDAHPSRYSATVRVQQHRE----------------

Hs-eIF2C2   PAGDGKKPSIAAVVGSMDAHPNRYCATVRVQQHRQ----------------

cons        .:.* : .****:*.***.**.**.* **:****:                

Ap-ago1a    -----------EIIQELSSMVRELLIMFYKSTGGYKPHRIILYRDGVSEGQ

Ap-ago1b    -----------EFIQELSSMVRELLIMFYKSTRGYKPHRIILYRDGVSEGQ

Am-ago1     -----------EIIQELSSMVRELLLMFYKSTGGYKPLRIILYRDGVSEGQ

Dm-ago1     -----------EIIQELSSMVRELLIMFYKSTGGYKPHRIILYRDGVSEGQ

Tc-ago1     -----------EIIQELSSMVRELLIMFYKSTGGYKPHRIILYRDGVSEGQ

Ph-ago1     -----------EIIQELSSMVRELLLMFYKSTGGYKPHRIIMYRDGVSEGQ

Pm-ago1     RQLTFARTAHDEVIQELSSMVKELLIQFYKSTR-FKPNRIILYRDGVSEGQ

Is-ago1     -----------EIIQDLASMVKELLIQFYKSTR-FKPNRIIFYRDGVSEGQ

Ci-ago      -----------EIIRDLAIMVRDLMVEFYKATH-YKPVRVIMYRDGVSEGQ

Hs-eIF2C2   -----------KIIQDLAAMVRELLIQFYKSTR-FKPTRIIFYRDGVSEGQ

cons                   :.*::*: **::*:: ***:*  :** *:*:*********



Ap-ago1a    FPH-VLQHELTAIREACIKLEGDYKPGITFIIVQKRHHTRLFCADKKEQSG

Ap-ago1b    LSN-VFNYELMAIREACIKLEGGYKPGITFISVQKRHHTRLFCTDKTEQCG

Am-ago1     FLH-VLQHELTAIREACIKLEAEYRPGITFVVVQKRHHTRLFCSEKRDQSG

Dm-ago1     FPH-VLQHELTAIREACIKLEPEYRPGITFIVVQKRHHTRLFCAEKKEQSG

Tc-ago1     FLQ-LLQHELTAIREACIKLESDYKPGITFIVVQKRHHTRLFCADKKEQSG

Ph-ago1     FLHVVLQHELTAVREACIQLEGDYKPGITFIVVQKRHHTRLFCADKKEQSG

Pm-ago1     FQT-VLQHELTAMREACIKLEADYKPGITYIAVQKRHHTRLFCSDKKEQSG

Is-ago1     FQQ-VLHHELLAVREACMKLEADYKPGITFVVVQKRHHTRLFCSDKKEQIG

Ci-ago      FQQ-VLSTELRAIREACTMLEVGYQPGITFIVVQKRHHTRLFCRNHEDRSG

Hs-eIF2C2   FQQ-VLHHELLAIREACIKLEKDYQPGITFIVVQKRHHTRLFCTDKNERVG

cons        :   ::  ** *:****  **  *:****:: *********** :: :: *

Ap-ago1a    KSGNIPAGTTVDVGITHPTEFDFYLCSHQGIQGTSRPSHYHVLWDDNHFES

Ap-ago1b    KSGNIPAGTTVDIGITHPTEFDFYLCSHQGIQGTSRPSHYHVLWDDNNFKS

Am-ago1     KSGNIPAGTTVDVCITHPTEFDFYLCSHQGIQGTSRPSHYHVLWDDNRFES

Dm-ago1     KSGNIPAGTTVDVGITHPTEFDFYLCSHQGIQGTSRPSHYHVLWDDNHFDS

Tc-ago1     KSGNIPAGTTVDVGITHPTEFDFYLCSHQGIQGTSRPSHYHVLWDDSHLDS

Ph-ago1     KSGNIPAGTTVDVGITHPTEFDFYLCSHQGIQGTSRPSHYHVLWDDNRFDS

Pm-ago1     KSGNIPAGTTVDVGITHPTEFDFYLCSHQGIQGTSRPSHYHVLWDDNHFDS

Is-ago1     KSGNIPAGTTVDLGITHPTEFDFYLCSHAGIQGTSRPSHYHVLWDDNQFSA

Ci-ago      KSGNIPAGTTVDIGICHPTEFDFYLCSHAGIQGTSRPSHYHVLWDDNNFMA

Hs-eIF2C2   KSGNIPAGTTVDTKITHPTEFDFYLCSHAGIQGTSRPSHYHVLWDDNRFSS

cons        ************  * ************ *****************..: :

Ap-ago1a    DELQCLTYQLCHTYVRCTRSVSIPAPAYYAHLVAFRARYHLVEKEHDSGEG

Ap-ago1b    DELQRLTYQLCYTYVRCTRSISIPAPAYYAHLVAQRAKYHMVEKEHDSSEG

Am-ago1     DELQSLTYQLCHTYVRCTRSVSIPAPAYYAHLVAFRARYHLVEKEHDSGEG

Dm-ago1     DELQCLTYQLCHTYVRCTRSVSIPAPAYYAHLVAFRARYHLVEKEHDSGEG

Tc-ago1     DELQCLTYQLCHTYVRCTRSVSIPAPAYYAHLVAFRARYHLVEKEHDSGEG

Ph-ago1     DELQCLTYQLCHTYVRCTRSVSIPAPAYYAHLVAFRARYHLVEKEHDSAEG

Pm-ago1     DELQCLTYQLCHTYVRCTRSVSIPAPAYYAHLVAFRARYHLVEKEHDSGEG

Is-ago1     DELQCLTYQLCHTYVRCTRSVSIPAPAYYAHLVAFRARYHLVEKEHDSGEG

Ci-ago      DELQVLTYQLCHTYVRCTRSVSIPAPAYYAHLVAFRARYHLVDKDHDSGEG

Hs-eIF2C2   DELQILTYQLCHTYVRCTRSVSIPAPAYYAHLVAFRARYHLVDKEHDSAEG

cons        **** ******:********:************* **:**:*:*:***.**

Ap-ago1a    SHQSGCS---EDRTPGAMARAITVHADTKKVMYFA

Ap-ago1b    SHISGCS---EDQTVDELARAITVHPNANKVMYFA

Am-ago1     SHQSGCS---EDRTPGAMARAITVHANTKRVMYFA

Dm-ago1     SHQSGCS---EDRTPGAMARAITVHADTKKVMYFA

Tc-ago1     SHQSGSS---EDRTPGAMARAITVHADTKKVMYFA

Ph-ago1     SHQSSCS---EDRTPGAMARAITVHPETKKVMYFA

Pm-ago1     SHQSGNS---EDRTPSAMARAVTVHVDTNRVMYFA

Is-ago1     SHQSSNG---DDRTVVALARAVTIHPETLKVMYFA

Ci-ago      SLQSGHTQHDQDAQLQAMSKAVVVHENTVRNMYFA

Hs-eIF2C2   SHTSGQS---NGRDHQALAKAVQVHQDTLRTMYFA

cons        *  *.     :.     :::*: :* :: : ****



T-COFFEE, Version_7.38Thu Nov 20 17:26:38 WEST 2008

Cedric Notredame 

CPU TIME:1 sec.

SCORE=99

*

 BAD AVG GOOD

*

Ap-dcr1a   :  99

Ak-dcr1a   :  99

Ap-dcr1b   :  99

Ak-dcr1b   :  99

Mp         :  99

Rp         :  99

Ag         :  99

cons       :  99

Ap-dcr1a   LSNNTPFIPEDSKYIKSEININYKINDSVNEVHGVQTGTFSFDFQPDLNDH

Ak-dcr1a   LSNNTPFKPEDSKSIKSEININYKIIDSVNNVNGVQTETFSFDYQPDLNDH

Ap-dcr1b   LLNNTSFMPEDDKCIKNEIYKNNKTIDSINEVNDLQTETFSFDFQPDLNYH

Ak-dcr1b   LSNNTSFMPEDNKCIKNEIHKNNKTIDSINKVNDAQTETFSFDFQPDLNYH

Mp         LLNKTSFMPEDSEYIKSETYIDSKTIDSVNQVHGVQTETFSFDYQPDLNDH

Rp         LSNNTSFVPKDKICIKNGVHLNNKAIDNINKV-DIQNETFSFDFQPDLNNH

Ag         LSNNTSFVPKDEKCIKNEIHINKKTIDNINKVHDIQNETFSFDFQPDLDNH

cons       * *:*.* *:*.  **.    : *  *.:*:* . *. *****:****: *

Ap-dcr1a   PGPSPSVLLQALTMSNANDGINLERLETIGDSFLKYAITAYLYCTHDNVHE

Ak-dcr1a   PGPSPSVLLQALTMSNANDGINLERLETIGDSFLKYAITAYLYCTHDNVHE

Ap-dcr1b   PGPSPSILLQALTTANAIDGYDLERLETIGDSFLKYAVTAYLYCTHNNVHE

Ak-dcr1b   PGPSPSILLQALTTSNANDGINLERLETIGDSFLKYAVTAYLYCTHNNVHE

Mp         PGPSPSVLLQALTMSNANDGINLERLETIGDSFLKYAITAYLYCTHDNVHE

Rp         PGPSPSVLLQALTMSNANDGINLERLETIGDSFLKYAITAYLYCTHDNVHE

Ag         PGPSPSVILQALTMSNANDGINLERLETIGDSFLKYAITAYLYCTHDNVHE

cons       ******::***** :** ** :***************:********:****

Ap-dcr1a   GKLSHLRSKQVSNLNLYRLGKLKMFGERMISTKFEPHDNWLPPCYFVPHKL

Ak-dcr1a   GKLSHLRSKQVSNLNLYRLGKLKMFGERMISTKFEPHDNWLPPCYFVPHKL

Ap-dcr1b   GILSDLRSNHVSNLNLYRLGKLKMFGERMISTKFEPRSNWLPPCYIGPHKL

Ak-dcr1b   GILSDLRSNHVSNLNLYRLGKLKMFGERMISTKFEPRSNWLPPCFIEPHKL

Mp         GKLSHLRSKQVSNLNLYRLGKLKMFGERMISTKFEPHDNWLPPCYFVPHKL

Rp         GKLSHLRSKQVSNLNLYRLGKLKMFGERMISTKFEPHDNWLPPCYFVPHKL

Ag         GKLSHLRSKQVSNLNLYRLGKLKMFGERMISTKFEPHDNWLPPCYFVPHKL

cons       * **.***::**************************:.******:: ****

Ap-dcr1a   EKALINASIPTTLWNMITLPTFKDPTDKEIEEVIQQFKVGFSNEDIENTPL

Ak-dcr1a   EKALINASIPTTLWNMITLPTFKDPTDKEIEEVIQQFKNGFSNEDVENTPL

Ap-dcr1b   EKAVINSNIS-----------------------------------------

Ak-dcr1b   EKAVINSNIS-----------------------------------------

Mp         EKALINASIPTTLWNMITLPTFKDPTDKEIEEVIQQFKVGFSNENIENTPL

Rp         EKALINASIPTSLWNMITLPTFKDPTDKEIEEVIQQFKVGFSNDDLENTPL

Ag         EKALINASIPTSLWNMITLPTFKDPTDKEIEEVIQQFKVGFSNEDLESTPL

cons       ***:**:.*.                                         



Ap-dcr1a   FVPYNLVTQHSIPDKSIADCVEALIGAYLISCGARGALLFMSWLGIRVLPT

Ak-dcr1a   FVPYNLVTQHSIPDKSIADCVEALIGAYLISCGARGALLFMSWLGIRVLPT

Ap-dcr1b   ------ITQHITNDKSIADCVEALIGAYLISCGTRGALLFMSWLGITVLNT

Ak-dcr1b   ------ITQHIINDKSIADCVEALIGAYLISCGNRGALLFMSWLGIRVLNT

Mp         FVPYNLVTQHSIPDKSIADCVEALIGAYLISCGARGALLFMSWLGIRVLPS

Rp         FVPYNLVTQHSIPDKSIADCVEALIGAYLISCGARGALLFMSWLGIRVLPS

Ag         FVPYNLVTQHSIPDKSIADCVEALIGAYLISCGARGALLFMSWLGIKVLPS

cons             :***   ******************** ************ ** :

Ap-dcr1a   LDDSKLGYLKPPSSPLLRNVDDPEGELTKLMDGFESFEQHLGYHFQDRSYL

Ak-dcr1a   LDDSKLGYLKPPSSPLLRNVDDPEGELTKLMDGFESFEQHLGYRFQD----

Ap-dcr1b   LDDSKLGYLKLPPSPLLRNVNDPEGELTKLMDGFESFEQHLGYYFQDRSYL

Ak-dcr1b   LDDSKLGYLKPPSSSILHNINDSEGELTKLMDGFESFEQHLGYCFQDRSYL

Mp         LDDSKLGYLKPPSSPLLRNVDDPEGELIKLMDGFESFEQHLGYRFQDRSYL

Rp         LDNSKLGYLKPPSSPLLRNVHDPEGELAKLMNGFESFEQHLGYRFQDRSYX

Ag         LDCSKLGYLKPPSSPLLRNVHNPEGELTKLMDGFESFEQHLGYHFQDRSYX

cons       ** ******* *.*.:*:*:.:.**** ***:*********** ***    

Ap-dcr1a   LQAMTHASYYPN

Ak-dcr1a   ------------

Ap-dcr1b   LQAMTHASYYPN

Ak-dcr1b   LQAMTHASYYPN

Mp         LQAMTHASYYPN

Rp         ------------

Ag         ------------

cons                   
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