
Multiple sequence alignments of clusters

This file contains multiple sequence alignments of clusters (generated by 
Clustalw2) which have 4 or more members (only catalytic kinase domain). First 
column in multiple sequence alignment of any cluster represents GI number of 
protein.

                        Cluster No. 1 multiple sequence alignment 

CLUSTAL 2.0.10 multiple sequence alignment

113476443       YKLTKQIYESPNSLVFQGLLKPNNQPIILKFLKENYPTPSELTRYKQEYEITRSLNKR
113477314       YKLTKQIYESPNSLVFQGLLKPNNQPIILKFLKENYPTPSELTRYKQEYEITRSLNKR
17130246        YQLIEQLYHGSKTLVYRGIRRTDSAAQPVVIKLLQREYPSFSELLQFRNQYTIAKNLNIP
83312035        YRLTEEVYSAGNTRVCRAVSLADGKPVILKILSGEQLSPDAFARYQREYEITSSLAEV
                *:* :::* . :: * :.:  .:   :*:::*:*. :  : . : :::.:* *: .*   

113476443       EQIIIVYDLHRYNNSLVILLEDFGGKSLKLLLPQTQFTLEEFLTIAIQITKGLAVIHTNN
113477314       EQIIIVYDLHRYNNSLVILLEDFGGKSLKLLLPQTQFTLEEFLTIAIQITKGLAVIHTNN
17130246        GIVHPTSLEPYGNSYALVMEDFGGVSLGSYSQTHPLSLGDVLAIAIQLANILHDLYQNR
83312035        EGVTTVLAMENVQDSVMIVQEDVGGTSLARILEAGRLDLEEALALAVRITQILGRIHRHR
                  :     :.   :*  :: **.** **        : * : *::*::::: *  :: :.

113476443       IIHKDINPSNIIYNPQTGQLKIIDFGISTRLSQEFIKVFPPHQLEGTLAYIAPEQTGRMN
113477314       IIHKDINPSNIIYNPQTGQLKIIDFGISTRLSQEFIKVFPPHQLEGTLAYIAPEQTGRMN
17130246        VIHKDIKPANLLIHPETKEIKLIDFSIASLLPKETEAVKHPKVLEGTLAYLAPEQTGRMN
83312035        VIHKDFNPTNIIWNRQTGTVRVIDFGISSQLSQERAEFQSVKQLEANLAYASPEQTGRVN
                :****::*:*:: : :*  :::***.*:: *.:*   .   : **..*** :******:*

113476443       RGIDYRSDFYALGVTFYELLTNQLPFETNDSIELVHCHIAQQPLPPHKLNPNIPNSLSNI
113477314       RGIDYRSDFYALGVTFYELLTNQLPFETNDSIELVHCHIAQQPLPPHKLNPNIPNSLSNI
17130246        RGIDYRSDFYAFGVTLFELLTGKLPFISDDPLELVHCHIAKPAPSVCALRPEIPAVIGEI
83312035        RALDSRSDLYSLGVTLYQMLTGTLPFLSRGGIELVHAHIALMPPPPHEVSHGIPPILSQI
                *.:* ***:*::***::::**. *** : . :****.***  . .   :   **  :.:*

113476443       IIKLLAKSPEERYQNALGIEADLKKCLSQL
113477314       IIKLLAKSPEERYQNALGIEADLKKCLSQL
17130246        IGKLMAKNAEDRYQSALGLQYD
83312035        VMRLMAKMADDRYQSARGLEHDLQ
                : :*:** .::***.* *:: *        

                        



Cluster No. 2 multiple sequence alignment 

CLUSTAL 2.0.10 multiple sequence alignment

17130231        YQNLTQIYAGTRTLVYRGIREEDQKPIVIKMLRYEYPSFSELVQFRNQYTITKNLHISGI
17133824        YRITEQLYFGSKTIVYRGLRKQDQKPVVIKLMRNEYPTFQEIAQFRNQYTITKDLDIPGI
17130054        YNINEELYHGSRTLVYRGYREVDQQAVVVKLLKNPYPSFNELLLFRNQYTIAKNLNSPLI
17130055        YSISEELYNGSRTQVYGGYREVDQQPVVIKLLKNPYPSFNELLLFRNQYTIAKNLNSPLI
17129699        YAISEELYNGSRTLVYRAVREVDCLPVVIKLLKNHYPSFSELVQFRNQYTIAKNLDYPGI
17132690        YHISSQLYAGSKTRVYRAIREQDQRPVVIKLLASDYPNFHELLQFRNQYTISKNLNVTGI
17135445        YQISSQIYAGSKSRVYRATREQDTLTVIIKVLTSEYPSFNELLQFRNQYTISKNLNVTGI
113475755       YQITQEIYTGTKSKVYRGINTITQQPVVIKVLKKEYPTFSELLQFRHQYTITKNLNLAGV
17131374        YQIVEKIYDSANSEVYRSIRQEDNQSVIIKVLKQEYPTPIELTRYKQEYEITRNLDFDGV
17131349        YQIIELIGEGVKTNVYHAISIPDSKLVVIKILKTEYPELKDIAALKHEYELIKNLDIPGV
24195011        YEIKDRMNTDSSTEVYKAVRSKDKTEVVVKYIPILDELHPAVVNLRNEYEILSYLSSEKM
                *     :  .  : ** .        :::* :         :   :::* :   *    :

17130231        IKTYSLENYENSYALVMEDFGGVSLKDWSIQNSEISLDEFFHIAIQIVTILDGLY
17133824        VKPLSLETYRNSYALVMEDFGGLSLKDWGQISKDGNEYGTVLKRFFHIAIAIASTLESLH
17130054        VQTYSLEPCKNGYALVMEDFGGISLKEWGTRETQQSLEEFLMIAIALCNILDLLY
17130055        VQNYSLEPYQNGYALVMEDFGGISLKKWGTRQTQQSLEEFLVIAIALCDIFNLLY
17129699        IKTYSLEPLQNGYQLVMEDFGGISVKDYFANNNVASLEKFLQIAIALCDILDILY
17132690        IRPLSLETYGNGYILVMEDTGGIALREYIKTTPFPLVEFLAIAIQITNILQELH
17135445        THPLSLDVYGNSYILVMKDTGGISLRQYTETAKLTLIEFLAIAIQLTNILHGLH
113475755       AKPLSLEKYGNGYALIMEDIGAVSLNTYLSNQKLNLQKFLELAISMVEILEGLY
17131374        IKAYSLEPYYRTLVIILEDFGGTDLRDFHNINSIEKFLAIAIKITDTLAQIH
17131349        VKAHGFEKYNNCFALVLEEFDGTSLHKVIQEKKIGLLDFCKIGIQITQALGELH
24195011        IRAFGMEKIPEGFILILEFVPGQSLKHFSQKRPVNLKDFFKIAIDLAEKLGEIH
                 :  .::   .   ::::   .  :.                  *  :.* :   :  ::

17130231        RSRVIHKDIKPSNILINPITKEIRLIDFGIASLLPRETQTLTSPNVLEGTLAYLSPEQTG
17133824        RSRIIHKDIKPANILINPTTLEIRVTDFSIATLLPREVQVLTNHNVLEGTLAYLSPEQTG
17130054        HQRIIHKDIKPSNILINPQTKQVKLIDFSIASLLPRETQTLVNPNVLEGTLGYISPEQTG
17130055        HERIIHKDIKPSNILINPETQQVKLIDFSIASLLPRETQTLVNPNVLEGTLAYISPEQTG
17129699        RERIIHKDIKPANILINPKTTQVKLIDFSIASLLPRETQTLINPNVLEGTLGYISPEQTG
17132690        LNRVIHKDIKPANILIHPQTKQVQLIDFSIASLLPKETQEIRSPNVLEGTLAYISPEQTG
17135445        QNRVIHKDIKPANILINPHTKQVELIDFSIASLLPKETQEIKSPNILEGTLVYISPEQTG
113475755       HHQIIHKDIKPSNILINPDTGDVKLIDFGISTLLTRETQEVINPNILEGSLTYISPEQTG
17131374        AANVIHKDINPSNIVFNPKTGEVKIIDFGIATVFTRENTTLKHPNVLEGTLAYISPEQTG
17131349        RKYIIHKDIKPQNIIVNLETHQVKIIDFSISSLLFQEKAKLNNPNLLEGTIAYMSPEQTG
24195011        NKKVIHKDLKPDNIIFNPDENILRIVDFGISTRLSKEESSWSNPNRLEGSIHYVSPEQTG
                   :****::* **:.:     :.: **.*:: : :*       * ***:: *:******

17130231        RMNRGIDYRSDFYSLGVTFFELLTGQLPFYCDDPMKLLHCHIAKRPPQVHDINSTIPLAV
17133824        RMNRGIDYRSDFYSLGVTFFELLTGQLPFMTIEPMELVYCHIAKQPPKASDINPKIPTIL
17130054        RMNRGIDYRTDFYSLGVTFYELLTGGLPFASNDPIELVHSHIAKIAPLAHEINSEIPSVL
17130055        RMNRVVDYRTDFYSLGITFYELLTGELPFASNDAMELVHSHIAKTVPLAHEINLDIPSVI
17129699        RMNRGIDYRTDFYSLGATFYELLTGTLPFPSEDAMELVHCHLAKAATLVHETNTTIPSVL
17132690        RMNRGIDYRSDFYSLGVTLYELLMGELPFSSDDPMELVHCHIAKTPIALGHQQHIPLVL
17135445        RMNRGVDYRSDFYSLGVTFYELLTGELPFNSNDPMELVHSHIAKQPNKFNPESIPQVI
113475755       RMNRGIDYRSDFYSLGITFYEMLTKQLPFVSSDPIELVYFHIAKEPTPPANLNKEIPLMV
17131374        RMNRALDYRTDFYSLGVTFYELLTKQLPFDTTDSLELVYCHLAKQPIPPHEIHSNIPKTL
17131349        RMNRSIDYRTDFYSLGVTFYEMLTGQLPFIVTDPMELVHCHIAKQPISINQLIPEIPEVV
24195011        RMNRSVDYRSDFYSLGITFYELLTGKLPFESEDLLELVHFHLAKSPVDPRKIRSEIPEAL
                **** :***:****** *::*:*   ***   : ::*:: *:**           **  :

17130231        SNIAFKLMAKNAEDRYQSALGLKHDLE
17133824        SDLISKLMAKNAEDRYQSAYGLAYDLE
17130054        SKIVSKLMEKNAEDRYQSALGLKFD



17130055        SEIIRKLVAKNAEDRYQSALGLKFD
17129699        SDIVNKLMAKNAEDRYQSALGLKYD
17132690        SDIIMKLMAKNAEDRYQSALGLKHDLE
17135445        SDIVMKLMAKNAEDRYQSALGLKHDLE
113475755       NNIILKMIAKNAEERYQNAIGLKHDLQ
17131374        SDIVMKLMAKTAEERYQSALGIKADL
17131349        SEIIMKLLSKTAEERYQSALGIKADLEKCLNQL
24195011        SHVILKLLSKTAEERYQTSEGLKNDLEIIRDKWL
                ..:  *:: *.**:***.: *:  *         

                        



Cluster No. 3 multiple sequence alignment 

CLUSTAL 2.0.10 multiple sequence alignment

108757395       FIPLKLLGQGGMGAVFAAYDPDLDRKVALKLLSVEARSADEEGGRARLLREAQAMARVS
108761044       YFLLKRLGQGGMGVVYAAYDPDLDRKVALKLLHADSRTDSEEARARLLREAQAMARVS
108761750       YHILDTLGAGGMGAVYSAYDPELHRRVAIKLLHPDANPAARSDGSSRLLREAQAMARLS
108757860       YVVQQRIGRGAMGEVYAAHDPELDRRVALKLLRPEGRHLEELRLRLLREAQALARLA
108763079       YVVRECLGAGAMGIVYAADDPELGRRVALKVLRPKGSQREELQQRLLREAQALARLS
108763872       YVVLGLLGEGGMGRVHVAYDPELDRKVALKLLKPERFHEDSLALARQRLEREARTMAKLS
108764042       YVVLGLLGEGGMGRVHAAYDPELDRKVALKLLNLARLGEDSLAQARQRLEREARTMARLS
                :     :* *.** *. * **:* *:**:*:*               ** ***:::*:::

108757395       HPNVIPIYEVGTWDTQVFFTMEWVAGGTLADWRREKLRSWREVLEKYLQAGRGLEAAHAA
108761044       HPNVIPIFDVDVWGDRVFLAMELVDGGTLASWVKEGQRSWREILESFLAAGRGLQAAHEA
108761750       HPNVVSVYDAGTFAGRVFIAMERVDGLSLRHWLRAEHRTWREVLDIFRQAGRGLAAAHAA
108757860       HPHVVTVYDVGVCEDCVFLALELVEGASLAEWLEAPRPWQDVVRVFVDAGRGLAAAHAA
108763079       HPNVVTLYDVGAYGDGVFLTMELVEGTTLAEWMKERRPWKEVLRVFLEAGKGLAAAHAA
108763872       HPHIASLHDVGEYQGQLFLVMEFLEGGTLRRWLTEQPRPLREVLERFRQAADGLAASHAL
108764042       HPHVAQLHDVGEFQGQLFLVMELVEGGTLRRWLAEKPRTRREILARFTQAADGLAATHAL
                **::  :.:..     :*:.:* : * :*  *     *. ::::  :  *. ** *:*  

108757395       GLVHRDFKPANVLVGRDGRVYVTDFGLARPVDNLPLDEQPTLARVRDASETSRTLHD
108761044       GLVHRDFKPANVLVNKAGRVFVTDFGLARPVGTLPKEEPLSEDAEALIPSERRMLDT
108761750       GLVHRDFKPANVLVSKDGRAQVTDFGLARTTADLDAAEAGRGTTPALPRLAPEDLLQT
108757860       GLVHRDFKPGNVLVGKDGRVRVTDFGLARPSHRGVSGHAAPASLDTVTAPASLVDS
108763079       GLVHRDFKPANALIGKDGRVFVTDFGIARLLQQEEGASHQEHIEAPVTPTGR
108763872       GIVHRDFKPDNVLLTKGGLVRITDFGLANATLVPGTAAPGTVSPA
108764042       GIIHRDFKPDNVLLTRDGQVRITDFGLANAAVGMGPPREDAAIDSCEA
                *::****** *.*: : * . :****:*.                               

108757395       PLTETGVVLGTPPFMSPEQFRGESLDPRSDQFSFCAALYRALYNQRPFDPDELSRAAKAL
108761044       PLTEAGLIIGTPSYMSPEQFRGDDLDPRSDQFSFCVALYWALYRQRPFEPAKMEAYASSR
108761750       ALTEAGLVMGTPAYMPPEQHEDGRIDARGDQFSFCASLYEALYGQLPFNGKRPEDYLEEA
108757860       PLTHSGALLGTPAYMAPEQLQGHGVDARSDQFSFCVALYEALHGVRPFEGRTLEALGQAA
108763079       LTRTGQLLGTPAYIAPELVRGQRADARSDEFSFCVALHEALFGARPFQGETLQEVVLAA
108763872       SLTVTGTLLGTLAYGAPEQLRGEHGDARSDQFSFCVALYEALNGQRPFEGKTREALLEQV
108764042       PLTVTGAFLGTPAYGAPEQLRGERGDARSDQFAFCVALYEALNGQRPFAGATREELLASM
                 ** :* .:** .: .**  ..   *.*.*:*:**.:*: **    **     .      

108757395       RSAPAKVTAPLERAGREPSPIHEPPSDARVPAWVRRAVMRGLSLEPE
108761044       KPQAQPVVEATEPLNVTAPLEREAPKPLPPPVLIQEPPRDVKVPAWVKQAMMRGLSLDPA
108761750       RAGRVRPPPRGSRVPTWVLRAVTRGLSPAPE
108757860       REGRIRAPERESKIPARVRRAVLRGLRAQPE
108763079       QQGRMSPPKREVKVPTRVRRAVFRGLSAKPE
108763872       ARKAVRPERAGVPAWLRAVVRRGLSADPA
108764042       QRQEVRPEQRGVPSWLKAVVRRGLSVDPS
                                                          :*: :  .: ***   * 

108757395       ARFASMGALLEAL
108761044       ARFASMEALLGAL
108761750       ARFPSMGVLLDAL
108757860       ERFPSMEALLTELA
108763079       DRFPTMQSLLAAL
108763872       ERFSSMEVLRARLS
108764042       RRFESMQVLRARLA
                 ** :*  *   * 



                       

 Cluster No. 4 multiple sequence alignment 

CLUSTAL 2.0.10 multiple sequence alignment

28855779        YRIERLLGAGGMGAVYRAKDLLSEQFGEPDPYVALKILSEEFAESPDASALLYSEFALTR
28872524        YRIERLLGAGGMGAVYRAKDLLSEQFGEPDPYVALKILSEEFAESPDASALLYSEFALTR
9947642         YRLERMLGAGGMGTVYRARDLLHEQFGDPAPLVALKLLNESVAESPDASALLYSEFALTR
104779802       YRLERLLGAGGMGRVYRARDLLQERFGDPQPLLALKLMSDQLATAPDANALLFNEYALTS
                **:**:******* ****:*** *:**:* * :***::.:..* :***.***:.*:*** 

28855779        RLRHNNVLRLHSFEVDTNCQRAFITMELMRGLTLDKLLCERPLGLPWRELRDIALSLLDA
28872524        RLRHNNVLRLHSFEVDTNCQRAFITMELMRGLTLDKLLCERPLGLPWRELRDIALSLLDA
9947642         RLRHPNVVRLFTFDVDTACQRAYIVMELMPGLPLDRLLCERPEGLPWSELSAIARPLLDV
104779802       RLRHPNLVRLQGFAVDPESDRGFITMELMRGTSLDRLLCDQPMGLAWAQVREIAVPLLDV
                **** *::**  * **. .:*.:*.**** * .**:***::* **.* ::  ** .***.

28855779        LAYSHARGVLHGDMKPSNVMLSEEGVRLFDFGLGQAEEGVMPGLPHLSRERFNAWTPGYA
28872524        LAYSHARGVLHGDMKPSNVMLSEEGVRLFDFGLGQAEEGVMPGLPHLSRERFNAWTPGYA
9947642         LAYVHEQGVLHGDLKPSNVMLGEEGVRLFDFGLGQAQAGILDGLPQLSRGRIDAWTPGYA
104779802       LACVHAQGVVHGDLKPSNVMLTDDGLRLFDFGLGMALEGPLAGLPHLSHGRFEAWTPAYA
                **  * :**:***:******* ::*:******** *  * : ***:**: *::****.**

28855779        APELLEGQALSASADVYGVACVIFELAGGKHPFRRLPSTQARDERLERELKAPRNLPKHC
28872524        APELLEGQALSASADVYGVACVIFELAGGKHPFRRLPSTQARDERLERELKAPRNLPKHC
9947642         APELLEGAPLSPAADLYALACVLYELADGRHPFRRLPSNQAREQGLERQLRAPRHLPRRC
104779802       APELFEGGTPSTASDLYAVACVLYELVTGRHPFDRVLSLKAREQGLQHALRVPENMPAKA
                ****:** . *.::*:*.:***::**. *:*** *: * :**:: *:: *:.*.::* :.

28855779        WPALRSALRFDAQDRKITAKQLRDAF
28872524        WPALRSALRFDAQDRKITAKQLRDAF
9947642         WPALRTALSLDPERRCIGVRELQEAL
104779802       WTALRTALVFDPGQRSIGAAQLRDAF
                *.***:** :*.  * * . :*::*:

                        



Cluster No. 5 multiple sequence alignment 

CLUSTAL 2.0.10 multiple sequence alignment

113968923       YRDIEFIGKGAYGFVFAGINQADEAHVFKFSRINLPQHIQDRLEEEAFMLSLLKH
24372172        YREIEFIGKGAYGFVFAGINQADEAHVFKFSRINLPQHIQDRLEEEAFMLSLLKH
114048939       YRDIEFIGKGAYGFVFAGINQADEAHVFKFSRINLPQHIQDRLEEEAFMLSLLKH
126172788       YTDIELVGKGAYGFVFAGINQAGDAHVFKFSRINLPQHIQDRLEEEAFMLSLLKH
109898357       YQDIELIGKGAFGFAFAGKPTHDPSKHYVFKFSRANLPQHVQDRLEEEAYMLGHVAH
71281961        FEDVALLGKGAYGFVFSGIKRKGSSADQLPVVFKFSRINLPQHVQDRLAEEAEIQGQLSH
                : :: ::****:**.*:*    . :      ****** *****:**** *** : . : *

113968923       PNIPGAIKFERVGKQGILVMERAKGEDLEQLCRRLGALPPAMVMSIARQLADILYYLRTG
24372172        PNIPGAIKFERVGKQGILVMERAKGEDLEQLCRRLGALPPAMVMSIARQLADILYYLRTG
114048939       PNIPGAIKFERVGKQGILVMERAKGEDLEQLCRRLGALPPAMVMSIARQLADILYYLRTG
126172788       PNVPGAIKFERVGKQGILVMERAKGEDLDQLCRRMGALPTAMVMSIARQLADILYYLRTG
109898357       AHVPSLVTFQRIKKQSILVMQRAQGKDLEKVSLEHGPLSPRLVVKIAVQLADILQTLRTF
71281961        PQIPEVIDYQKIKRQSILQMTRAPGIDLEQLSLQVGPLAPELVVSIALQLADILLYLRQA
                .::*  : :::: :*.** * ** * **:::. . *.*.. :*:.** ******  **  

113968923       KPLVHGDIKPSNLVYDIESQHLSLIDWGSAVFAQRDEHNKAVEDNVMTLMSSDQ
24372172        KPLVHGDIKPSNLVYDIESQHLSLIDWGSAVFAQRNEHNKAVEDNVMTLMSSDQ
114048939       KPLVHGDIKPSNLVYDIESQHLSLIDWGSAVFAQRDEYNKAVEDNVMTLMSSDQ
126172788       KPLVHGDIKPSNLVYDIEQQHLSLIDWGSAVFAQRDEYNKPVEDNVMALMSSDQ
109898357       SQNGHPKPIVHGDIKPSNIVFDPTTEEVGLIDWGSSVFAQLDAQGNYLANNVMDLMSNDM
71281961        NNHRQLKPIVHGDIKPSNLVYDKSTGKVQLIDWGSSVSAQLDCDKQSTSTNVMDLMSSDL
                      **:*********:*:*    .: ******:* ** :   :    *** ***.* 

113968923       QHTNARMGDVYFIGEEQLNGALSSPRFDEQGVAATLYALASGQASRFGAQVIPPTSIGLP
24372172        QHTNARMGDVYFIGEEQLNGALSSPRFDEQGVAATLYALASGQASRFGAQVIPPTSIGLP
114048939       QHTNARMGDVYFIGEEQLNGALSSPRFDEQGVAATLYALASGQASRFGAQVIPPTSIGLP
126172788       QHTNARMGDVYFIGEEQLNGALSSPRFDEQGVAATLYALASGQASRFGAQVISPTSIGLP
109898357       QQTNARLGDVYFIGPEQLSGNLSSPRFDEQGLASTLYALASGQSSRFGAQVIRPNALGLP
71281961        QHSNARLGDVYFIGPEQLNGGLSSPRFDEQGLAATLYALASGQSCRYGVKVIPPNALGLP
                *::***:******* ***.* **********:*:*********:.*:*.:** *.::***

113968923       MELARTLEGMLSSDAVQRNLAGDYFLKSM
24372172        MELARTLEGMLSSDAVQRNLAGDYFLKSM
114048939       MELARTLEGMLSSDAVQRNLAGDYFLKSM
126172788       MELARTLEGMLSTDPKQRNIAGDYFLKSM
109898357       KMLAEILTAMLSDDKQKRAQGGDYLLNNI
71281961        KLLAQVLTGMLSDDEKLRAQAGDYF
                  **. * .*** *   *  .***:    

                        



Cluster No. 6 multiple sequence alignment 

CLUSTAL 2.0.10 multiple sequence alignment

121592911       FVVHECIHAGGMAHIYRVGYANASRDPGFPMAMKIPRMTAGDGAENIVGFEVELTILPTL
121610423       FRVRECLHAGGMAHIYTVDYAQAGRSPGFAMAMKIPRMTAGDGAENIVSFEVELQILPVL
120612910       FVVHECLHAGGMAHIYRVSCADPAQDPGFPLVMKVPRMTAGDGAENIVGFEVELQILPAL
86160117        FRIGERFHAGGMGVIYRVTGPDPGFPMIMKIPRLGPGEPASSVISFEVEQTVLAAL
115525927       FVIEDRIHQGGMATLLIVRRPDQSMPMVMKLPKIGEGEDPAAIVSFEMEQMIMPRL
27353958        YTIGECVHAGGMATLWTVTHPGIDVPLLMKIPRVSEGEDPAAIVSFEMEMMILPRL
124268216       FRLEEHLHQGGMANLWRVTHPDHAQPMLMKLPRIKGGEDPATIVGFEVEQMILPRL
13475495        FELVEKLPSGGMASLWRATNPRYDFPLVLKIPFLDPGADVSVILGFEAEELILKRL
                : : : .  ***. :  .           .: :*:* :  *     ::.** *  ::  *

121592911       SGHHAPRFVAAGDLMRLPYLVMEYVQGDTLQHWLDDRPPGDTAARSAETIARIGGAMALA
121610423       TGPHVPRFVAAGDLLRLPYLVMEYIPGQTLQHWIDAPERSDSSTIARLGTAVAHA
120612910       QGPHAPRFVAAGDLARLPYLAMEYVEGDTLQHRLDAGHRPGADDIARLGAAMALA
86160117        KGPHVPRFVAAGDLERQPYLVMEEVRGRSLKEWVGDEPVPLDEVVRIGIALATA
115525927       SGPHVPAYVAAGDFSAQPYIVMERIAGKALLSRLPELPLPYADAVDIAARIAAA
27353958        AGPHVPSCFGTGDFAHQAYVVIERIPGTTLYKRLADLPLPYEEARLLVAKIATA
124268216       QGPHVPRYVAQGDFTAQPYLVMEQLPGESLRPRLDRAPLPIDEVVTIGAKVATA
13475495        SGPHVPRFAASGSLAQVPYIAMEFVVGKGLADIVGNAPLPMDEVARIGIEIATA
                 * *.*   . *.:   .*:.:* : *  *   :                  :   :* *

121592911       AHSIHQQNVCHLDLKPANVLLRPDGSVVLLDFGLSCHAHYPDLLAEEMRQAVGSP
121610423       AHSLHQQNVCHLDLKPANVLIRDDGSAVLLDFGLSCHAHYPDLLAEEMRQAVGSP
120612910       AHSLHQQNVCHLDLKPANVLLRPDGSAVLLDFGLSFHAHYPDLLAEEMREAVGSP
86160117        LHDLHQQEAIHLDLKPANVVFRPTGEAVLVDFGLAHHAHYPDLLAEEFRRPIGSA
115525927       LADLHRQHVIHHDIKPSNIMFRESGEAVLLDYGLACSDVLPDLMQEEFRLPFGTA
27353958        LADLHRQNVIHHDIKPSSIMFRESGEAVLIDYGLSHHNHLPDLLQEEFRLPYGTA
124268216       LHDLHRQHVIHLDVKPSNILFRRAADGSEAEAVLVDFGLSRHDHLPDLLDEEFTLPMGTG
13475495        LAALHRQKVVHLDLKPENVVLANRGAVLLDFGLARHEELPDFLGAESSVPMGTA
                   :*:*.. * *:** .:::   .      .**:*:**:     **::  *   . *: 

121592911       TWIAPEQVVGVRGDLRSDIFAIGVMLYEMATGELPFGSPTTQGGMRQRLWMTPAPPRQYR
121610423       AWIAPEQVVGVRGDPRSDIFAIGVMLYELATGELPFGAPGTRSGMRQRLWMTPAPPRQHR
120612910       AWIAPEQVVGVRGDLRSDVFAIGVMLYELATGELPFGAPATRGGLRQRLWVTPRPPRQHR
86160117        PYIAPEQVVGARSDPRSDLFALGVVLYELATGRLPFGAPTTPGGLRRRLYRDPTPPRALV
115525927       PYMAPERLLGVRDDPRSDLFALGVLLYFFTTGERPFGETETMYGMRRRLWRDPPPPRKLK
27353958        PYMAPERLLGVRDDPRSDLFSLGVLLYFFTTGERPFGEGETLRAMRRRLWRDPHPPRALR
124268216       PYMSPEQIQFVRDEPRSDLYALGVMLYHLTTGERPFGQPTSIAGLRQRLYREPVPPRVLR
13475495        AYISPEQVLGERSDPASDLFALGCILFQLATGEEPFGRPATLAGMKRRLYHAPRSPRDIN
                .:::**::   *.:  **::::* :*: ::**. ***   :  .:::**:  * .**   

121592911       PDLPEWLQEVILRCLEPEAAQRYPSAAHLAF
121610423       ADIPPWLQEVILRCLEPEAANRYPSAAHLAF
120612910       PDIPPWLQEVILRCLEPEAAQRYPSAAQLAF
86160117        PALPEWFQELVLRCLEPDAGRRHASAAQVAF
115525927       PDYPPWLQEVVMRCLEIEPAWRYPTAAQLLFDL
27353958        ADYPPWLQEVVLRCLEIEPVRRYPTASQLAFDL
124268216       PDCPPWLQEILLRCLEPRADQRHDTAAQLAFDLM
13475495        DAIPRWLEAIILKCMEVDRSQRYIEAAHILSDL
                   * *:: ::::*:*     *:  *:::     

                        



Cluster No. 7 multiple sequence alignment 

CLUSTAL 2.0.10 multiple sequence alignment

70606821        YKVIDVVGQGGNGYVVKAERESKYYAIKILSPENLSKSSFDTLFKESENLKE
70606951        YRVIEVIGLGGNGYVMKVEKNGLLYAMKVLSVNKFTNSLEHFDNLLKESENLEK
15920911        YRVVSVIGSGGSGYVLKAEKDNVFYAVKVFSLSQLSRAQLTISASSSFDEMFKESETLKQ
15921136        YKISEIIGEGGGSYVLKGEKDNKYYAIKVLKVQPTKSQTVALRDFIDLFKESNSLIE
                *:: .::* **..**:* *::.  **:*::. .  .           *  ::***:.* :

70606821        LSKNDKIVSIYGIYADSNYINSIIKGNAEAYFNYPPAIIMEFMDGGTIADLINEIRSS
70606951        LSKDPRLVSIYGSFVDKNNIQSALAGDYTSYYKYPPAIIMEFMEGGTLFDLISRVDLVQS
15920911        LSRNPKFVTILGFYIDSNNIKSALKGDVNTYYNYPPAIVMEFMEGGTAKDLLTTSIIYS
15921136        LSNHEGLVKLFGIFVDINQIGSIMRGDGETYLRYPPSIVMEFMEGGTVKDLLKFYYTD
                **..  :*.: * : * * * * : *:  :* .***:*:****:***  **:.      .

70606821        PYFQYIVKAIIREVGLALKYLHKRGYVHLDVKPRNIFLSVIPPKDEKLLLDQISSRGII
70606951        KYWQYIVKLVIKEIAKALTFLHKRGYVHLDVKPQNIFLKEKINGEPEVVYKILSSTPGII
15920911        TYWPLIVKEIIKEIAYALDFLHSKGFVHLDVKPENIFFSRNLGNNPEEIYKNISSSI
15921136        KKWYDLVRIILLRVSLALSHIHKSGYVHLDIKPQNIFFSETLPNNIADILSFLSVKPQVV
                  :  :*: :: .:. ** .:*. *:****:**.***:.     :   : . :*     :

70606821        KLGDLGSAVRVGEKITQATPAYSPPEQIEAVITGKGAQPSMDNYALGVTAYYLLTGNVS
70606951        KLGDLGSAVRVGEKITQATPAYSPPEQIEAVITGKGAQPSMDNYALGVTLYKLLTMKNL
15920911        KLGDLGSAVRIGERFYQATPSYSPPEQIEAIITGKGADPKMDIFALGMTAYVLLTGKNDN
15921136        KLGDLGSATKIGGKITQITPEYSSPKQIENAILGLGATTDMDIFSFGILAYHLLTGGKVS
                ********.::* :: * ** **.*:***  * * ** ..** :::*:  * ***     

70606821        PITKYVERAVDLYLQNKFNDALEEIDNSKKVLEGFKPSLPINTLPELNRVIQGTILSDPT
70606951        DYVNYLDKAFDEYIKGDPSIAMKYINMAKMSMVNFKPKLPHNTLPELANVVQGTLVVDPK
15920911        PISDNLNKAIDAYMAGNVGEALKLIQNAKQILSSWRPILPQNTPSELTRVIVYSININPL
15921136        PTAKLIDETIELYNNNKIRDALLKIDEAKKVLESWNIDLPSGVPLSLEEVVKGCIKG
                   . ::.:.: *  ..   *:  *: :*  : .:.  ** ..  .* .*:   :     

70606821        KRLTSDDIVQIL
70606951        RRLTSYDIVKIL
15920911        SRPSAKQIVDLL
15921136        KINSMEEIVKKL
                   :  :**. *

                       



 Cluster No. 8 multiple sequence alignment 

CLUSTAL 2.0.10 multiple sequence alignment

13092623        YEVKGCIAHGGLGWVYLAFDHNVNDRPVVLKGLVHSGDAEAQASAVAERQFLAEVV
145220807       YEIKGCIAHGGLGWVYLAFDKNVNDRPVVLKGLVHSGDAEAQAIAMAERQFLAEVT
111019188       YEVQGCIAHGGLGWIYLAIDRNVSDRWVVLKGLLHFGDAEAQAVAVAERQFLAEVA
54027318        YEIQGCLAHGGLGWIYLAIDRNVSDRWVVLKGLLHAGDAEAQAVAVAERQFLAEVA
111020581       YEVLGCLAHGGVGWIYLALDHNVSDRWVVLKGLLHSGDPEAQEVALAERRFLAEVT
29831918        YEVVGCLAHGGLGWVYLAVDRAVSDRWVVLKGLLDTGDQDAMAAAISERRFLAEIE
86741120        YEIAGALAHGGQGWIYLARDPSVAEGSWVVLKGLLDSGDREAQAAAIAERRFLASVD
86741498        YTVHGVIAHGGLGWVYAATDDNLGGDGVRAWVVLKGLLDAANPEARRIAEGERRILTTVS
                * : * :**** **:* * *  :        ******:. .: :*   * .**::*: : 

13092623        HPQIVQIFNFVEHKDTSGDPVGYIVMEYIGGRSLKRGSKKGNVEKLPVAEA
145220807       HPGIVKIYNFVEHEDKHGNPVGYIVMEYVGGTSLKQATLLKHSSRIRLPAAEA
111019188       HPSIVKIFNFVEHPRSDGTPMGYIVMEYVGGHSLRDVLSTHEKPERMPVEQA
54027318        HPSIVKIHNFVEHPGRDGVPIGYIVMEYVGGRSLRALLDDHRRPQRMPVTEA
111020581       HPSIVKIYNFVEHPGMDGNPIGYIVMEYVRGRTLRDLLTELKEDAGPDDPKPMLPVEHA
29831918        HANIVRIYNFVEHLDQRTGSLDGYIVMEYVGGKSLKEIANDRRTPTGKRDPLPVEQA
86741120        HPAIVRIFTFVEHAGTSYIVMEYIGGTSLREVLCRRRADAGRPDPLPVTQA
86741498        HPGIVKILDYVTHHGEDYIVMEYVPGVSLAGLAEVGVAGPDGRSAPPSAADV
                *. **:*  :* *         .******: * :*                    .. ..

13092623        IAYLLEILPALSYLHSIGLVYNDLKPENIMLTEEQLKLIDLGAVSRINSFGCIYG
145220807       IGFMLEILPALGYLHSLGLVYNDLKPENIMVTEDQLKIIDLGAVSRINSFGYLYG
111019188       IAYVLEILPALAYLHSTGLVYNDLKPDNVMVTEDALKLIDLGAVAGIEDYGYLYG
54027318        IAYLLEILPALEYLHSIGLAYNDLKPDNIMVTEDQVKLIDLGAVTPLEAYGNLYG
111020581       IRYLLEVTPALGYLHSMGLVYNDLKPENIMIGDDYDQLKLIDMGAVARIGDHGYIYG
29831918        CAYGIEALEALGHLHSRNLLYCDFKVDNAIQTENQLKLIDMGAVRRMDDEESAIYG
86741120        VAYLLAALPAFAYLHRNGLVFGDFTPDNVMLGRETPRLIDLDAIRRIDDGAVAGAGCG
86741498        IRYLLRVLPALGHLHRLGLVYCDLKPENVMVTAEDVKLIDLGGARRLDDRVSGYLS
                  : :    *: :**  .* : *:. :* :   :    ::**:..   :          .

13092623        TPGYQAPEIVRTGPTVATDIYTVGRTLAALTLNLRTRNGRYMDGLPE
145220807       TPGYQAPEIVRTGPTVATDIYTVGRTLAALTMRLPTRKGRYLDGLPE
111019188       TPGFQAPEIVKTGPTVASDIYTVGRTLAVLTLDMPSDKGRYLDGIPSPE
54027318        TKGFQAPEIATTGPTVATDIYTVGRTLAVLTLDLPMEHGRYRDGIPDPD
111020581       TQGYQAPEIATTGPTVASDIYTVGRTLAVVTLDMPTAGGCYVDGLPTPE
29831918        TVGYQAPEVADVGPSVASDLYTVARTLAVLTFDFQGYTNVFVDSLPDPD
86741120        TLGYQAPEVPTTGPSVASDLFAVGRTLATLILDFRGNTSTYLHTMPPAA
86741498        TPGYRAPELDDDGERPAGIARTAPTVTTDIFAVARTLARLVLGRFPGFLGAYRHALPPRR
                * *::***:   *          *:*::*:::*.**** : :  :    . : . :*   

13092623        DDPVLTTYDSFARLLHRAINPDPRRRFSSAEEMSAQLM
145220807       DNPVLEEYDSFGRLLRRAIDPDPRRRFQTAEELSSQL
111019188       QAPLLAEYEFFHRLLLRATDPDPSRRFASAEEMAGQL
54027318        QHQVLRRYEFFHRLLLCATDPDPARRFPSARAMSAQL
111020581       EAPLLAEYEFYHRLLLRAIHPDPARRFASAEEMSTQL
29831918        HIEVFRQYESFYRLLVRATDPDPVRRFASAQEMTEQL
86741120        DHPVLARHESLYRFLLKATAPDPDRRFTGAEEMHDELL
86741498        AHAPLRDFESLDRLLRRATATDPDQRFQSTTELADELV
                    :  .:   *:*  *  .** :**  :  :  :* 

                        



Cluster No. 9 multiple sequence alignment 

CLUSTAL 2.0.10 multiple sequence alignment

116749962       FRLDQFIARGAMGAVFKAFDAVLARTIALKLIPKEIEEGLSEAEVFTREESKKRLIQEAK
116749963       FRLDQYLARGAMGLVFRAFDTVLVRTVALKLIPKAIEEGLSKEELAAREEARKRLIQEAK
21222230        YRLTRRLGRGGMAEVFAAEDVRLGRTVAVKLLRADLAEDPVSKARFTREAQ
48477207        YSVIKKLGEGGKGIVYKCIDNNLNRIVALKLIKSESLDDESYSRIIREAE
                : : : :..*. . *: . *  * * :*:**:         . :      :  *: :**:

116749962       AAGRLAHPNIVTIHSYGETDEFQYICMEYVSGKTLTQVLSERKPLSEEEAVSIFVQ
116749963       AAGRLTHPNIVTIHSYGESEEFEYICMEFVTGETLAHMLRERKAVPIEDAIPIVEQ
21222230        SVAGLNHHAIVAVYDSGEDVVGGQSVPYIVMEIVEGRTIRDLLLNAEAPGPEQALIIVSG
48477207        TTARLSHPNIVSIYDMQKEDNRFFMVIEYIDGKDLLDYIDNKPLKLDEILSLIIP
                :.. * *  **:::.  :     :.  :: :* : *. : . : : :.   :: : :.  

116749962       VLSALEAANKEEIIHRDIKPANIMITDENRVKVMDFGIAKLPSLSMTVTGMVLGTPY
116749963       ILLALQTANQEKIVHRDIKPSNVMVTLDKRVKVMDFGIAKLPSLSMTITGTVLGTPY
21222230        VLEALAYSHQHGIVHRDIKPANVIITNTGAVKVMDFGIARALHGAQSTMTQTGMVMGTPQ
48477207        ITSALSYAHKNGVLHRDIKPENIMVSKNGEPKLMDFGLAKALDRPGITRAGTIVGTPA
                :  **  :::. ::****** *::::     *:****:*:        :* :* ::*** 

116749962       YMSPEQIAGKKVDIRSDIFSVGTVLYEVMTGEKPFVGESTATITYKIMALDPTPPAVINR
116749963       YMSPEQISGQKVDIRSDIFSLGAVFYEMLTGERPFEAENTATLAYKIVQVEPIPPKVLNI
21222230        YLSPEQALGKAVDHRSDLYATGCLLYELLALRPPFTGETPLSVVYQHVQDIPTPPSEVSD
48477207        YLSPESALGKESDNRSDLYSLGCVLYYMSTGRPPFTINDTIKLIYSHIHDYPAEPSKINK
                *:***.  *:  * ***::: * ::* : : . **  : . .: *. :   *  *  :. 

116749962       NLSQPMADIIVKALAKNPDQRFQTPTEMMLAL
116749963       HIPSTVGSIISKALAKDPTLRYQAPSEMLRDL
21222230        ATPPELDGLVMRSLAKEPDDRFQTAEEMRGLV
48477207        DIPRQLDSIIMKLLRKNPDDRFQSADELLYAL
                  .  : .:: : * *:*  *:*:. *:   :

                       



 

Cluster No. 10 multiple sequence alignment 

CLUSTAL 2.0.10 multiple sequence alignment

111023174       YRLRSKLGGGGMGAVWLARDTLLHRDVAIKQVTTTAGLDPDEARRVRERTMREGRN
54022871        YRLQSKLGGGGMGAVWLAHDRLLDRDVAIKQVLSTAGLPEAEAARIREQIMHEGRV
134103120       YRVQRRIGSGAMGVVWECVDERLHRTVAVKQLLLQPGLDPGEAEEARQRAMREGRI
134103121       EQQIGSGAMGVVWRAVDERLHRTVAVKQLLLQPGYTPEETEEARQRAMREGRI
54025161        YRLAERIGTGAMGVVWRATDERLQRVVAVKQLLLAPGLTREQAQDAKQRAMREGRI
54023812        YRLVERIGSGGTGVVWRATDERLRRSVAIKQIHIQPSLPEAERDIMRQRAIREARN
21223154        YRLGDVLGRGGMGTVWRAEDETLGRTVAVKELRFPGNIDEEEKRRLITRTLREAKA
29831548        YRLGDVLGRGGMGTVWRAEDETLGRTVAVKELRFPTSIDEDEKRRLITRTLREAKA
145593410       YRLLSPLGQGGMGRVWKARDEVLHRNVAIKELVPPPSLTDEERREMRERSLREARA
29833120        YRLLSPLGEGGMGTVWRAHDEVLHREVAVKEVRAPAGLPAAEIERMYTRLEREAWA
21223156        YRLGEAIGSGGMGRVWRAHDEVLHRTVAIKELTAALYVSESDQAILLARTRGEARA
29831550        YRLVDSIGSGGMGRVWRAHDEVLHRAVAVKELTAALYVSESDRPRLLARTNAEARA
21223285        YELLEPIGSGGMGEVWKAHDRRLRRFVAVKGLLDRRAMTPDTQKAAMQRARREAEA
29827516        FELEARLGGGGMGTVWRARDLLLHRSVAVKEVRPPDVDFAEYDPDGAHLLRERVLREARA
29831551        YRLDARIGRGGMGVVWRATDQLLGRQVAVKELAFDTSLSDEEARLQRERTLREARA
29831553        YRLLAKLGHGGMGTVWRAKDETVDREVAVKEPRVPDHLPERERANVFERMRREARA
145593389       YSLRSAVGNGGMGTVWRAADTLLRRDVAVKEVVLPQGLAPSDRDAMYERTLREARA
86739075        YRLVARLGAGAMGTVWRAFDSVLETEAALKEIEFAGGVAEAERADRVERALREARH
86740348        YRLVERIGSGGMGTVWRAHDDVLRVEVAIKEIRVSADLDDDERAAGVETAMREARN
29831162        YRLLRTLGAGGMGRVWLAYDAELACEVAVKEIALPDLPIDASEPVQRIARARSEARN
86740837        YRLQDRLGAGGMGAVWRATDQMLRVDVALKEVSIPVDSTPGEWTERIARARREGMN
134102348       YQVTGELGRGGMGIVWRAWDQVIGREVAIKELHLPDGVPPAERQVYEERVLREART
86739395        YRLDTPIGRGGAGVVWRGEDELLQRPVAIKEILVPMAGAQNERDAIRARVLREARA
86739396        YRLDGVIGRGGFGVVHRATDELLQRVVAVKEVRLPLGENADERGLTRERVLREARA
134100369       YRMDSRIGTGAMGAVWAGTDVLLHRPVAVKEVRLSPRVPEEEAAEFRERALREARS
134102978       YRLESRLGGGAMGTVWSAIDELLRRPVAVKEVRLPPGMPEEEAAELRERALREARA
119716210       YTLEREVGRGGMGAVWLGRDEVLGRQVALKRVGLAPGVTTPDLARAEREARL
21222892        YRLLGRLGSGGMGRVYLGRSAGGRTVAVKIVHPHFALDEEFRARFRREVAA
                      :* *. * *           .*:*                          *   

111023174       AAKLAHSHSIAMYDVALEAGEPWLVMEYLPSRSLAQAMNIADTLPPLEVAQIGAQ
54022871        AAKLSHEHAIAVYDVVLEAGEPWLVMEHLPSRSVARALGLVDTLPVLEVAQIGAQ
134103120       AARLQHPHAISVYDVAEDEGQPVLVMEYLPSTSLAAMMSEHGPLPPREVARIGAQ
134103121       AARLQHQNAIVVFDVAEDEGQPVLVMEYLPSQSLASVISEKGLVPPQQVARIGAQ
54025161        AARLHHPHAITVFDVAEEDGQPWLVMEYMPAPSLAAEIAGGRTLPPHQVADIGAQ
54023812        AARFQHPNAIVVFDITEHDGDPCLVMEYLKSRSLAAVLSAQGTLPLTQVARIGEQ
21223154        IARIRNNSAVTVYDVVEEDDRPWIVMELVEGKSLAEAIREDGLLEPRRAAEVGLA
29831548        IARIRNNSAVTVFDVVDEDNRPWIVMELVEGKSLAEAIREDGLLEPKRAAEVGLA
145593410       IARLNHVNVVRIFDVLRTDGDPWIVMEYVASKSLQDTLAEQGPVSPARAVQIGLG
29833120        AARVANRNVVTVYDVAHEDGRPWIVMELIRGIALSDLLDAEGPLSPQRAAHIGAE
21223156        AARINHSAVVTVHDVLEHDGRPWIVMELVEGRSLADAVKEEERVDPREAARVGLW
29831550        AARINHSAVVTVHDVLEHDNRPWIVMELVEGGSLADAVKERGRVEPVEAARIGLW
21223285        LAKIEHQNVVTVHDQIETADQVWIVMKLLEGRSLADLLSRDRVLGVPRAAEIGLQ
29827516        LARVEHPNVVTIHHIVDGGEGTYPWIVMELVGGGSLADRLARGPMTPAEAAHIGRG
29831551        VAQLSHPNIIVVHDVVVDDERPYIVMELIGGGSLADRISADGPVDAREAARIGID
29831553        AARLDHPAVVNVHDVAVVDGRPWIVMELVQGRSLGAALQEGTLGARETAKIGLE
145593389       AAAIQHPAVVQVYDVVTEGGRPWIVMELLDSRSLADMVIEDGPLAQRVVAKIGVS
86739075        AAKLRGHPHVVTILDVLLENGLPWIVMELVPSRSLFEVVRSDGPLPVAEVARIGTA
86740348        AARLRGNPHVVTVHDAVEHDGLPWIVMELVRAGTLATTVNRDGPLPPERAIQVGLA
29831162        AARLRGHPHVATVHDVVVHEGLPWIVMEHVPDAIDLQAVVRRSGPLTPARTARIGVA
86740837        AARLRGHPGIVSVHDVVEDGGLPWIVMDLIIPARSVADRLRGSGGLRPDETASIGAA
134102348       AGRLNDPAVVTVHDVLAEAGTTYIVMELVRAVTLTELVAQRGPLAPEQAADLARQ
86739395        LARLHSPAIVSVYDVVEEHQRHWIIMELVDADSLGDVIRNQGPLPFDQVAAIGLA
86739396        AGRLHHPGAVAVLDVIDDGELPWIIMEYVDGRSLATIINDRGPLPVEETCRIGIS



134100369       LAVVTHPNVVMLYDVADDAGGPFVVMELVPAESLSSVLKRTRLSHEQLAVFVDG
134102978       IAVVTHPNVVTLYDVAREAGEPFVVMELVPSQSLAAVLDEHGPLDDHQLALIADG
119716210       AARLNHPHVVAVYDLVIEGPDNTEQWLVMEYVEGSTLAELLRRDGAMTPDRAAAFLGQ
21222892        ARRVGGAWTAPVLDADPEARVPWVATAYAAGPSLTAAVADGGPLPAHSVRALGAG
                   .        : .            :       .  :   :     :       .   

111023174       VADALTAAHAAGIVHRDIKPGNILVADRGRELGTVKISDFGIARAKGD
54022871        VADALAAAHAVGIVHRDIKPGNILVADRGPRVGFAKLSDFGISRGAGE
134103120       VAAALGAAHAAGVVHRDIKPGNILLGDNGTVKITDFGISRAQGD
134103121       VAGALAAAHMAGIVHRDLKPGNILLGDNGMAKITDFGISRAIGD
54025161        AAAALAAAHAAGIMHRDVKPANLLVGNGTVKITDFGISRAVGD
54023812        VASALIAAHQAGIVHRDVKPGNVLLDDHGTVKITDFGISRATGD
21223154        VLDVLRSAHREGILHRDVKPSNVLIAEDGRVVLTDFGIAQVEGD
29831548        ILDVLRAAHREGILHRDVKPSNVLIAEDGRVVLTDFGIAQVEGD
145593410       VLGALKAAHKAGVMHRDVKPGNVLLGEDGRVVLTDFGLATVPGD
29833120        VLAALRAAHTAGVLHRDVKPGNVLMANDGRVVLTDFGIATVEGS
21223156        VLRALRAAHTAGVLHRDVKPGNVLLADDGRVLLTDFGIAQIEGD
29831550        VLRGLRAAHSAGVLHRDVKPGNVLLATDGRVLLTDFGIAQVEGD
21223285        MAQGLRAVHEASVLHRDVKPGNVLVRDGGQVVLVDFGIATFEGA
29827516        VLAALRAAHAAGVQHRDVKPANVLLRPDGSPVLTDFGIAAIRES
29831551        LLGALGRAHGAGVLHRDLKPANVLLEADSDRVVLTDFGIAQVAGA
29831553        VLGALEAAHAAGILHRDVKPDNVLLGRHDRVVLTDFGIAQIEGE
145593389       LLGALEVAHAIGVLHRDVKPANVLICSDGRCVLTDFGVARMPTD
86739075        VLDALVAARAHGIVHRDVKPSNVLIGTDGRVVLTDFGIATGDGD
86740348        VLDALVAGQRMGVLHRDVKPSNILLADDGRVLLTDFGIATHAAD
29831162        VLDALTAGHRIGILHRDVKPANILLAPDASGDPYARVLLTDYGIALQPESRE
86740837        VADALAFAHAKGVVHRDIKPGNILLAESGRALVTDFGIAAHNDD
134102348       VLSALENAHAAGIVHRDVKPSNIMVADGRVKLADFGIAQTLDD
86739395        LTDALAAAHSAGVLHRDVKPGNVLLGRDGRVRLTDFGIAATEGD
86739396        LAYALEAAHRLGVVHRDVKPSNVLVTADGRARLTDFGIAVSQGD
134100369       VAAALQAAHRVGIVHRDVKPGNVLLGKHGQVKLGDFGISRNAAE
134102978       VASALEAAHRAGIVHRDVKPGNVLIGDDGRIKLSDFGISRNISE
119716210       AADALAAAHAAGIVHRDVKPSNILVAPDGQVKLSDFGIARAEAD
21222892        LGEALAAVHELGLVHRDVKPSNVLLTLDGPLLIDFGIARATGGTSPTQSGGGT
                    *   :  .: ***:** *:::             : *:*::               

111023174       SADTTNGVITGTPAYFSPEVARGQDPTEASDVFSLGSTLYTVVEGQPPFGIDSDSIAL
54022871        TSDEPDGIITGTPAYLPPEVARGAQPTAASDVFSLGATLYTAIEGQPPFGMDDDSDAV
134103120       VQVTKTGMLAGTPAYLSPDVAMGQEPTPASDVFSLGATLYAAIEGRPPFGLNENTLAL
134103121       VSVTKSGILAGTPAYLAPEVALGRDPAPASDVFSLGSTLYAAIEGEPPFGVDENAISL
54025161        VTVTATGFLAGTPAYLAPEVARGEDPSPASDVFALGATLYAAVEGAPPFGEGDNPLAV
54023812        ATLTETGLICGTAAYLAPEVARGADPTPAADVFSLGATLFHALEGEPPYGASANPLAV
21223154        PSITSTGMLVGAPSYISPERARGHKPGPAADLWSLGGLLYAAVEGTPPYDRGSAIAT
29831548        PSITSTGMLVGAPSYISPERARGHKPGPAADLWSLGGLLYASVEGVPPYDKGSAIAT
145593410       PNVTRTGMVLGSPAYIAPERARDGTAGPEADLWSLGATLYAAVEGKSPYARTSAIAT
29833120        SALTMTGEVIGSPEFLAPERALGRTPGPESDLWSLGVLLYAAVEGNSPFRHDTPLST
21223156        STITRTGEVVGSVDYLAPERVRGHDPGPSSDLWALGATLYTAVEGRSPFRRTSPLTT
29831550        TTITRTGEIVGSVDYLAPERVRGHDPGPSSDLWALGATLYAAVEGKSPFRRTSPLST
21223285        DRVTRHGGIIGTPPYLAPELFAPAAPGPTSASDLWALGVTLYEMVEGRLPFGGNEVWEV
29827516        TTLTATGSIIGTPDYMAPERVTGDRGGPGADLWSLAMMLYVAVEGHHPLRRGTTLAT
29831551        TTLTESGSFVGSPEYTAPERMSGVRTGPESDLWSLGALLCTVLSGESPFRRDSLGGI
29831553        TNLTDTGGFVGSPEYIAPERVLGQRPGPASDLWSLGVVLYAAAEGVSPFRRSNTPAT
145593389       VQLTTPGMVLGSPHFISPERAMGQDFGPPSDLFSLGVTLYTAVEGRPPFDKGDPIET
86739075        PTLTVTGVLGTPLYMAPERLNNQPATFEADLFSLGGTLYFAVEGRPPFERDTFGAM
86740348        PTLTGGIGSGGTPAYMAPERLLGGPATLAGDLFALGATLYFAVEGVSPFQRDTLPTT
29831162        PRLTATAGILGTPGYLAPERARGEPPTPAADLFSLGATLYATVEGRGPFDRHGEYAT
86740837        SRMTAAGVVGTIAYVAPERLGGQPADGRSDVFSLGVTLYQMVEGRLPFQADTTAGL
134102348       PRLTSSGAIVGSPSFMAPERIQGADASPAGDLWSLGATLFFAVEGWMPFERQTTAAT
86739395        VTLTGTGALVGSPAYIAPERVRGSSGTPASDLWGLGATLYSAVEGQPPFEGPETYAV
86739396        PRLTSTGMVMGSPAYLPPERARGDAGSAAGDRWGLGATLFTTVEGYPPFTGGDPISV
134100369       STLTRTGIVLGTPAYVAPEIAQGEAPSPAADLWSLGATLYSAAHGRLPYESDSDPLIT
134102978       QTITRTGIMLGTPAFIAPEIASGDGVTASADLWGLGATLFAAAEGRPPYDAGDDPVAT
119716210       ASLTQTGLVTGSPAYLSPEVASGQQATDASDVWSLGATLFHALAGHPPYEVGDNLLGA
21222892        ASLTSTGVSIGSPGYMSPEQILGKGVTGAADVFSLGAVLAYATTGQPPFPGDSSAAL



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

111023174       LHRVAKAEIYRPSKAGPLTDTLLHLLEPDPARRPTMAEARDAL
54022871        VQRAAMAQIIPPSRSGVLTDALLHMMEPAPQRRPTMAEARDEI
134103120       LHAVAAGKVDPPQQAGPMADPLMAMMQNRVEDRPDMAQVREML
134103121       LHRVARGQIEPPRQAGPMTAALMQLLRPDPVDRPTMAQARNLL
54025161        LHAVARGEIPPPRRAGPLAPVLMRLLAADPAARPSMPEAARAL
54023812        LYAAANGQVSQPRNAGPATDFLLALLSPDPDDRPTMRVARDTL
21223154        LTAVMTENLEEPKNAGPLRDVIYGLLTKDPDQRLDDAGARAMLNKV
29831548        LTAVMTEPLEEPKNAGPLRSVIYGLLAKDPEQRLDDAGARAMLNEV
145593410       LAALATEPPPPPKNAGPLRPVLNGLLRKDPTDRITAEVAERLL
29833120        LRAVVDEELPPPFRAGPLAPVIEGLLRKDPADRVPAEQAEQDL
21223156        MQAVVEEEATEPRYAGALAPVISALLRKDPAERPDATEAEHLL
29831550        MQAVVGEEPGAPQYAGALAPVITALLRKEPAERPGSDEAEQML
21223285        QANIQQAPDPVLRYAGPLGPVIQGLLTTDPDRRLDAAGAEEMLRDV
29827516        LAAVLHDDVPHPVKAGPLTPVLTRVLVRDPAARPDAEAFDRM
29831551        LHAVVVDDIRPPAQAEPILPVVRGLLERDPDRRLDAAEAARLL
29831553        LQSVLNATPAAPAAAKGTLAQVINGLLNKDPARRPNAAEVRRLL
145593389       MHSVVEDPPAPPQRSGPLVPVLMGLLEKDPDRRLPVHTARAML
86739075        LAAILLQPPAQAHRAGELAAVLDGLLEKDPGRRMTPARAHELL
86740348        IGAVLHADPPPFLRGGRLSAAIAGLLAKNPASRLRAEGAQALL
29831162        LTALLGEEPTPPVRAGELGAVLHGLLIKDPVRRLAPEAVARG
86740837        LSAILFEPPRPTVLAGPLRPVLDAMLEKDPVVRLDAAAAARALASL
134102348       LNAVLNETPRATRPHGVVGPVITGLLIADPKARFTAAQVRALL
86739395        LTAVVEGRRRAFRLAGPLRNLLSDLMDRPAEERPDVTEIRRRL
86739396        LAALVQGRRQPFRLAGPLIPVIDDLMAPHEASRPPLTVVRRRL
134100369       LSAIIHGPVPQHQMSGPLGEVLSGLMVKDPARRMPLHEVRRRL
134102978       VTEVVRGPVPSSARPGPVGEVIAGLMVKDPAERMSLTEVRRRM
119716210       LYRIVHEDPPRLPEAGWLAPLLLATMCREPADRWSMARVRDVL
21222892        LYKVVHEEPNLDGLDDGELRELVASCLAKDPSARPAPAEVARRL
                                      :   :      *             

                       



 Cluster No. 11 multiple sequence alignment 

CLUSTAL 2.0.10 multiple sequence alignment

1552570         YRLQRLIATGGMGQVWEAVDNRLGRRVAVKVLKSEFSSDPEFIERFRAEARTTAMLNHP
13879059        YRLQRLIATGGMGQVWEAVDNRLGRRVAVKVLKSEFSSDPEFIERFRAEARTTAMLNHP
31791192        YRLQRLIATGGMGQVWEAVDNRLGRRVAVKVLKSEFSSDPEFIERFRAEARTTAMLNHP
13092427        YRLHRLIATGGMGQVWEAVDSRLGRRVAVKVLKGEFSSDPEFIERFRAEARTTAMLNHP
120401052       YRLQRLIATGGMGQVWEGVDSRLGRRVAIKVLKAEYSTDAEFVERFRAEARTVAMLNHP
145221405       YRLQRLIATGGMGQVWEGVDSRLGRRVAIKVLKAEYSTDSEFVERFRAEARTVAMLNHP
126432629       YRLQRLIATGGMGQVWEAVDSRLGRRVAIKVLKAEYSTDPEFVERFRAEARTVAMLNHP
111020684       YRLIRLIATGGMGQVWEATDNRLNRRVAVKVLKSEFSSDPEFVERFRFEARTTAQLNHS
54022045        YRLQRLIATGGMGQVWEALDTRLNRRVAVKVLKAEFSADPTFRQRFRTEAQTTAQLNHS
134096663       YRLGQRIAVGGMGEVWKATDVRLDRTVAIKVLKAELCGNAEFLHRFRTEARTTASLNHP
19551292        YRLQWIIGHGGMSTVWLADDVVNDREVAIKVLRPEFSDNQEFLNRFRNEAQAAENIDSE
23491869        YTLQWIVGHGGMSTVWLADDNVNDREVAVKVLRPEFSDNTEFLSRFRNEARAAENIHSE
38232690        YALQWVVGNGGMSTVWLADDLRNQREVAIKVLRPEFSDNEEFLSRFRNEALASEHIDSD
68535100        FELQWIIGRGGMSTVWLAHDVEQQRDVAVKILKPEYTENEEFRARFRNEASAAQDLDSP
116668589       FQLTTRIAIGGMGEVWKAKDLILGRIVAIKVLKEEYTGDPGFLQRFRAEARHTALLNHV
119963247       FQLTSRIAIGGMGEVWKAKDQILGRIVAIKVLKEEYTGDPGFLQRFRAEARHTALLNHV
28493744        YRLIARIAIGGMGEVWKAHDEVIQRHIAIKILKEEYVGSRDFIERFRTEARHAAIVNHV
119025057       YRLDSRLAQGGMGEVWKGYDIQLGRPVAIKALRGDLGVTQEAKLLRLRAEAHNSANLAHP
23325796        YRLDSRLAQGGMGEVWKGYDIQLGREVAIKALRSDVTNAEAKLRRLRAEAHNSANLAHP
119714295       YRLDSRIATGGMGEVWRGTDTTLGRQVAVKLLKNEYADNPSFRTRFETEAQHAASLHHP
145592613       YRLDERIASGGMGDVWRGTDEVLGRTVAVKSLLPALLDDPDFAERFRGEARTMATINHP
145594644       YRLDERIATGGMGDVWRGVDLVLDRPVAVKVLLPALVCDPGFITRFRSEARIMAALRHP
21222257        YELGPVLGRGGMAEVYHAHDTRLGRQVAVKTLRADLARDPSFQARFRREAQSAASLNHP
29830881        YELGHVLGRGGMAEVHLAHDTRLGRTVAVKTLRADLARDPSFQARFRREAQSAASLNHP
50841673        YELQNLIGRGGMADVWKARDHRLGRDVAVKKLRTDLASDDTFQARFQREAQSAARLNHP
145592614       YQVGELIGYGGMAEVHRGRDLRLGRDVAIKMLRADLARDATFQMRFRREAQNAASLNHP
22777192        YKIIKKIGGGGMANVYLARDTILERDVAVKALRMEYIHDQEFIARFDREAQSATSLSHP
119900063       FKILAKVGEGGMGNVFRGRDLMLERDVAIKSLRPELACYPEVVERFRTEAIALARLQHQ
2911096         YLVQAKIASGGTSTVYRGLDVRLDRPVALKVMDSRYAGDEQFLTRFRLEARAVARLNNR
13881919        YLVQAKIASGGTSTVYRGLDVRLDRPVALKVMDSRYAGDEQFLTRFRLEARAVARLNNR
31793354        YLVQAKIASGGTSTVYRGLDVRLDRPVALKVMDARYAGDEQFLTRFRLEARAVARLNNR
116670115       YRVQSRLARGGMSTVYLATDQRLERDVALKVLHPHLVNDGNFLDRLGREAKAAAKLSHA
                : :   :. ** . *  . *    * :*:* :             *:  **     :   

1552570         GIASVHDYGESQMNGEGRTAYLVMELVNGEPLNSVLKRTGRLSLRHALDMLEQTGRA
13879059        GIASVHDYGESQMNGEGRTAYLVMELVNGEPLNSVLKRTGRLSLRHALDMLEQTGRA
31791192        GIASVHDYGESQMNGEGRTAYLVMELVNGEPLNSVLKRTGRLSLRHALDMLEQTGRA
13092427        GIASVHDYGESHMDGEGRTAYLVMELVNGEPLNSVLKRTGRLSLRHALDMLEQTGRA
120401052       GIAGVYDYGETDIDGEGRTAYLVMELVNGEPLNSVIKRTGRLSLRHALDMLEQTGRA
145221405       GIAGVYDYGETDIDGEGRTAYLVMELVNGEPLNSVIKRTGRLSLRHALDMLEQTGRA
126432629       GIASVYDYGETDMDGEGRTAYLVMELVNGEPLNSVLKRTGRLSLRHALDMLEQTGRA
111020684       GIAGIYDYGEVRDATGDSTAYLVMELVNGEPLNAVLSRVGRLAVPHALDMLEQTGRA
54022045        GIAGIYDYGETYDPSAGETSYLVMELVQGEPLNAVLSRLGKLSVNQGLDMLEQTGRA
134096663       GIAAVHDYGETAAIPDGPEDTAYLVMELVEGEPLAATLAREGRIKAEHALDMLEQAGHA
19551292        HVVATYDYREVPDPAGHTFCFIVMEFVRGESLADLLEREGRLPEDLALDVMEQAAHG
23491869        HVVTTYDYREVADPAGHTFCFIVLEYIRGESLADMLEREGALPEELALDVMEQAAHG
38232690        NVVRTYDYREVTDDMGRTLCFIVMEYVRGESLADMLARKGRLEEDLALDVLEQAAHG
68535100        NVVRTYDSGEVEDPDNGTVFCYIIMEYIRGESLADVLSRESSLPQNLALDVLTQTAAG
116668589       GIANVFDYGEEEGSAYLVMELVPGQPLSSIIEHEQVLSPDRTLSMIAQTARA
119963247       GIANVFDYGEEAGSAYLVMELVPGHPLSGILEREQVLSPDMTLSIISQTARA
28493744        GIANIFDYGEEKGIAYLVMELVDGEPLSAVLERERMLPVEEVLRIVVQISRA
119025057       NIAALFEYYEHDGIGFLIMEYVPSKSLADLYHEQNGPMDPIKLLPILIQTARG
23325796        NIAALFEYYEHDGIGFLIMEYVPSKSLADLFHSKGAMDPIELLPILIQTARG
119714295       NIAAVYDFGEAPAADGSGVQRPFLVMELVDGQPLSALLRPGAPMDPDAVRELLAQAADG
145592613       GVVDIYDFGSDQQIAFLVMEYVEGDALSATLNRVGRLTSARTMALVAQAADA



145594644       GVVQVFDCGADELPTGDQANYLIMEFVTGEPLSRRIEAAGRLDVAETMSIVEQAAQA
21222257        AIVAVYDTGEDYIDNVSIPYIVMEYVDGSTLRELLHSGRKLLPERTLEMTIGILQA
29830881        AIVAVYDTGEDYIEGISIPYIVMEYVDGSTLRELLHSGRKLLPERTLEMTIGILQA
50841673        NIAAVYDTGETKDPATGLPVPFIVMELIDGHTLRDVLRDGRKILPRRALEFTQGVLDA
145592614       AIVAVYDTGEEQAPTGETLPFIVMEFVGGRTLKEVLGGEGRFQPRRALEICADMCAA
22777192        NIVNIFDVGEEDQLLYMVMEYVDGMTLKEYIHQHGPIDVPEALDIMKQLTSA
119900063       NIANVFSFFAEDGQYYMVMEFVDGEPLNRLARRRGALPWREAVALVVQALYG
2911096         ALVAVYDQGKDGRHPFLVMELIEGGTLRELLIERGPMPPHAVVAVLRPVLGG
13881919        ALVAVYDQGKDGRHPFLVMELIEGGTLRELLIERGPMPPHAVVAVLRPVLGG
31793354        ALVAVYDQGKDGRHPFLVMELIEGGTLRELLIERGPMPPHAVVAVLRPVLGG
116670115       HVVGVLDQGSDGHTAYLVMEYIKGHTLRDVIKEKGALSPRLALALIDPVVEG
                 :.   .               ::::* : . .*          :       .      .

1552570         LQIAHAAGLVHRDVKPGNILITPTGQVKITDFGIAKAVDAAPVTQTGMVMGTAQYIAP
13879059        LQIAHAAGLVHRDVKPGNILITPTGQVKITDFGIAKAVDAAPVTQTGMVMGTAQYIAP
31791192        LQIAHAAGLVHRDVKPGNILITPTGQVKITDFGIAKAVDAAPVTQTGMVMGTAQYIAP
13092427        LQIAHAAGLVHRDVKPGNILITPTGQVKITDFGIAKAVDAAPVTQTGMVMGTAQYIAP
120401052       LQVAHSAGLVHRDVKPGNILITPTGQVKLTDFGIAKAVDAAPVTQTGMVMGTAQYIAP
145221405       LQVAHSAGLVHRDVKPGNILITPTGQVKLTDFGIAKAVDAAPVTQTGMVMGTAQYIAP
126432629       LQVAHTAGLVHRDVKPGNILITPTGQVKLTDFGIAKAVDAAPVTQTGMVMGTAQYIAP
111020684       LQVAHDAGVVHRDVKPGNILITPTGQVKITDFGIAKAVENSPITRTGMVMGTAQYIAP
54022045        LEVAHAAGVVHRDVKPGNILVTPTGQVKITDFGIAKAVDASPVTKTGMVMGTAQYIAP
134096663       LQAAHERGLVHRDVKPGNILITPNGKVKLTDFGIAKAADAAPVTRSGMVMGTAHYIAP
19551292        LSVIHRMDMVHRDIKPGNMLITANGIVKITDFGIAKAAAAVPLTRTGMVVGTAQYVSP
23491869        LSVIHRMGLVHRDIKPGNMLITANGILKITDFGIAKAAASVPLTRTGMVVGTAQYVSP
38232690        LSIIHRMGMVHRDIKPGNLLITQNGQVKITDFGIAKAAAAVPLTRTGMVVGTAQYVSP
68535100        LKAIHEAGLVHRDIKPGNLLITSDGFVKITDFGIAKAAAAVPLTRTGMVVGTAQYVSP
116668589       LSVAHSQGLVHRDIKPGNLLITPDGRVKVTDFGIARLADQVPLTQTGQVMGTAQYLAP
119963247       LAVAHAQGLVHRDIKPGNLLITPDNRVKVTDFGIARLADQVPLTQTGQVMGTAQYLAP
28493744        LQAAHSAGLVHRDIKPGNILISESGLVKITDFGIARIGDQVPLTTTGQVMGTVHYLSP
119025057       LFVAHSHGVIHRDVKPANIMVSDSGEVKITDFGVSYSTNQEQITQDGMVVGTAQYISP
23325796        LFVAHSHGVIHRDVKPANIMVSDTGEVKITDFGVSYSTGQGQITQDGMVVGTAQYISP
119714295       LAAAHAAGIVHRDVKPANLLVTPDRQVKITDFGIARAAEGIGLTGTGEVMGTPQYLSP
145592613       LHAAHLEGIVHRDVKPGNLLVRPNGTLVLTDFGIARSDLVAQLTAAGSVLGTASYISP
145594644       LETVHRRGVVHRDIKPSNLVVQENGSVVLVDFGVARSTNVTSITNTNAVPGTALYMAP
21222257        LEYSHRAGIVHRDIKPANVMLTRNGQVKVMDFGIARAMGDSGMTMTQTAAVIGTAQYLSP
29830881        LEYSHRAGIVHRDIKPANVMLTRNGQVKVMDFGIARAMGDSGMTMTQTAAVIGTAQYLSP
50841673        LSYSHAAGIVHRDIKPANVMLTREGYVKVMDFGIARAVADTSATMTQTAAVIGTAQYLSP
145592614       LEFSHRHQIIHRDIKPGNVMLTQTGQVKVMDFGIARALASGATTMTQTSAVIGTAQYLSP
22777192        IAHAHANEIVHRDIKPQNILINSTGQAKVTDFGIAMALSATALTQTNSILGSVHYLSP
119900063       LEHAHHAGVVHRDIKPSNMIVTADGTLKLMDFGIARILEKVGLTRTGCVVGTLLYVSP
2911096         LAAAHRAGLVHRDVKPENILISDDGDVKLADFGLVRAVAAASITSTGVILGTAAYLSP
13881919        LAAAHRAGLVHRDVKPENILISDDGDVKLADFGLVRAVAAASITSTGVILGTAAYLSP
31793354        LAAAHRAGLVHRDVKPENILISDDGDVKLADFGLVRAVAAASITSTGVILGTAAYLSP
116670115       LGAAHAAGLIHRDIKPENVLIADDGRIKVGDFGLARAVTTSTSTGALIGTVAYLSP
                :   *   ::***:** *:::       : ***:           *    : *:  *::*

1552570         EQALGHDASPASDVYSLGVVGYEAVSGKRPFAGDGALTVAMKHIKEPPPPLPPDLPP
13879059        EQALGHDASPASDVYSLGVVGYEAVSGKRPFAGDGALTVAMKHIKEPPPPLPPDLPP
31791192        EQALGHDASPASDVYSLGVVGYEAVSGKRPFAGDGALTVAMKHIKEPPPPLPPDLPP
13092427        EQALGHDATPASDVYSLGVIGYEVVSGKRPFTGDGALTVAMKHIKEPPPPLPADLPP
120401052       EQALGHDATAASDVYSLGVVGYEAVSGKRPFIGDGALTVAMKHIKETPPPLPADLPP
145221405       EQALGHDATAASDVYSLGVVGYEAVSGKRPFTGDGALTVAMKHIKETPPPLPADLPP
126432629       EQALGHDATAASDVYALGVVGYESVSGKRPFTGDGALTVAMKHIKETPPPLPADLPP
111020684       EQALGQDATAASDVYSLGIVGYEALSGRRPFVGDGAITVAMKHVQEAPAPLPSDLPP
54022045        EQAVGEDATAASDVYSLGVVGYEALAGKRPFSGDGAITVAMKHVRETPPPMPADVPA
134096663       EQALGSEATPASDVYSLAVVGYECLKGHRPFLSDNAVTVAMMHIREVAPPLPPDVPP
19551292        EQAQGKEVTAASDIYSLGVVGYEMMAGRRPFTGDSSVSVAIAHINQAPPQMPTSISA
23491869        EQAQGHQVTPASDVYSLGVVGYEMLSGRRPFTGDSSVSVAIAHINEAPPQMPTSVSA
38232690        EQAQGRDVTAATDVYSLGVVGYEMLVGQRPFTGDSSVSVAIAHINQAPPAMPTSVSA
68535100        EQAQGDQVGPASDVYSLGVVGFEMLAGYRPFSGESTVSVAIKHISETPPELPEEIDP
116668589       EQATGQTATGASDIYSLGVIGYECLTGHRPFSGESQIAIALAQVNDAPPPLPETLPT
119963247       EQATGQTATGSSDIYSLGVIGYECLTGHRPFSGESQIAIALAQVNDAPPPLPETLPT
28493744        EQAAGKKADAMTDVYSLGVVAYECLTGKRPFVGDSQVAIAVAHVGDTPANLPKDIPR



119025057       EQAQGKHATPQSDIYSLGVVAYEGLCGHRPFTGATPVDIAAAHVNNPVPPLPDTVDV
23325796        EQAQGQQATPQSDIYSLGVVAYEGLAGHRPFTGTTPVDIAAAHVNNPVPPLPDSVDV
119714295       EQAQGQTATPASDVYSLGVVAFECLAGRRPFVADTAVATALAHLREPVPPLPESVPA
145592613       EQATGAVATPSSDVYALGVVAYQCLSGRRPFEGDNPLDIALRHVRDTPRALPADIPS
145594644       EQAAGRPVSGATDIYALGAVAYCCLSGSPPFTGDSPLQVAVAHLDEDPPELPHDIPE
21222257        EQAKGEQVDARSDLYSTGCLLYELLTVRPPFVGDSPVAVAYQHVREEPQAPSVFDPEITP
29830881        EQAKGEQVDARSDLYSTGCLLYELLTVRPPFVGDSPVAVAYQHVREEPQPPSVFDPEITP
50841673        EQARGETVDNRADIYATGCLLYELLVGRPPFIGDSPVSVAYQHVREIPAPPSSLDAEITH
145592614       EQARGESVDARSDVYAAGCVLFELLCGHPPFVGDSPVSVAYQHVREAPPTPSDLNPEVPP
22777192        EQARGGMATKKSDIYSMGIVLYELLTGKLPFSGQSPVSIALKHLQNNTPSVKKANPSIPQ
119900063       EQARGGDIDARSDLYSMAVVLYELLTGRAPFDSPSEFELMRAHIELPPPPPSGLVSGLPP
2911096         EQVRDGNADPRSDVYSVGVLVYELLTGHTPFTGDSALSIAYQRLDADVPRASAVIDGVPP
13881919        EQVRDGNADPRSDVYSVGVLVYELLTGHTPFTGDSALSIAYQRLDADVPRASAVIDGVPP
31793354        EQVRDGNADPRSDVYSVGVLVYELLTGHTPFTGDSALSIAYQRLDADVPRASAVIDGVPP
116670115       ELVLGRQADARSDIYSVGIMLYEMITGSQPFDGDVPIQVAYQHVNSSVEAPSAVVPGLAA
                * . .      :*:*: . : :  :    ** .   .     ::             :  

1552570         NVRELIEITLVKNPAMRYRSGGPFADAVAAV
13879059        NVRELIEITLVKNPAMRYRSGGPFADAVAAV
31791192        NVRELIEITLVKNPAMRYRSGGPFADAVAAV
13092427        NVRELIEITLVKNPGMRYPSGGLFAEAVAAV
120401052       NVRELIEITLVKNPGMRYKSGGPFADAVAAV
145221405       NVRELIEITLVKNPGMRYKSGGPFADAVAAV
126432629       NVRELIEITLVKNPGMRYRSGGPFADAVAAV
111020684       NIRELIDITIAKDPSTRYASGGEFADAVAAV
54022045        NVRELIEITMGKDPQLRYASGGEFADAVAAV
134096663       GARALIEATLVKDPRRRYATGGEFANAVAAV
19551292        QTRELIGIALRKDPGRRFPDGNEMALAVSAV
23491869        QARELIGIALRKDPARRFADGNELARAVSAV
38232690        PARELIGIALRKDPAHRYADGNELALAVSATRMG
68535100        NLRELIRVCLRKSPRTRYADGAELATATVMV
116668589       PVRALLMSMLAKDPKNRPANAIKLSEAAEAI
119963247       PVRALLMSMLAKDPKNRPANAIKLAEAAEAI
28493744        PVARLVLGCLEKQPQRRPKSAGNLADAASALLKDDLA
119025057       QLREFVMSMLAKDPLDRPKDALVVSRTL
23325796        QLREFVMSMLAKDPLDRPKDALVVSRTL
119714295       DLAAVVRRALAKLPQDRFADGAALAAALRD
145592613       QVRAVVERAMAKDPADRWPSAAALAGV
145594644       AVRALVRRALAKNPESRFGSGSAMAAAARAAV
21222257        EMDAIVLKALVKDPDYRYQSADEMRVDI
29830881        EMDAIVLKALTKDPDYRYQSADEMRIDI
50841673        QMDAITLKALAKDPADRYQTAKQMRDDI
145592614       AVDAIILKALSKNPLNRYQSAGEMRADL
22777192        SVENIVLQATAKDPFHRYNNIYELEEALET
119900063       GLEAVILRALAKDPADRFQHAEAFRSELEHL
2911096         QFDELVACATARNPADRYADAIAMG
13881919        QFDELVACATARNPADRYADAIAMG
31793354        QFDELVACATARNPADRYADAIAMG
116670115       EVDELVQWCTARDPEQRPVDGNALLSELRHI
                    .      : *  *      .             

                        



Cluster No. 12 multiple sequence alignment 

CLUSTAL 2.0.10 multiple sequence alignment

126432846       YLLVELVGRGGMGEVWRAHDTATNRTVALKVLPAHLVHDTEYRVRFQREARAAARLSDPH
41407147        YRILELLGRGGMGRVYRAYDATTDRVVALKVLPPHLAEDQDFQQRFRREARIAAGLNDPH
54022953        YRLERPLGSGGMGQVWAAHDTRRGRRVALKLLPADLAADDGYRARFEREAELAATLRHPH
111021257       YVIERVLGRGGMGTVYLAQHPNLPRKIALKLLDTSWTNDDYVRSRFESEADHAAHLDHPN
108760681       WLVEQVHYRGPVSTLYRARHVRTGALAALKVLLPQPSDVALRRFRREAETLQRLRHPH
86158242        FEIEGVIGRGGFGEILSARRTRDGTAAAVKISQGSTPRARDQLLREAAALREIGPEL
                : :      * .. :  *         *:*:           : ::  **     :    

126432846       IVPIHGFGEIDGRLYVDMRLIEGRDLEHLLREGPLDPARAVMIIDQVAAALEAAHEV
41407147        VVPIHGYGEIDGRLYVDMRLIEGRDLAHYITENGGRLSPQRAVAVIEQVAAALDSAHRA
54022953        IVPIHGHGAVDGRLYIEMELVEGTDLGARLAAGGPLDPPTALDILDQVAAALDAAHAA
111021257       IVTVHDRGREGGRLWIAMQYVPGSDARKALGSGALDVERAVHIVSETGKALDYAHEA
108760681       IVDVLGYGTLADGRPFIAMEWLEGRDLAAELASRGPLSPGEALEVLEQVGGALRTAHQA
86158242        APAVLASGMLDDGRAWVALERLTAPSLAERVRAEDAPLDLEALRDAVLALADALATLHGR
                   :   *   .** :: :. : . .    :    . *.       :   . **   *  

126432846       GLVHRDVKPSNILVGKFDFTYLIDFGIARPIDDTGLTSVNRAVGTFHYMAP
41407147        GLIHRDVKPMNVLVTTARDFVYLIDFGLARAQADTALTQTGATMGTVAYMAP
54022953        GLVHRDVKPSNILLRPDGFAYLIDFGIARGVGQTSLTATGLTIGTWAYMAP
111021257       GILHRDVKPANILLAPGDPERVLLTDFGTAKALDETHQLTRTGMLVATLHYAAP
108760681       GVVHRDLKAQNVVRLSTGSGAPRVKLVDFGVAKGLTPDAPGASTLTLTGVSLGTPLSMAP
86158242        GWRHLDLKPRHVFVEPGGARLVDFGLAHGPASVATEDAPAGASAGTAAYMAP
                *  * *:*. ::.          . * *** *:            : ..   .*    **

126432846       ERFRDGRGDPRSDTYALACVLYQCLTGSRPFHGDSLEQQIAGHLMTPPPRPSTVQPGVPA
41407147        ERFTGTTDHRADVYSLACVLHECLTGKRPFAGDSLEEQLNAHLNTAPPRPSATAPEVPA
54022953        ERFSGHADARSDVYSLACVLFESLTGRRPYGDTDPAQQMHGHLMSDPPRAAAVDPTIGP
111021257       EQIEGEKLDHRVDIYALGCTFFHLLTNEPPYPGNTASSVMHGHLNGPIPQPSVVRPGLPT
108760681       EQIRGEPPDARTDLYAMGVLLFQLVTGQPPFQGATRHEVEDLHLNAPPPRPSERAPVPA
86158242        EQVRGDAADARADVYAAGAILFELVTGAPPFEGSPGEQRQAHLARRPGRPSEHAGVPP
                *:.     * * * *: .  :.. :*.  *: .    .    **     :.:   . : .

126432846       KFDAVIARGMAKNAAERYRSAI
41407147        AFDAVIARGMAKDPERRYQSVTELAEAARAAL
54022953        RLDAVIAHGMAKDPAHRHASAGEFLRA
111021257       GVDAVVARALAKNREDRYSTCREFSDAV
108760681       ALDAVVLRSMGKRREDRYPDIDAWLDAL
86158242        ALEEVILRCLAKLPEARYADGSALRVALREAFASV
                 .: *: : :.*    *:                 

                        



Cluster No. 13 multiple sequence alignment 

CLUSTAL 2.0.10 multiple sequence alignment

86157501        FRIVRMLARGGMGTVYLAEHPVIGSRVAIKFLHESMAADAELVQRFYDEARAVNLIGHEN
86160067        YRVLSQLGEGGMGAVYLCEHSVLGRRFAVKVLRAERATDAELRERFRNEALAASRIGQEN
86156544        YRLVSLLGEGGMGAVYRAEHVQMGKALAVKVLRGDFARDPSAAERFRAEARIVSRLSHPH
108764043       FRVLRPLGSGGMGEVYLGEQVSLGRKVAIKVLHHDLHAQAGMAERFKREARLLSAVEHPA
116624752       YRILEKLGQGGMGEVYRAEDERLKRSVAIKVLRHHENRDAALRFLQEARAASALNHPN
86743111        YELGEGIGYGGMAEVFRGRDIRLGREVAVKTLRPDLARDPTFLARFRREAQSSAALNHPA
                :.:   :. ***. *:  ..  :   .*:* *:     :     **  **     : :  

86157501        IVGVYDLSSLPSGRRYYVMELLEGETLAERLARGPLPRSVALQVLLQLCDALQCAH
86160067        VVDVLDFGEEADGTLYYVMEALEGRSLGAVLREEGALPVGRALGLLDHVCRALAAAH
86156544        TIAVFDFGELPERGFYLAMEYVPGQDLARALREGGAFSEARAVGVAQQVLGSLAEAH
108764043       VVRIVDFGESGDHACLVMEFVEGESLYDVLTPGPMPPGRALPLLQQLAEGLAAIH
116624752       IVQIYDLESHDGRDFIVMELASGRTLAALVRDHPLRVEEALDYASQLASALAAAH
86743111        IVSVYDTGEDLINGAQIPYIVMEFIEGRTLRDALQTEGRFTERRAMEITSDVCAALDYSH
                 : : *              .**   *. *   *     :    *:    .:  .*   *

86157501        ERGVVHRDLKPENVFLVPRRGRPDFVKLVDFGIAKLRSATGHATGASGAIIG
86160067        ARGVVHRDVKPENVFVVRGPDGVERAKVLDFGISHVEQPGRADRITRAGAIVG
86156544        EAGVVHRDMKPANVMLMQARPGEDFAKVLDFGIAKLRDEAGGATTGAGAVVG
108764043       DKGIIHRDLKPENVFISKSARGEQARLLDFGIARLVEPDAASSVSQIGVVLG
116624752       AGGIVHRDIKPANIVVSESGTIKVLDFGIAKLEPHGPSGDSTETAAPETAAGSFLG
86743111        RMGIIHRDIKPANVMLSPDGSVKVMDFGIARATTATSSTMTATAAVIG
                  *::***:** *:.:          :::****::             .      . .:*

86157501        TPEYMAPEQCEGGPVDARTDVYALGVMAYELLAGRRPFDSGPVQRLLLAHLREPPPPPS
86160067        TPEYMAPEQAVGGPVDHRSDVYALGVLAYEMLTGALPIVGESAIATLVAHQTQAPEPPSR
86156544        TPSCLAPEQARGGPVDARADLYAMGCLLYELVSGRPPFTAASPVAVITAHLHDPPPPLRQ
108764043       TPEYLSPEQAVGAKVDTRSDLYSFGVLTYRVLSGRLPFDGPLPRNFLSQHASAAPLPLDR
116624752       TVAYASPEQAQGRPVDARSDIFSAGAVMYEMLTGTRAFDGDSTPGILSKVLRDQPRAICE
86743111        TAQYLSPEQARGARVDARSDVYTTGVLLYELLTGSPPFRGDNPVAVAYQHVREDPLPPSA
                *    :***. *  ** *:*::: * : *.:::*  .: .              * .   

86157501        AFADLEPDLEAAVLRALAKAPADRFQDMAELADAL
86160067        RRAGIPPEVDALVLRALAKQPEGRFPSMLDF
86156544        VAPGVSPRLAEVVHRALRKDPAERFPSADAMRAAL
108764043       AAPTLSRYVGLLSLVMRLLEKDASKRPQSAHELADAL
116624752       LRAEVPPAVARIVNRCLEKDIALRYPSGTELAADL
86743111        HDRDISPEADAIVLKAMEKDADDRYGTAGEMRDDL
                    :         * : : *    *      :    

                       



 Cluster No. 14 multiple sequence alignment 

CLUSTAL 2.0.10 multiple sequence alignment

111024860       FAEVSEIGHGGFGVVFRCREPSLDRTVAVKVLNSTFDEDGYARFLREQRAMGQLSGHPN
111025675       FEDACIAGRGGFGIVYRCRQPALDRVVAVKVLSPDPDHMDRARFLREQQAMGRLSGHPN
3261694         FDNVEEIGRGGFGVVYRCVQPSLDRAVAVKVLSTDLDRDNLERFLREQRAMGRLSGHPH
111017776       FDDAQEIGRGGFGVVYRCTQEDLERTVAVKVLTVELDDENRARFFREQRAMGRLTGHPN
111020008       KVLTVELDEENRARFFREQRAMGRLTGHPN
111025634       FDDAQEIGRGGFGVVYRCTQADLERTVAVKVLTVELDDENRARFFREQRAMGRLTGHPN
111019707       FEDAHEIGRGGFGIVYRCVQPALDRTVAVKVLAADLDEENRVRFFREQRAMGRLTGHPH
111020362       FEDAQEIGRGGFGVVYRCTQAALDRTVAVKVLTADLDEQNRERFVREQRAAGRLTGHPN
111026885       FEDAQEIGRGGFGVVYRCTQAALDRTVAIKVLTADLDEQNRERFLREQRAAGRLTGHPN
111020359       FEDAQEIGRGGFGVVYRCTQAALDRTVAVKVLTADLDEENRARFLREQRAAGRLTGHPN
111023893       FEDAREIGRGGFGVVYRCLQISLARTVAVKVLIADLDELNRTRFLREQRAAGQLTGHPN
111026298       FADAAEIGHGGFGVVYRCRQTALDRTVAVKVLTGDLDENSRARFLREQRAAGRLTGHPN
111026453       FDDVHEIGRGGFGVVYRCIQSTLDRTVAVKVLTTDMDNDNRARFLREQRAMGRLTGHPN
111022297       FDDAREIGRGGFGVVYRCTQPALDRTVAVKVLTNDLAEENRERFFREQRAMGRLTGHPN
111026426       FGDASEIGRGGFGVVYRCVQTVLHRTVAVKVLTADVGDPNWKRFLREERVMGQLTGHPN
111019396       LEDAREIGHGGFGVVYRCAQPELDRTVAVKVLTAALDAENLERFLREQRAMGRLSGHPH
111027133       FDDAQEIGRGGFGVVYRCAQPALERTVAIKVLTTEVDRDDRDRFVREQRAMGKLSGHPN
111022800       FDDAREIGRGGFGVVYRCLQTALDRTVAIKVLSSDLDGEDRERFLREQRAMGKLSGHPH
54022251        MEIGRGGFGVVYRCLQTALERVVAVKVLPPDMDAESRERFLREEQAMGRLSGHPN
120402091       FVDAVEVGRGGGGVVYRCHQQSLGRTVAIKVLASSLDEDDRERFLREGYAMGGLSGHPN
126437293       FTDAVEIGRGGGGVVYRCNQKSLGRSVAIKVLASDLDDKDDRERFLREGYAMGGLSGHPN
111017305       FAGAEEVGRGGFGVVYRCLQRSLGRIVAIKVLTSDLDPENRERFLREGYAMGGLSGHPN
                                             ***        .  **.**  . * *:***:

111024860       IVNVLRIGATASGRQFLVMQYHARGSLDAVLRSRGPLEWSAAVRIGVKLAGALETAHRAG
111025675       IVHVLQAGITYTGRPYIVMPFHRRDSLDSWITKHGALRAAEALAVGVKLAGALETAHRAG
3261694         IVTVLQVGVLAGGRPFIVMPYHAKNSLETLIRRHGPLDWRETLSIGVKLAGALEAAHRVG
111017776       IVNILQVGATDSELPYIVMPYHPQDSLDVRIRRHGPLPVEEALRLGVRMAGAVETAHRLG
111020008       IVNILQVGATDSGLPYIVMPYHPQDSLEARVRTRGPLPLDQVLRLGVKMAGAVESAHRLG
111025634       IVNVLQVGATDSGRPFIVMPFHPQDSLDARIRRDGPLPLGEALRLGVKMAGAVESAHRLG
111019707       IVSALHVGATDSGRPYIVMPYHSQDSLDVRIRRDGPLPLEEALRLGVKMAGALETAHRLG
111020362       VVNVLHVGVTDNGRPYIVMPYHAQDSLDTRIRRHGPLPLDEALRLGVKMAGALETAHRLG
111026885       VVNVLHVGVTDTGRPYIVMPYHAQNSLDARIRRHGPLSLDEALRLGVKMAGALETAHRLG
111020359       IVNVFHAGVTDNGRPFIVMPYHAQGSLDERIRRHGPLPLDEALRLGVKIAGALETAHRLG
111023893       VVNVLQVGVTDNGRPFIVTPYLAQGSLDARIHRDGTLPLEEVLRFGVKLAGALGTAHRQG
111026298       VVNVLQVGVTENDRPYIVMPFYAHDSLDAWIRRRGPLTLEDMLRVGVKIAGALEAAHGLG
111026453       IMSVLEVGATDSGRPYLVMPFHSQDSLDIRIRRHGPLTVEEVLRLGVKTAGGLETAHRAG
111022297       IVNVLQVGVTDSGQPFIVMPYHPQGSLDERIRRHGPLGVDEVLELGVKLAGALEAAHGEG
111026426       IVSALQVGVTEGGRPFIVMPYHEQGSLDDRIRRHGPLPLEEVLRLGVRLAGALETAHRLG
111019396       IVNIMQVGTTDTGRPYIVMQYHPHDSLDAQIRRRGPIPWSDALRVGVKLAGALETAHRVG
111027133       IVPVLQVGITDAGRPFIVMPYHSRDSFDAEVRRHGPLPWPDVLAIGVKLAGALETAHRLG
111022800       VVDILQSGVTRSGRPYIVMPYHSRNSLDAWIRREGPLPWSETLRVGVKLAGALETAHRLG
54022251        IVDILQVDVTASGLPFIVMPYCTHGSLEQLIHEQGPLGWADTLRVGVKLAGAIESAHRAQ
120402091       IVNILQVGMTEQDRPFIVMPYHARGSLADQVRREGRIPWPDALRIGVKLCGALETAHRTG
126437293       IVNILQVGVTDGNRPFIVMPYHARGSLAQRVRREGRIAWPEALRIGVKLCGALETAHRTG
111017305       IVNILQVGVTDAGRPYIVMHYHPRDSLAVQIRREGPLPWPEAISIGVKLAGALETAHRTG
                ::  :. .       ::*  :  :.*:   :   * :     : .**: .*.: :**   

111024860       ILHRDIKPGNVLLTSYGEPQLSDFGIARIAGGFETDTGTITGSPAFTAPEVLSGDPPTLA
111025675       VLHRDIKPGNILLTEYGEPQLTDFGIARITGGEETTRGLVAGSPAYTAPELLSGSDASVV
3261694         TLHRDVKPGNILLTDYGEPQLTDFGIARIAGGFETATGVIAGSPAFTAPEVLEGASPTPA
111017776       ILHRDIKPANILLTDYGEPELTDFGIAHISGGFETATGAVTGSPAYTAPEVLGGEPPSPA
111020008       ILHRDVKPANILLTDYGEPELADFGIAHISGGFETATGAVTGSPAYTAPEVLGGEPPSPA
111025634       ILHRDVKPANILLTEYGEPELTDFGIAHISGGFETVTGAVTGSPAYTAPEVLRGDPPSPA
111019707       VLHRDLKPGNILLTDYGEPALTDFGIAHIVGGFETATGTVTGSPAFTAPEVLSGEPPTEA



111020362       ILHRDVKPGNILLTDYGEPALSDFGIARIAGGFETTAGVVTGSPAFTAPEVVTGEPPSAA
111026885       ILHRDVKPGNIMLTDYGEPALTDFGIAHIAGGFETTAGVVTGSPAFTAPEVVTGEPPSAA
111020359       ILHRDVKPGNILFTDYGEPALTDFGIAHIAGGFETTAGVVTGSPAFTAPEVVAGEPPSAA
111023893       ILHRDVKPGNILLTDYGEPALTDFGIAHIAGGFETTTAVVTGSPAFTAPEILAGESASAA
111026298       ILHRDVKPANILLTDYGEPALTDFGIAHISGGFETTAGVVTGSPAFTAPEVIAGGAPSPA
111026453       IVHRDVKPANILLSDFGEPVLADFGIAHVVDAFKTTTGTVTGSPAFTAPEVLSGDSPTPA
111022297       IVHRDVKPANILLTDYGEPALTDFGIAHISGGFETATGIVTGSPAFTAPEVLGGAAPSPA
111026426       IVHRDVKPANILRTDYGEPALTDFGIARIAGAFESATGVITGSPAFIAPEVLSGQAPSPA
111019396       ILHRDVKPGNILLTEYGEPQLTDFGIARMSGAFETTAGTVTGSPAFTAPEVLSGRTPTAA
111027133       ILHRDVKPANILITDYGEPQLTDFGIARVGGAFQTTTGTIAGSPAFTAPEVLDGAPSTAA
111022800       TLHRDVKPANILLTGYGEPQLTDFGIARVTGGFETTSSMITGSPAFTAPEVLRGDAPSAA
54022251        ILHRDVKPGNVLLSSYGEPQLTDFGIARIPGGFRTSSSMITGSPAFTAPEVLKGEEPTVR
120402091       TLHRDIKPANVLVNDYGDPQLSDFGTARIVGGYKTVTGFFTGTLSYTAPEVLTGKPPTVE
126437293       TLHRDIKPANVLVNDYGEPQLSDFGTARIVGGYKTVTGFFTGTLSYTAPEVLSGTPPTVA
111017305       TLHRDIKPANILLTAYGEPQLTDFGIAHIAGGYETATGGFTGSLAFTAPEVLNGESPTAR
                 :***:**.*:: . :*:* *:*** *:: .. .:  . .:*: :: ***:: *  .:  

111024860       SDVYGLGATLFCLLTGHAAFERRSGEQIVAQFLRIAAESAPRLPAAGIPADVRA
111025675       TDVYGLGATLFTALAGRPAFARRRGEQVFAQLLRIGTEPLPDLRDIGVPEAVCT
3261694         SDVYSLGATLFCALTGHAAYERRSGERVIAQFLRITSQPIPDLRKQGLPADVAA
111017776       ADVYGLGATLFSTLTGHAAFERRSGEQVVAQFLRITTQPVPDLREHGIPDDVSA
111020008       ADVYGLGATLFSAFTGHAAFERRSGEQVVAQFLRITTQEVPDLRERGLPDDVSA
111025634       ADIYGLGATLFSALTGHAAFERRSGEQVVAQFLRITTQEVPDLREQGIPEDVSG
111019707       SDIYGLGATVFCAVTGHAAFERHSGEHVVAQFLRITTQPVPDLREHGVPDDVSE
111020362       ADVYGLGATLFAAMTGHAAFERRSGEQVVAQFLRIAAEPGPDPRKHGIPEDVST
111026885       ADVYGLGATLFAAMTGHAAFERRSGEQVVAQFLRITAEPVPDPRKHGIPEDVSM
111020359       ADVYGLGATLFAAITGHAAFERRSGEQVVAQFLRITSEPVPNPREHGISEGVSA
111023893       ADVYALGATLFAAITGHAAFERRSGEQLVAQFLRISSAPVPDPREHGVLEDVSA
111026298       ADVYGLGATVFAAATGHAAFERRSGEQLVAQFVRITTAPTPDPREHGIADDVST
111026453       SDVYGLGATLFTALTGHAAFERRSGEQVVAQFLRITTQPVPDLRIHGFADEVSA
111022297       SDIYGLGATLFCAVTGHAAFERRSGEQVVAQFIRITTESAPDLRDQGLADDVAT
111026426       ADIYGLGATLFCAHTGHAVFERRSGEQVLAQFLRLATEPAPGLREQDLPDDVAA
111019396       SDVYSLGATLFSAITGHAAFERHNGEEVIAQFLRITTQPVPDLRTEGFPEDLSA
111027133       SDVYGLGATLFCLLTGHAAFERRAGEGVIAQFVRITTTPTPDLREPRIGPGRRSKWAARP
111022800       SDVYSLGAALFCLLTGHAAFERRSGERLVAQFLRIATQPVPDLRGEDIPDDVCS
54022251        SDVYGLGATLFALLTGHAAFERQAGEKVVAQFLRITTQPVPDLREQDIPAPVAE
120402091       ADVYSLGATLYAMIAGKAAHERNTDEELIAHYLRITSQPVPDLRHLGIPSDVCS
126437293       ADVYSLGATIYALIAGNPPHERKADEDLIAHYLRITSTPVPDLRPEGIPVDVCA
111017305       SDVYGLGATIFSLIAGRAAFERKTGEELVAQFVRISSQPVPDLRAQGIPDGVCA
                :*:*.***:::   :*.. . *. .* :.*: :*: :   *      .            

111024860       AVESAMARDPGRRPGTAAEFGHQL
111025675       VIESAMARDPAERPATAADLGGALRRAGEHI
3261694         AIERAMARHPADRPATAADVGEEL
111017776       AIAHAMSREPDQRPATAADFGEEL
111020008       VIAHAMSREPGQRPATAADFGEQL
111025634       TIARAMSREPGQRPASAADFGEEL
111019707       IVDRAMAADPRQRPATAADFGDEL
111020362       IIERAMSGTSEGRPSATELGQQL
111026885       IIEHAMSGTPASRQSATELGQQL
111020359       VIERAMSAEAGARPSAVELGRQL
111023893       IIEHAMSGDPGRRPSAAELGELL
111026298       VIEAAMANDPAGRPSVEKLGQQL
111026453       AIEYAMSRTAADRPSAAAFGERLQQIQAHL
111022297       VIEQAMAGRPEDRQPSAAVLGERL
111026426       AIERAMARAPQDRQASAAVLGEEL
111019396       VIQRAMSGKPEDRPASAAAFGDELR
111027133       ELPSPTRSPTGQITPPTDTNAPHL
111022800       AIERAMSEEPTDRPASAAEFGQEL
54022251        AIERAMSPDPQQRPESAFEFGEML
120402091       AIEKAMSLESAARFDSAAEFGRAL
126437293       AIEKAMSREPADRYASAEEFGLELQL
111017305       VIERAMATNPAARPGSAEEFGHEL
                 :  .    .     ..   .  *       



                        
Cluster No. 15 multiple sequence alignment 

CLUSTAL 2.0.10 multiple sequence alignment

17131350        YQIRQMLGGGGFGKTYIALDTQRPGQPKCVVKHFQPVTHNPEFMETARRLFTSEAETLE
17133950        YQVIRVLAIGGFGQTYIAQDTRRPGNPTCVVKHLKPATSDPRVFETAKRLFNSEAETLE
17130959        YSISSVLGAGGFGRTYLAQDTQRPGNPTCVVKKLMPARKDTKFLQVARRLFITEAEILE
22298748        YKIQKVLGSGGFGRTYLAQDTQRPGNPLCVVKHLRPGRTDERFMQVARRLFNTEAEILE
113475717       YKIIKPIGKGGFGVTFLAKDISLPGAPICVIKELRPSSTKASELEMARKLFQREAETLG
17129783        FRVVRVLSDEGGFGRTYLSEDKDKLNEPCVIKQLAPKFQGTWSQKKAVELFAEEAKRLQ
17132214        YRIIKVLSDEGGFGRTYLSEDIDKLNELCVVKQFAPKVQEHSAMKKAVELFKQEAQRLQ
17133805        YRIVQILGQGGFGRTYLAEDQRRFNELCAIKELIPTATGTVAWEKAQELFHREAAILY
                : :   :.  **** *::: *        *.:*.: *        : * .**  **  * 

17131350        RLGHHDQIPRLLAYFEEHQEFFLVQEFIDGHSLKAEMPPNQPWTEKKVIILLQQAL
17133950        NLGHHDQIPRLLAYFDENQEFYLVQEFIDGHTLTEELIPGNRWSEGQVTHLLQEIL
17130959        SLGQHQQIPALLAYFEVNEEFYLVEQYIAGHTLHEELPPVAGLQSEAFVVEMLKGVL
22298748        KLGRHDQIPLLLAYVEENREFYLVQEFIDGVSLSEELKRKHTEAEAIQLLREIL
113475717       KIGHHPQVPRLLDYFEWKKRFHLVQEYVSGLTLKQEVKKQGIFTEEQGKKFLIEVL
17129783        ELGEHPQIPTLMAYFEQDNCLYLVQQFINGQNLLKELQQRKNYRPGEIQAILLDLL
17132214        HLGEHHQIPTLLAYFEQDNYLFLVQQFINGNNLLQELRQGVVYNESTIVEFLLDLL
17133805        QIENPQVPKFREKFEQDQRLFLVQDYVAGKTYWDILKERQAIGQAFTELEVLQLIRSLL
                 : .: *:* :   .: .. :.**:::: * .    :                 ::   *

17131350        DILQFIHLHKVIHRDIKPENILRRLHDGKLVLIDFGAVKEVQTQISAISGQTEMTVA
17133950        CILEFVHHQGVIHRDIKPDNIIRRTADNKLVLVDFGAVKQLRTQLVTVGGQSSATVA
17130959        EVLAFVHEHRVIHRDVKPTNIIRSAEDNRLVLIDFGAVKLMQPPTDQTTELATVA
22298748        EVLNFVHSHYVIHRDIKPDNIIRRASDRKLVLIDFGAVKQIQPQEAERTQGSTVV
113475717       SVIDYIHTQGVIHRDIKPTNIIRRSEDGHLVLIDFGAVKDHVNQTYISGGTGETAFTNIS
17129783        PVLKFIHDRGVIHRDIKPENIIRCRTDGRLNLIDFGSSKQLTAKVQNFGTS
17132214        PVLKYIHERGVIHRDIKPQNIIRRQSDGGLVLIDFGAAKQLKATMQTQLGTT
17133805        PVLEHLHGRGIIHRDISPDNIILRDSDSKPVLIDFGVVKELATRLQSPEMTTPVTS
                 :: .:* : :****:.* **:    *    *:***  *                     

17131350        IGTPGYMSLEQFRGKPRLNSDIYSLGIVCIQALTGVHPRELAEDPVSGEVLWQNSAE
17133950        IGTPGYMPTEQGQGKPRPNSDIYALGIIAIQALTGILPTQLQEDPQTGELIWRHLVN
17130959        IGTRGYAPPEQFAGHPRLASDIYAVGMMGIQALTGIPPQELPPDPETGNVMWRSHAT
22298748        IGTMGYAPPEQLSGQPTLSSDIYAVGMIVLQALTGIKPRDLPRDPRTGEVDWQQCVT
113475717       IGTSGFSPPEQVLLRPVYASDIYALGVTTIFLLTGKTPNNLGYNQVNGEILWHSQVN
17129783        IGSHGYSPLEQIRDGKAYAASDLFALGATCFHLITSVSPFQLWMEHGYSWVSNWRQYLHS
17132214        IGSLGYTPIEQMQYGKAYPASDLFSLGATCFHLLTGINPSNLFVEQGYSWVESWQQYWNT
17133805        VGKLGYSPSEQMQTGRAYPSSDLYALAVTAIVLLTGKEASELFDENQLSWTWQRWVR
                :*. *: . **    :.   **::::.   :  :*.  . :*   .  .    *:     

17131350        VSPVLASVLSKMVINNFKLRYQSATEVLEAL
17133950        VSDRLAVVLNKMVRYHFKDRYQTASEALQAL
17130959        VSEELALILDKMVRYHFSDRYQSATTVLQDL
22298748        VSEGLAVVLNKMVKFNFSDRYPSAKEALQD
113475717       VSDMFREILKKMLEVSVEDRFQSAEELLAAL
17129783        PLTPELDFVLDKLLQKDLKHRYTSADEVIKDI
17132214        SNSDRNEGEYLVKVLNKLLETDIQRRYQSADEVMNDL
17133805        VNPVFAQIINRMLSHAPGDRFQTAAEVSQAL
                  .       :  ::.:::      *: :*       

                        



Cluster No. 16 multiple sequence alignment 

CLUSTAL 2.0.10 multiple sequence alignment

27359109        FDELGRIGDEGRNSVVLKVRDVCLDAIMAVKKIKKGSRALPNPAEYFNEARILYANPHPY
90022722        FHIRHEIGLEGKNSTVFTATDLQLNAEIVVKKMLKSDFSDVNEYFKEASLLHLSSHPN
12514297        ISDLEEQGCFSKVYLAHDRHLAHDLVIKEIEKKENTNHDDYFNEARLLYKHAHPN
15800944        ISDLEEQGCFSKVYLAHDRHLAHDLVIKEIEKKENTNHDDYFNEARLLYKHAHPN
                      :  :*  * *  . *  *   :.:*:: *     .:  :**:** :*:  .** 

27359109        VVQVNYACEDSSHVYIAMPLYKNGSLSKYMSERYLTLGEIVRFSCQFLSGLHNIHSNQLI
90022722        VVPIYYACQDDDHIFLAMPYFELGSLKKRIRESPISVREIIIWSTQVLSGLHNIHSKRLI
12514297        IVQVQYAAQCESNIYIAMPFYHNGSLNQLMKKNNLTSREIIRYSIQFLSGLYHIHSKGLM
15800944        IVQVQYAAQCESNIYIAMPFYHNGSLNQLMKKNNLTSREIIRYSIQFLSGLYHIHSKGLM
                :* : **.: ..::::*** :. ***.: : :  ::  **: :* *.****::***: *:

27359109        HFDIKPDNILLSDRNEAMLSDFGLAKFSDEDGFATPNQLYGTHMPPEAFEGGEYTNLL
90022722        HFDVKPDNILFSKRGEALLSDFGLTKQTTFSGVAGQDRIYGNMVPPEAFSTQNFNNQF
12514297        HFDIKPNNIMISNRNEAMLSDFGLSQLVNEESRAAPEFGYHFHVPPEYFSLSTNDYNFTY
15800944        HFDIKPNNIMISNRNEAMLSDFGLSQLVNEESRAAPEFGYHFHVPPEYFSLSTNDYNFTY
                ***:**:**::*.*.**:******::    .. *  :  *   :*** *.    ::.   

27359109        DIYQAGLTMYRMCVGSDEFKRQVDTFREPDGTLGHTFIQAVQAGDFPARNAFPAHIHSKV
90022722        DIYQFGLTLHRMCVGDDIFYAEYATFIEGGDLNRHRFRHAVVNGQFPNKNDYPEHIPQAL
12514297        DIYQAGLTIYRMCVGHDNFERERSAFSTIEQLRESIINGCYPLKEYPPHIHKKL
15800944        DIYQAGLTIYRMCVGHDNFERERSAFSTIEQLRESIINGCYPLKEYPPHIHKKL
                **** ***::***** * *  :  :*        . : .::  * :* :  :* ** . :

27359109        KNVITKCMSPDPDDRYMSAIEVVNDL
90022722        INTIKKCLATDLKERYVSAVDVVNDL
12514297        ITIVNKCIHVDPNERYQSVLDVLNDL
15800944        ITIVNKCIHVDPNERYQSVLDVLNDL
                 . :.**:  * .:** *.::*:***

                       



 Cluster No. 17 multiple sequence alignment 

CLUSTAL 2.0.10 multiple sequence alignment

1552569         YELGEILGFGGMSEVHLARDLRLHRDVAVKVLRADLARDPSFYLRFRREAQNAAAL
31791191        YELGEILGFGGMSEVHLARDLRLHRDVAVKVLRADLARDPSFYLRFRREAQNAAAL
13879058        YELGEILGFGGMSEVHLARDLRLHRDVAVKVLRADLARDPSFYLRFRREAQNAAAL
13092426        YELGDILGFGGMSEVHLARDIRLHRDVAVKVLRADLARDPSFYLRFRREAQNAAAL
41406114        YELGEILGFGGMSEVHLARDVRLHRDVAVKVLRADLARDPSFYLRFRREAQNAAAL
120401051       YEVGEILGFGGMSEVHLARDLRLHRDVAIKVLRADLARDPSFYLRFRREAQNAAAL
145221406       YEVGEILGFGGMSEVHLARDLRLHRDVAIKVLRADLARDPSFYLRFRREAQNAAAL
126432628       YELGEILGFGGMSEVHLARDNRLHRDVAIKVLRADLARDPSFYLRFRREAQNAAAL
54022044        YELGEIIGFGGMSEVHKARDLRLSRDVAIKVLRADLARDPTFYLRFKREAQNAAAL
134096662       YEIGDTLGYGGMSEVHRGRDIRLGRDVAVKVLRADLARDPTFQLRFRREAQNAAAL
119900197       YEILGVLGKGGMGTVYKAHDPVIDRTVALKTIRRELLDGGSGESMVERFRNEARAAGRL
108757164       FRLVRRLGRGGMGAVYLGEHVSIGSRVAVKVLHAHLTMYPELVQRFHAEARAVNLI
83644775        YEIVRELGRGAMGVVYLGRDPKISRQVAVKTLNYRQFDSHRLTDLKARFFREAEAAGRL
90020763        YEIRSALGKGAMGQVYLGFDPRIARQVAIKTLNYNQFDAAALPDIKQRFFREAEAAGRL
71282323        YQVEGVLGKGAMGIVYQGVDPKINRHVAIKTLQLSDDIDSPEFGEAKARFFREAQTAGGL
119897189       HTLHGELGRGAISVIYRGYDPDIGRMLAIKTLRREYAEREDYRERFLAEARVAGTL
71906564        YRVVRELGKGATATVYLCDDPDSDRQVAVKVIRFGQDSAAMSRRMRKLFQNEGMVSKRL
                . :   :* *. . ::   .      :*:*.:.                *  *.     :

1552569         NHPAIVAVYDTGEAETPAGPLPYIVMEYVDGVTLRDIVHTEGPMTPKRAIEVIADACQAL
31791191        NHPAIVAVYDTGEAETPAGPLPYIVMEYVDGVTLRDIVHTEGPMTPKRAIEVIADACQAL
13879058        NHPAIVAVYDTGEAETPAGPLPYIVMEYVDGVTLRDIVHTEGPMTPKRAIEVIADACQAL
13092426        NHPSIVAVYDTGEAETSAGPLPYIVMEYVDGATLRDIVHTDGPMPPQQAIEIVADACQAL
41406114        NHPSIVAVYDTGEAETPSGPLPYIVMEYVDGVTLRDIVHTDGPLPPRRAIEIIADACQAL
120401051       NHPAIVAVYDTGEAETPTGPLPYIVMEYVDGVTLRDIVHNDGPMAPQRAIEVIADACQAL
145221406       NHPAIVAVYDTGEAETPTGPLPYIVMEYVDGVTLRDIVHSDGPMPPQRAIEVIADACQAL
126432628       NHPAIVAVYDTGEAETPAGPLPYIVMEYVDGVTLRDIVHSEGPMPPKRALEVIADACQAL
54022044        NHPAIVAVYDTGEAEIDGGPLPYIVMEYVDGETLRDIVRGKGPLPPRRAMEIIADVCAAL
134096662       NHPAIVAVYDTGETDSENGPLPYIVMEYVDGRTLRDIVKSEGPLAPRRAMEVMADASAAL
119900197       NHPGIVAIYDFGEDADVAYIAMEYVDGCGLGQFMKQDARMPVGDVVSIMVQLLEAL
108757164       GHENIVSIFDMDATPPRPYLIMEFLDGAPLSAWVGTPLAAGAVVSVLSQVCDAL
83644775        DHPNIVTVYDVGEEADLAFIAMDYIQGKSLNVYAKPGRLLSVEVVYMLMAKVADAL
90020763        NHPNIVAVYDLGEEPDLAFIAMDYVDGSPLSAFVNADNLLPVFEVYRVIHDVAVAL
71282323        SHANIVTIYDVGEDNHLGYIAMDLLTGAPLSLFTQADKILPTPLVYQLLIQITDAL
119897189       SHPGIVTIFDVGVSDGEPFIAMELLQGPTLAAFVEQRGRLPVRTVIRIAIQIADAL
71906564        NHPNIVRVYEAVVEEDFAYLAMEYVEGFSLEEHIRIDKLLPMHRVIGIIFKCCMAL
                .*  ** :::            :: *: : *  *         :.   .  :  .   **

1552569         NFSHQNGIIHRDVKPANIMISATNAVKVMDFGIARAIADSGNSVTQTAAVIGTAQY
31791191        NFSHQNGIIHRDVKPANIMISATNAVKVMDFGIARAIADSGNSVTQTAAVIGTAQY
13879058        NFSHQNGIIHRDVKPANIMISATNAVKVMDFGIARAIADSGNSVTQTAAVIGTAQY
13092426        NFSHQNGIIHRDVKPANIMISATNAVKVMDFGIARAIADSTSVTQTAAVIGTAQY
41406114        NFSHQNGIIHRDVKPANIMISTTNAVKVMDFGIARAIADSGNSVTQTAAVIGTAQY
120401051       NFSHQHGIIHRDVKPANIMISKTGAVKVMDFGIARALADAGNPVTQTAAVIGTAQY
145221406       NFSHQHGIIHRDVKPANIMISKTGAVKVMDFGIARALADAGNPVTQTAAVIGTAQY
126432628       NFSHQHGIIHRDVKPANIMISKTGAVKVMDFGIARALADSSSVTQTAAVIGTAQY
54022044        DFSHKHGIVHRDMKPANIMINRSGAVKVMDFGIARALADSSNPMTQTAAVIGTAQY
134096662       DFSHRHHIIHRDVKPANIMITRSGAVKVMDFGIARALTDGQAAVTQTAAVIGTAQY
119900197       EYVHLRGVIHRDIKAANLLITAAGKLKITDFGIARIDTANLTQVGAIVGTPTA
108757164       QAAHARGIVHRDLKPDNIFLVRRKRNAPFVKVLDFGIAKLADAHMPQTHAGIIVGTPEY
83644775        EYAHQKNIVHRDIKPANIIFNPDNQQVKVTDFGIARISDKSKTRTGQMLGSPLY
90020763        EYAHQHQIVHRDIKPGNIMYRPVPYHLKVADFGIARLTDNSQTTTGEILGSPLY
71282323        EYAHNQNVVHRDIKPANIIYDDDLLKVTVTDFGIAYVSDNSNTRTGIIMGSPYY
119897189       DYAHRQAVVHQDIKPDNIAVTSLNGNVKVMDFGIARLRSGSAASRGTAHVIAGTPDY
71906564        DAAYRQGIIHRDIKPANIMVAANDEAKIADFGLALNMNKDMDRDSTFIMGVGSPAY



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

1552569         LSPEQARGDSVDARSDVYSLGCVLYEVLTGEPPFTGDSPVSVAYQHVREDPIPPSARHEG
31791191        LSPEQARGDSVDARSDVYSLGCVLYEVLTGEPPFTGDSPVSVAYQHVREDPIPPSARHEG
13879058        LSPEQARGDSVDARSDVYSLGCVLYEVLTGEPPFTGDSPVSVAYQHVREDPIPPSARHEG
13092426        LSPEQARGDSVDARSDVYSLGCVLYEILTGEPPFIGDSPVSVAYQHVREDPIPPSQRHEG
41406114        LSPEQARGDAVDARSDVYSLGCVLYEILTGEPPFTGDSPVAVAYQHVREDPVPPSQRHEG
120401051       LSPEQARGVKVDARSDVYSLGCVLYEVLTGEPPFVGDSPVAVAYQHVREDPVPPSQRHAG
145221406       LSPEQARGVKVDARSDVYSLGCVLYEMLTGEPPFVGDSPVAVAYQHVREDPVPPSQRHTG
126432628       LSPEQARGEKVDARSDVYSLGCVLYEILTGEPPFVGDSPVAVAYQHVREDPVPPSQRHEG
54022044        LSPEQARGETVDARSDVYSVGCVLFEILTGEPPFTGDSPVAVAYQHVREDPRLPSHVHHG
134096662       LSPEQARGESVDARSDVYASGCVLFELLTGEPPFTGDSPVAVAYQHVREDPRKPSDVNQQ
119900197       MAPEQFLGLGIDHRADLFASGVVFYELLTGRRPFSGPIEAMAYQVCNVVQAPPSAQVAG
108757164       MAPEQSLGRGVDGRADLYALGVIAYQLLTGRLPFNDEGLAAQLVAHQLRPPPPPSSVYPA
83644775        MSPEQLKGGKVNGVSDIFSLGVTFYQLLTGEPPFNADSLPELTQQILNKKHRSVRELRPE
90020763        MAPEQLKGKKVDYAADLFSLGVTFYQLLSGELPFKGDNLASLTYEIIHGKHKSVRQVRKD
71282323        MSPEQILGLKVDGRSDIFSLGVTFYQLLCGHLPFEGESIATVAYQITKAKAIAVNQRNTN
119897189       MSPEQIRGKGIDGRSDLYSLGVVLYWLLAGHTPFHGDEVNELLRRILNDAAPPCRPLDPD
71906564        MSPEQIKGYPLNQKTDLYSLGVLLFQLLTGRLPFRANNQATLIYRIINTDAPAVTALNPN
                ::***  *  ::  :*::: *   : :* *. **                          

1552569         LSADLDAVVLKALAKNPENRYQTAAEMRADL
31791191        LSADLDAVVLKALAKNPENRYQTAAEMRADL
13879058        LSADLDAVVLKALAKNPENRYQTAAEMRADL
13092426        ISVDLDAVVLKALAKNPENRYQTAAEMRADL
41406114        ISADLDAVVLKALAKNPDNRYQTAVEMRADL
120401051       ISPELDAVVLKALAKNPDNRYQTAAEMRTDL
145221406       ISPELDAVVLKALAKNPDNRYQTAAEMRSDL
126432628       VSRDLDAVVLKALAKNPDNRYQTAAELRSDL
54022044        VPRELDSVVLKAMSKNPANRYQTAAEMRADL
134096662       VPASLDAVVLKALSKNPANRYQSAAEMRADL
119900197       LAPAFDAIAAKALAKRADDRYADAACFRL
108757164       VSAALEHVILRALAKKPEDRYASIAAFRNAL
83644775        LPASAVRITNKALQKDPAKRYANAGEMAEQL
90020763        LPTSAARITNQALQKDASDRYSSAADMAAALNKAI
71282323        LPTSAMRICSKAMHKDIDKRFQSMSEF
119897189       TPDALLDVVRTLLAKDPAERYQSGAELIDDL
71906564        LPEGLNAVLRRALEKDLYSRYRNGAEFAKDL
                 .     :    : *   .*:     :        

                        



Cluster No. 18 multiple sequence alignment 

CLUSTAL 2.0.10 multiple sequence alignment

6457717         YEVLERVGIGGMGSVYRAKRRQDGRVVALKVPQEKYLADAKFVKRFYREAEVLKRFT
94984835        YEVQERIGVGGMGSVYRARRKVDGRMVALKVPQEKYLADAKFVKRFYREAEVLKRFN
111020683       YELGEILGFGGMSEVHLARDVRLSRDVAIKVLRADLARDPTFYLRFRREAQNAAALN
29831967        YRLVESIGQGGMGRVWRATDEMLDRQVAVKEMRIDGLDAEDTRTRRERTLREARATARIS
                *.: * :* ***. *  *     .* **:*  : .    : .   *    ***.    :.

6457717         HPNIVRVYDYRMQAPEHYIAMEYLDGDSLEDLLERQPFTFSESVQMLRAMSDALR
94984835        HPNIVRVYDYRMEEGEHYIAMEFLDGESLETLLEDRRLSFEESTQVLRALADALR
111020683       HPAIVAVYDTGEAETEAGPLPYIVMEYVDGDTLRDIVRSEGPMAPRRAMEVISDVCAALD
29831967        HPNVVRVYDVVDESDRLWIVMELVDGRSLERIVVEDGPLGPGETARIGRELVAALR
                ** :* ***      .     :*.** :** :*. ::     :   .: .:   :  ** 

6457717         HIHMQNVVHRDIKPANVMVLRGAFENGKLREGGIKLMDFGIAVGKVLTRLTMPGARVG
94984835        HIHLHNVVHRDIKPANVMILKGAFVDGRLREGGVKLMDFGIAVGKVLTRLTMTGARVG
111020683       FSHRNGIVHRDVKPANVMINRAGAVKVMDFGIARAISDASSPMTQTAAVIG
29831967        QVHAGGVLHRDIKPGNVLVENLGHRVVLTDFGIAAIQDAKALTMVGMLVG
                  *  .::***:**.**::              : : *****    .  . :*  .  :*

6457717         TPIYMAPEQAKGNRVDARSDVYSLGLLAYEMVTGVTAFRGSYEAVVHQQVFEQPKPPKQ
94984835        TPIYMAPEQAKGQRVDTRSDVYSLGLLAYEMVTGQTAFKGSYEAVIHQQVFETPKPPKQ
111020683       TAQYLSPEQARGEQVDARSDVYSLGCVLFEILTGEPPFKGDSPVAVAYQHVREDPQTPSA
29831967        SPDYMAPERVSGRPQGPPSDVWSLGATLCAALGGHSPFSRSTTLATLHAVLYEEPELPTE
                :. *::**:. *.  .. ***:***      : * ..*   :  *. :  : * *: *. 

6457717         VNLEVPGKLSDLILHMIEKDPALRPTLDEVIARI
94984835        VRLEVPGRLSDLILHMIEKDPDARPTLDDVIARL
111020683       VNPDIPRELDSVILKAMSKNPANRYQTAADMRSDL
29831967        AGGLRQILAALLEKEPSVRPGLEEVAAAL
                .       * .::   :.*:*  *     :: : :

                        



Cluster No. 19 multiple sequence alignment 

CLUSTAL 2.0.10 multiple sequence alignment

113475397       YWIKSIIGEGNFCRTFLAVDELKPSKPFCVIKQFLSQAQGSENVEKAAELFAEEGE
113475398       YWIKSLIREGNFCRTFLAVDEFQKSQPLCVIKQFILPYQKNEFAQEAE
113475316       YRPLNLIGQGGFGRTFLATDEDKPSKPYCVIKQFFPASQGTNNINKAAQLFEKEAT
113477755       YRPLKIIGEGGFGRTFQAVDEDKPSKPFCVIKQFFPQAQGTKNLEKAAKLFAQEAE
17134417        YRAIKPIGQGGFGRTFLAVDEDKPSKPRCVIKQFYPQAQGTNTVQKAVELFTQEAV
113473984       YQVIKPLGESVWNHTFLAIDHDKPSKPPCIIKEFVNLDDIKDLVFQSQEVIPTFFSCDPV
                *   . : :. : :** * *. : *:* *:**:*    : ..            *  :  

113475397       KLKLLGKHPQIPELYTYFTVDSRQYLVQEFIQGKTLEQELDNYGVFNESQIREFLIDLLS
113475398       KLKLLGRHPQIPKTYTYFTVDSRQYLVQEFIQGKTLKQELNNYGVFNEAQIRELLIDLLS
113475316       RLDQLGKHSQIPELMAHFTQDGRQYLVQEFIAGQNLAEALKIENSYNEDQIRGLLKNLLP
113477755       RLDGLGRHSQIPELLAYFTQNNRQYLVQEFIDGQNLKQELEESGAFSENQILELLKSLLP
17134417        QLDELGKHPQIPELLAYFTQDDRQYLVQEFIDGLNLAQELAHKGVFQETHIIQLLNDLLP
113473984       QLDKIGKHPHIPELLASIEHDGHHYLVQEYIEGSNLATELIEYGVFSESKIWQILNQLLL
                :*. :*:*.:**:  : :  :.::*****:* * .*   *   . :.* :*  :* .** 

113475397       LLEFVHSYDVIHQDIKPENIIRRETDKKLVLVDFRISKIIPKFQRFNVTGTVLNSA
113475398       LLQFVHSYDVIHQDIKPENIIRRETDKKLVLVDFGVSNIIPKVQRNTVTLTITGSA
113475316       VLQFIHSHNVIHRDIKPENIIRRQNSDRELVLVDFGAAKYALGTALLKTGTTIGTP
113477755       VLEFIHSQQIIHRDIKPENIIRRRKDNQLVLVDCGAAKYATMTALGRTGTVIGSA
17134417        VLQFCHNRQVIHRDIKPENIILRNSDNKLVVVDFGASKSATNTALNHTGTSIGSP
113473984       VLELIHDHHLIHGDIKPENIICRRKQGTNTQEFVLVDFGVTISATGDLFSIGSINGSA
                :*:: *. .:** ******** *..     .::*:**   :             :  .:.

113475397       EYSPPEQSVGKLKLASDLYSLGLVCLYLLTQMTPFDIYDVIEMEWVWRDFLNKTFISDNL
113475398       EYSASEKSIGKSHLASDLYSLGVVCLHLLTNIRPLNLYDVMEMEWVWRDSLNGNFVSDKL
113475316       EYTAPEQNRGKAVFASDLYSLGVTCLHLLTKISPFELFDVGEGTWVWRRYLQNNSISEKL
113477755       GYVAPEQSVGKASFVSDIYSLGVTCIHLLTQIEPFDLFDVSENDWVWRDYLQSNVSNEC
17134417        EYVAPEQMRGRAIFASDIYSLGVTCINLLTGRSPFDSYDTNNDTWIWQQYLKPPVSNHL
113473984       EYAAPEQTQGKVYPNSDIYSLGVTCLHLLTMVSPFELFDIKAEKWVWQDYLKHPISRHL
                 * ..*:  *:    **:****:.*: ***   *:: :*     *:*:  *:   :* . 

113475397       GKVLDGLVELKLRKRYQNVQSVLDDL
113475398       GKVLDGLVEPKLRKRYQNVQSV
113475316       GDILDKLVENAVNRRYQSADEVMENL
113477755       GEILDKMIVGATKKRFQNVGEILSVI
17134417        HKIINKMTASVPARRYQNVEEVLKDL
113473984       GRILDKMIQRDHRQRYQSAAEVIKDI
                  ::: :      :*:*.. .:    

                        



Cluster No. 20 multiple sequence alignment 

CLUSTAL 2.0.10 multiple sequence alignment

6460339         YELLALLGEGGSAQVYRAQDGLLGREVALKVMHDYLPESDRSRFLREVRTLARLTHPG
94985497        YVLLALLGEGGSAKVYRARDNRLDRDVAVKVLHPHLPEGDRARFLREVRILARLTHPG
108762507       YVLEDLAGRGGMGAVYRARDTLVGDVVALKLLELGASPAPEWLERFRREVRLARRITHRH
83815929        YRLDAVIGRGGMGTVYRATDQALEKTVALKVIAPHLADDDTFVRRFREEAKALARLDADG
                * *  : *.** . **** *  :   **:*::            ** .*.:   *:    

6460339         VVPVLDLGQEPEAGRPFFTMPLLTGGPITRLGPLEDAPGPLARFLTAAAFASRAL
94985497        VVSVLDLGETRQANGTARAFFTMPLLTGGPITALGPLEDAPGALAHFLTAAAFAARAL
108762507       VARTFDLGEHSGRLYLTMEYVEGESLQTLMDREHTVPPARAARLVLALCEGL
83815929        IVDVYTLRETEEALFFVMEHVEGPSLETVLRRRGQLEPPQALSLLRQVLTAV
                :. .  * :           ::.*  : * .:  :   .     . *  *      .  :

6460339         HHVHSHGIVHRDLTPGNVLLDDTGLPRIMDFGLVALSEQTRHLTRSGVTLGTPAYMAPEQ
94985497        GYIHAQGIVHRDLTPGNILLDDAGMPRIMDFGLVALSEQSRQLTRSGVTLGTPAYMAPEQ
108762507       AAAHAAGVVHRDLKPANVLVEARGRVVLTDFGIARALAGEGASRTQGLVGTPMYMAPEQ
83815929        GHAHASGVLHRDLKPSNILIDADGQAVITDFGLAKILASDADLTATHDQLGTVAYMSPEQ
                   *: *::****.*.*:*::  *   : ***           : :   :**  **:***

6460339         AKGGGVDARSDLYALGAVLYRVACGSPPFVGDSDQSVLYQHVYEPVPDPRDLNPAVPD
94985497        ARGVGVGPRSDLYALGAVLYRVACGSPPFVGDSDQSVLFQHVYEKVPDPRDLNPAVPD
108762507       LESGEVDARADLYATGLVLYQLLTGAPPFAGDSPMAVAVARLRQPPPDPRLLAAVPD
83815929        VKGLQNVDAASDLFAVGLLAYEVLTGRLPFDRSGSDFVVQRAIVDASFPPPSTHAPEVPP
                 ..   *.. :**:* * : *.:  *  **  . *   *    :    * *    . ** 

6460339         AVARVLLWLLAKRADRRPQSGAALAHLWA
94985497        AVARVLLALLAKNPDDRPESGEAVAHLWA
108762507       ALAELVLACLSREPSGRPRDAACVADALRQWL
83815929        AVEQVVLDLLSKDPAARPPDARAALDRL
                *: .::*  *:: .  ** .. .  .      

                       



 Cluster No. 21 multiple sequence alignment 

CLUSTAL 2.0.10 multiple sequence alignment

116624299       YEIVALLGAGGMGEVYKARDTRLNRTVAIKVLSALPVADAERRRRLLQEARAASALKH
116625880       YEILALLGAGGMGEVYKARDSRLDRAVAVKVLPSGKVADSDRKRRFIQEAKAASALND
116626667       YEVVAPLGAGGMGEVYKANDPRLARSVAIKVLPESLARDGDRLRRFEIEAKAAGGLNH
94969246        YEIRAPLGAGGMGEVYRAHDRRLDREVAIKVLPSSVTDDPERLLRFEQEARAAGALNH
116624825       YRISGKLGEGGMGAVYRATDTKLDREVAIKILPDAFAGDTDRMARFTREAKLLASLNH
116626062       YQITAKLGRGGMGQVYAAHDSELGRLVALKLLSGQTGSPGKMGSAERLIREAKAASALNH
119717310       YRIGARIARGGMASVYEATDIRLDRTVAVKVMHPGLGDDDEFAARFVREARSAARLSH
                *.: . :. ***. ** * * .* * **:*::        .     *:  **:  . *..

116624299       PNIITLHDILTEDGRDGLVMEYVEGRSLDERIAGKRLPLREALCYALQIAGALAASHA
116625880       PHIVAIYDISADAGVDFIVMEYVPGKPLDQMIPQKGLRTAETLRYAIQIADALAKAHA
116626667       SNILVVHDIGTENGVPYLVSELLDGESLRARLTLGKIPTTRAVELARQIASGLAAAHA
94969246        PNILAVYQFATDPTGVSYLVTELLDGETLRERLKHGPIPLRKAIEYGVQIANGLAAPHE
116624825       PNIAAIYGVEDRALIMELVEGHDLRGPLPTAIALNYARQIAGALDAAHE
116626062       PNIVTVYDVVRHGSEVALAMELVEGQSMREVCGQPQPVGQVIHWARQIVQALAATHA
119717310       PNVVAVYDQGDDHGTVFLAMELVEGVTLRDVIRKESPMPPARALALIEPVLSALAAAHR
                .:: .::           :  * : *  :              .:     :  .*  .* 

116624299       ANIVHRDLKPGNIMLSGEETGRGMVTVLDFGLAKFTGPESQEERTQAMATGEGR
116625880       AGIIHRDLKPANLMVTVDDQVKVLDFGLAKLIEPSIGAEAATLTACDATEAGA
116626667       RGIVHRDIKPDNLFLTRDGRVKILDFGLAKVTPGEVVTDATRTLHTSAGT
94969246        KGIVHRDLKPENLFITKDGRVKILDFGLAKIGQAQSATVGPTLTRVTEPGL
116624825       KGIVHRDLKPANIRITPDGVVKVLDFGLAKLAEPVSDSADPSNSPTMTSSHTRAGV
116626062       RGIVHRDIKPENVMLRPDGYVKVLDFGLARRTRLLEGAPSASASLFGF
119717310       AGIIHRDVKPENVLIAADGRVKVADFGLARAVSADTQHTATGGV
                 .*:***:** *: :  :      *.: *****:                     :  * 

116624299       IFGTVAYMSPEQAEGRKVDARSDIFSFGVVFYEMLTGRKAFLRTTTTSTRAAILGDDLGP
116625880       ILGTISYMSPEQAEGKSVDARSDIFSFGSVLYEMLTGQKAFQGDSKLSTLSAILREEPKP
116626667       VLGTVSYMSPEQVRGQTVDHRSDIFSFGAVLLEMLTGEKAFAAPTAADTMSAILNSDPAI
94969246        VMGTVGYMSPEQVRGQDVDYRSDIFAFGGILYEMITGKQTFDKPTSPDIMAAILNEDPRP
116624825       IMGTAAYMSPEQARGHKVDKRADIWSLGVVLYEMLAGRKLFGGDTVSDTLADVLKTDPDW
116626062       LGGTLSYMSPEQARGENPTQASDIFSLGSMLYELLCGVHPFQSASPIDTAYAIAHHEPKR
119717310       LIGTVSYLAPELVVDGRADARADVYAAGVVLFELLTGGKPHEGETPIQVAYKHVHEDVPA
                : ** .*::** . .      :*::: * :: *:: * : .   :  .        :   

116624299       APGIPESLQTLLSRCLRKDRDKRAQSMADI
116625880       IAQIAADIPRDLGKIIQRCLRKDPDRRFQHM
116626667       SPEDEAAIPTAHLRTIRHCLEKNADDRFQTCKDL
94969246        ISQVVPSTPPGLQRVVSRCLEKNPEQRFQSSSDL
116624825       SALPPDTPPAIRRLLRRCLERDRKQRLADIADARLEI
116626062       AGSVRPEISAALSSLVAAMMAKDAADRPAAVELEQLL
119717310       PSTLEPGIPAYVDALVARATARDRGLRPADAGVLLHQL
                     .  .      :     ::   *           



                        Cluster No. 22 multiple sequence alignment 

CLUSTAL 2.0.10 multiple sequence alignment

116669855       FTYVSLLGSGGFSDVYLYEQDRPRRKVAVKVLLSDLKTEGARRRFESEANLMAQLSSHPY
119962082       FKYISLLGSGGFSDVYLYEQDRPRRKVAVKVLLSDLKTEGARRRFESEANLMAQLSSHPY
119026328       YTLIKRLGSGSEADVYLYQQLSPARQVAIKISKNTLDPRAAVRFRSEANFMGQISTHPY
23326452        YDFVQMLGSGATATVYLYNQRMPARPVAVKASAKTLDPRAAALFNREANFMAKLSSHPY
                :  :. ****. : ****:*  * * **:*   . *... *   *. ***:*.::*:***

116669855       IVTIFEAEVTEDGHSYLAMEYCSRPSLDVRYRRQRFSVDEVLAVGIQVASAVETAHRAGI
119962082       IVTIFEAEITETGHSYLAMEYCSRPSLDVRYRRQRFSVDEVLAVGIQVASAVETAHRAGI
119026328       ILSVYENGVTVNGRGYTVFEYAPGGNYKTFLEHGRLTADQMLTVGIDLASALFTAHRKGI
23326452        ILPVYGAGVTSDGHGYIVIEYAPGGTYNSIMKARSMTCEQVLDLGIKLSSALFTAHRSNI
                *:.::   :*  *:.* .:**..  . .   .   :: :::* :**.::**: **** .*

116669855       AHRDIKPANILVTDYNRPALTDFGISGTLGSDTDEDAGMSIPWSPPEQFRDGPVDGVMVD
119962082       VHRDIKPANILVTDYNRPALTDFGISGTIGADTEDDAGMSIPWSPPEQFRGGAVDGVPVD
119026328       IHRDIKPSNILINAHNMPMLADFGIAGTVYGRPGVGFTIAWAAPEVLAQGGGGNESSD
23326452        IHHDIKPSNILITSQGLPVLGDFGISTDVYDRTETGFSPPWAPPEVLQHLTNGSEAAD
                 *:****:***:.  . * * ****:  :   .   .*:: .*:.** :     ..   *

116669855       VWALGATLYTLLAGRSPFVLPGADNSQRELISRITNSPVPRLGRADVPESLE
119962082       IWALGATLYTLLAGRSPFVLPGQDNSQRELISRITNSPLPRLGRADVPESLE
119026328       IYSLGATLFAMLIGQSPYEYFYADVLGDSQRQVRAERLKSVILNNPLPKLNRSDVPAEVE
23326452        IYSLAATLYAMFVGCSPFQHDYHPRSQSELISLIVNQPLPRLNRPDVPADVE
                :::*.***:::: * **:             . : * * * * *.*:*:*.*.*** .:*

116669855       LALATAMAKSAASRYSSAHAFALALQRI
119962082       LVLATSMAKSPESRYSSAHAFALALQRI
119026328       WVLRKALSRAPEDRYYSALEFARDM
23326452        AVLRRALNKDPDQRYYSALEFARAMQRVQF
                 .*  :: : . .** **  **  :     



                        Cluster No. 23 multiple sequence alignment 

CLUSTAL 2.0.10 multiple sequence alignment

109899780       YRVVRSLHVSARSHVYLVDDERTHKQWVLKTPSVDLSDSDEYLERFCLEEWIGRRIHNAH
83645934        YQILRCLQTSRRSHVYLALDIVSKTKVIIKTPATDQQGDPAYLERLLMEEWIARRINSLH
90022467        YIILRELHFTSRSRVYLAQDKQTKHNVVLKVLSTELSNTSASLERFLLEEWVARRINSSH
91774686        YHILRELHHSHRSHLYLAIDNATGQQVALKTPSTDLVANPAQLNRFALEEWVARRLNHAH
119897469       FTIVRELQVSARSHVLLATDKDSGRPVVLKAPSVDLRGDAAYLDSFVLEEWVARRVDSPH
120553124       YRIIRALHISSRSHVYLARDERSGKQVAIKFPAMELRQYPDELERFVTERWIAQRVQSPH
114798196       LRILRKLHANARSHVYLVLDPATHRRLVLKAPAAELCADPVLLRRFMMEEWVARRVSSPH
                  ::* *: . **:: *. *  :     :*  : :       *  :  *.*:.:*:   *

109899780       VLHVPPAEHPKQYIYCVAEYVEGQSLSQWLTDNPKPDLEVVRGIIEQVAKGLQAFHRLDM
83645934        VAKAAQFERPRAYLYTVSEYIEGRTLSQWLRDHPRPDLETVRGIVEQAARGLMAFHRMDM
90022467        VLKADLPDRKRNYIYTVFEYIEGQTLAQWALDNPKPKLEIVRDIIEQIAKGLQAFHRMEM
91774686        VLKPCKRERKPQYLYVAMEFIEGITLAQWMRDHPRPSLETVRGIVEQIAKGLQAFHRAEM
119897469       VIKAWPGERRRRHLYVAMEYIEGQTLAQWMTDHPAPPLEAVRAIVEQLAQGVQALHGRDM
120553124       VVAIFAPERPQSCLYLATDFVEGCTLRQWMLDHPQPDLETVRQLAEQIARGLRAFHRLEM
114798196       IVPAADLGRARSYLYVLLEFVDGQSLRQLMNDQPELPLETVRTLLEQIVAGVRALHRKEI
                :       :    :*   ::::* :* *   *:*   ** ** : ** . *: *:*  ::

109899780       LHQDIRPENIMIDRKGTVKIIDFGSTTVAGLQEIGQGCGNSELLGTALYMAPEYFLGDVG
83645934        LHQDLKPDNLMIDASGIVKIIDFGSTRVGGVAENDQGVRQPNLLGAALYAAPEYFLGEVG
90022467        LHQDLRPENIMLDKDGTVKIIDFGAVSVAGLNEAVLFNPDTYLQGTALYSAPEYFLGQPG
91774686        LHQDLRPENIMIDRNSVVKIIDFGAVRVAGLEESHPLESLPVPGAIQYMAPEYFLGEPG
119897469       LHRDLRPENVMIDRDGTVKLIDLANVHVAGLAEGRGGAEQGAPPGTLQYMAPECLLGQPA
120553124       VHQDLKPENVLITPDGRAMLVDFGATRVAGLEETGKPAACYPVGAALYSAPELFLGEPG
114798196       AHGDLRPENILIDGTGGVQLIDFGSAHVAGIADSAIALPPAALGALQYAAPELLLGEPP
                 * *::*:*:::   . . ::*:. . *.*: :           *:  * *** :**:  

109899780       TSRSDIFSLAVLAYHMLSGRFPYATHVAKTRTRAQQNRLIYQSVRDEKSPVPAWLDATLA
83645934        SPGSDLYSLGVLTYHMLSGGFPYGADVAKTRTAGAQKRLTYKPVLSEERDIPAWIDATLK
90022467        SPRSELFSLGVITYFLLSGEYPYGTNVPKAKTISAQRNLWYNSLLSDDSEIPAWVDDAIR
91774686        SPQSDQFSLGVIAYQMLTGKLPYGAQAAKIKSRTQLQRLSYLSAIDGHNGIPSWIDDALA
119897469       STAADLFSLAAITYQMLCGQLPYGLSVTRVRTQQDLRNLRYVPLRHHRPDLPAWLDGVLA
120553124       SWQSDQYALGVIIYQLLTGRLPYHTDVPRIRTRKQLQALTYRPARAWREDLPPWLDATLA
114798196       GRASDQFAIGVIAYELLTGRLPYGAAGGKVRSDKNRRALTYQPATRAGQPLPAWINGALR
                   :: :::..: * :* *  **     : ::    . * * .       :*.*:: .: 

109899780       KALKVDPFKRYAELSEFIHDL
83645934        RAVHPNPHKRYTELSEFLHDL
90022467        KAVHPLPDRRQEEIFEYI
91774686        KAVHPEPHKRYPALSEFMHDL
119897469       KALQVAPAKRQEAVSEF
120553124       RATHPEPHRRYPALSEL
114798196       TATDPLARRRYEALSEFLADL
                 * .  . :*   : *     



                        Cluster No. 24 multiple sequence alignment 

CLUSTAL 2.0.10 multiple sequence alignment

113474475       YQVLRILGQGGMGTTYLAWDQEPHNFQGMAVSPAAALVVLKEMNADMAQIRKAQELFERE
17129893        YQVLRTLGQGGMGTTYLAWDAAGVIVGHPKLLVLKQMNADMARIAKAQELFERE
22298671        YHILRLLGQGGIGRTYLACEAQSPGEWIGKVPQVRVLKELRSEMADNEKAQELFERE
37523676        YERVATLAQGGMSTTYLVFNHQNDRLAVLKEIDADLSRKAKARELFLRE
                *. :  *.***:. ***. :                : ***:: ::::   **:*** **

113474475       AKALKLLSHPGIPKFFDFFVEEDKKYLVMEIIHGQDLEKRIITQGPILPQQAIGWMVQTC
17129893        AYTLKSLDHPGIPRYYDFFVEGGKKYLAMELVHGQDLEKRIYATGPVIPSLAIAWMIQTC
22298671        ARILQLLDHAGIPRFYDFFVEDGKSYLVMELIHGIDLERWVLRNGPVRIPQAVQWMIQTC
37523676        AQVLAELDHGGIPRFYDYFSSDERHYLVMEMIHGLTLEQVQPRSAAQAAGWMIEAC
                *  *  *.* ***:::*:* .  : **.**::**  **:            *  **:::*

113474475       EVLEYIHSQEPPLIHRDIKPANLLVRRRDNQIVVLDFGAVKEIGTPLGTRIGAEGYSAPE
17129893        DILDYLHRQEQPLIHRDIKPANLMVRTANNQIAVLDFGAVKEIGTTPGTRIGAEGYCAPE
22298671        GVLDYLHNQEPPVIHRDLKPSNLLVRSRDNQIVVIDFGAVKELGHSPTRIAVEGYSAPE
37523676        NVLVYLHGLQPPVIHRDIKPANLILRYNPREVVLIDYGAVKLAGGRQGTRIATPGYSPPE
                 :* *:*  : *:****:**:**::*   .::.::*:****  *    ***.. **..**

113474475       QDRGQPLTQSDLYAVGATLIFLLTAKSPMHFYDNHGNGYRFYIENVPNITPQLREVIEKV
17129893        QERGQPLTQSDLYAIGPTIIFLLTGENPFKFYRQKGRGFRFDVSKIPTITPKLRDVIERT
22298671        QMMGKPTLQSDLFAVGATLAFLLLGDHPIRFYHHRQGYHRLDVSDRPEIPDPVKEVIHRA
37523676        QGRGRPCLQSDIYGVGMTLVFLLTRQFPGRFYHPRERRLVGLEEAGIEAPLAAVIAKA
                *  *:*  ***::.:* *: ***  . * :**  :    *:   . . *   :  ** :.

113474475       TQPLPRDRYKTAPALAEALNS
17129893        TEPLPRDRFQSAKELAAAL
22298671        TAPLMSERYPSAVALAKALRQAL
37523676        TAYLPQERHRDSQELAHALAPF
                *  *  :*.  :  ** **    



                        Cluster No. 25 multiple sequence alignment 

CLUSTAL 2.0.10 multiple sequence alignment

119944475       YEILREIYISSRSHVFLALDSESGQTVVIKTPSTELRNNRQYLESFMLEEWIAKRLNNPH
71906459        YQIVREIKGSSRSHIYLAVDSESGEKVVIKTPSINLQGDPAYLERFLMEEWIARRINSAH
27351057        YRIVREIHGSSRSHIYLAVDAETEGPVALKLPSIDLRDNAAYLKRFLMEEWIARRIDSPH
83648458        YRVDRILHESARSQVYQVTDMETGERAVMKTPSLNFVDDPAYIERFTMEEWIARRVHNPH
90021924        LQVEKILHESERSQVYLVKDENGTPYVMKTPSINYDDDPAYIERFVMESWIGTRIQNQH
83646708        LVVEEEIFASSRSQLYLVRDQDSGERWVMKTPSRNYLGDVSYIDRFIQEEWIGKRIDNPH
                  : . :  * **::: . * :.    .:* ** :  .:  *:. *  *.**. *:.. *

119944475       VAKAIEPTRKRNFLYLVSEYIDGITLTQWMTDNPKPTINQVRKIIEQTAKGLQAFHRQEM
71906459        VLKPCLQTRKRHYIYVVTEFIEGQTLSQWMIDNPKPDLASVRGILEQAAKGLQAFHRLEM
27351057        VLKPMSQSRRRSYLYVATEFIEGQTLRQWMLDNPRPDLETVRGIVEQIATGLRAFHRMEM
83648458        VAGLVPCKRARSCLYYLTEFVPGAPLSRWIRDNSRSDIHRVTRILEQIVKGVRALHRKET
90021924        VVRIATPPESRSTLYYLTEHIAGPTLGQLIRERAPMDITDAVELVEQLAKGVRAFHRRDT
83646708        VVRIIEQPQARTCLYYLMEHVEGVTLQQWIKDHPFPKPKTAFALIAQVADGLSALHSQDT
                *       . *  :*   *.: * .* : : :..      .  :: * . *: *:*  : 

119944475       IHQDLRPNNIMIDCNNVVKIIDFGSTFIAGVTDIKNEEAVRGTMRYSAPEYFLGEVG
71906459        VHQDIRPDNIMIDSTGTVKIIDFGATRVAGVMEIATPIEQINLLGSATYAAPEYFLGENG
27351057        LHQDLRPDNVLIDKTGTAKIIDFGSVRVAGVAEAAPKSADEEILGTVQYTAPEYFLGEGG
83648458        LHQDIKPDNLLIGNDDHVTLVDFGSCRIPGVEEMYLPIERERALGTASYSAPEYVLGAKA
90021924        LHQDIKPDNVIVGRNGAVIIDFGSCYVAGVHEVASSFERDKILGTLTYSAPEYRCGGNV
83646708        IHQDLKPANIIVSPDNRATIIDFGSVYVAGVAEVFRPLEHIAALGTASYSDPLYLLGQNT
                :***::* *:::.    . ::***:  :.** :           *:  *: * *  *   

119944475       SSRSDIYALAVITYQMLSGRFPYHAEIAQVRSLSAQRRLIYKSLINDDIEFPIWIDDTLR
71906459        SSRSDIFSLGVIAYQMLSGRLPYGVEVAKSRTRAAQRKLVYQTVLNDEKEIPAWVDDAIR
27351057        SPRSDMFSLAAICYHMLTGHLPYGAQLAKIRGRSDAWKLRYRPAIDAERGIPGWIDGALR
83648458        TTRSELFSVAVIGYEMLTGHSPYGEAYEKAASPTALAKLKYTPAYHHNPMVPVWMDGALK
90021924        GMHSDQYSIAVILYEMLTGKLPFGEAYSEASSLKDFQKLKYHPARIHNPLVPVWLDKALE
83646708        GARGDLYALATIAYEMFTGELPYGDQINECRSRFDYDRLRYRSAMQFNPVIPLWFDRALQ
                  :.: :::..* *.*::*. *:     :        :* * .    :  .* *.* ::.

119944475       KALNVEPLKRYEELSEFV
71906459        KAVDPDPFERYEELSEFV
27351057        KALHPDPYKRHEDLSEFV
83648458        KALQLDPRRRYDSFSEWLQDM
90021924        KALSLQTSARYPALSEWL
83646708        KGVAFDLDQRYQTMDALLQDL
                *.:  :   *:  :.  :   



                        Cluster No. 26 multiple sequence alignment 

CLUSTAL 2.0.10 multiple sequence alignment

54026216        YELRSLLGKGGMGEVYEAFDTSRHRLVAVKLLADELAKDPVYQERFRRESQAAARLAEPH
86742304        YVLHEILGQGTTGQVWRGAAVSDGAPVAIKVLRPELADDPEIVERFLREWDLLIDLDSPD
29831644        YTANQILGRGSAGTVWLGEGPEGPVAIKLLREDLASDQELVGRFVQERTALLGLDHPN
50843112        YVLDDVLGRGSMGTVWRGHDLNDGSPCAIKILNPTLTTDKGATRRFIDERDIFMSVDDDA
                *   .:**:*  * *: .         *:*:*   *: *     **  *      :    

54026216        VIPIHDWGVLDGVLFIDMRLVAGTDLRTMLHHTGPLEPERAVRLVEQVAAALDAAHAD
86742304        LVAVRDLVNEPDVLAIVMDLVDGPDLRTHLREFGPRPVEEAVRLVVGTLWALDSVHAA
29831644        VVSVRDLVVDGNDLALVMDLVRGTDLRTRLDRERRLAPEAAVAIVADVADGLAAAHAA
50843112        VVRVTDMVVESSTFAIVMELVDGPDLAQVLKSLPDHRLDQGTAVSLGIEVCQALAAIHRV
                :: : *     . : : * ** *.**   *            ** :   .  .* : *  

54026216        GLIHRDVKPANILVTDADFAYLADFGIAHTEGDSAITQVGMAVGSYIYMAPE
86742304        GVVHRDVKPENILIDTSDPAHPIVRLTDFGIAQMINGSSRTSVTGPIGTPLYMAPE
29831644        GVVHRDVKPENVLLDMQGPLGPGGSHPALLTDFGVAKLIDSPRRTRATKIIGTPDYLAPE
50843112        GIRHLDIKPANILIEDPENVSGARITDFGVSEVVAFHGPREVVGTPYYQAPE
                *: * *:** *:*:               ::***::.             :*:  * ***

54026216        RFDSGTVTGRADIYSLACVLHECLTGAAPFPSASMNVLVKAHLSEPPPRASALRPGLPAS
86742304        LSTGAPPTPAADVYSAGVVLYELLAGSPPFDSPNPAELLQAHREKQPQPIQGVPAP
29831644        IIEGLPPRASVDIYALATVLYELLAGFTPFGGGHPGAVLRRHVTETVVPLPGIPEE
50843112        VAAGWTPTAASDLYSFGVTLYEILAGHMPFQANSAGNLLRNQPPPAIPGVDPR
                   . .     *:*: . .*:* *:*  ** .     ::: :             *:   

54026216        IDAVIARGMAKNPADRFASALEM
86742304        VWGVLAGMLAKSPRGRPVSAADAAEDLVEAL
29831644        LWQLLVQCLAKAPASRLRASELGARL
50843112        LWNTILTCLAPDPSQRPDSAEVLASELR
                :   :   :*  *  *   :            



                        Cluster No. 27 multiple sequence alignment 

CLUSTAL 2.0.10 multiple sequence alignment

116669657       YRLGEVIGRGGMASVYSARDENLGRDVALKLFAPQSADADELKRQEAEIQLLATLNHPSL
119964125       YQLGPVLGRGAMSTVYRAKDLLLGREVAIKIFLPGSGDDSFRGRQENEMRLLAGFDHPGL
116668760       YRIEALIGRGSQSGVYRAFDELLQREVAVKLFRDDPGNLDHTRRQGEEVRILAGMSHHAL
117927604       YELRTLVGHGSMGEVYAAYDRRLDRVVAVKVLRRDTTTASAAERLRQEMRVLAQLDHPHI
                *.:  ::*:*. . ** * *  * * **:*::   .   .   *   *:::** :.*  :

116669657       VTLFDAGIDSRVPEEPRPFLTMELVEGQDLRSRIRHSPVPLDELAVIGAGVADALAYVHS
119964125       VAAFDAGVDTRNDEERAFLVMELAEGRDLRAVLSDGPLTVPETARIGIRIAGALSQVHE
116668760       VTLLDAGADFSDPRHRRTYLVMELVRGPDLRARAAQGPINAAHLALIGHDLADGLAYIHH
117927604       VDLLDAGFRDHTTYLVLRWIDGQSLAEVLTHGPLDVTRTAAIAAQAADALAYLHS
                *  :***       .  .:*.:.   * .*     ..*:   . * *.   *..*: :* 

116669657       LGIIHRDIKPANILLVQVRPGEPLRPKLTDFGIARIVDGTRLTATGTMVGTAAYLSPEQ
119964125       HGVIHRDIKPANILVSDDDGLAQTVKLADFGVALVMNDNRLTATGFTVGTAQYLSPEQ
116668760       HGIVHRDVKPANILLVDYNNDDRRPRAKLSDFGVAMILGDGNRTGPAESSGTPQYLSPEQ
117927604       RGIVHRDVKPANILLDAADYAYLTDFGIARFADATRLTATGQTIGTASYLAPEQ
                 *::***:******:             *:***:* . .  . *...   **. **:***

116669657       ARGADLGPASDIYSLGLVLLECIKAAVEYPGSAIESAVARLHRAPEIPGDVPAEWATLIR
119964125       AQGLSLTPASDIYSLGLVLLECLTGRAEYPGTPIETASARLHRAPQVPVELPGPLRELLE
116668760       AASEPVGPPSDVYSLGLVLLEGLTGNPVYPGAPIASAMARLLRDPHIPDVVAPKWAALLS
117927604       VRGGAVGPAADVYALGLVILECLTGRREYDGTPVEAAVARLTRPPRIDVGTPPGLRPMLA
                . .  : *.:*:*:****:** :..   * *:.: :* *** * *.:    .     :: 

116669657       SMTALEPMDRPTAPDLETAL
119964125       AMTDMDPEKRPTAQHVEQAL
116668760       SMLSREPSARPGARDVSLAL
117927604       AMTATDPAARPSAVQVARFL
                :*   :*  ** * .:   *



                        Cluster No. 28 multiple sequence alignment 

CLUSTAL 2.0.10 multiple sequence alignment

145590326       YKVIRLLGVGGFSYVLLVKFKKSMYAVKILRFADDQGAPLAGDENILYLFGQEMNRYLEL
18312200        YKVIRLLGVGGFSYVLLVRQKGKVYAAKILRYADDYGVPLASDENILRLFGYEMNRYLEI
119872609       YKVVRLLGVGGFSYVFAVRHKKSIYAVKILRYVDDYGNPLASDENILRIFGQEMQRYLEI
126458653       YKVVKLLGVGGFSYVLAVKRGGKIYAAKILRYTDDYGVPLAGDEKVLAFFGQEMNRYLEI
                ***::**********: *:   .:**.****:.** * ***.**::* :** **:****:

145590326       KSDHVVRAYEVYLPAVGYKDIGQYMRNPPYILLEYMDGGTLRDLLRAKKRLPAGYVAELF
18312200        KSDYIVKAFEVYLPAVGYRDIKQYMKNPPYILLEYMEGGTLRDLLRARKRLPVQQVIELF
119872609       KSDYVVKAYEVYLPAVGYRDVVQYMKNPPYILLEYMEGGTLRDLLRTRKKLPVAQVVELF
126458653       KSERIVKAYEVYLPAVGYKDLRHYMRDPPYILLEYMRGTLRDVLRIKKTLPVPQVVEMF
                **: :*:*:*********:*: :**::********* * ****:** :* **.  * *:*

145590326       RQLAQGLYDIHRRNIIHLDIKPENILFTKDRKVAKIGDMGIAKVAIGGRVQSSFMSPAYA
18312200        KQLAQGLYDIHKHNIVHLDIKPENIMFTRDRKIAKIGDMGIAKVVTGGYVHSSYMSPAYA
119872609       RQLAQGLSDVHRHNVVHLDIKPENIMFTKDRKTAKIGDMGIAKVVSGGYVRSSYMSPAYA
126458653       KQLAAGLYDIHRHNVVHLDIKPENIMFGEGGVVKIGDMGIAKVVAGGYVHSSYMSPAYA
                :*** ** *:*::*::*********:*  :   .**********. ** *:**:******

145590326       APEVKNGEASFSSDIYSLGCVIYEALTGINPNVFVENGYAIPPPSAYAADIPPWMDEIIL
18312200        APEVKKGLATFSSDIYSLGCVIYEALTGINPNVFVENGYQIPPPSAYVADVPRWIDEIIL
119872609       APEVKKGLASFASDIYSLGCVIYEMLTGINPNVFVENGYQIPPPSTYNPEVPTWLDQLVL
126458653       APELKRGVASFASDVYSLACVIYEALTGINPNVFVENGYPVPPPSSYNKEVPPWLDELLL
                ***:*.* *:*:**:***.***** ************** :****:*  ::* *:*:::*

145590326       KMLDLDPAKRPTVADLVSFI
18312200        KMLDLNPNARPNSAELVNYL
119872609       KMLEVEPTKRPSAEEIVTFL
126458653       KMLAPDPARRPSAAEVLKAL
                ***  :*  **.  :::. :



                        Cluster No. 29 multiple sequence alignment 

CLUSTAL 2.0.10 multiple sequence alignment

108758818       YLVLERLASGGMGVVYSAYDPELDRRVALKLLRVAALGLEAEQGRAHLLHEAQAMARVSH
108763383       YLLQGVLGMGGMGVVYAADDLRLGRRVALKLLRPLLAGAQDQGRERLLREAQAMARLSH
86159218        FEIVRELARGGFGVVYAARDRTLGRSVAFKLVPSAASGAADDRVLREAEAAARLTH
119960545       YTVRSRLASGGMSTVYLATDQRLERDVALKVLHPHLANDPTFLERLSREAKAAASLSH
                : :   *. **:..** * *  * * **:*::     .        :: :**:* * ::*

108758818       PHVVPVYDVGTFGPQVFLTMELVDARTLRPWLKDAPRTWRQVLALFLDAGRGLAAAHAA
108763383       PNVLPLFELGTAEGHDFLAMEWVDGTTLADWLRERERPWRDVLDVFLAAGAGLAAAHRA
86159218        PNIVTLFDVGRCAAGPYLVLELLRGETLAARLRRGPLPLREALRVAEAVARGLAHAHEA
119960545       PHIVGVLDQGEDGTIAYLVMEYVKGHTLRDTLNEQGALQPRLALALIDPVIEGLAAAHRS
                *::: : : *      :*.:* : . **   *.       * .* :   .  *** ** :

108758818       GVVHGDFKPENLLVGQDGRVRVTDFGLARNANPLDDVSPLAGG
108763383       GVVHRDFKPSNVLVGRDGRVRVTDFGLARRGTGESPEAPAGVSEGASKASMLTEWGQAAG
86159218        GVFHRDLSPGNVFLCEDGQVKVLDFGLAHAFGRPRTAGG
119960545       GLIHRDVKPENVLIADDGRIKVGDFGLARAISANTSTGALIG
                *:.* *..* *:::  **:::* *****:           . .                *

108758818       TPAYMAPEQMEAHAPADARSDQFAFCVTLFEALYGERPFAATTPHELLTEVRAGKVRPA
108763383       TPAYMSPEQRAGRAVDARGDQYSFCVALHEALHGERPGHLAASAA
86159218        TPQYMAPEQRRGAPEDERTDVFALGAILFEMLTGEQPFPSAAPGRTPRRAPA
119960545       TVAYLAPELVLGQPADARSDIYSAGIMLYEMLTGKQPYAGDSPIQVAYQHVNAAVGRPS
                *  *::**   . .  * * * ::    *.* * *::*    :.              .:

108758818       PRGTHVPPWLRRVLLRGLSASAMDRYTDLNALLVALQH
108763383       PRTSSVPRHLRTALARGLANAPEDRFPSMEALMAAL
86159218        LQVPDLPALADLLGRMLAADPVRRPRDGGAVVAALGAL
119960545       DAAPGLAEDLDELVQWCTAVDAENRPVDGTALLTEL
                   . :.  *   :    :  .  *  .  *::. *   



                        Cluster No. 30 multiple sequence alignment 

CLUSTAL 2.0.10 multiple sequence alignment

108759654       YRVLGELGRGGMALVYRGLHEMLQREVAIKELLPDGQRDRETLSRFRREALALAAF
86156646        SRIVREIGRGGMGVVYEAFQEGLERPVAVKALDQKLVRSSEVVERFRREGRAYAQL
116619364       YQVVGILGAGGMGQVYKVRNVISDRVEAMKVLLPDLVNQPDLADRFLREIKVQASL
108803345       YVVRERLGSGGMAVVYRAEDTLLGRDVAIKTLHRRYAEMPAFRRRFRQEARAMASL
120404511       YRVDSLIATGGMSAVYRGLDQRLDRPVALKIMDSRYAGDQDFLTRFQREARAVARL
116619720       YEILSALGAGGMGEVYRARDARLGRDVALKVLPAEVASDPTRRQRFEIEARAIAAL
116622428       YEIRAPLGAGGMGEVYRARDTRLGRDVALKILPPELAEDPSRRARFEQEARAVAAL
116620277       YEIIAPLGAGGMGEVYRARDLRLDREVALKLLPPHGDRSRFQAEAKAVAAL
116623521       MGEVYRATDTKLSRDVAIKVIPENFAADADRMARFAREAQVLASL
116624929       YEILGRLGAGGMGAVYRARDSRLHREVAIKVAAAKFSDRSAREARTVAAL
116620426       YRLAEKLGEGGLGAVYRARDIRLGRDVALKFLQPALAQDEGRRERFLNEARAAAAL
94968763        MGVVYRAEDTRLGRQVALKCLPAEYAADPQMVERFLREARSASAL
71906078        FKITGTLGQGAMGTVYRAHDPLIERTVAIKTVACAGLSKDEALAFEQRFYREAKSAGRL
32471474        YQIESVIGRGGMGSVYRAKHAKSGEEVAVKLIAQHVADDMRFRRRFDAEVETLRRL
21220218        YRLLSPLGEGGMGTVWRARDEVLRREVAVKEVRAPAGLSQPDVGRMYARLEREAWAAARI
                           :. *:.  .    .  *:*                  *   *      :

108759654       RHQNIVTLYDMVEKGESLFMVMELVDGPTLHTLIKEGPLPADVTGVIAARIASALD
86156646        RHEAIVAVHDLVEKDDQLYLVTDLVDGADLARVLAQGGALPADCVAVIGARLAEALD
116619364       EHPNIAALHTAVRVDNQLLMLMEFVEGVTLDQKLKNGPLPPANAVDHIMQVLAALE
108803345       DHQNIVKVYDISPDGEAPFIVEEYVGGRDLGSLLSRQRGGRLEEPFAVRVAVQLLKALA
120404511       KDPGLVAVYDQGIDGQHPFLVMELVEGGTLRELLRERGPMPPHAVAAVLRPVLSGLA
116619720       NHPNIVAVYDVGSESGVLYIVTELVEGETLVGAKAGLRKTIEIAVQIAGGLA
116622428       NHPNIVAVFDVGDGYMVSELVEGEPLRASHPGLRKTLDLAGQIASGLA
116620277       SHPNIVAIFDVGENYLVTELVDGHPFPVPTTPLRRLLDLAVQIADGLA
116623521       NHPNIAAIYGVEERALVMELVEGQTLAELIAQGAMPLAEAVPIARQIAEALE
116624929       NHPNICHIYDVGPNYLVLELVEGTTLAERLKQGPLPIEEALAIARQIGDALE
116620426       NHPGIATIHSIEEDDGSLFIVMELIEGQTLRQLSGGRPMPLARALQYCTAAADALR
94968763        NHPNICTIHEVDVANGQHFLTMELLEGQSLRDRIASGPIATDESIRIAVAVADALD
71906078        SHPNIVTIHDVGRNESLAFIAMEYLNGQSLRELLDSGVVLPPERCTEIAADVADGLA
32471474        RHPGIVRLIGYGEEAGQLFYSMELVRGETLQKRIRDVKRLGWLPTLDIASQVCSALK
21220218        SHPNVVTVYDVATDGGRPWIVMELVRGLSLADLLDAEGPLEPRRAALIGAEVLAALR
                 .  :  :              : : *  :                           .* 

108759654       HAHFRHIIHRDLKPANVMLTKSGEVKLMDFGIAKDVGMEALTQQ
86156646        YVHWSGLLHRDVKPANVMISRLGEVKLMDFGIAKGAEDPSLTRV
116619364       YAHARGVVHRDIKPANMMLTPSGAMKLMDFGIARSSADHKLTQT
108803345       YAHWRGVIHRDIKPSNILITPGGIVKVADFGIARLVEEDGEGD
120404511       AAHSAGLVHRDIKPENVLISDDGEVKIADFGLVRAVAEAKITST
116619720       AAHEAGIVHRDLKPSNIVLARDGRVKILDFGVAKVTPAIAAGAAITETITVNTRP
116622428       AAHAAGIVHRDLKPENVLVTKDGRAKILDFGLARIRRNAAVASGQTETATVKTEP
116620277       AAHAAGFIHRDLKPANILLSRDGRAKILDFGLAKRVGGLQSDSNQTQTATQA
116623521       YAHEKGIIHRDLKPANVKVTPEGRVKVLDFGLAKALASEGPVSGDPQSSPTMTMRATMA
116624929       AAHERGIVHRDLKPGNIIVRPDGTVKVLDFGLAKIVEETPPEGDPEHSPTVTLEQLTRA
116620426       AAHHKGIIHRDIKSSNIMVTAEDRVKVLDFGLAKLPESSLVTQENI
94968763        AAHEKGIVHRDIKPANIFLTERGEAKVLDFGLAKLESSNLAMSATVDANLTSP
71906078        FAHANGVVHRDIKPANIMVLDNGSVKISDFGVALIPSGSTTVE
32471474        HAHDIGVIHRDLKPANLILTDAGEVKLVDFGIAKLFGFGEQTLH
21220218        AAHAAGVLHRDVKPANVLLANDGRVVLTDFGIARVEGSEALTMT
                 .*   .:***:*. *: :   .   : ***:.                           

108759654       GMAVGTPSYMSPEQVTGVPVDGRTDIFSLGVLLYEALSGARPFHGKTAGEVFAKIRDGK
86156646        GMLVGSPSYMAPEVLAGDEGGPAADVWALGVTLYELVCGEKPFRGANADELFRLVRRGR
116619364       GTTVGSLYYMSPEQIQGVVAPDARSDIYSVGVSLYELVTGKRPFDGDSQFAIMSAHLAGT
108803345       GEIIGSARYMSPEQLRGLEATQRSDVYSVGVLLYHCLTGRPPFSGDVRSLVRQHLREA



120404511       SVILGTAAYLSPEQVATGETDSRGDVYSVGILVYELLTGRTPFTGDTALAVAYQRMDRD
116619720       GAVMGTVGYMSPEQVLGNSADHRSDIFSFGIILNELLTGKRAFQGATSVDTMQAILRQD
116622428       GTVMGTVGYMSPEQVRGLEADHRSDIFSFGVMLHEMLAGTRPFLGETSVETMMAILKQD
116620277       GVVVGTVAYMSPEQARGVALDIRSDQFSFGLVLYEMITGKRPFVRQTAPETMTAILREQ
116623521       GMIMGTAGYMPPEQAKGKPVDRRADIWAFGVVLAEMLSGRQLYCGETISETLAAVLLKD
116624929       GSVFGTAAYMAPEQARGNPVDKRADIWAFGVVLYEMLVGKRPFQGETVSDTLAAVLTRE
116620426       LMGTMAYMSPEQAIGAAVDPRCDLWSLGIVLYELLTGRLPFTGENYRAVLHGLLNTE
94968763        GQAIGTIAYMSPEQARGIDVDARSDLFSLGVLIYEMATGVPPFPGATSALIFDAILNRQ
71906078        GTAFGSPKYMSPEQVTGQKVDGRSDIFSLGAVLYEMLAGRPAFDGEELTAVLYQVLHAA
32471474        GSVLGTADYMAPEQAGSHSITPRTDLYALGSVMYAMLAGRAPFAGKKVTQVVEALQRDR
21220218        GEVVGSPEFLAPERALGRTPGAASDLWSLGVLLYATVEGVSPFRQGTPLSTLRAIVDEA
                   .*:  ::.**            * ::.*  :     *   :                

108759654       YTPLSKVAPNVPAPLVRIIQRAMEVKPEDRFPDAAAMRRELDVF
86156646        FRRVRSLAPGCPARVAAAIERCLARAPERRWKSAGALARHL
116619364       PVPPVKVDPRLPQSLNDVILMSVAKDASARFQTAGAVRNAL
108803345       PRPPRELNRGISPQMEAVILRAMAKDPEARYPSATAMLDEI
120404511       VAPPSTVIDGVPRQFDDLVLCATSRDPADRFADAAEMAEEL
116619720       PPLLPETVPVPVRQIVQHCLEKEPGNRFQSARDLAFA
116622428       APDLPGSVPETVRTIVEHCLEKEPANRFQSAKDLGFA
116620277       AEPLPADVPPPLRWIVERCLAKEPADRYDTTRGLYLELRNLRDHM
116623521       PDLSGLPAGTPGTIRRLLQRCLDKDPRSRLRDIGEARVI
116624929       PEWTGIPPKVERLLRRCMERDPKRRLRDIGDAQFL
116620426       PEPVSRYRGDVPATVHRILARALTKDRELRYASADLMLSDLR
94968763        ATRASKVNAATPAGLENIIAKLLEKDPRLRYQSAADLLADL
71906078        PPLPSSFNPELPRVFDRLIAKSMAKDPDKRYQNATDLAADL
32471474        PVPLDLINPDIPAEVVEIVHQLLEKDPADRPPTALAVMNRL
21220218        VPPPRRAGALGPVVEGLLRKDPAERLPAEEAERAL
                              .   :          *                  



                        Cluster No. 31 multiple sequence alignment 

CLUSTAL 2.0.10 multiple sequence alignment

108756948       FEFVRMLERRANGEELLLADRYQRHGLAGPVVIKRVRSPASSARRHRLVEEVQLAYRLHH
108761165       YAALRTLERRGNGEVVLLAERHLPHGLAGHVTIKRLRNPASFERCQRLIEEVQLAFRLHH
108757305       YELIRYLGARGSGELLLARRHYAGVPGDLVLVKRLQDVGDAQGRARLREEVKLLMRLSH
108761534       FEFVRKLEMRSTGELLMLAQRRYRNGLSGPVVVKRLRNPATFVERRRLVEEVDLTFRLNH
108757303       LKAERRVADGVLAGPCLVRRIATPSTYMMRTRLIEEVQLAFRLNH
                               :    *      ..   ::*:   .      ** ***.*  ** *

108756948       PTIAQVHYFKIHRGKPYIIMEHVDGPSLETVLDLMAMRGQPVSLAFALHVAAELADAL
108761165       PAIAQVHHLKIHADRPHIIAEYVDGPTLDTVISLATMRERPLCAPFALYIAAEIADAL
108757305       PAIVQVFLVRVHEGLPHLVMEHVDGKSLETLISYAALRRRPFSEAFAAYVGVEVADAL
108761534       PAIAKVMLLKLYRGAPHVVMEYVEGRSLDTVLNLAAMRRRPLSAEFAAHVTAEVADAL
108757303       PNIAQVFHMQVDEEADAPFAVMEYVGGPSLETLVTAALVRGKPLSEGFALYVGAEVADAL
                * *.:*  .::      *. : *:* * :*:*::    :* :*..  ** :: .*:****

108756948       HHAHSLKDAQGRSLGLIHRDVSPRNVRVARTGEVKLTHFGVAYSHLVGREETAEALLKGD
108761165       HHSHTLRDSENRPLGIIHRDVAPRNIRVARSGEVKVTDFGAAYSLMVGREETPGLLLKGD
108757305       HHAHTLEDARGRPLGIVHRDVSPRSLRLDARGHVKLSDFAMAWAKLPGRIVTETHVVRGD
108761534       SHAHGLTDEWSRPLNIVHRDVSPRNIRVGVHGEVKLTHFTVAASSLSGREVTSQELVKGD
108757303       HYAHTLTSEEGVPLGIVHRDVSPRRLALGPHGEVKVLDFGAAYSLMVGREESPENLLRGD
                 ::* * .  . .*.::****:** : :   *.**: .*  * : : **  :   :::**

108756948       VAYASPEYLAGKTLTAASDLFSLGLVLLELATGRHLFAAAAEALEPPRAKSHELRL
108761165       VAYASPEYLLRKPMDGRSDIFSLGLVLMEMLTCKHLFDLEDAQAPIAALDVKT
108757305       LAYASPEALERKPLDGRADLFSLGVVLLEVLTGLHLLDLEDVERAALAAGPLPDAEVLLA
108761534       IAYASPEALRRRKVDARSDLFSLGLVLLELLTGRHPLMVDDLAPVLESEPLELHA
108757303       VAYASPEYLRKEGLTPRSDVFSLGVLLVEVLTSKHLFEVHDVPVVASKETRFVT
                :****** *  . :   :*:****::*:*: *  * :                       

108756948       EEPPSLPLTQMLMLLEDHGPQDVERAAASLPPKVRAVLQGMLHKDATKRFGSAEALCEAL
108761165       EEVPSVPLTQMIALVSRYRSEDVEHAMAGLPDALKAIIHKALQRKPSERYTSAAELRDAL
108757305       EVPSWLPAPLMAARMACLAPAHVERATQGLSPAMRAILGRLLRREPSERFQSGQELADAL
108761534       QGPTWMPVKEVAARMAQVGPEQVERLAAGVAEPLRCILLRALRQNPSERFQTGAEMAEAL
108757303       ESPPTLPLQQMQALMETFTPDVVEKAVAHLSEDLKAVLHTALRLNPEERFATAADMRDAL
                :  . :*   :   :    .  **:    :.  ::.::   *: .. :*: :.  : :**

108756948       
108761165       
108757305       RAV
108761534       RAWL
108757303       
                    



                        Cluster No. 32 multiple sequence alignment 

CLUSTAL 2.0.10 multiple sequence alignment

126179714       YDRIAFVGRGGLGQVFSAVRRDDRRTVAVKIPAAYDEATGKTFMKEMRFWEDLAHPNIVT
154151509       YSDIRHIGRGGVAQVFAAHRKSDNLLVAVKIPISFDEVTGKCFLNEIAAWQTLRHKNIVE
154150293       YPGAEYLAEGGVSRVFKARDEKNGRDIAVKVPIRFDEVTGTQFTKELSIWEGLHHENIVE
18977027        YRPLEVLGEGGFAEVYKVVRKNDGKIVAIKVPRINQGTSKLFIKEVSIWLHLNHPNIVR
                *     :..**...*: .  ..:   :*:*:*   :: *.. * :*:  *  * * *** 

126179714       VHSVNILPVPFVEMEYLPRTLDDLEKPLPVETAARIAAGIAAGLAYAHEKG
154151509       VLEVNILPVPYVEMEYVPGSLESVEKPLPVWKAVHLVHGIADGLAYAHTHG
154150293       LYAANIFPLPFIEMEYVHRSLAEVPFPIDETRAVGILMGVAEGLRYAHGQG
18977027        LYDADILPIPHLEMEYVEGVKINGKIVRNLDEYPKPMREDIALKIIKGIAEGLKHAHSRG
                :  .:*:*:*.:****:           .* .   *:    *  :  *:* ** :** :*

126179714       VIHRDIKPRNILLDDGLTPKITDWGMSTTVAASGDTGVAGFTLAYAAPEQIAPERFGRA
154151509       IIHRDIKPHNILVTSDFVPKITDWGMSKVIATTMDKSNVAGFSLSYAAPEQVSPAEFGRT
154150293       IVHRDIKPGNILLTPDGIPKITDWGLSKAQGTKQSGIIGFSLEYAAPEQLAPNLFGEP
18977027        IYHLDLKPLNILLTRDLTPKITDWGLAKIAVRTFSGSISGYTPLYAAPEQLAPSKYGGV
                : * *:** ***:  .  *******::.    .   . : *::  ******::*  :*  

126179714       DARTDIYQLGAVFYELVTGKAPFARESLAGLAEAVIREQPAPPSEIDPTLAALDPIIL
154151509       DIRTDIYQLGALFYELVTGSIPFGGDSIVEVGNAIVRDDPLPPTEYNPDAEVVEKIIL
154150293       GPWTDIYQLGVLFYEMLAGHVPFSGAGVGEITHAILHDAPAPVVTGDKNEEIINTIIA
18977027        DERTDVWQIGVIFYELLTGKLPFDGYTYEEIRGKIVDEGYNFKPPSTFSPKLAKYNKIFE
                .  **::*:*.:***:::*  **       :   :: :     *    .      : *: 

126179714       RCLAKDPADRYQSAGEVLEAI
154151509       KCLAKNPADRYQSADELLNAL
154150293       RCLRKRPEDRYASVADLITDL
18977027        KLLAKKKENRYQTIPEFLTDL
                : * *   :** :  :.:  :



                        Cluster No. 33 multiple sequence alignment 

CLUSTAL 2.0.10 multiple sequence alignment

2633949         YQILRVIGGGGMANVYLAEDIILDREVAIKILRFDYANDNEFIRRFRREAQSASSLDHP
52785557        YEILRAIGGGGMANVYLALDIILDREVAIKVLRFDFVHDADFIRRFRREAQSAASLDHP
118479084       YKLLKMIGGGGMANVYLAHDDILGRDVAVKILRLDYSNNEEFIKRFHREAQSVTTLSHP
30258509        YKLLKMIGGGGMANVYLAHDDILGRDVAVKILRLDYSNNEEFIKRFHREAQSVTTLSHP
29897506        YKLLKMIGGGGMANVYLAHDDILGRDVAVKILRLDYSNNEEFIKRFHREAQSVTTLSHP
30021950        YKLLKMIGGGGMANVYLAHDDILGRDVAVKILRLDYSNNEEFIKRFHREAQSVTTLSHP
138894697       YKIISLIGGGGMANVYLARDIILERDVAVKVLRLDFANDEQFIKRFRREAQAATSLNHE
16411274        YKILHAIGGGGMANVYLAHDIILDRDVAVKILRIDLADESNLIRRFQREAQSATSLVHP
16414435        YKILHAIGGGGMANVYLAHDIILDRDVAVKILRIDLADESNLIRRFQREAQSATSLVHP
14973227        YRIVKQIGRGGMADVYLAKDLILDGEEVAVKVLRTNYQTDPIAVARFQREARAMADLDHP
15459243        YRIVKQIGRGGMADVYLAKDLILDGEEVAVKVLRTNYQTDPIAVARFQREARAMADLDHP
125718643       YKIIKQIGRGGMADVYLAKDLILDGEEVAVKVLRTNYQTDPIAVARFQREAKAMADLDHP
24376858        YRILQSIGRGGMADVYLANDLILDNEEVAIKVLRTNYQTDQVAVTRFQREARAMAELNHP
55821411        YRILKSIGRGGMADVYLANDLILDNESVAIKVLRTNYQTDQVAVARFQREARAMTELSHP
76788494        YRILKSIGRGGMADVYLARDLILDNEEVAIKVLRTNYQTDQIAVARFQREARAMAELTHP
12724921        YRIIKEIGRGGMANVYQGEDTFLGDRLVAIKVLRSNFENDDIAIARFQREAFAMAELSHP
29345043        YHIIGSIGSGGMANVYLAHDLILDRDVAVKVLRFDFQNDQAAIRRFQREALAATELVHP
29377576        YHIIGSIGSGGMANVYLAHDLILDRDVAVKVLRFDFQNDQAAIRRFQREALAATELVHP
28378319        YRIVRSLGEGGMANVYLAHDLILDRDVAVKLLRLDLRDDPKTIKRFQREALATTELVHP
104774276       YRIVDTLGEGGMANVYLADDIILKRQVAVKIIRLDLQKDSQVLARFQREALATSELSHP
116490836       YRIIRPLGEGGMANVYLAVDTKNNQQVAIKVLRLDLQNNPDFVRRFQREAQAAAQLLHP
10175124        YEILETIGGGGMADVYKAMDVILDRQVAVKVLQAQFSKDEQFIKRFRREAQAATSLAHQ
13701020        YKIVDKLGGGGMSTVYLAEDTILNIKVAIKAIFIPPREKEETLKRFEREVHNSSQLSHQ
21282832        YKIVDKLGGGGMSTVYLAEDTILNIKVAIKAIFIPPREKEETLKRFEREVHNSSQLSHQ
27467813        YTITDKLGGGGMSIVYLAVDSILNRKVAIKAISIPPSEKEETFKRFEREVHNSSQLSHE
134299570       YEILEQLGGGGMALVWKGKDTFLNRLVTIKVLRPEYASDQEFVRRFRREAQAVASLSHP
83589763        YEIVSELGGGGMARVYRGQDRLLNRNVTIKILREQYASDKEFLARFQREAQAVASLSHP
108802877       YRIVRRLGSGGMADVYLAHDDILDRDVALKVLSSHYAADAEFVERFKREAQSAAALAHP
108803785       YAVLGRLGGGGMAEVFLARDRVLGREVALKVLREAYAADAEFVERFRREARSAASLSHP
118444123       YELLQKIGEGGMAEVYKAKCHLLNRFVAVKVLKSQYSDDIEFVNKFKQEASSAASLSHN
28210913        YELLEKVGEGGMAEVYKAKCHFLNRYVAVKILKEEFSQDAQFVEKFKREATAAASISDN
18145401        YELLQCVGEGGMSFVYKARCRKLNRFVAVKILKDEFKNNEEIVRRFKKEATAIANLSNP
15024695        YKIEEEIGVGGTAVVYKAMDTLLNRHVAVKVLKHEFTEDEEFVFKFKREASAAARIANA
125973093       YELIEKIGGGGMADVYKARCKLLNRFVAIKILKPEFINDEEFLKRFTIEAQAAASLSHP
20807943        YEILEKIGEGGMAKVYKAKCHLLNRIVAIKILRPEFAADENFVKKFKRESQAAASLSHP
89895431        YEIIEKIGSGGMAIVYKAKDLLLNRIVAIKILHEQFTADEEFVRRFRREAQSAASLSHA
116626609       YRIISKIGQGGMGTVYRAMDTKLGREVAIKILPDQFAADSSRMARFSREAKVLAALNHP
116626708       YRIAAKIGEGGMGAVYRAGDTKLNRDVAIKVLPESFAQDPDRLARFTREAQLLAGLNHP
                * :   :* ** . *: .         *::* :      .   . :*  *    : : . 

2633949         NIVSIYDLGEEDDIYYIVMEYVEGMTLKEYITANGPLHPKEALNIMEQIVSAIAHAHQ
52785557        NIVSIYDVGEEDDIYYIVMEYVEGMTLKEYINRTGPLHPKEAVQIMEQIVSAIAHAHD
118479084       NIVNMYDVGEEDGIYYLVMEYVPGQTLKQYIIERGMLPIGEALDIMEQLTSAMAHAHH
30258509        NIVNMYDVGEEDGIYYLVMEYVPGQTLKQYIIERGMLPIGEALDIMEQLTSAMAHAHH
29897506        NIVNMYDVGEEDGIYYLVMEYVPGQTLKQYIIERGMLPIGEALDIMEQLTSAMAHAHH
30021950        NIVNMYDVGEEDGIYYLVMEYVPGQTLKQYIIERGMLPIGEALDIMEQLTSAMAHAHH
138894697       HIVSIYDIGEEEGVYYIVMEYVRGATLKQYIQQYAPLPVEQALRIMDQLTSAIAHAHE
16411274        NIVSVYDVGEENDLHYIVMEHVDGMDLKQYIHENHPISYEKAVDIMLQIVSAVAIAHQ
16414435        NIVSVYDVGEENDLHYIVMEHVDGMDLKQYIQENHPISYDKAVDIMLQIVSAVAIAHQ
14973227        HIVRITDIGEEDGQQYLAMEYVAGLDLKRYIKEHYPLSNEEAVRIMGQILLAMRLAHT
15459243        HIVRITDIGEEDGQQYLAMEYVAGLDLKRYIKEHYPLSNEEAVRIMGQILLAMRLAHT
125718643       HIVRITDIGEEDGQQYLAMEYVAGLDLKRYIKENSPISNEEAVRIMGQILLAMRLAHT
24376858        NIVAIRDIGEEDGQQFLAMEYVDGADLKKYIQDHAPLSNAEVIRIMKEVLSAMTLAHQ
55821411        NIVAIRDIGEEDGQQFLVMEYVDGSDLKKFIQDHAPLSNQDVVRIMGEVLSAMTLAHQ
76788494        NIVAIRDIGEEDGQQFLVMEYVDGFDLKKYIQDNAPLSNNEVVRIMNEVLSAMSLAHQ



12724921        NIVGISDVGEFESQQYIVMEFVDGMTLKQYINQNAPLANDEAIEIITEILSAMDMAHS
29345043        NIVSVYDVGEEDGLQYLVMEYVKGMDLKRYIQTHFPIPYSTVVDITQQILSAVAMAHE
29377576        NIVSVYDVGEEDGLQYLVMEYVKGMDLKRYIQTHFPIPYSTVVDITQQILSAVAMAHE
28378319        HIVSLYDIGEENGMQYLVMEYVKGMDLKNYIKENFPLPLQQVIDIMEQILSAVATAHA
104774276       NIVSVFDVGTDHGLPYMVMEYVKGPDLKEYIREKSPIPLPQVIKIMDQILSAMELAHK
116490836       NIVKVLDAGSFDGVQYLTMEYVDGMDLKKYISQYYPVPYAQVVNIMEQVLSAVSMAHN
10175124        NVVSIYDVGEEENLYYIVMEYVEGPTLKELIQQRGPLPVDETIDIMSQMMAAISHAHM
13701020        NIVSMIDVDEEDDCYYLVMEYIEGPTLSEYIESHGPLSVDTAINFTNQILDGIKHAHD
21282832        NIVSMIDVDEEDDCYYLVMEYIEGPTLSEYIESHGPLSVDTAINFTNQILDGIKHAHD
27467813        NIVSMIDVDEEDDCFYIVMEYIEGPTLAEYIHSHGPLSVETAIQFTEQILSGIKHAHD
134299570       NIVSIYDVGQENESHYLVMEYVDGESLKEMIRREAPLAPFRVIQLGRQIADALEHAHE
83589763        NVVSIYDVGQEDDLHYLIMEYVEGRSLKDLISERAPLPPLEAIDISLQICDALEHAHE
108802877       NIVSIYDRGEAEDGTYYIAMEYLPGGTLKDRILRKGALPPKTAAAVALQIAEALKAAHQ
108803785       NIVAIYDHGRAEDGTYYIAMEHVPGGTLKERILGGAPLPPEEAAGIASQVARALEAAHR
118444123       NIVGIYDIGSENNINYIVMEYIDGKTLKQIINENGSLGFNASIDIAIQIAKALECAHN
28210913        NIVNIYDVGSEENINYIVMEYVQGETLKDVIRKKGKIPYKEAVKLAIQIAKGLECAHR
18145401        NVVNVLDVGTQDDINYIVMEYVEGKTLKDIIKEKGALPYEVAISIGIKVAKALECAHK
15024695        NIVNIYDVGADGNVNYIVMEYVAGKTLKKLIKENGKIEFNKIIDYATQIAKALNFAHK
125973093       NIVSIYDVGQENDIHYIVMEYVNGQTLKEYLDENGALYWKDAVNIAIQICQAIEHAHK
20807943        NIVGIYDVGQEGDIYYIVMEYVKGRTLKELIRENGGPLEVKRAVEIASQVCRALDHAHK
89895431        NIVSIYDVGKDGETEYIVMEHIEGQNLKDIIRNYAPLSTEQTLELGIQIAEAIRHAHE
116626609       NIAAIYGVEECALVMELVAGKPLAGPLPVDTALDYARQIADALDYAHD
116626708       NIAAIYGVEERALVLELVEGPTLADRIAQGPIPLDEALPIARQLAEALEYAHE
                ::. : .          : :* : *  *          :          ::  .:  ** 

2633949         NQIVHRDIKPHNILIDHMGNIKVTDFGIATALSSTTITHTNSVLGS
52785557        NQIVHRDIKPHNILIDHMGHIKVTDFGIAMALSSTTITHTNSVLGS
118479084       FEIVHRDIKPHNILIRADGVIKVTDFGIATATSATTITHTNSVLGS
30258509        FEIVHRDIKPHNILIRADGVIKVTDFGIATATSATTITHTNSVLGS
29897506        FEIVHRDIKPHNILIRADGIIKVTDFGIATATSATTITHTNSVLGS
30021950        FEIVHRDIKPHNILIRADGIIKVTDFGIATATSATTITHTNSVLGS
138894697       NGIIHRDIKPQNILLDEDGNVKVTDFGIAVAMSGTTITQTNSVLGS
16411274        HHIIHRDLKPQNILIDHDGVVKITDFGIAMALSETSITQTNSLLGS
16414435        HHIIHRDLKPQNILIDHDGVVKITDFGIAMALSETSITQTNSLLGS
14973227        RGIVHRDLKPQNILLTPDGTAKVTDFGIAVAFAETSLTQTNSMLGS
15459243        RGIVHRDLKPQNILLTPDGTAKVTDFGIAVAFAETSLTQTNSMLGS
125718643       RGIVHRDLKPQNVLLTPDGNAKVTDFGIAVAFAETSLTQTNSMLGS
24376858        KGIIHRDLKPQNVLLTKDGTAKVTDFGIAVAFAETSLTQTNSMLGS
55821411        KGIIHRDLKPQNVLLTKDGRAKVTDFGIAVAFAETSLTQTNSMLGS
76788494        KGIVHRDLKPQNILLTKKGTVKVTDFGIAVAFAETSLTQTNSMLGS
12724921        HGIIHRDLKPQNVLVSSSGTVKVTDFGIAKALSETSLTQTNTMFGS
29345043        HRIIHRDLKPQNILIDEHGTVKITDFGIAIALSETSITQTNTMLGS
29377576        HRIIHRDLKPQNILIDEHGTVKITDFGIAIALSETSITQTNTMLGS
28378319        HNIIHRDLKPQNILIDEQGNAKITDFGIAVALSEHTMTQTNTILGS
104774276       HNVIHRDLKPQNILMDEKGNIKIADFGIAVALNQSAITQTNSVLGS
116490836       HGIVHRDLKPQNILVGKDGSIKIVDFGIAIARSEFGMTQTNAVLGS
10175124        NQIVHRDIKPHNILIGEDGVVKVTDFGIARAMSSATITHTNSVMGS
13701020        MRIVHRDIKPQNILIDSNKTLKIFDFGIAKALSETSLTQTNHVLGT
21282832        MRIVHRDIKPQNILIDSNKTLKIFDFGIAKALSETSLTQTNHVLGT
27467813        MRIVHRDIKPQNILIDKNKKLQIFDFGIAKALSETSLTQTNHVLGT
134299570       NSIIHRDVKPHNILITRSGRAKLTDFGIAQASASTITHTDTIVGS
83589763        NGVIHRDIKPHNILITRNGRVKVTDFGIAQAVSEVTMSQSGTMIGS
108802877       RGVVHRDIKPHNILITESGDLKVTDFGIARAASSSTMTRTGAVLGT
108803785       RGIVHRDIKPQNILLGASGEAKVADFGIARAASEATISGTSLVLGT
118444123       NNIIHRDVKPHNILVTRDRNIKVTDFGIAKATSSVTITNSDKIIGS
28210913        NNIIHRDIKPHNILVTADNLVKVTDFGIAKATNSVTITNTSQIIGS
18145401        SGIIHRDVKPQNILVTEEGVVKVTDFGIAKSMDSSTIAHTNSVMGS
15024695        NGIVHRDIKPHNIMVTDDDIIKVTDFGIAKASNESTITTTNKVVGS
125973093       NHVVHRDIKPHNILLTKDGMLKVTDFGIARAVSSSTITMAGNAIGS
20807943        NKIIHRDIKPQNILVTDEDVVKVTDFGIARAANGATITYTGDVIGT
89895431        HHIIHRDIKPHNILVTEDGRIKVTDFGIARAVSAATMTHTGDIVGS
116626609       KGIVHRDLKPANIMVTPEGVVKVLDFGLAKATAEDVRTASESFPTVTLDETEPGVVMGT
116626708       KGVIHRDLKPANIKITHEGRVKVLDFGLAKALAPETVAGDPSSSPTMTMRATALGMIMGT
                  ::***:** *: :      :: ***:* :     :                    .*:



2633949         VHYLSPEQARGGLATKKSDIYALGIVLFELLTGRIPFDGESAVSIALKHLQAETPSAKR
52785557        VHYLSPEQARGGLSTKKSDIYSLGIVLFELLTARMPFEGESAVSIALKHLQSETPSVKR
118479084       VHYLSPEQARGGIANKQSDIYSLGIVMFELLTGRQPFSGESAVAIALKHLQSEIPSPKR
30258509        VHYLSPEQARGGIANKQSDIYSLGIVMFELLTGRQPFSGESAVAIALKHLQSEIPSPKR
29897506        VHYLSPEQARGGIANKQSDIYSLGIVMFELLTGRQPFSGESAVAIALKHLQSEIPSPKR
30021950        VHYLSPEQARGGIANKQSDIYSLGIVMFELLTGRQPFSGESAVAIALKHLQSEIPSPKR
138894697       VHYLSPEQARGGIATEKSDIYSLGVVMFELVTGRLPFSGESAVSIVLKHLQEETPSPKD
16411274        VHYLSPEQARGGMATQKSDIYSLGIVLYELLTGKVPFDGESAVSIAIKHLQADIPSARE
16414435        VHYLSPEQARGGMATQKSDIYSLGIVLYELLTGKVPFDGESAVSIAIKHLQAEIPSARA
14973227        VHYLSPEQARGSKATVQSDIYAMGIIFYEMLTGHIPYDGDSAVTIALQHFQKPLPSVIA
15459243        VHYLSPEQARGSKATVQSDIYAMGIIFYEMLTGHIPYDGDSAVTIALQHFQNPLPSVIA
125718643       VHYLSPEQARGSKATVQSDIYAMGIIFYEMLTGHIPYDGDSAVTIALQHFQKPLPSIIS
24376858        VHYLSPEQARGSKATVQSDIYAMGIMLFEMLTGHIPYDGDSAVTIALQHFQKPLPSIIA
55821411        VHYLSPEQARGSKATIQSDIYAMGIMLFEMLTGHIPFDGDSAVTIALQHFQKPLPSILA
76788494        VHYLSPEQARGSKATVQSDIYAMGIMLFEMLTGHIPYDGDSAVTIALQHFQKPLPSILA
12724921        VHYLSPEQARGSNATVQSDIYAIGIILFELLTGQIPFDGDSAVAIALKHFQESIPSIIN
29345043        VHYLSPEQARGSMATNQSDIYAVGIILYEMLTGNVPFDGESAVTIALKHFQEEIPSVKM
29377576        VHYLSPEQARGSMATNQSDIYAVGIILYEMLTGNVPFDGESAVTIALKHFQEEIPSVKM
28378319        VHYLSPEQARGSMATKQSDIYSLGIILYEMLTGSVPFKGETAVSIALKHFQNAMPSVRE
104774276       VHYMSPEQTRGGMVTKQSDIYSLGIILYEALTGHVPFNGETPVAIALKHAEDDIPSLRK
116490836       VHYLSPEQTRGGMATNKSDIYALGVILFEMLTGQVPYKGETVVSIAMKHSSEQMPSAKD
10175124        VHYLSPEQARGGLVTFKSDIYSLGIVLFEMVTGQLPFSGDTAVSIALKHLQNDIPSPKE
13701020        VQYFSPEQAKGEATDECTDIYSIGIVLYEMLVGEPPFNGETAVSIAIKHIQDSVPNVTTD
21282832        VQYFSPEQAKGEATDECTDIYSIGIVLYEMLVGEPPFNGETAVSIAIKHIQDSVPNVTTD
27467813        VQYLSPEQAKGEATDESTDIYSIGIVLYEMLVGEPPFNGETAVSIAIKHIQDSIPNITTD
134299570       VHYISPEQAKGEPAGPKSDIYALGVVLYEMLTGQVPYQADGAIGVALKHIQEEPLSLRE
83589763        VHYLAPEQARGGVIGATADIYSLGIVLYEMLTGDLPFHGETPVAVALKHLQENPRPVRE
108802877       AHYISPEQAMGEPVGPPSDLYSLGVVLYEMLTGQLPYDADTPIGIAMKHVNGHLRPPRE
108803785       VGYMSPEQAMGRRAGPRSDLYSLGAVLYEMLVGNLPYEADTPVAVAVRHIHEPPRHPRA
118444123       AHYISPEQAKGRFVDCKTDIYSLGIILYEMVTGKVPYDGESPVSVALKHVQEELIPPIK
28210913        VHYFSPEQAKGGFIDFRTDIYSLGIVLYEMVTGQLPYNGETAVSIALKHIQGDFIPPKT
18145401        AHYFSPEQAKGTYTDYRTDLYSLGIVLYEMVTGVVPFNGDSPVTVAVKHIQEKAIPPKN
15024695        AHYLSPEQAQGIPVDCRTDIYSFGIVLYEMATGKVPYDADTPVSIALKHIQDAAVPPNE
125973093       VHYFSPEQARGGFTDEKSDLYSLGIVLYELLTGRVPFDGESPVAVAIKHIQDEPEEPIN
20807943        AYYFSPEQAKGSIVDERTDIYSLGIVLFEMLTGKVPFEGDSPISVALKHIQEDILPPSR
89895431        VHYLSPEQARGIQTNEQSDLYSLGIILYELLTGKVPYDGETPISIALKHLQELAVPPSK
116626609       ARYMAPEQARGKPVDKRADIWAFGVVLYEILTGKHLFQGDTASDTIVAVLTLEPN
116626708       AGYMSPEQARGKRVDRRADIWAFGVVFYEMVTGRALFDGDTVSDLIAQVLTKEPD
                . *::***: *      :*:::.* :::*  ..   : .:                    

2633949         WNPSVPQSVENIILKATAKDPFHRYETAEDMEADI
52785557        WNPAVPQSIENVVLKAMAKDPFHRYEAAEEMENDL
118479084       WNENIPQSVENIILKATAKDPFHRYQSANAMKRDI
30258509        WNENIPQSVENIILKATAKDPFHRYQSANAMKRDI
29897506        WNENIPQSVENIILKATAKDPFHRYQSANAMKRDI
30021950        WNENIPQSVENIILKATAKDPFHRYQSANAMKRDI
138894697       WNPEIPQSVENIILKAMAKDPFYRYPSAQEMNEDI
16411274        QNPEIPQSLENIIIKATAKDPFLRYQNAEEMEKDL
16414435        QNPEIPQSLENIIIKATAKDPFLRYQNAEEMEKDL
14973227        ENPSVPQALENVIIKATAKKLTNRYRSVSEMYV
15459243        ENSSVPQALENVIIKATAKKLTNRYRSVSEMYV
125718643       ENPNVPQALENVVIKATAKKLTDRYQSVAEMYVDL
24376858        ENKNVPQALENVVIKATAKRLTDRYHSTQEMLQDL
55821411        ENRNVPQALENVVIRATAKKLENRYNSTLEMSRDL
76788494        ENKSVPQALENIVIKATAKKLTDRYKTTYEMGRDL
12724921        LNPEVPQALENVVIKATAKDIKNRYTDVEEMMTDV
29345043        FDPGIPQSLENVVRHATAKDPSDRYKTANEMAEDL
29377576        FDPGIPQSLENVVRHATAKDPSDRYKTANEMAEDL
28378319        FDADIPQALENVVLQATTKDPRERYATVEDMAADLL
104774276       QNKAIPQALENVVLKATAKDPRDRYASVAEMKADL
116490836       IDPNIPQALENVILRATAKNPDNRYLTAEDMANDL
10175124        IQPSLPQSIENVIVKATAKDPFYRYGSVSEMDEDL
13701020        VRKDIPQSLSNVILRATEKDKANRYKTIQEMKDDL



21282832        VRKDIPQSLSNVILRATEKDKANRYKTIQEMKDDL
27467813        KRDDVPQSLSNVVLRATEKDKYHRYHTVQEMCDDL
134299570       INPNVPEDLEKVVLRAMDKRQDRRHKSAKALGEDLV
83589763        LNPNVPPALERVVMRTLEKDPARRYPSAAALRSDLL
108802877       VNPAVPEGLDAITVRLLAKDPKERYQSADELMEDL
108803785       ANPAVPQALDAVTVRLLAKRPEDRYPDAATLAEDL
118444123       VNPNIPESLNKLILKAVEKEPYKRYQSAHDMI
28210913        INPSLSESLNSIILKCMEKEPVKRYQNVGELINDL
18145401        INQNIPNSLNDLIMKAMEKDPVNRYQTAKEIIGDL
15024695        LNKDIPIALNKMILRCIEKKPENRYQNANEILDEL
125973093       IKEDIPTGVNSIVMRAIQKDQALRYQSASELLNDL
20807943        LNEKVPEELDKIVLKATQKDPNLRYQTASEFLKDL
89895431        LNARVSPALENLVMRSIAKSPDQRYATAKDLLQDL
116626609       WDAVPPRVQGLLRRCLERDPRKRLRDIGDVGLL
116626708       LDAAPENLRPLLRRCLERDERKRLRDIGDAF
                     .  :  :  :   :    *            



                        Cluster No. 34 multiple sequence alignment 

CLUSTAL 2.0.10 multiple sequence alignment

21220714        YRLERLLGEGGMGRVYLGRTPAGSAVAVKVVHRAYAADPEFRRRFALEVAAARR
21222767        YRLAARLGAGGMGRVYLSHTRGGRPVAIKVVRSELADDATFRRRFGREITAARR
21221774        YRLESRLGSGGMGVVHLARSTSGMRVAVKVVHATYARDPEFRGRFRQEVAAARR
29831260        YLLEAALGSGGMGVVHLARSASGLRLAVKVVHAQYAQDPEFRGRFRQEVAAARR
29830359        FEVLGRLGAGGMGLVYLARSASGRRVAIKTVRTELAEDQLFRVRFTREVEAARA
21222037        YRLLGRLGTGGMGHVYLARSDRGRTVAVKLVREELAALEEFRERFRHEVESARR
29831097        YRLLARLGAGGMGQVYLARSDRGRTVAVKLVRQQLAEQDEFRARFRQEVQAARR
134098455       YRLLARLGRGAMGAVYLARSRGGRVVAVKLVRPDLADDTEFRERFRREVQMARS
21222873        YRLLGRLGAGGMGRVFLGRSPGGRLVAVKVVHAELLRRPEFRDRFRREVQAARM
54024334        YRLLGVLGAGGMGRVYLGRSAGGRTVAVKVIRPDLVADPEFRTRFQREVAAARR
86741561        YRLANRIGAGGMGVVYLGFGTDGRPAAVKVPSAGLADDPEFRSRFRHEVDAARR
86741562        FTIHNRIGAGGMGTVYLGFNADGRAAAVKVPDARFADDPEFRERFRREVAAARR
86739363        YRLQNRIGAGGMGTVYLGFAPDRRPVAVKVAAEDLAEDEEFRSRFEREVRAALR
86739076        YRLHNRIGAGGMGVVYLGFGPDDQPVAVKVPHEVHASDPEFRARFRSEVSAARH
86739440        FTLLGRLGEGGMGTVFLGRGRPDVAEHAGRLVAVKVIRPDLARVPEFRARFRREADIARR
86741688        YQVIGRLGQGGMGTVFLGRAPDGSAVAIKMIRPELAQRPEFRARFAREAESARR
86739244        YQVVGRLGAGGMGTVFLAQDAAEKFVAIKVIRSDLAADPEFRARFRDEVAAARR
86740152        FTLTARLGSGGMGVVYLGIDDETGGPVALKVIRSDFTADPEFRSRFRREVAAARA
86741129        HRVLGRLGAGGMGVVYLAEGPLGQVAVKLIRPEYADDPQFRARFHREVQACFR
29833341        FRLHRRLGAGGMGVVYLGSDRRGQRVALKVIRPDLAEDQEFRFRFAREVSAARR
29830627        YTLLARLGAGGMGQVYLGRSPGGRLVAIKVIRDEITDHPEALARFRREVETAGA
119717589       YTLLARLGEGGMGVVHLARREAGERVALKVLRPHIVGDEEARRRLAREVGSLSR
                . :   :* *.** *.*.              *:*              *:  *      

21220714        VQGLYTVPVVAADLDADEPWLATAYAPGPSLQQAVGERGPLPAAEVLALTAGVAEALE
21222767        VKGAYTAELIDADPDGTPPWLATLYVPGPSLAGAVARSGPLPVPAVLWLMAGVAEALQ
21221774        VSGAFTAPVVDADPEAGRPWMATLFIPGPTLSEQVKRNGPMDEPQLRRLMAGLAEALR
29831260        VSGAFTAPVVDADPGAGRPWMATLFIPGPTLAEHVKRNGALPPARLRHLMAGLAEALR
29830359        VSGFYTATVVDADPRAAVPWLATAYVPAPSLEEIVTECGPLPAQAVRWLAAGVAEALQ
21222037        VGGHWTAPVLDADTEAAVPWVATGYVAGPSLQQVVGHDHGALPERSVRTLGAGLAHALQ
29831097        VGGHWTAPVLDADTEAAIPWVATGYVAGPTLQTVVGSDHGALPERSVRILAAGLAHALQ
134098455       VGGFWTATVVDADTEAEQPWLATEYVPGPTLHQAVADHGALPEHTVRSLAAGLAEALA
21222873        VSGAFTAPVVDADPDAPLPWLVTSYIAGPSLEQAVAERGPFDPQAVLTLAAGLAEALV
54024334        VGSSCTAPVLDADVAANPPWLATGYVAGLALSDAVERFGPLGEHSLLVLAHGLAEALI
86741561        VRGSAVAAVLDADLTGQRPWMATEYVEGRNLADAVATRGQLDDRLVQGLAVGLADALV
86741562        VHGRAVAAVLDADPEATSPWLATEYVEGTSLADAVLRHGRLEERLLHGFSVGLADALI
86739363        VRGTAVAAVLDADTEAAAPWMVTEYVEGTSLAEAVRARGRLEDHLVRGLAVGLADALV
86739076        VRADTVARVIRAEVDGPKPWLATEYVAGPTLRAAVQEGGPLTGRPLDGLAIGLAAALE
86739440        VARFCTAEVLGVVDPPDGRPYLVTEYIDGLTLAQTVAADGPLRSADLERVAVSVAAALT
86741688        VRRFTTAAVLDADPYGPQPYLVTEFVEGPTLSRRVSVRGPLRPADLEQLAVSVTTALS
86739244        VAPFCTAQVLDADPDARRPYLVTEYIDGVRLDQAVTESGPLPLSTLQGVAVGVASALT
86740152        VDGACTARLVDADPDAEDPWMATEHIHGQSLAEAIADRGALAMPVVMALATGLAEALK
86741129        VGGAHTARLVDFELEAERPWLATEFVDAPDLAAQVAAAGPLSTGEQIILAAGLAEALA
29833341        IRGGCTARLVAADLDADRPWFATQYVPGPSLHDKVAEEGPLSAADVAAVGAALSEGLV
29830627        VRSAYTANLIDASLDAAPYWLATEYVSGPTLGGAVTERGPFPPDSARRLFAALAEALA
119717589       VRSQWVAEIVDADPWAEVPYVATRYVPGLSLHDHVVEEGAITGADLLWLASCLAEGIA
                :    .. ::   .      :..* .  .  *   :    * :       .   :: .: 

21220714        TIHAAGVIHRDLKPSNIVLTADGPKVIDFGIARAADVTALTATGMRAGTPAYM
21222767        AIHAAGIVHRDLKPANVLLAADGPRVIDFGISLAADSTAHTATGTTIGTPQYM
21221774        DIHRVGVVHRDLKPSNVLLAEDGPKVIDFGISRPKDSELRTETGKLIGTPPYM
29831260        DIHRAGVVHRDLKPSNVLLAEDGPKVIDFGISRPSDSELRTETGKLIGTPPFM



29830359        SIHGAGLVHRDLKPSNVLVVEDGPRVIDFGIASGVSNTRLTMTNVAVGTPAYM
21222037        DIHAAGIVHRDLKPSNVLVTIDGPRVIDFGIARALQTVADGGLTRTGALVGSPGFM
29831097        DIHAAGLIHRDLKPSNVLVTIDGPRVIDFGIARALETVTDVRAQSHRKPARSSVRTGFHG
134098455       AIHRADLVHRDLKPANVLLGPDGPRVIDFGISRAMTGNALTATGMFLGTPGFF
21222873        SIHAAHLVHRDLKPSNVLLAEDGPRVIDFGIVRSVDADSLTGSGHMAGSPGFM
54024334        AVHAAGVVHRDLKPSNVLLALDGPKVIDFGIARAMDDTSLTTTGKVIGSPAFM
86741561        AIHAAGVVHRDLKPANILLTWDGPKVIDFGIARAGDNTSHTRTGMLIGTLVWM
86741562        AIHAAGVVHRDLKPSNILLAWDGPKVIDFGIARASGIPSHTRTGILIGTLAWM
86739363        AIHAAGVVHRDLKPSNILLAWDGPKVIDFGIAHLTDSATLTRTGHVIGTLAWM
86739076        AIHAASVVHRDLKPANIVMSWAGPKVIDFGVARSADYTGYTQAGELVGTVVWM
86739440        AIHGAGLVHRDLKPSNVLLSALGPRVIDFGIARALDAPTMLSQEIQRIGTPAFM
86741688        AIHAAGIVHRDLTPGNVLLSPVGPKVIDFGLAREFNADTDLSHNVRHAIGTPGYM
86739244        AIHRAGIVHRDLKPSNVMLSYSGPRVIDFGIARTLDMTKGRTQTGLVLGSVGWM
86740152        SIHDAGIVHRDLKPGNVILSEDGPKVIDFGIAAAVDATAATRTGVLLGSPGYM
86741129        SIHAAGLIHRDLKPSNVLWTADGPKVIDFGIAAAAEARPLTAVGGVVGTPGWL
29833341        AVHEAGVVHRDLKPSNILLSPKGPRIIDFGIAWATGASTLTHVGTAVGSPGFL
29830627        SVHGYGVTHRDLKPQNVILSGQGPLLIDFGIARNTTDTALTQTGLAPGTPGFT
119717589       SVHAVGVLHRDVKPSNVLMEGRTPILIDFGLARVADDPKLTHTGWLLGTPGYL
                 :*   : ***:.* *::     * :****:                    :     :  

21220714        APEYIRGQEVTEAGDVFALGLVAHFAATGRLAFGGGSDHGVAYRILEASPDLDGC
21222767        APEQASAGAITAATDVFSLGQTAAFAALGKPLYGDGPAATVLYRIVHSEPDLSEL
21221774        APEQFRRPREVGPAADVFTLGSLMVHAATGRGPFDSDSPYVVAYQVVHDEPDLTGV
29831260        APEQFRRPREVGPAADVFALGSVIVHAATGSGPFDSDSPYLVAYQVVHDEPDLTGV
29830359        SPEQAKDSRSVTGASDVFSLGSMLVFAATGHAPFHGANPVETVFMLLREGPDLEGL
21222037        APEQVRGDRVTPACDVFCLGSVLAYAATGKLPFGSANSGAHALMFRIAQEEPDLEGV
29831097        HPEQVRGDRVTPACDVFCLGSVLAYAATGALPFGTASSGVHALMFRIAQEEPDLTGV
134098455       SPEQTVGNEVGPPSDVFSLGAVLVFAATGMGPFGNENTAAMLYRVVHTEPDLDEV
21222873        SPEQVNGDEVTWASDVFCLGAVLAFAATGTNPFGAGPTPALLYRVVHNAPDVAAV
54024334        SPEQVTGEPIGPAGDMFALGGVLAYAAAGQGPFGTGDTVQLLWRVVYEEPRIEAV
86741561        APEQLRGERAGPAADIFAWGACVTFAAAGRPPFRGERAEAIGLQILTAEPNLDGL
86741562        APEQLRGERAGPPADVFAWGACVTYAATGHPPFASEQSDVLTRMREDRPPDIAGV
86739363        SPEQMRGEPSDASADVFAWASCVTYAATGRHPFHAETPDLLAVRVQRDSPDLYAL
86739076        APEQINGQQAGSAADVFAWGCCVVFAATGRRPFRGEAPEIVALHISSTEPELDGV
86739440        APEQANGEPVTAAADVFAWGGLVTYAGTGSFPFGDGPTPVQLYRVVHREPLLDGL
86741688        SPEQILDAPITSAVDIFAWGAVIIFAATGHAPFGTGRIDAILYRIVNEPPRLDGV
86739244        APEQMEGAALGPAVDVFAWGLLIGYAATGGHPYGHGTYLEMSEKILTGQPDLRAM
86740152        APEQVTGRGEIGPPADVFAWGLTVLFAASGRPPFGAGRPDALLYRVVHDEADTGDV
86741129        SPEQATGGEVTAASDVFGWGALVCFAATGQPPFGSGSADAVASRIAAAEFQIDFDRL
29833341        APEQVRGAAVTPATDVFSLGATLAYAATADSPFGHGSSEVMLYRVVHEEAHLNGV
29830627        APEVLTHNQVTSAADVFALGATIANAATGRPPFGSGPAHAVSYRAVHEDIDVDGV
119717589       APEILYGEDATVASDVHSWAATVAYAGTGHPPFGRGPSMAIMDRVRRGQFDLDGL
                 **          . *:.  .     *. .   :                          

21220714        PESVRGVVALCLEKDPARRPTPAEIVRL
21222767        PERLRDLLGRCLATAPEERATPAEIVEW
21221774        PDSLAPLVLRCLAKEPEDRPTPDELMREL
29831260        PEELAELVAGCLAKEPDDRPTPDELMTAL
29830359        PDELRPLIESCMQMEATGRPNPADLQAQL
21222037        PEGIADLVRDCLRKDPAARPALADVLER
29831097        PEGLADLVRECLRKDPAARPPLERILER
134098455       PDGLRPLLASCLAKDPAQRPTPAQLLDGV
21222873        ADPALRSLIADCLAKDPAHRPAPREILARI
54024334        PPRLRPAVAACLAKNPADRPTPRQVLDQL
86741561        PASLVGVVRAALDKEPARRPAATELLARL
86741562        PVKLAPLVRAALGRRPEERPSAAELVRSL
86739363        PGYLLNQVARALSKAPRERPDAASLLAAL
86739076        PERLLGPVRQALTKNPGHRPSAGELVRLL
86739440        APALRPIVEEAMRKDPATRPSAQELFLRL
86741688        GGELRNLVEIAMAKDPAARPSAEELRTAL
86739244        PPDLTPIVRSALARDPRDRPSTENLLLTL
86740152        PPALRPAVRAALLKEPMARPSAHALLRVL
86741129        APELHAPVREALDRQPPQRPTALDLCERL
29833341        PDALAPLVRACLAKDPEERPSTLQLSLRL



29830627        DPELAALIQACVAKDPVERPGLETV
119717589       PHDLHQVVAAALDPDPRERPSLEQILAWL
                    :   :  .:   .  *.    :    

                        Cluster No. 35 multiple sequence alignment 

CLUSTAL 2.0.10 multiple sequence alignment

21221541        MGQVWTAYDRRLDRRVAVKLLRPDKVAGAEADELRRRFVRECRITAQV
29830083        MGQVWTAYDKRLDRRVAVKLLRPDKVAGQEADELRRRFVRECRVTAQV
134103045       YELDELPLGKGGMGAVHRGHDLHLDRRVAVKFLHLPGGPDEELEQRFIREARILARL
86741364        YELEAVPLAKGGMGEVWVGRDVKLDREIAVKFVRFPDGQPDQELIRRFIRESRITARL
117928194       YLIEDRIARGGMATVYRARDMRLDRPVAVKVMHDVFATDPEFVARFIREAKAAAAF
                            *. *  . * :*** :***.::          *:  **:**.:  * .

21221541        DHPGLVTVHDAGSEGEELFLVMQYVDGADLSDHLAEHDPYPWQWAVAVAAQLCAVLSAVH
29830083        DHPGLVTVHDAGSEGEELFLVMQYVDGADLADHLAEHTPYPWQWVVAVAAQLCAVLSAVH
134103045       EHAGAPTLYDFGAYDHRLFQVMQFVDGVTVADLISEHGPVPVPWAAAVAAQACAVLSAAH
86741364        LHPGVPAVYDAGTHEERPYLVMQRVHGLSVADLVAEQGALPVGWAAAIAAQVASVLAVAH
117928194       SHPNVVAVFDQGADGGHVYLVMEYVVGETLRDLLRRRGRLSPAEALGILQPVLAALSAAH
                 *..  ::.* *:   . : **: * *  : * : .:   .   . .:     :.*:..*

21221541        AVPIVHRDLKPRNVMVKQDGTVTVLDLGVASVMDADTTRLTHTGTPIGSPAYMAPEQAM
29830083        AVPIVHRDLKPRNVMVKQDGTVTVLDLGVASVMDTDTTRLTHTGSPIGSPAYMAPEQAM
134103045       ALSICHRDLKPTNLMLCPDGAVKVLDFGLAVLRDTDVAQFTRAGQILGTPAYMAPEQIQ
86741364        RASLVHRDLKPANLMLEPDGTVKVLDFGLAVALDRTNLSKITVTGQHLGSPAYMAPEQVL
117928194       ASGLIHRDVKPENVLLARDGRVKVADFGLAQAVNRTASRTATLIGTVAYLAPEQVT
                   : ***:** *:::  ** *.* *:*:*   :       : :.  :*: **:****  

21221541        GGAVGPYTDLYALGVLLHELLSGDVPFAGSTALGVLHRHLYEPPLPVRRIRPEVPEALEA
29830083        GGAVGPYTDLYALGVLIHELLSGDVPFTGSTALGVLHRHLYEPPLPVRRLRPEVPEALEA
134103045       QGVAGPRSDLYALGCVLHEMLTGRQLFTGPTAYAVFEKQVKQAPPPVHGVPAELDD
86741364        AGLSTPATDIYALGATLFEMLTGQRLFAGASSYTVMNKQVEEVPARVRSLRADVPRGLDE
117928194       RGVADARSDVYAAGIMLFEMLTGAPPYQGDSPLAVAYRHAHEDVPPPSSRVQSLPPAIDA
                 *   . :*:** *  :.*:*:*   : * :.  *  ::  :           :*  :: 

21221541        LVLRLLAKDPQHRPDSAQEVYEHL
29830083        LVLRLLAKDPQHRPASAQETYEQL
134103045       LVQDLLKKDPEDRPADAGVLYERL
86741364        LVAAMLSKAPEDRPCGVEKV
117928194       VVLAATARDPDRRPADAHALLALV
                :*     : *: ** ..       



                        Cluster No. 36 multiple sequence alignment 

CLUSTAL 2.0.10 multiple sequence alignment

32471012        YTLREQIGEGGFGLVFVAEQESPVRRRVALKIVKPGVGSKEVIARFEAERQAVALMNHP
32477437        YQLMERIGEGGFGWVFVAQQRSPVQRRAALKIIKPGMESREVIARFEAERQAIALMDHP
32476285        YSICELIGEGGMGSVFVAQQEQPVRRKVALKIIRAEIATKEALARFSAERQALAMMDHP
94969337        YRLIDLLGEGGMGEVWMAEQVEPLRRTVALKLIKAGMDTKAVVARFESERQALALMDHP
116620331       YRIVQLIAEGGMGAVYQAVRVDDLYRKVVAVKVIRRGVFGEFALRRFDIERQILAHLDHP
116620490       YQMVREIGHGGMGTVYLAERADGEYRMQVAIKLVSPHLCTEAVLRRFRTERQVEASLDHP
                * :   :..**:* *: * : .   :  .*:*::   :  . .: **  ***  * ::**

32471012        NIAQVFDAGVTADYRPYFVMELVRGLPITEFCDEKQMDVRERLNLMIDVCSAVHHAHQKG
32477437        NIARVFDAGVTETAQPYFVMELVRGVPLTDFCNSNRLRISDRLQLFVTICHAVQHAHQKG
32476285        CIAKVLDGGATESGQPYLVMELVQGTPITEYASHSGLSIEQRLRLFQKVCHAVQHAHRKG
94969337        NIARVFDAGSTPEGRPYFVMEYVPGQPITAYCDRQKLALKQRLELFIQVCEGVQHAHQKA
116620331       NIAKLLDGGATPDGRPFFVMDFIAGTPIDEYCDHHKLGIRERLDFFLKVCSAVHYAHQNL
116620490       NITRLLDGGTTDDGLPYLVMEYVDGVRIDAWCDSRKLSVRDRLKLFRQVCAAVQSAHEKE
                 *::::*.* *    *::**: : *  :  :..   : : :** ::  :* .*: **.: 

32471012        VIHRDIKPSNVMVTLHDDRAVAKVIDFGVAKALDQKLTDKTVYTRFFSMIGTPLYMSPE
32477437        IIHRDLKPSNILVTLQDGRPLAKVIDFGVAKAIGQSLTVKTIYTRFTSMVGTPAYMSPE
32476285        VIHRDLKPSNILVAEIDGEALPKVIDFGLAKALDQPLTDITIHTGFAQLMGTPMYMSPE
94969337        IIHRDLKPSNVLVQEIDKRPVPKIIDFGLAKATGQRLTEATMYTEVGARVGTPAYMSPE
116620331       VIHRDLKPGNILVTEEGALKLLDFGIAKLLDPDALAGEDEPTLTTVHAMTPEYASPE
116620490       IVHRDIKPGNILVTADGTIKLLDFGISKVLNRELFDTPETTLGETPMTPEYASPE
                ::***:**.*::*   .     *::***::*  .   *      *       ** * ***

32471012        QAEMSSLDVDTRSDIYSLGVLMYELLVGATPFDRGRLDSAGLDEMRRIIREEEPPRPSTR
32477437        QAAMSTDDVDTRSDIYSLGVLLYELLTGSTPFAPDRLQTAGFDELRRIIREEEPPRPSTR
32476285        QAEMGTIDIDTRSDVYSLGVLLYELMVGAPPFDRETFKTASFDEVRRIIREIQPPRPSVV
94969337        QADANERNIDTRTDVYSLGVILYELLTGVLPFEPQDTTADEMLRKIRDEEAPRPSTK
116620331       QLHGLQVTTASDVYSLGVLLYRLMTGHRPYAGDSRSIEELWEHIRSRPPRRPSTV
116620490       QIRGLRVGPATDIYSLGVVLYQLLTGSLPFASQREQRQVMRAICEEEPLKPSAA
                *       : . :*:*****::*.*:.*  *:           :: . * .  . :**. 

32471012        LSTLTAERIRSLGLQNHGAGASQSRSLSSDLRGDLDWIVMKALEKDRTRRYDSAAS
32477437        LSTLNSEESRTSDVERLGPPTTPSTAMKRDLDWIVMKALHKDRNRRYSTAGA
32476285        SRTLSANENVNHQQGDVQRKLHPSIRGELDWLIMKTMEKDRRRRYGSASE
94969337        LRSSTQNAVKVAEQRQEQPQTLIRHLRGELDWIVMKALEKDRGRRYGTPTE
116620331       IAANDDGVTPETVCSARSTKPERLQRQLSGDLDNILMMALRKEPERRYCSVEQ
116620490       IHQETVLAGQQGMVAETTSQARGESPTGLRRLLSGDLDNIVLKALRKEPERRYPTVRA
                          :                       :  :** ::: ::.*:  *** :   

32471012        LANDI
32477437        LAEDILRFL
32476285        LADDI
94969337        LAADV
116620331       FANDLRRHL
116620490       LSEDL
                :: *:    



                        Cluster No. 37 multiple sequence alignment 

CLUSTAL 2.0.10 multiple sequence alignment

37521672        YRLCRHLGVNGGRETWLAADGLCAEVSVTLKTLYFGRSATWQDHERLEREARTLASL
37521696        YRLVERLGHNVHRQTWLAGDERTAEQVVLKALAFDNEMQWQQLKLAEREAATLQSL
37519991        YLLERQLGSTGARQTWLVQNSATGQALTLKALYFGTGMDWRNLALFEREAQTLKSL
113475351       YQLQKQLGRAVAGRKTWLAFDSQLEEQVIIKMLAYSPEILGQELDLFETEAKILKAL
17133011        YEIQQLLGKKAGRRTLLAKDVVTGELVIVKLLVFSSDFEWDDLKLFEREAETLKSL
22298642        YELLRELGSHPGRRTYLALDRWHYEQVVLKLLLFGGGITWDDFKLFEREVAVLQTL
17131853        YQVIQELGRNQEEGRITYLAHHHQSKQQVVIKEFSFAHTYTDWCDFTAYESEAKILQKL
                * : . **      * * *. .    :  : :* : :        :    * *.  *  *

37521672        DYPGIPRHRDAFWVELPEGHYYCLAQEYIAGITLAERVGSGGRLGEADIVRLAANLL
37521696        THPCIPRLVESFWLELPEGHYFCLVQSYIPGQSLAAMLRAGRRWSPGEVLNIARQVL
37519991        DHPRIPRYHEFFQWQQPEGDYFCLVQDYIPGVSLAEQVHSGKRWSEAQIEQAALEIL
113475351       NHPHIPRYRDYFSLEKEANLDLPWFALVQNYIPGFSLQELLDRDKIFTEEDVEKIAKEML
17133011        SHPHIPRYLDYFEVNPPTIKGFALVQSYISAQTLEQYLQSGRSFSESDIKQIATAIL
22298642        DHPAIPRYLDYFEINTPDLKGFALVQTYIEAKSLALWQAEGRVFSEGDLRLLADRLL
17131853        NHPRIPRYLDSFATQTGFYLVQEYKHALPLSSKRSFQPEEIKQIAVSVL
                 :* ***  : *  :         : *.* *  . .*             ::   *  :*

37521672        ETLAYLHSQAPPVIHRDIKPSNIVCTADGGYALIDFGSVQAQSSTATLTVAGT
37521696        EILDYLHSQSPPVVHRDIKPSNIILSDDGRLFLIDFGAVQAQSLPDQTVTVVGT
37519991        EILDYLHSLAPPVVHRDIKPSNVICGEDGRLYLVDFGSVQAEQVSGRTVTVVGT
113475351       EILIYLHELKPSVLHRDIKPSNLIMGADQKIYLVDFGAVQSQGNAQGVTFTIIGT
17133011        EILIYLHGLYPPVIHRDIKPSNILLGERSGNNVGQVYLIDFGSVQTALGAEGGTRTVVGT
22298642        DILIYLHSRQPPVIHRDIKPTNILLGDRSGHDLGKVYLVDFGAVQTAIAGSTRTVVGT
17131853        EILVYLQQRIDPIIHRDIKPENILVDEQLNAYLVDFGLARVQDTKIALTSLLTGT
                : * **:    .::****** *::             *:*** .:        *  : **

37521672        FSYMPPEQFIGRAAPGSDLYALGATLLFALTGTDPADFPRRGLHLIFQSRVGVGR
37521696        FGYMAPEQFYGKTSPASDLYSLGMLLLCILTGTEATEIPRRGLQVELPSTSLVEQ
37519991        YGYMAPEQFGGRAVPGSDLYSLGATLVHLATGMNPADLVDGGFHIRIPEQLPLSP
113475351       SGYAPLEQFWGRAVPASDLYALGATLIHLLTGISPVDLPQKNYHIQFPENVNINP
17133011        YGYMPPEQFGGRTVTASDLYSLGATLIYLVTGTHPADLPQKDFRIQFESVANLSP
22298642        YGYMPPEQFGGKTLPASDLYALGMTLIYLATATPPDELPQKELRVQFQPLVSLSP
17131853        PGFIPPEEQLGYSLSLASDLYSVGATLICLLANIRSVDIGKLIDSKGYFDFQKLDSQIDL
                 .: . *:  * : . .****::*  *:   :   . ::                  :  

37521672        PLVRWLERLLEPALEERLGNAREALETL
37521696        PMRAWFACMLAPEHQDRFDSAREALESL
37519991        GLRHWVEKLVDSDPERRFKNAREAI
113475351       SLANWINKITEIDLEIRFKNAREALKCL
17133011        GLAAWLKTMTEPSVERRFSSPQQALKAL
22298642        PFIRWLEKMVAPALEERFDSATAARHALKQL
17131853        RFRSWLMGMVEPKWQYRYTNAADALAAL
                 :  *.  :     : *  ..    .*:   



                        Cluster No. 38 multiple sequence alignment 

CLUSTAL 2.0.10 multiple sequence alignment

13472161        YELDERIASGGMGEVYRGHNIQTGDHVAIKIVLPEFARDQTILSLFRKEASILNHLSHDA
27351864        YEIEAVIGAGGMGEVYKCREIQTGSPVAVKMLLPDMVDNEAALALFRREAAALHNLPHDA
126464610       YRVEARLGQGGMGTTWRGVNLTTQDVVAIKVMTPEIALVPKAVELFRREAQLLRKVQSDA
119385168       WTVEGVLGRGGTGEVYRAKSLVTGRVVAIKALSAGFSGDEGYLELMRREEAMRDILHDA
                : ::  :. ** * .::  .: *   **:* : . :      : *:*:*   :..:  **

13472161        VVRYHVFTIDPRIGRPYLAMEFVDGQSLFDVMRRGPMRGEEVRRLCHRLASGLAAVHQA
27351864        IVRYFLFTVEPVLQRPYLAMEFVNGRSLSNMLDDGPLTFEALIKLMLRVASGLEAAHEH
126464610       VIRYETTLQDREGRLYLIMEFVDGQPLSHYLERGARLAPGDVLRLGRRMAGALAAIHAL
119385168       VVRYSDCSRTPEGHVFLVMDFIDGPALSEAMAERRLGMRELLIVAHRVAEGLVAAHAR
                ::**   :      : :* *:*::* .* . :     :    :  :  *:* .* * *  

13472161        GAVHRDLSPDNIILPGGRVESAKIIDFGIARSAAVGGETLIGGKFAGKYNYVSPEQLGLY
27351864        GIIHRDVSPDNIIVPLDDVRRAKIIDFGIARSTQMGDKTIIGSGFAGKDNYASPEQVGLY
126464610       GIVHRDVAPDNIMLPDGDIGHCKLIDFGLASNTSGTEASIIGASYAGKYSYSSPEQFGLH
119385168       GVVHRDLSPDNVILRDGRVEGATVIDFGIAKDTAAGAHTVVGNQFAGKYEYAAPEQF
                * :***::***:::  . :  ..:****:* .:     :::*  :*** .* :***.   

13472161        GGEVSEQSDIYSLGLVLAAALRGKPLDMSGSQYEVIEKRRTVPDLSDIDPDFQELIA
27351864        GNDVTAKSDVYSLGLVLFHALTGQKLDMGGSQFQLVEKRRRVPDLGAVDMRIRPLLE
126464610       GARVGPASDIYSLGLVLMKVCGLKVPGEGMGMAAVEVRRENVTIPRDAGLPPALARLLE
119385168       DGKAEPASDLYALGALLLAAARGEVPFAGATPGEMIRRKAETLDVTGLPEPLAGLIL
                .  .   **:*:** :*  .  *      .     :. :           :   :  *: 

13472161        AMLQPDPRDRPASMAEIARA
27351864        RMLQPDPALRPTMGEVASW
126464610       AMLRTRPDERPADLQKLF
119385168       WLSAPRIAERAPSAAAVVARL
                 :  .    *..    :    



                        Cluster No. 39 multiple sequence alignment 

CLUSTAL 2.0.10 multiple sequence alignment

126435516       YVLRGVLGAGGMAEVRDAWDTRLDRPVAIKILHPAMNAQPETLNRFRDEARSAAML
126438334       YELREVLGLGGMAEVRDGWDTRLDRAVAIKLLHPAMRAQPDVRSRFEAEARSAAAL
120406349       YELRGLLGCGGMAEVRDGWDIRLDRPVAVKLLHPNFNADADARARFCDEARSAAAL
145221981       YELRGLLGRGGMAEVRDGWDTRLDRSVAVKLLYPSQSSDDSVRRRFEDEARSAARL
111017717       YELRGVLGRGGLADVYDGWDQRLARAVAVKVLRPEMASEPQTRRRFESEARLAATL
111018704       
120406030       YELRGVLGRGGMAEVRDAWDKRLGRPVAVKLLYPSVSAHPDTRRRFAIEARAAAAL
145222263       YRLGPVLGRGGMAEVRDAWDQRLGRPVAVKLLYPSVSTQPDTRRRFATEARAAAAL
108805087       YRILRTLGKGGMGRVYLAHDEVLDREVALKVLYRDLAEHEDFVERFKREARSAASL
21223157        YRLHERLGRGGMGIVWRATDQLLAREVAVKALPLDESLSAAEARRRRERTLREARAVAQL
41406116        YRLQRLIATGGMGQVWEAVDNRLGRRVAVKVLKQEFSQDPEFIERFRAEARTTAML
                                                                            

126435516       SHPNIVAVHDYGEQDGTPFIVMERLPGRTLHDVMADGPLAPDQVRSMLDDVLAA
126438334       THPNIVAVHDYGEDDGTPFIVMERLPGRTLGDVIAAGPMSPAQVRSMLGEVLAA
120406349       SHPNIVAVHDFGEHDGRPFIVMERLPGRTLADLIAQGPMAPAQVRAMLDDVLAA
145221981       SHPNIVAIHDFGEHDSAPFIVMERLPGRTLADVIEQGPMPAPQVRRVLDEVLAA
111017717       NHPNVVAVHDSGDDHGAPYIVMERLPGRTLLDDLLAGPLPAPRARTILTQTLDA
111018704       MHDCGEDAGVAFIVMERLPGRTLADEIAAGPVPDARVRSILADVLAA
120406030       NHPHVVAVHDSGVHDGRHYIVLERLPGQSLADVLAHHGPLPVDHVRAIMRDVLSA
145222263       NHPHVVAVHDTGVHEGRHYIVLERLPGQNLADLLARHGPLPVEQVRAILRDVLSA
108805087       SHPNIVSVHDLGVTGDGSHFIAMEYVSGGTLEYLLKREGFLPPERARRIAAQIASA
21223157        RHPHVIVVHDVVEDDGRAYMVMELVDGGSLADRVLTRGPVDAVEAARIGVALLDA
41406116        NHPGIAAVHDYGESQLDGEGRTAYLVMELVNGEPLNSVLKRTGRLSLRHALDMLEQTGRA
                       :**         .   ::.:* : *  *   :   * :   ..  :      *

126435516       LSVAHSAGVLHRDIKPANILLSVTGDSVKVADFGIAKAGGAAHTMTGQIIGTMAYMSPE
126438334       LEVAHAAGVLHRDIKPGNILLSADANTLKVADFGIAKTGGAAYTMTGQIIGTLAYMSPE
120406349       LDVAHTAGVVHRDIKPGNILLSATGDRMQVADFGIAKSGGAAHTMTGQIVGTLCYMSPE
145221981       LSVAHAAGVLHRDIKPANILLTTAGDSVKVADFGIAKSAGAAHTATGQIVGTLCYLSPE
111017717       LGAAHAAGILHRDIKPGNILFDAHGTVKVTDFGIAKSADTTHTTAGEVLGTVAYLSPD
111018704       LGAAHGAGILHRDIKPGNVLFTAAGTVKVADFGIAKSAASDHTATGQVLGTVAYLSPD
120406030       LRAAHTSGVLHRDIKPANILFTHFGGVKIADFGVAKSADTPQTLTNRVFGTMAYLPAD
145222263       LSAAHLSGVLHRDIKPANILFTEFGGVKIADFGVAKSPDTPQTLTNRVFGTMAYLPSD
108805087       LGAAHERGVIHRDVKPQNVLLTGSGDAKVADFGIARAAALTTLTGTGFVLGTARYISPE
21223157        LDTAHASGILHRDVKPSNVLVADDGRVVLTDFGVAQVAGATTLTESGSFVGSPEYTAPE
41406116        LQVAHAAGLVHRDVKPGNILITPTGQVKITDFGIAKAVDAAPVTQTGMVMGTAQYIAPE
                * .**  *::***:** *:*.   .    ::***:*:    :  * :. ..*:  * ..:

126435516       RVTGAPASVADDLYAVGVVGYEAIVGHRAFPQDSPVAVARAIMDDPPPPLREVRPDLDPV
126438334       RVSGAPASVADDLYAVGVMAHEALLGRRAFPQDNPAAVARAIMDDPPPPVTAFRTDVDPI
120406349       RVSGAPASVADDLYAVGVMGYEALLARRAFPQESPVALVRAIVDAPPPALAGLTGGADPV
145221981       RVMGAPASVADDLYAVGVMGYEALLGRRAFPQDNPAALARAIIDVPPPPLRALSVTADPA
111017717       RITGKPASVTDDLYAVGVVGYEALAGHRPYTGDTILSLAHAIVHGHHEPLTAVRPDLAPT
111018704       RILGTPATTADDLYAVGVVGYEALAGHRPFAGDNILSLARAITDGAARPLRDARPDADPN
120406030       RIAGRPATPSDDLYALGVVAYEALTARRAYPQENLTALADAIAAGHLAPVATLRPDVDPA
145222263       RIAGRPATPSDDLYALGVVAYEALTGRRAYPQDNLSALADAIAAGRLAPLTSVRPDVDPA
108805087       QARGEPVGPPSDLYSLGIVLYEMLTGEVPFDAETPIGLAMKHMSDVPRPPKEANPAVPDD
21223157        RMSGAGTGPESDLWSLGVLLCAVLSGASPFHRDSLGGVLHAVVTEEIRPPAQAGPLLP
41406116        QALGHDATPASDVYSLGVVGYEVVSGKRPFSGDGALTVAMKHIKEPPPPLPAELPPN
                :  *  .   .*::::*::    : .  .:  :    :          .           

126435516       LAGTIDRAMTRDPAQRFGDAAQMRAAV
126438334       LAGVIERAMTPDPPQRFGSATQMRAAL
120406349       LAAVIDRAMSRDPRRRFGSAAQMRAAL



145221981       LVAVIDRAMSRDPRLRFGSAPQMRAAL
111017717       LTTVIERALSCDPQQRFATADQMRNDL
111018704       LVHTIERAMARDPQQRYADAQSMRDAV
120406030       LATTIERSMARDPRWRFATADQMLACL
145222263       LAATIERAIARDPRWRFATAEQMRRSL
108805087       LNDLVMRLLSKAPEERPKDASALI
21223157        VVRGLLERDPRRRLDAASAQRML
41406116        VRELIEITL
                    :   :                  



                        Cluster No. 40 multiple sequence alignment 

CLUSTAL 2.0.10 multiple sequence alignment

116622280       YEILALIGTGGMGEVWKARDTRLKRTVAIKVSKSNFINRAEHEARAVAALSHP
116622762       YELLTPIGEGGMGQVWKARDTRLGRTVAIKVSKTSFSERFEREARAVAALSHP
116623587       YEIVGLLGTGGMGEVYAAVDTRLGRKVAIKVSQARFSGRFEREARAISALNHP
94971261        YEIVGPIGNGGMGEVYKVRHTISQRTEAMKVLLSGAARRPEVTDRFVREIRVLANLNHP
116622368       YSITGLIGRGGMGEVYHAVREDDFRMPVAIKLLKRGGGTEMALRRFRIERQILAGFQHP
                *.:   :* ****:*: .  .       *:*:             *   * : :: :.**

116622280       NICMLYDIGPDYLVMEYIEGKPLQGPMPVETALRHAIEIAKALDAAHRVGI
116622762       NICTLYDVGPDYLVMEYIEGKPLKGPIPVETALRHAIEIAKALDAAHRLGI
116623587       NICTLHDVGPNYLVTELVDGETLRDWLKRATAGERYLDVARQVLQALCAAHRAGI
94971261        NIAALHTAFHHEDQLIMVMEFIEGKNLSEMLSTGMVLRDSVAYIRQAVTALAYAHSQGV
116622368       NIGRLLDGGATASGLPYLVMEYIEGVPLLEYAAGLPVRERLRLFLAVCSAVQYAHQRHV
                **  *        .   :* * ::*  *        .    :        *:  **   :

116622280       IHRDLKPANILVTKSGIKLLDFGLAKVTAASAVSDETVTRGLTEEGSILGTLQYMA
116622762       VHRDLKPGNVLVTRTGIKLLDFGLAKVTTAAAAASEETVTRALTEEGTILGTLQYMA
116623587       VHRDLKPANIMVRFDGYVKVLDFGLAKWITPGGHSVQLEPPATMTLSQPGQIVGTVAYMS
94971261        IHRDIKPSNIMINSAGQVKLLDFGLALMSTPDPRLTSSGSLLGSVHYIS
116622368       VHRDIKPANILVTVDGIPKLLDFGIAKLLHPSTADRGPSPTAADNAVMTPEYAS
                :***:**.*:::   *  *:****:*                    :  .  : :  * :

116622280       PEQLAGGEADARSDIFAFGCVLYELLSGEPAFAAASRAGIIAAILEREPKALPAAP
116622762       PEQLEGKEADARSDIFAFGCVLYEMLTGAPAFTGGSRASIIAAIMDREPKALPEAP
116623587       PEQILGQEVDQRSDLFAFGIILYEILSGLHPWPRKSAVDTMHAILHDEPASMHAIP
94971261        PEQIRGETMDARSDLYAVGVTLFEVITGRLPIQGHSFSEIINGHLQVIPPSPAVLNACIP
116622368       PEQIRGEPVTIATDIYSLGALLFEVLTGRQAPRPGNGEPAAHEMD
                ***: *      :*:::.*  *:*:::*  .    .            * :         

116622280       AHVAATLQRCLAKDPDDRWQSARDL
116622762       ASLESAIRQCMAKDPDERWQSARDL
116623587       ANIARIVRRLLRKNPTDRFASAEEVLDAF
94971261        ANLAAITLKALAKNPSERFQNASEFLQAL
116622368       AELAAILRKALRQQPKERYASVAELSDDV
                * :     : : ::* :*: .. :.    



                        Cluster No. 41 multiple sequence alignment 

CLUSTAL 2.0.10 multiple sequence alignment

116622459       YEILARIGEGGMGEVYRATDTRLHRTVAVKISCDQFGERFEREARAVAALNHPN
116625320       YTLISPLGEGGMGEVWKARDTRLDRAVALKVSKAAFTERFEREARAVAALNQPN
116622825       YEILALIGKGGMGEVYRAHDPRLRRDVAIKISSVRFDQRFEREARAIATLNHPN
116626668       YEILAPLGAGGMGEVHRALDTRLNREVAIKVSQERFSDRFEREARAVAALNHPN
83647568        YKIIRKIGEGGMGWVYKAEDTRLERYVALKCLAPEVATDERVRFRLMQEAKAISRLDHPN
                * ::  :* **** * :* *.** * **:*           .  *: :**:*:: *::**

116622459       ICQIYDVGPNYLVMEYIEGLPLRGPLPLDQALRYAAQICDALDAAHTKSI
116625320       ICTLHDVGPNYLVMEFVEGVPLKGPLPVEKAVEYAGQILEALDAAHRKGI
116622825       ICQVYDVGPDYLVMELVEGITLKERIKEGAIPLEEALRIAGQIAEALSAAHERFI
116626668       ICHLYDVGPNYLVMELVEGESPKGPLSLEKALDYARQIADALEAAHEKGI
83647568        VCVIHDVGAMSDGGMYIAMQYYSGETLENALTKGALAPDQVVRIAKQIAYGLQAAHQRDI
                :* ::***.      *:.*:  .* . .     *.:. ::.:  * **  .*.*** : *

116622459       VHRDLKPANILVTRSGVKLLDFGLAKIEQAVAAGSDTMTLALTGKGQILGTLHY
116625320       THRDLKPANILVTRQGIKLLDFGLAKQRTPLPQDGATLTRALTSQGEIVGTLQY
116622825       VHRDLKPDNIKIKPDGTVKVLDFGLATVGGAPAPLDSEDSPTSSMSLTQAGAILGTAGY
116626668       VHRDLKPANIKITPEGKVKVLDFGLAKRIQSDGTSYNSENSPTLTNTATQAGAILGTAAY
83647568        IHRDIKPANILLSEDGIVKILDFGIAKLSGVDITLGGARMGTLRY
                 ***:** ** :. .* :*:****:*.                     *  *  :**  *

116622459       MSPEQLQGKDAGARSDIFAAGLVLYEMLTGKRAFDGDSPASVIGAILERQAPSIADVAPA
116625320       MAPEQLHGKDADARSDLFAFGCVFYEMLTGKRAFEGESAASVIAAILEREPAPLTVAPP
116622825       MSPEQARGKPVDARSDIWAFGVVLYEMLTARRLFQGDDLTETLAAIVKEEPNLASVPPQ
116626668       MSPEQARGKNVDKRADIWAFGVVLYELLVGERPFHGDDLTEILASVVKESPDLSRVPLK
83647568        MSPEQLQGRDMGLQTDVWSVATLIYEMLTGREMFDGEKSSTVLHAVMHEEPDYSLAVFQE
                *:*** :*:  . ::*::: . ::**:*.... *.*:. :  : :::...      *   

116622459       ALDRILKRCLAKDSGDRWHSAADLKAAL
116625320       LDRIVRRALAKDPDQRFQTALDLKAAM
116622825       VRRLLEACLQKDPTRRLQAIGDRRLL
116626668       VRRLLGACLEKDPQRRLRDIGDAW
83647568        YPLFKRLLTAMLHKKPEKRLDSMGKVLQWL
                   . *::   * *..  *     .     



                        Cluster No. 42 multiple sequence alignment 

CLUSTAL 2.0.10 multiple sequence alignment

9945898         FDIERELGEGAMATVYLATQRSLQRKVALKVMAAALAADPSFAERFLREGRTLARLSHPN
90022079        YKILRTLGKGGMATVYLAEQEIFEREVALKVMSKSLAEDPSFGQRFMREAKIVSQLVHPN
51246425        YCIIEKIGVGGMADVYKAEDTELGRQVALKLLPPEFARDAERVTRFDKEVCAAAALMHQN
83647361        YEILDEVAEGGMAKVFKARQTLADRIVAIKIISPAICLNKEFRQRFIQEAQITAKLNHPN
                : *   :. *.** *: * :    * **:*::.  :. : .   ** :*    : * * *

9945898         TVTIHDIGNVGSCYYMAMEYLPNGTLKERIQQGLDPEQGLAYVRQVAAALGYAHSQGLV
90022079        IVTVHDVGVHEGYYYLSMQVIDGLDLKQSRRSLSLRQKVTAIRDIAKALDYAGSKGYV
51246425        IVTLYDVTHVDGYHFYTMDLITGGDLKEKIKQGLSPEAAVNILLELGKALSHAHAKEFV
83647361        IIQIYDIAPFEDTFFISMEFMEGGSLTERIRSGRLTRDESTRIILQLAEAMNYAHKLGYI
                 : ::*:    . .: :*: : .  *.:  : . *        : ::. *:.:*     :

9945898         HRDVKPANILFRADGTAVLSDFGIAKSIEDNTQFTQVGFAVGTPSYMSPEQARGQEIDG
90022079        HRDIKPENILFHTSDGRAVLTDFGIARAAESDLTMTQTGTAIGTPHYMSPEQAKGLAVDH
51246425        HRDIKPENVLFREDGTAVLTDFGIAKAVGTATQMTKTGMSIGTPHYMSPEQARGIGVGY
83647361        HRDIKPGNILFRADDTPVLSDYGIAKSLYHRGDLTTTGSILGSPPYMSPEQAMGRQLDH
                ***:** *:**:  *. .**:*:***::      :* .*  :*:* ******* *  :. 

9945898         RADLYALGVVLYEILTGKLPYNGKDSLSTALAHLTEPLPELPIEQGRYQDILRQLLAKDP
90022079        RADLYSLGVVFYLLLANRLPFDAESAVAIGIKHITQAIPLLPAEYNQLQPLIDKLMAKKV
51246425        RSDLYSLGILFYEMLVGSVPYDSEDTIAIAYSHVNDPVPELPSQFRKYQPIVDHLLAKSS
83647361        RADWYSLGIVFYQMLTGAVPFEATDPISLGIKHKQEPPPPLPSHLRMYQQLMDLLLAKEP
                *:* *:**:::* :*.. :*::. ..:: .  *  :. * ** .    * ::  *:**. 

9945898         AERFPTAGALIAAL
90022079        EDRFQSAKELIDAL
51246425        ADRYVDAATMVRAI
83647361        ERRLSSLDEFRAHL
                  *      :   :



                        Cluster No. 43 multiple sequence alignment 

CLUSTAL 2.0.10 multiple sequence alignment

86739661        YTLLGKLGQGGMGMVYLGRSGKGRLVAIKVIRNEAVGNPEFRARFRLEAETARRVARVCT
86742078        YRLRGRLGVGGMGVVYLAEDPHHHPVAVKVIRVEFAADPEFRARFRHEAEAARRVPRFCT
86741942        YQLVARLGQGGMGIVYLGRSRDGRPVAVKVVRTDLARQPEFLARFRREAEVAQRVARFCT
86742102        YRLVRRLGAGGMGTVYLGENAAGGLVAVKLIRADLARLAEFRSRLKQEADNARRVARFCT
86743100        YVLLSRLGVGGMGTVYLARNRAGRRVAIKVIRPDLAADEEFRRRFRAEVEAARKVAPFCT
86742726        YTVERKLVDARTGPVFLARNGEARPVLVKTITAPFGRDAEFRRRLRVDLDNIRRLAPSCL
                * :  :*  .  * *:*...     * :* :        **  *:: : :  :::.  * 

86739661        AEVLDADPDAEWPYLVTEFIEGETLARYVQRNGPLADANLEQLAVGVAAALTAIHSAGIV
86742078        AAFLDADPNAERPYLVTDYVPGPTLAQAARRPLRGAELEQVAVHIAVALTVIHGAGVV
86741942        AEVLEVDVEADRPYLVTEFIDGPTLADAIAANGPMAEADLERLAISVAAALTAIHAAGMI
86742102        AAVLDVDITADPPYLVTEYVDGPTLSEAVGTRGPLTPAELHQLAVSMTTALMAIHRAGLV
86743100        AEVLDADPNAPAPYLVTEFIDGVRLDMQVDKGPLTSSTLTGLAVGVATALTAIHSAGLV
86742726        AAILDLDTGARPPYVVAEFIDAPTLAATVAGGAALSGPDTYRLAVGLATALAALHELEIF
                * .*: *  *  **:*:::: .  *        .:  .    :*: ::.** .:*   :.

86739661        HRDLKPANVILSPFGPRVIDFGIARAVDAGSNLTGDLQQLGTPAFMSPEQIESRPITS
86742078        HRDLKPSNVILSPTGARVIDFGIARAHGMTMFHIDEQIGTPAYTAPENIDGAPPDP
86741942        HRDLKPSNVLLSRLGPRVIDFGIARAMDSTTSLTTSTGLIGTPAFMAPEQARGALVTA
86742102        HRDLKPSNILLSRLGPKVIDFGIARALDSATVLSGDRQLGTPAFMAPEQALGEQVTS
86743100        HRDLKPSNVMLSLSGPRVIDFGIAQALEGAKAKPTAWGFGSAGWMAPEQVHGQPIGP
86742726        LGDLKPINVVLSGQGVRLVDFGLFRAMNAVSINNPGGPPSGIGTLAFITPEQALGQTATV
                  **** *::**  * :::***: :*               :*: .: :**:  .     

86739661        AVDIWAWGGLVAFAATGHYPFGEASAQVLLYRALHEEPQLDDVDPALRPIVWHAMRKDP
86742078        AADIFAWGGVVLYAATGQPPFGDRSSELLLHRIRYDHPTHLNQLHGRLHDTVTAAMAKAP
86741942        AADIFAWGGVVTFAGTGIGPFGKATTPVLLYRAVHEAPKIDGLPDGLRSIVAKTMSKEP
86742102        AADVFAWGGVLIFAGTGRYPFGNGPAPSVLYRTVNDPPTLDGFEDSLRPLVSDAMRKAA
86743100        EADVFAWGILIAYAGTGRHPFGDGTDIDLGMRIVGSAPDLRGLPQPLVGLVSAALAKHP
86742726        ASDVFTWGGMLLFAATGRPPFGAGTPRVLLQRAVYAEPDLSVFCPELRELVAAAMRKDP
                  *:::** :: :*.**  ***  .   :  *     *  :  .   *   *  :: * .

86739661        STRPSAQQLMLRL
86742078        EQRPTAEQLYRML
86741942        ADRPTASDLYQSL
86742102        AERPTAEKLYARL
86743100        DDRPSARDLLLRL
86742726        KRRPAAAELLEQL
                  **:* .*   *



                        Cluster No. 44 multiple sequence alignment 

CLUSTAL 2.0.10 multiple sequence alignment

24983617        HSRQSLLYKVRDSQNQPWLLKTLPTAREQEPGAAQGLLLEEWFLRRIAGRHF
26988816        HSRQSLLYKVRDSQNQPWLLKTLPTAREQEPGAAQGLLLEEWFLRRIAGRHF
104780903       WKVDALLGQSRQSQLYRVRDEQGQAWLLKTLPQVDEVEPQAIQSLLLEEWFLRRVAGRHF
28852745        WNVGDIVAQSRQSILYRVKDAHGQPWLLKTLPTSRHDEAGAGQGLLLEEWFLRRVAGRFF
28869503        WNVGDIVAQSRQSILYRVKDAHGQPWLLKTLPTSRHDEAGAGQGLLLEEWFLRRVAGRFF
9947763         WRVRQLLGESRQSLLYRVEDGQGQPWLLKTLPAARADDPLATQALLLEEWFLRRVQGRHF
119897580       LTVEEVLHHSLVTLLYRVADAQGRQRVLKTLRNGAGDVENCQALVYEEWLARRVVDSRF
                        .*  : **:* * :.:  :****      :    *.*: ***: **: .  *

24983617        PELHAASQRQHLYYVMREYPGQNLAALLAEQGPLPLPQWLEVARQLLQAVGVLHRRNLLH
26988816        PELHAASQRQHLYYVMREYPGQNLAALLAEQGPLPLPQWLEVARQLLQAVGVLHRRNLLH
104780903       PETHPANQRQHLYYLMREYPGETLATLFATHGPLPLPQWLEIARQLLHAVGALHRRNLLH
28852745        PEVHSLAQRQHLYYVMREYPGSTLAEVFRRNGPLPLVQWQDLATRVLRATGLLHRRNIIH
28869503        PEVHSLAQRQHLYYVMREYPGSTLAEVFRRNGPLPLVQWQDLATRVLRATGLLHRRNIIH
9947763         PELHGLAQRQHLYYLMREHPGETLAERLRNHGPLSLPEWLGLANQLLRGLGQLHRRNLLH
119897580       PEVIDWPGRHHLYYLMSWHEGATLKARLAAGHRFSPAQVVELGGEILRGVGALHRLAIVH
                **      *:****:*  : * .*   :     :.  :   :. .:*:. * ***  ::*

24983617        RDIKPDNLHLGRDGQLRLLDFGLAYCPGLSEDPLHELPGTPSYIAPEAFDGHPPSPRQDL
26988816        RDIKPDNLHLGRDGQLRLLDFGLAYCPGLSEDPLHELPGTPSYIAPEAFDGHPPSPRQDL
104780903       RDIKPENLHLGSDGQLRVLDFGLAYCPGLSEDLPHTLPGTPSYIAPEAFDGQPPSPRHDL
28852745        RDIKPENLLLGNDGELRLLDFGLAFCPGLSATNAEDLPGTPSYIAPEAFNGAEAHPRQDL
28869503        RDIKPENLLLGNDGELRLLDFGLAFCPGLSATNAEDLPGTPSYIAPEAFNGAEAHPRQDL
9947763         RDLKPENLHLGRDGELRLLDFGLAWCPGLSREDPHLLPGTPSYLAPECFSGTSPSVRQDL
119897580       RDIKPDNLHLDAHGRLRILDLGVAASDGHAFNEINNPGTPSYMAPELFAGERANEASDL
                **:**:** *. .*.**:**:*:* . * :    .  ******:*** * *  .    **

24983617        YAVGVTLYHLLTGHYPYGEVEAFQRPRFGQPVNAARYRPDLPEWLQHNLLQAVASDPAQR
26988816        YAVGVTLYHLLTGHYPYGEVEAFQRPRFGQPVNAARYRPDLPEWLQHNLLQAVASDPAQR
104780903       YAVGVTLYHLLTGHYPYGEIEAFQRPRFGAPVSAARYRPDLPEWLQRNLEQAVAANPAHR
28852745        YAVGVTLYYLLTGHYPYGEIEAFQHRRFGTPIPASRYRPDLPQWLSQSLDKALQADPDQR
28869503        YAVGVTLYYLLTGHYPYGEIEAFQHRRFGTPIPASRYRPDLPQWLSQSLDKALQADPDQR
9947763         YATGVCLYQALTGRYPYGEIEAFQHPRFGRPVPPSRYRPDLPAWIDDLLLRAVACDPAQR
119897580       YAVGVTLYELLARRYPYGEIEPFQKPRFGDPVAVTRYRPDTPDWLEAILLKAVAPTPAER
                **.** **  *: :*****:*.**: *** *:  :***** * *:.  * :*:   * .*

24983617        FETAEHWL
26988816        FETAEHWL
104780903       FETAEQWLLLL
28852745        YETPEQWLLEL
28869503        YETPEQWLLEL
9947763         FETAEEWLLSL
119897580       FETAEEFLLAL
                :**.*.:*   



                        Cluster No. 45 multiple sequence alignment 

CLUSTAL 2.0.10 multiple sequence alignment

118477730       YKIESVIGMGSYGVTYVVNDLQINRYKVLKQLRQSKQRYVSGRKSFEQEKMILQTLNHHA
30256946        YKIESVIGMGSYGVTYVVNDLQINRYKVLKQLRQSKQRYVSGRKSFEQEKMILQTLNHHA
29895941        YKIESVIGMGSYGVTYVVNDLQINRYKVLKQLRQSKQRYESGRKSFEQEKMILQTLNHHA
30020390        YKIESVIGMGSYGVTYVVNDLQINRYKVLKQLRQSKQRYESGRKSFEQEKMILQTLNHHA
138895192       YEIIEELGMGSYGIAYKGRDRDTGRLVVIKQARRTKGEDGRRLLQREADVLSRLRHPQ
52784213        YRINRVLGMGNYGITYLAEELGRSGFRVIKQQRKTKAWTSAGRRSFNREAEILRELDLPA
                *.*   :***.**::*  .:   .   *:** *::*     **: :::*  :*  *    

118477730       IPSLYDHFVWEKKSFFVMEYMPGKNFEDYIFLDGHVYTEREVLKILYEILEIVSVFHSKG
30256946        IPSLYDHFVWEKKSFFVMEYMPGKNFEDYIFLDGHVYTEREVLKILYEILEIVSVFHSKD
29895941        IPSLYDHFLWEKKSFFVMEYMPGKNFEDYIFIDGYVYTEREVFEILYEILEIVSVFHSEG
30020390        IPSLYDHFLWEKKSFFVMEYMPGKNFEDYIFIDGYVYTEREVFEILYEILEIVSVFHSEG
138895192       IPARYDTFIEGGQPHLVMDYIDGQTVEDQIFGLGITYTEQAAFRLLLDVLDVVRYIHASG
52784213        APRLYEVLRAAGERFIVMEYIEGKTFEDLLFYDGRVFDEQQTISILKEVLHSVSLLHSRG
                 *  *: :    : .:**:*: *:..** :*  * .: *: .: :* ::*. *  :*: .

118477730       IIHRDLRIPNILMKENQISIIDFGLAKLKGEGDERATTYEGEQALMREVHFRSDFYALGH
30256946        IIHRDLRIPNILMKENQISIIDFGLAKWKGEGDERATTYEGEQALMREVHFRSDFYALGH
29895941        IIHRDLRIPNILMKENQISIIDFGLAKWKGEDDERATTYEGEQALMREVHFRSDFYALGH
30020390        IIHRDLRIPNILMKENQISIIDFGLAKWKGEDDERATTYEGEQALMREVHFRSDFYALGH
138895192       IVHRDLRIPNIIWRHGTVAIIDFGLACRMGERVDLRDDDPLEKRLRREPHPRSDFYALGH
52784213        IIHRDLRIPNLIVNRGTIRIIDFGLACRLTERERVDNRHPEKKLMRAVSVKSDFYALGH
                *:********:: ... : *******    *          *: * *    :********

118477730       FSLFLLYAGYESNEKYEKPWYDELTLENYNREMLMRMLQMKTPYYENVRDLKKDVAFALE
30256946        FSLFLLYAGYESNEKYEKPWYDELTLENYNREMLMRMLQMKTPYYENVRDLKKDVAFALE
29895941        FSLFLLYAGYESNEKQEKPWYEELTLEHYNREMLMRMLQIKTPYYENVQDLKQDVASALE
30020390        FSLFLLYAGYESNEKQEKPWYEELTLEHYNREMLMRMLQIKTPYYENVQDLKQDVASALE
138895192       FTLFLLYSAYEPTSEDEKSWEEELDLSPKARAMLRKMLQLDAPYDHVDELIADVKQLL
52784213        FALFLLYSGFTPSDEEEKCWEEELSISSGLKSVLRKMLQIDLPYERAEDIIGDL
                *:*****:.: ...: ** * :** :.   : :* :***:. * *:.. ::  *:     

118477730       RMEVPCFKSF
30256946        RMEVPCFKSF
29895941        RMETPCF
30020390        RMETPCF
138895192       
52784213        
                          



                        Cluster No. 46 multiple sequence alignment 

CLUSTAL 2.0.10 multiple sequence alignment

120401718       YEIKGCIAHGGLGWVYLAFDKNVNDRPVVLKGLVHSGDAEAQAIAMAERQFLAQVTHPGI
126433142       YEIKGCIAHGGLGWVYLAFDHNVNERPVVLKGLVHSGDAEAQAIAMAERQFLAEVTHPGI
1817676         YEVKGCIAHGGLGWIYLALDRNVNGRPVVLKGLVHSGDAEAQAMAMAERQFLAEVVHPSI
31791588        YEVKGCIAHGGLGWIYLALDRNVNGRPVVLKGLVHSGDAEAQAMAMAERQFLAEVVHPSI
41409991        YEVKGCIAHGGLGWVYLAVDHNVNDRPVVLKGLVHSGDAEAQAIAMAERQFLAEVVHPQI
19553944        YEVLGVIAHGGMGWIYLANDRNVSGRIVVLKGMMAQSSVQDQGTAEAEREFLADITHPGI
23494432        YEVLGVIAHGGMGWIYLANDLNVANRVVVLKGMMAQTSAQDQGTAEAERAFLADITHPGI
38234610        YEVAGVIAHGGMGWIYLAHDRNVSGRMVVLKGLRDKAKPQDYGAAVAEKEFLADITHPGI
68535317        YEILGPIAHGGLGWVYIAIDHNVADRYVVLKGMMATENEQERAVAESERAFLADITHPGI
                **: * *****:**:*:* * **  * *****:    . :  . * :*: ***::.** *

120401718       VKIYNFVEHEDKHGNPVGYIVMEYVGGTSLKQATAQKGTRLPVAEAIGFMLEILPALGH
126433142       VKIYNFVEHEDKHGNPVGYIVMEYVGGTSLKQARGQRLPVAQAIGYMLEILPALGY
1817676         VQIFNFVEHTDRHGDPVGYIVMEYVGGQSLKRSKGQKLPVAEAIAYLLEILPALSY
31791588        VQIFNFVEHTDRHGDPVGYIVMEYVGGQSLKRSKGQKLPVAEAIAYLLEILPALSY
41409991        VQIFNFVEHVDRHGNPVGYIVMEYVGGQPLRHGKGEKLPVSEAIAYVLEILPALGY
19553944        VKAYNFIDDPRVPGGFIVMEYVNGPSLKDRCKAQPDGVLRVDLAIGYILELLPAMDY
23494432        VKAYNFIDDPRVPGGFIVMEYVNGPSLNDRRKQQKDGVLSFDLAIGYILEVLPAMDY
38234610        VKSYNFIDDLIVMEYVEGPALRGPMAIDLAIGYILEVLPALDY
68535317        VKIFNFIDDPRSPGGFIVMEYVGGPSLRGQRRKLAAGVLDLDVAIGYILEILPALDY
                *: :**::.          ****** * .*.          : .  **.::**:***:.:

120401718       LHSIGLVYNDLKPENVMVTEDQLKLIDLGAVSRINSFGYLYGTPGYQAPEIVRTGPTVAT
126433142       LHSLGLTYNDLKPENIMLTEDQVKLIDLGAVSTINSFGYLYGTPGYQAPEIVRTGPTVQS
1817676         LHSIGLVYNDLKPENIMLTEEQLKLIDLGAVSRINSFGYLYGTPGFQAPEIVRTGPTVAT
31791588        LHSIGLVYNDLKPENIMLTEEQLKLIDLGAVSRINSFGYLYGTPGFQAPEIVRTGPTVAT
41409991        LHSIGLVYNDLKPENIMLTEEQLKLIDLGAVSRINSFGYLYGTPGFQAPEIVRTGPTVAT
19553944        LHQRGVVYNDLKPENVIATEDQVKLIDLGAVTGIGAFGYIYGTKGFQAPEVATHGPSISS
23494432        LHSRGVVYNDLKPENIIATEDQVKLIDLGAVSGIGAYGYIYGTKGYQAPEVATQGPSVAS
38234610        LHSRGVVYNDLKPDNIIISEDQVKLIDLGAVSGIGAFGYIYGTKGYQAPEVASDGPSIAS
68535317        LHSRGVVYNDLKPDNILITEDQVKLIDLGAVTGIGAFGHIFGTKGFQAPEIAKTGPTVAS
                **. *:.******:*:: :*:*:********: *.::*:::** *:****:.  **:: :

120401718       DMYTVGRTLAALTLKLRTRKGRYVDGLPEDDPVLATYDSYGRLLRRAIDPDPRRRFQS
126433142       DIYTVGRTLAALTLELRTRKGRYVEGLPEDDPVLAQYDSFGRLLRRAIDPDPRRRFAS
1817676         DIYTVGRTLAALTLDLPTRNGRYVDGLPEDDPVLKTYDSYGRLLRRAIDPDPRQRFTT
31791588        DIYTVGRTLAALTLDLPTRNGRYVDGLPEDDPVLKTYDSYGRLLRRAIDPDPRQRFTT
41409991        DIYTVGRTLAALTLNLPTRNGRYVDGIPDNDPVLGTYDSFRRLLRRATDPDPRRRFSS
19553944        DIFTIGRTLAALTMPLPVEDGVLAPGIPSPKNSPLLRRHLSFYRLLQRATADDPQHRFRN
23494432        DIYTIGRTLAALTLKLPVEDGVLAPGIPSPNDQPQLRRYLSFYRLLLRATAEKPEDRFTS
38234610        DIYTIGRTLADLTIDLNDGAGGKKDLPTADEEPLFAQNLSFYRLVRRCTRSDPAKRFSS
68535317        DIYTVGRTLAALIVKLPVEDGVYAPGLPTPDEEPLFREYLSLYRLLLRATDEDPEARFSS
                *::*:***** * : *    *     :*  .  * :    *  **: *.   .*  ** .

120401718       AEEMSSQLM
126433142       SEEMSSQLL
1817676         AEEMSAQL
31791588        AEEMSAQL
41409991        TEEMSAQLM
19553944        VSELRTQLYG
23494432        VAELRTQLFG
38234610        VRELETQLYG
68535317        ATAMANQLI
                   :  **  



                        Cluster No. 47 multiple sequence alignment 

CLUSTAL 2.0.10 multiple sequence alignment

108760330       LELLELLGRGGMGEVWLARQQSLGRTVAVKLLPPRLAKDPEFVTRFEKEATALAALNHPH
32475155        LQITELLGAGGMGAVYKARQEGLDRVVALKILPEEFGHDVKFALRFTREARTLAKLNHPN
116620001       YEILAPIGAGGMGAVYKALDTRLNREVAIKTVSEQHMLRFDREARAIAALNHPH
116621582       YRIETLIGSGGMGSVYRAVDTRLDRAVAIKIPAQPFDARFEREGRSIAALNHPN
                 .:   :* **** *: * :  *.* **:*           .  ** :*. ::* ****:

108760330       IIQIIDRGVAGEHYYFVMEYVEGRSLREAMSAGLPPEKGIKLLLAVARAIECAHDKGII
32475155        IVSVYEFGHVDDTYYFLMEYVDGSTLRDVVAAGQLAPAHALAIVPHLCDALQYAHDNGVI
116620001       ICALYDVGDSYLVMEYVEGSPLKGPVPVPEAVRLATQIVEALAAAHAKGII
116621582       ICTVHDVGPNYLVMELIEGPTLAERIRKGPVPLEEALAIARQIAAALDTAHQRGLI
                *  : : *      *::** ::* .*      * :.  ..: :   :  *:  ** .*:*

108760330       HRDLKPENILLDGRGHVKVADFGLAGIRAPDSRLQLTATSVAMGTLNYMAPE
32475155        HRDIKPENILMAVDGSVKIADFGLSRILGDQDQPSALTGTHQIMGTPRYMAPE
116620001       HRDLKPGNVLLTASGVKLLDFGLAKFAEQPQLDADSTLTQTGIGTVLGTASYMSPE
116621582       HRDLKPANVKVKPDGTVKVLDFGLARFAITDPPGDDDPTHSLAVTQAGAILGTPHYMAPE
                ***:** *: :   * **: ****:                   *     :**  **:**

108760330       QRRDAKNVDGRADLFSLGIILYEVLTGELPLGRFKLPSSKVPGLDPRVDPV
32475155        QLEGARGVDHRADIYSLGVVFYEMLTGELPIGRFAVPSKKVQIDVRLDDV
116620001       QAQGRPADSRSDVFSFGAVLYELLCGKQAFHEDTAIGTIAAVVHKEPAPLQAPPDLTRI
116621582       QALGKSADKRADIWAFGVILYEMVTGARPFPGDVPVWDRVPAAIRPL
                *   .: .* *:*::::* ::**:: *  .:                   :        :

108760330       VDRLLEQDPAARYEKASELCAAL
32475155        VLRTLEKEPQRRYQRASQIKSDV
116620001       ISRCLSKAPCDRFQTMSDL
116621582       LTRCLQKDPAHRLRDIGDAPFL
                : * *.: *  * .  .:     



                        Cluster No. 48 multiple sequence alignment 

CLUSTAL 2.0.10 multiple sequence alignment

4377006         YHVKKILSKKLRSRVVHGLHPETRHSTVIKVFSPSPSFTSRSVYNFLKEAQSLHQITHPN
8163351         YHVKKILSKKLRSRVVHGLHPETRHSTVIKVFSPSPSFTSRSVYNFLKEAQSLHQITHPN
8979075         YHVKKILSKKLRSRVVHGLHPETRHSTVIKVFSPSPSFTSRSVYNFLKEAQSLHQITHPN
33242061        YHVKKILSKKLRSRVVHGLHPETRHSTVIKVFSPSPSFTSRSVYNFLKEAQSLHQITHPN
29834154        YHIKKLLSKKEGSTVYQGVHPDTLQPAAIKVLATPLVTDTPRVHNFLKEARIIEQISHPN
29839807        YHIKKLLSKKEGSTVYQGVHPDTLQPAAIKVLATPLVTDTPRVHNFLKEARIIEQISHPN
89898773        YCIKRIMSKKEGSTVYHGVHPVTLQPTVIKVLVTPLVADTLRVHNFLKEARIIEQISHPN
3329124         RELSRKVGLTVYQGVDEHSSRPVVIKTLVSPGIHDRRFLRAFEEEARIMQLVTHPA
                    : :*:*    * :*:.  : :...**.: ..       :  * :**: :. ::** 

4377006         IVKFHRYGKWQDCLYIAMEYIEGISLREYILAQFISLPQAIDIIFDIAQALEHLHSRNIL
8163351         IVKFHRYGKWQDCLYIAMEYIEGISLREYILAQFISLPQAIDIIFDIAQALEHLHSRNIL
8979075         IVKFHRYGKWQDCLYIAMEYIEGISLREYILAQFISLPQAIDIIFDIAQALEHLHSRNIL
33242061        IVKFHRYGKWQDCLYIAMEYIEGISLREYILAQFISLPQAIDIIFDIAQALEHLHSRNIL
29834154        IVKLYQYGQCREGLYIAMEYIQGVSLRHYILSQLIPLSRAIDIILHIAQAIEYLHSRGIL
29839807        IVKLYQYGQCREGLYIAMEYIQGVSLRHYILSQLIPLSRAIDIILHIAQAIEYLHSRGIL
89898773        IVKLYQYGQCREGLYMAMEHIQGVSLRKYILSQLIPLSRAVDIILQIAQALEYLHSRGIL
3329124         FVRLEDRGECEQGRYLVSEYILGSSLRDSILSSQISLDKAISIVLQVAQAITTLHRHGVL
                :*::   *: .:  *:. *:* * ***. **:. *.* :*:.*::.:***:  ** :.:*

4377006         HKDIKPENILITPQGKIKLIDFGLADWDTEIQRAHPSVIGTPYYMSPEQRQGESHSPASD
8163351         HKDIKPENILITPQGKIKLIDFGLADWDTEIQRAHPSVIGTPYYMSPEQRQGESHSPASD
8979075         HKDIKPENILITPQGKIKLIDFGLADWDTEIQRAHPSVIGTPYYMSPEQRQGESHSPASD
33242061        HKDIKPENILITPQGKIKLIDFGLADWDTEIQRAHPSVIGTPYYMSPEQRQGESHSPASD
29834154        HRDIKPENILITSQGNIKLIDFGLAISSIDKDARPLYLGTPSYMSPEQRQGDKISELSE
29839807        HRDIKPENILITSQGNIKLIDFGLAISSIDKDARPLYLGTPSYMSPEQRQGDKISELSE
89898773        HRDIKPENILITPQGEIKLIDFGLAASSSMANDPYPVCLGTPSYMSPEQRQGDKISENSE
3329124         HLDIKPENIVLSQSGEIKLIDYGLSAWQFNHWGSPAYMSPEQSRQEPPSPASD
                * *******::: .*:*****:**:  .           *:* ****** : :  *  *:

4377006         IYALGLLAYELILGHLSLGRVFLSLVPERISKILAKALQPSPNNRYSSTREFIQDI
8163351         IYALGLLAYELILGHLSLGRVFLSLVPERISKILAKALQPSPNNRYSSTREFIQDI
8979075         IYALGLLAYELILGHLSLGRVFLSLVPERISKILAKALQPSPNNRYSSTREFIQDI
33242061        IYALGLLAYELILGHLSLGRVFLSLVPERISKILAKALQPSPNNRYSSTREFIQDI
29834154        IYSLGLIAYELILGNLALGKVVLSLIPDRVSKILAKALQPSPTDRYASMKEFI
29839807        IYSLGLIAYELILGNLALGKVVLSLIPDRVSKILAKALQPSPTDRYASMKEFI
89898773        IYSLGLIAYELILGNLALGKVILSLVPERMSKILAKALQPSPKDRYASMKEFLIDL
3329124         VYSLALLAYELIMGQLALGKVYVSLLPSKISKILIQALQPSPAARFSSMQEFAEALQDYL
                :*:*.*:*****:*:*:**:* :**:*.::**** :******  *::* :**        



                        Cluster No. 49 multiple sequence alignment 

CLUSTAL 2.0.10 multiple sequence alignment

4376355         MGEVYLAYDPVCSRKVALKKIREDLAENPLLKRRFLREARIAADLIHPG
8978468         MGEVYLAYDPVCSRKVALKKIREDLAENPLLKRRFLREARIAADLIHPG
8163479         YDIVRIIGKGGMGEVYLAYDPVCSRKVALKKIREDLAENPLLKRRFLREARIAADLIHPG
33241430        YDIVRIIGKGGMGEVYLAYDPVCSRKVALKKIREDLAENPLLKRRFLREARIAADLIHPG
29834784        YDIIRMIGKGGMGEVYLAYDPVCSRKVALKRIREDLSDNELLKKRFLREAKIAADLVHPG
29840435        YDIIRMIGKGGMGEVYLAYDPVCSRKVALKRIREDLSDNELLKKRFLREAKIAADLVHPG
89898141        IGKGGMGEVYLAYDPVCSRKVALKRIREDLSDNELLKKRFLREAKIAADLVHPG
3328716         YELIRLIGKGGMGEVYLAHDKACSRRVALKRIREDLSGNALLRQRFLREAKIAADLIHPG
                           *******:* .***:****:*****: * **::******:*****:***

4376355         VVPVYTIYSEKDPVYYTMPYIEGYTLKTLLKSVWQKESLSKELAEKTSVGAFLSIFHKIC
8978468         VVPVYTIYSEKDPVYYTMPYIEGYTLKTLLKSVWQKESLSKELAEKTSVGAFLSIFHKIC
8163479         VVPVYTIYSEKDPVYYTMPYIEGYTLKTLLKSVWQKESLSKELAEKTSVGAFLSIFHKIC
33241430        VVPVYTIYSEKDPVYYTMPYIEGYTLKTLLKSVWQKESLSKELAEKTSVGAFLSIFHKIC
29834784        VVPVFTICSDSDPVYYTMPYIEGYTLKSLLKSVWQCDSLPKDLAEQTSVATFLSIFHKIC
29840435        VVPVFTICSDSDPVYYTMPYIEGYTLKSLLKSVWQCDSLPKDLAEQTSVATFLSIFHKIC
89898141        VVPVFTICSDSDPVYYTMPYIEGYTLKSLLKSVWQCDSLPKDLAEQTSVGTFLSIFHKIC
3328716         IVPVYSICSDGEAVYYTMPYIEGFSLKSLLKSVWQKEVLSKELEEKTSVKSFLPIFDKIC
                :***::* *: :.**********::**:******* : *.*:* *:*** :**.**.***

4376355         CTIEYVHSRGILHRDLKPDNILLGLFSEAVILDWGAAVACGEEEDLLDIDVSKE
8978468         CTIEYVHSRGILHRDLKPDNILLGLFSEAVILDWGAAVACGEEEDLLDIDVSKE
8163479         CTIEYVHSRGILHRDLKPDNILLGLFSEAVILDWGAAVACGEEEDLLDIDVSKE
33241430        CTIEYVHSRGILHRDLKPDNILLGLFSEAVILDWGAAVACGEEEDLLDIDVSKE
29834784        STVEYVHSRGILHRDLKPDNILLGLFSEVVILDWGAALSKEMEEDFLSDIDVRIP
29840435        STVEYVHSRGILHRDLKPDNILLGLFSEVVILDWGAALSKEMEEDFLSDIDVRIP
89898141        STVEYVHSRGILHRDLKPDNILLGLFSEVVILDWGAALSKEMQEEVLLDIDIPVT
3328716         ATVEYIHSKGVLHRDLKPDNILLGLFGEVVIIDWGAAIFKHAKELKLEQDDEAAVSFDER
                .*:**:**:*:***************.*.**:*****:         :::    :..   

4376355         EVLSSRMTIPGRIVGTPDYMAPERLLGHPASKSTDIYALGVVLYQMLTLSFPYRRKKGKK
8978468         EVLSSRMTIPGRIVGTPDYMAPERLLGHPASKSTDIYALGVVLYQMLTLSFPYRRKKGKK
8163479         EVLSSRMTIPGRIVGTPDYMAPERLLGHPASKSTDIYALGVVLYQMLTLSFPYRRKKGKK
33241430        EVLSSRMTIPGRIVGTPDYMAPERLLGHPASKSTDIYALGVVLYQMLTLSFPYRRKKGKK
29834784        GSLFSNMTIPGKIVGTPDYMAPERLRGTPASESTDIYALGVILYQMLTLSFPYRKKKGQK
29840435        GSLFSNMTIPGKIVGTPDYMAPERLRGTPASESTDIYALGVILYQMLTLSFPYRKKKGQK
89898141        GSMFSNMTIPGKIVGTPDYMAPERLRGTPASESTDIYALGVILYQMLTLSFPYRNKKGKK
3328716         NICYSSMTIPGKIVGTPDYMAPESLLGVEASEKTDIYALGLILYQMLTLAFPYRRKKGRK
                    * *****:*********** * *  **:.*******::*******:****.***:*

4376355         IVLDGQRIPSPQEVAPYREIPPFLSAVVMRMLAVDPQERYSSVTELKEDI
8978468         IVLDGQRIPSPQEVAPYREIPPFLSAVVMRMLAVDPQERYSSVTELKEDI
8163479         IVLDGQRIPSPQEVAPYREIPPFLSAVVMRMLAVDPQERYSSVTELKEDI
33241430        IVLDGQRIPSPQEVAPYREIPPFLSAVVMRMLAVDPQERYSSVTELKEDI
29834784        ISLRHQISFPEEIAPHREIPPFLSQVVMRALAADPRERYRSVSALKADI
29840435        ISLRHQISFPEEIAPHREIPPFLSQVVMRALAADPRERYRSVSALKADI
89898141        ISFRHQISSPEEIAPHREIPPFLSQVAMKALAADPKVRYASVKELKDDI
3328716         LSYRDVVLPPIEMSPYREIPPSLSQIAMKAIAINPADRFSSIQELRQAL
                :    . :  * *::*:***** ** :.*: :* :*  *: *:  *:  :



                        Cluster No. 50 multiple sequence alignment 

CLUSTAL 2.0.10 multiple sequence alignment

37520154        YRVVRELGRGGMGVVFLAERADGQFQKQVCIKVLQTGWAAALQVGRFLSERQILANLEHP
37523641        YRLVGELGRGGMGVVYLAERADGLFSKRVAIKVLQPGRGAPLLLERFVQERQILANLEHP
37520484        YRIIRPVGQGGMGAVYLAERDDGQFDKRAAVKILQPQLHGPGLRERFIGERQILASLDHP
116620747       YTIQALIGRGGMGAVYRAVREDDFHLEVAIKLLKRGTDTDAALARFRGERRILAALQHS
116626655       YTIQALIGRGGMGAVYRAVREDDFHLEVAIKLLKRGTDTDAALARFRGERRILAALQHS
116626939       YSIAGLIGRGGMGTVYRAEREDDFHTQVALKVLKRGTDTEKALSRFRSERQILAGLQHP
94971075        YRLVKEIGRGGMGSVFLAERDDEHFHQTVAIKIVKRGMDSAEVLARFRHERQILAGLEHP
116622939       YRLVRTIGAGGMGTVFEAVREQDYHKRVALKVAASAIGTPAWVERFKQERQILSGLDHP
116620251       YRVLRQIGRGGMGVVYLGARADGEYQKQVAIKLITSGWRDAGLERRFRRERQILAQLDHP
85375834        YRLEGLIGSGGMGSVYAARRDRGDFEHEVAIKLIKPGLLSEQLTERFGRERQLLASFSHP
21244844        WAIDRLIGAGGMGQVYLGHRADGAYEREVAIKLVAADALDAQGRALFEFECRLLAQMVHP
                : :   :* **** *: . *    :   ..:*:             *  * ::*: : *.

37520154        YIARLIDGGSTEAGVPYLVMEFVDGMPIDRYCEAQQLGLRPRLELFSKVCQAVQYAHTCR
37523641        HIARLIDGGTSEEGLPYLVMEYIDGEPIDCYCRKQQLPVRERLALIEKVCRAVHHAHTLQ
37520484        YITRLLDGGTTEQGLPYLVMDYVEGQPINLYCNERKLDVDERLRLFLKVCEAVHYAHAHR
116620747       NIARLLDGGATEFGLPYLVMEYVHGTPLLEYAATLDTRRRLELFRSVCSAVQYAHQNL
116626655       NIARLLDGGATEFGLPYLVMEYVHGTPLLEYAATLDTRRRLELFRSVCSAVQYAHQNL
116626939       NIARLLDGGATGAGLPYFVMEYVEGAPLLEYAAPLPVRERVKLFRSLCAAVQYAHEKR
94971075        YIARLIDGGTTDDGRPFFVMERVEGRPIDVYCREQNLSVEARLRLFVRVCEAISYAHRAL
116622939       NIARFLDGGASSDGLPYFAMELVEGEPITDFVIDRNCGLRERIELFRKVCAAVSFAHQSL
116620251       GIARLLDGGSTADGQPYFVMEYIEGLGLLEYCARHELDIKQRLTLFLAVCDAVGYAHQRL
85375834        NIARLYDGGETDDGLPFIVMEKVEGIPLGDWIDQTRPSLPERLALFLKVCDAVSYAHGHL
21244844        AIAQIHDVGTDAHGQPYLVMEYLRGEPITWWCDEHRLSLHARVLLMLRVGEAVQHAHQKG
                 *::: * *    * *::.*: : *  :  :          *: *:  :  *: .**   

37520154        VIHRDLKPSNILVNCEGEPRLLDFGIAKLLDPQGRSSEPTRTDLRVLTPRYASP
37523641        VLHRDLKASNILVDGAGEPKLLDFGIAKLLDEQAPEAEQTATEWRMLTPSYASP
37520484        VIHRDLKPANILIDPEGNPRLLDFGIAKLLPADPEATAVFSQSMTRLLTPGYASP
116620747       IVHRDIKPSNILVTPEGIPKLLDFGIAKLLGPGMDDFTGAVTIAGERPMTPDYASP
116626655       IVHRDIKPSNILVTPEGIPKLLDFGIAKLLGPGMDDFTGAVTIAGERPMTPDYASP
116626939       IVHRDIKPSNILVNRDGVPKLLDFGIAKLLDAEAEDGTASTATGARPMTPDYASP
94971075        VVHRDLKPSNILVTSEGIPKLLDFGVAKLLGPSLDPGLTSTWSAMGPLTPEYASP
116622939       VVHRDLKPGNILVTAGGEPKLLDFGLAKLQSPIDPCEGFTRTALPFLTPAYCSP
116620251       IVHRDLKPGNILVTTEGAPRLLDFGLARVLERDAASEEATQGIPLMTPAYASP
85375834        VVHRDLTPSNILVELTNEPKLIDFGIAQPDGTERRDADGGAPLVLRHLTLTPGYAAP
21244844        VIHRDLKPSNVLVSEIDGRPMPGVIDFGIAVDATNPGMTYAHDRGTPGYMSP
                ::***:...*:*:   .    * ::***:*                       ** * :*

37520154        EQIAGAELTPASDVYALGVVLYELITGQRPAGAQAAASYELAWTLSDQTALLPSRAVGE
37523641        EQIRGEAAGPSSDVFSLGVVLYELLTARRPAGLNVGPLDEMLWTLGEQAAVPPSRAVAA
37520484        EQIKGEAITPASDEYSLAVVLCELLSGRRPGEATPQQLTG
116620747       EQVRGEPVTTATDIYSLGAVLYELLTGQRAHHIEAYSREAIEKEICAREPKPPSTITR
116626655       EQVRGEPVTTATDIYSLGAVLYELLTGQRAHHIEAYSREAIEKEICAREPKPPSTITR
116626939       EQLRGEQVTTASDIYSLGAVLYELVTGRRARLAAKYTAAEIEAICKSDPKRPGAVCA
94971075        EQIQGLPITTAADTYALGAILFELLTGRRAQKIAGHSPAEIERVVCHVEIPAPSAVEKT
116622939       EQVLGEKITTRVDVYLLGLILFELLTGSQAHQLTGSSPAELQQIVSEEHTPVPSARATQ
116620251       EQVRGEPDAVPGDVYSLGVILYELLAGRRPYEVKTGSLLEMARAICEQEPAPLSQGASG
85375834        ERLRGETATTLSDIYSAGRLLNFLVPKPRPA
21244844        EQARGAQDVDARSDIYALGAMFYELSCGLAPVAGRDGVPQPPSQRVAAVPADARARICAA
                *:  *        * :  . ::  *     .                             

37520154        QPTRAFAPAAAEGGAQGLSRQLEGALDRIVLRSLSKPLDRRYATVGELLTEVRRYL



37523641        GTDAGLLADPQKVQIDGSIDPLVLCALAKAPADRYTSALAMAEAIRGYL
37520484        KLAGPLASLVLKALCEDPLDRFGSVAAFSLAIERHL
116620747       EVDSDLNNITLLALRKEPQRRYGSVEQFSEDI
116626655       EVDSDLNNITLLALRKEPQRRYGSVEQFSEDI
116626939       EVGPDLDNIILMALRNEPERRYASVEQFAGDIDRFLQRL
94971075        SGLSLKIDSDLDNIVLMALRKEPERRYRSVNQFAEDIAKYL
116622939       AGNLALAKSLRGDLDKIVLKAIQKDPARRYQSVDEF
116620251       SLARRLVGDLENIAAKALAKDACRRYPSVGELAADLRRHL
85375834        ELQAIANKATASETDDRYQSIEALAADVRRHL
21244844        RATTYQKLHEQLRDGLDAIVLRALEPQPGARYASVSAL
                                         :  :   :       *: :   :           



                        Cluster No. 51 multiple sequence alignment 

CLUSTAL 2.0.10 multiple sequence alignment

37519623        YRLLGRLDGGSMGSVYEAADTKLAGKVVALKVMHRSLAGDTEVVKLLRQRFEEEARLSA
37520234        YRLTRYIDGGGMGKVYEAVDTRLGDKAVAVKLLQQNLNVDDRLFEQLRRRFEQEAQLCA
86605092        YRLTHHISEGGYGNVFEAVDTQLNDEPVAVKLLRPPPPDMEPEYYQQLQQRFLDEARVSA
86607459        YQLVQSIAAGGMGQVFKAVDTRLFNRPVAVKLLHQNLAGDENTRRHLLKRFQQEIRIST
86606900        YRLIQEIGGGGMGSVFRALDLHNNHQEVAVKILHAPLLLSRGDAQIDLRRRFAEEIRISI
                *:*   :  *. *.*:.* * :   . **:*:::             * :** :* ::. 

37519623        ILGSHPRIIQVTDYGVEGPQPYLVMELLKGRSLKEVLAQGPMPPGRAVRLAVQL
37520234        LLGGQHGIIAVSDYGLDGPQPYLVMEYLGAAPRGRSLKELVSAEGPLSPERTVRLAVQI
86605092        LLGEHPNIVQVRSYGLYQNQPYLVMEYLKAKPYTGQGLDYVLAREGPLHPERVVNLALQI
86607459        LLGEHPAIVKVLDYGLENNQPYLVMEYLTGRSLGELLLKQPLLPPQQVVKIARQV
86606900        LLGQHPRIVKVLDHGQEGEQAYLVMEYLKGQDLGKLMREKGALPLRQVIRLALQA
                :** :  *: * .:*    *.***** *      *:.*  ::  :  :   :.:.:* * 

37519623        CDGLQHAHAAQATVEGRTIRGIIHRDIKPGNLFLIEDESLGETVKILDFGIAKANSD
37520234        CESLQYAHGVRTHLGGRQITGVVHRDIKPSNIFVIDRALVGETTKVLDFGIAKAVSD
86605092        CSALHHAHNFHMDLGKHSIRGVIHRDIKPSNIFVQKGPDGKERVKLLDFGISKLMGE
86607459        CAGLYYAHNLETEQDGHLIKGVIHRDIKPSNLFVLKDETLGETVKILDFGIAKLLSD
86606900        CEGLHFAHTFRAKVDGREIRGVIHRDIKPSNLFLEQVLQEGQLTSQLKILDFGVAKTLAD
                * .* .**  .     : * *::******.*:*   : .     .  *:****::*  .:

37519623        ISLALGTQAGFVGTSGYASPEQLRGEALDARSDIYSLGVVLYQMLTGQMPLKPKTETF
37520234        VTIAMGTNMGFVGTCDYASPEQLRGEELDARSDIYSLGIVLYQMLTGQLPLQPKTHSF
86605092        TSRGLTQTGYFLGTMVYASPEQMRGEKLDGRSDIYSLGVVLYELLTGALPFEPETDTL
86607459        VSLALGTQTTGFLGTVRYASPEQVRGEELDPRSDIYSFGVVLYRMLTGQHPLKPKTDSF
86606900        HTLSLGTHKGGGFIGTARYASPEQIRGKSLDARSDIYSFGVVLYEMLTGSMPFRLETDSL
                 : .: *:    *:**  ******:**: ** ******:*:***.:***  *:. :*.::

37519623        AGWYHAHNYTTPTGFQAHRLPYMLPPALAAVVLSCLEKDPANRPQSMQMLGMQL
37520234        AGWYQAHNHESPVPLPRLAVGQAIPPRVAAVVMACLEKEPARRPASMQELSQRL
86605092        QGWYHVHNFQKPRPFQDHPLPHPIPEALEKVVLRCLEKDPALRPATMEELAQQL
86607459        PGWYEAHNYQQPRPFDRSQLPHEIPPALEEVVLACLAKDPGQRPPNMKLLSDQL
86606900        HSWIHAHCYESPLEINPETTPQPIPPALAAVVMDCLKKNPDERPQTMQELGERL
                 .* ..* .  *  :        :*  :  **: ** *:*  ** .*: *. :*



                        Cluster No. 52 multiple sequence alignment 

CLUSTAL 2.0.10 multiple sequence alignment

15921045        YKVEKVIGTGGMGFVLLVEKNMKKFAMKVIKKEFRYDELLYEIAKMQEISKGSKYLVKIM
70606963        YKVEKVIGSGGMGYVLLVEKGMRKFAMKIVKKEFRYDEMLYEIAKLQEISKGSKYIVRIF
13816645        YEVKQLLGNGGMGYVLLVERNGKKYAMKVMKKEYTFIEMLYEVAKMQEISKRSEYLVKIF
146303616       YEIRSVLGRGGMGYVLLAEKNGKQFAMKVMKKEYRMDEFLYEVAKMQEISKGSRNMVRIL
                *::..::* ****:***.*:. :::***::***:   *:***:**:***** *. :*:*:

15921045        ASFVDENFSDYYSSPPAVVMEYMEGGDLREILVNQEYSTLRHSSKWPQIVSVIYSKLADA
70606963        ASFVDENFTDYYSSPPAIVMEYMEGGDLRQIITNNEYSTLRHSSRWPEIVSIMFSKIADA
13816645        ASFLDENWTDYFSSPPAIIMEYMEGGDLRSILVDQEYSALRHSVKWPQVVALIFSKIAKA
146303616       ANFIDENWTDYYGSPPAIVMEYMAGGDLRRILADEEYSSLRHSVRWGEVVSLIYSQIADA
                *.*:***::**:.****::**** ***** *:.::***:**** :* ::*::::*::*.*

15921045        IIHIHKNGYVHCDIKPSNILFNRKLPKYGEEALEALLNEEVVPKLSDLGSAVKVGVPVIH
70606963        IIHVNKNGYVHCDIKPSNILLNGKLPKYGEQAVQALLEEKITPKISDLGSSVKVGTPVIH
13816645        VIEVHKEGYTHCDIKPSNILFNKKLPRYGEDALNSLLNFEVVPKLSDLGSSVKIGTPVMH
146303616       VIHLHKQGYVHADIKPSNILFDRALSKYGEEAEQQLLKGDVIPRLSDFGSSIRVGSPVIH
                :*.::*:**.*.********::  *.:***:* : **: .: *::**:**::::* **:*

15921045        YTPYYAHPLQRFGGKAEYNFDVYSFTVSLYVTLTNNFPFSEWLERELEEAVTDPSKREIA
70606963        YTPYYAHPLQRFGGRAEYNFDVYSLTISLYVALTNNFPFPEWLEREIEEAVIDPSKRENV
13816645        YTPYYAHPLQRFGNRAETMFDVYSFSVSLYVSLTNNFPFPEWLENEIEEAVKNPEKRKQA
146303616       YTPYYAHPKQRFGGKAETSMDVYSFVVSLYVTLTNNFPYPEWLERELEEAIISPEKRADA
                ******** ****.:**  :****: :****:******:.****.*:***: .*.**  .

15921045        LKDFYLAEPRLDQIPDEFRDLVERGLRGEITLEEMSREL
70606963        IKDFYNMDPRLDYVPSEFHDLILRGLRGEITIEGISRELKQITRTEYG
13816645        LDDFHNATPRLDYVPAEFKDLITMGLKGEISMLEINKRL
146303616       LKDFYSVEPRMDYVPQEFREIILSGLRGDPTMEQIRREL
                :.**:   **:* :* **::::  **:*: ::  : :.*         



                        Cluster No. 53 multiple sequence alignment 

CLUSTAL 2.0.10 multiple sequence alignment

116622793       YEILSLLGSGGMGEVYRARDQRLARTVALKVLPPEFAADSIRRQRFEQEARAASALNHPN
116623625       YEIVAAIGAGGMGEVYRARDARLGREVAIKVLPEAFARDAERMLRFEQEARAVAALNHPN
94967294        YEIQSQLGAGGMGEVYRAKDLRLDRSVAIKVLPGHLSSNPELKERFVREARAISSLNHPR
94971144        YEIQSPLGAGGMGEVYRAKDLRLDRTVAVKILPGHLSDNPDAKQRFDREARTISSLNHPN
94971417        YEIQSPLGAGGMGEVYRATDTRLDRIVAIKILPAHLSANPEARQRFEREARSISALNHPN
116622781       YRIDSKLGEGGMGVVYRAFDTHLDRPVAIKLLRPDAIGSAERRRRFVQEAKSASALNHPG
116625466       YRIIGELGAGGMGIVYKAQDIRLERFLALKFLKPERVNDDFRRRFLQEARASSALAHPS
116624547       YEIREKLGSGGMGSVYLAFDTRLNRSVALKILSIENWEGTDGASRLLREAQAASALNHPN
94969605        YQVDALLGKGGMGEVYTARDTRLQRTVAIKILPSHLSYNPDLRARFEQEAKSISALQHPN
94970396        YRIVEKIGGGGMGVVYKAEDTRLHRFVALKFLPDTVSTDPQALARFQREAQAASALNHPN
94971006        YRIVEKLGGGGMGVVYKAEDTRLHRFIALKFLPDNVAADPQALARFQREAQAASALNHPN
94971419        YRITEKLGGGGMGVVYKAEDTRLHRFVALKFLPPELARDPQALARFQREAQAASALNHSN
94968483        YRIVERLGGGGMGVVYKAEDTRLHRFVALKFLPDELARDSQALSRFQREAQAASALNHPN
94971143        YQIVEKIGGGGMGVVYKAEDTRLHRFVALKFLPANVAGDAQALARFRREAQAASALNHPN
94971416        YRILEKLGGGGMGVVYKAEDTRLHRFVALKFLPPELARDPQALARFQREAQAASALNHPN
94968081        YRIVEQIGGGGMGVVYKAEDTRLHRLVALKFLPEDVAEDTATLARFQREARAASALNHPN
116622913       YRIVGKLGSGGMGVVYKAEDILLHRFVALKFLPEHIVHDARALARFQREARAASALNHSN
94967801        YVVAERLGGGGMGVVYKATDSRLGRSVALKFLPDDISHDPQAIERFRREARAASALNHPN
94971418        YHILEKLGGGGMGVVYKAEDTRLRRFVALKFLPDPVANDPQTLSRFQREAQAASALNHPN
94969422        YRVLEELGGGGMGVVYKAEDSKLGRLVALKFLPADVTPDRGTLERFQREARASAALNHPN
94970962        YVVSRKLGSGGMGVVYQAEDTTLGRHVALKFLPDSLAQDSHALERFQREARASSALNHPN
94970115        YQVLEEIGSGGMGVVYKAQDTRLGRFVALKFLPEEFANNPEVLARFRREAQASSALNDPN
                * :   :* **** ** * *  * * :*:*.*            *: :**:: ::* .. 

116622793       ILSVFDMGSQDGLVYIVSELIEGESLRDLIRRGPLPQSRAVEIAGQVADALAAAH
116623625       VLSVFDIGTQDGVPYLVSELLEGESLRDVLRTGPITSRKAVEYARQIADGLAAAH
94967294        ICTLHDVGQQEGVDFLVMEFLEGESLAQRLQKGALPIKEVLKIGVEVSEALEVAH
94971144        ICTLYDVGQQEGTDFLVMEFLEGETLADRLRKGPMPIAQLLKCAIEVCDGLDRAH
94971417        ICALYDIGTQDGTSFLVMEYVQGETLEARRQKGPLPLKQVTEIGIQVCDALEKAH
116622781       IIHIYDIDKAILPEGPVDFIAMEFVPGRTLEQCIGKVGLSLKDTLKFGIQVADALARAH
116625466       IIHIYDIGVFDGMDYIAMEFVEGRSLRDVLRDARLSVEDTVKFGIQIADAMSMAH
116624547       IITIYEVGREHEIDFIAMEHISGKTLAKLATRRLSPRELIPLLIQIADALAAAH
94969605        ICVIHDVGSQDDIEFMVMEYVQGDTLDKLIPKGGLPAEIAIRYAIQIADAIGCAH
94970396        ICTIYDIGEENGKAFIAMEYLDGQTLKHRVDNRPLAMDELLPIAIDVADALDAAH
94971006        ICTIHDIGEENGKAFIAMEYLDGVTLKHLIEGRPLDMERLLPIAIDVADALDAAH
94971419        ICTIYDIGEDNGQAFIAMEYLDGVTLKHRIEGRALDLEVLLPIAIEIADALDAAH
94968483        ICTIHDIGEENGRAFIAMEFLDGLTLKHTIEERSMEMDRILALAIEIADALDAAH
94971143        ICTIYDIGEENGQAFIAMEFLDGMTLKHKASGLAMDMDTILPFAIEIADALDAAH
94971416        ICTIYDIGDDNGQGFIAMEFLEGMTLKHRINSQPVDLETVLTLAIDIADALDAAH
94968081        ICSIFDIGEQEGRAFIAMEYLDGVTLKHLIGRSPVEMSKLLGLAIEIADALDAAH
116622913       ICTIHEVTEYNHQPVIVMELLEGDTLRERIRGGALPLEEILNLAVQATDALDAAH
94967801        ICTIYDIGEYEGRPFIAMELLEGQTLKHRIGTRPMDITEILDAGIQIANGLDAAH
94971418        ICTIYDVGEDDGRVFIAMEYLEGFTLKHLIEGTPLKTAQFLDLGIQIADALDAAH
94969422        ICTIHEIGEHQGRPFIVMELMEGATLKHLIAGRPMRMDRMLELGIQISDALDAAH
94970962        ICTVYAIEQHERQHFIVMELLEGQSLAAMIGKSAFEIEQLLALAIQIADALESAH
94970115        ICTVHDIVDYEGRTFIVMEYLEGANVRERIKERGPFAIEEFFRIAISITEGLADAH
                :  :. :            :. * : * .:         .          .  :.:  **

116622793       AANIVHRDLKPENIMLTRDGRAKILDFGLAKQVQPRVPGSDETQFLTRTS
116623625       EKKIVHRDLKPENLFLSGGGRLKILDFGLAKMPVTESAAAGVDAATATIVAVTS
94967294        RAGIVHRDLKPGNIMLTKTGAKLMDFGLAKAVESTMAAGTSSAPLLSGAPTMSGLS
94971144        RSGVVHRDLKPGNIMLTKGGAKLMDFGLAKAAVASASAVSSLSMTLSTPAQS
94971417        RAGIIHRDLKPGNIMLTASGAKLLDFGLAKAVGVLGAQAATAGTHTPDTPTMNVSALRA
116622781       AAGIVHRDLKPANIIVSDDGRVKLLDFGLAKLTEKIDGDPDGVTATMGTG



116625466       AAGIVHRDLKPGNLMITPARLVKILDFGLAKVANPNTTSVMSVSAESTNSVTTL
116624547       TAGIVHRDLKPSNIMVTDRGLVKVLDFGIAKIKPGGNPADDP
94969605        SAGIVHRDLKPSNVIVDKSGLVKVLDFGLAKTSALAAQAGAMET
94970396        TAGIVHRDIKPANIFVTKRGAAKVLDFGLAKVSGRNPSSSQIASANTMTMAAED
94971006        AVGVVHRDIKPANIFVTKRGHAKILDFGLAMVSPRSESATVIASANTMSAAIAK
94971419        AAGIVHRDIKPANIFITKREHAKILDFGLAKVEVLASTSAATMTAGVDE
94968483        AAGIVHRDIKPANIFVTKRGHAKVLDFGLAKVENVAGSQTAIASANTMTAAGVQE
94971143        TAGIVHRDIKPANLFLTKRGHAKVLDFGLAKVGGAAAASATSKPADNTISVVRD
94971416        SKGIVHRDIKPANIFVIERGHAKVLDFGLAKVTPRSASSVPSANTMTATELAVED
94968081        TQGIVHRDIKPPNIFVTKRGHAKILDFGLAKMSQEQETESRLVAVTSDGLTG
116622913       EKGIVHRDVKPANIFVSKRGHLKMLDFGLAKVDSPLASTETDAPTATIE
94967801        TKSIVHRDIKPANIFLVEPGEAKILDFGLAKVTLKNAVSAAETMATMPAPVVSE
94971418        SAGIVHRDIKPANIFVTPRGQAKVLDFGLAKLGQVASRGGASDVTVGNSAVVGT
94969422        AKGITHRDIKPANIFVTNHGQAKILDFGLAKLDGRGIRSRAAAGADLGVTISE
94970962        AKGIVHRDIKPANIFVTPRGQVKILDFGLAKMELLKPSVGVATVSQMETVGQR
94970115        RHGILHRDIKPANIFITDRGRVKILDFGLAKMGIQQLGTNTGDDD
                   : ***:** *:::      *::***:*                              

116622793       PGAILGTAGYMSPEQVRGEPVDPRSDIFSFGLVLYECLSGRAPFERQTGAEMM
116623625       PGVVMGTTGYMAPEQVRGDAVDHRADIFSFGATLYEMLTGKRAFQGDSSIETL
94967294        PLSPLTMAGAVVGTVQYMAPEQVEGKLADARSDIFALGATLYEAATGKRAFDGKSQIAVA
94971144        HPLTAEGTVVGTFQYMAPEQVEGREADARSDIFSLGAVLYEMATGKRAFEGKSAASTM
94971417        PAAGLTQQGTIVGTFQYMAPEAAEGLATDARSDIFSLGCVLYEMVTGRRAFEGKSQLSVL
116622781       ESPETDEGTIVGTVAYMSPEQAEGRKVDGRSDIFSFGSVLYEMATGRRAFEGINKISTL
116625466       TAEQTQFGSALGSPAYMSPEQATGKLVDGRSDIFAFGAMLYEMLAGQRAFTGDATIEVI
116624547       TQTITQLGQVHGTVAYMSPEQAEGREVDHRSDIFSFGCVFYELITGQRAFHADTGLATL
94969605        ITVGTSPGTIVGTVAYMSPEQAEGKAVDTRSDVFSFGAVFYEMLSGHRAFEGESSAALL
94970396        PHLTSPGSTLGTVAYMSPEQARAKELDARSDLFSFGSVIYEMATGQLPFRGDSTASIF
94971006        EQLTSPGSTLGTVAYMSPEQARAKELDARTDLFSFGAVLYEMATGTLPFRGDSTATIF
94971419        KQLTSPGSTLGTVAYMSPEQARAKELDARTDLFSFGAVLYEMATGQLAFRGDSTATVF
94968483        QHLTSPGSTLGTIAYMSPEQARAKDLDARTDLFSFGAVLYEMATGTLPFRGGSTAEVF
94971143        EDLTSPGSTLGTVAYMSPEQVAAKDLDARTDLFSFGVVLYEIATGRLPFPGESTGLIF
94971416        EHLTSPGSTLGTIAYMSPEQAKGKELDARSDLFSFGSVLYEMVTGALPFQGETSALMF
94968081        EHRTSPGTTMGTIAYMSPEQARGKELDARTDLFSFGVVLYEMSTGTLPFRGESSVETF
116622913       ERLTDTGSTMGTAWYMSPEQVRAKELDGRTDLFSFGVVLYEMATGTLPFRGESQGVVF
94967801        DQLTSPGSSLGTVAYMSPEQARGEELDARSDLFSLGVVLYEMATGQLPFAAATAALMF
94971418        DQLTSPGSTIGTIGYMSPEQARGEVLDHRSDLFSFGVVLYEMATGQQPFSGATSAVVF
94969422        DDLTSPGATLGTVAYMSPEQARGETLDARTDLFSFGAVIYEMTSGNIPFSGNTTAVIF
94970962        DDLTIPGTALGTVAYMSPEQARGQFTDSRTDLFSLGTVLYQMGTGVLPFQGDTTAVVY
94970115        DATKTRGWAFGTVAYMSPEQALGKPLDQRSDIFSLGTVFFEMLAGITPFEGETTGTVF
                        *   *:  **:** . .   * *:*:*::*  :::  :*  .*         

116622793       TAILREDPPELPETVFPALRQIVHHCLEKDAVRRFHSANDLAFALRTV
116623625       NAILKEDPPEFDSEKLHVSPGLERIVRHCLEKRPGERFQSARDLTFALSALSDPSG
94967294        NSILEKDPEPASTLNPQVPRGVDHVIARCLAKDPEQRWQTARDLGLEL
94971144        AAILERDPAPISTIQPTTPPALERLVKTCLAKDPDERWQTAHDVKLQL
94971417        TAILERDPEPISTIQPLTPLALEYTVHTCLEKNPDQRFQTAHDVKLQLVWI
116622781       SAILHKEPKAASEISQAVPVELEKIIARCLRKDLERRAQGIADI
116625466       SAVLRHDPPVPSASNSNAGPELDAVVMKCLKKSPHDRYQSMEEVKLAL
116624547       AAVVAKDPRPVRELVPDLPRSVERILENCLRKRRNDRWQSIEDVKLVLEAALADL
94969605        ASVLRDEPKPLTEVRRDLDPEIRRIVTRCLKKDPAARYADGNDLARDLKRCRETL
94970396        DAILNRQPTAPVRLNPDIPAELERIINKALEKDRDLRYQVASEMRADL
94971006        DAILNRAPVAPVRLNPDLPAKLEDIINKALEKDRNLRYQSAAEMRADL
94971419        EAILNRAPVPPVRLNPDLPPKLEDIINKALEKDRNLRYQHAADIRADL
94968483        KAILDTAPTPMVRMNPDVPPELERIVSKALEKDRNLRYQSANDMRADL
94971143        KAILDNAPEPMTKLNPAIPAEFERVVFKALEKDRDLRYQSAAELRADL
94971416        DAILNRDPLPPLRFNPKVPAKLEEIIQKALEKDRDLRYQHASEMRSDL
94968081        EAILGRVPVAPVRLNPDVPHELERIISKALEKDRNLRYQSAAEMQADL
116622913       DAILNQTPVPPVRLNPDLPAELERIIAKCLEKDRNLRYQHASEIRSDL
94967801        DGILHSEPKSASEVNHRIPLAFDTLLNKAMEKDRDLRCQSAAELRADL
94971418        EAILNKVPTPANDVNPTVPKQIEEVLSKALEKDRELRCQSAAELRADL
94969422        NNILNISPKPLPQSIPDVPLELDRIVSKALEKDRELRYQTAAELRGDL
94970962        EAILNRDPVPVAEVNGALPQAFARIVEKALEKDRTLRYQTANDIKTDL
94970115        LAVVQNTPVIPVQEIPNTPAGLKRIVGKCLEKDREKRYQSMAELRDDL



                  ::   *             .   :  .: *    *     ::            

                        Cluster No. 54 multiple sequence alignment 

CLUSTAL 2.0.10 multiple sequence alignment

1653478         YQTLGLLGKGGFGATFAAADVALPGTPICVVKQLRPQTDDPNVFRMAKELFEREAQTL
22299083        YRILSQLGQGGFGRTFLAADLHLPDHPICVVKQLVPSRKDERFLAIARRLFQREAETL
113477484       YKIIKIIESEGLAHTYLAQDIRRPGAAECFIKHLQPSISDQKFLEIIRRRFQQEAQIL
113478146       YRVVQILNSGAFGQTYLAADTRRPGHPQCVVKVLRTPSNSLLKTAHRLFKQEAEIL
17132866        YQIVQNLGSGVFGQTYIAVDINYPHQPKCVVKQLKVNSFHSSHLDTIRLRFLTETETL
113476415       YKVIKSLGTGGFGYTYLAEDLDLPGYPKCVVKHLKPKSPDSTVLNIARKLFLREADIL
113476417       YKIIKSINNGGFGDTYLAQDIDLPGYPKCVVKHLKPKNLDPRVLNVARKLFEREADTL
113474333       YKIIKPLGSGGFGDTYLAQDSDLPGKPKCVVKHLSPKSSDPMVLSIARKLFEREAEAL
113476216       YEIIKTLTAGSFGQTYIAINKHSQPPNQEVVIKKLKPQQNDPYTLQNAERLFKKEVESL
113475689       YQGIKPIGNGSFGRTLLAVDLDRFNTPCVVKQLAPKNNNLLSNNKVLELFKREAKQL
1653955         YRIIETLGRGGFGETFLAQDTHMPSARKCVIKHLKPVLENPEIPSWLRERFHREAATL
1006577         YEIVKSLGSGGFGDTFLAKDTQIPSQKLVVIKRLKPANANSNTSTELIQKLFEKEASVL
                *. :  :    :. *  * :          .:* *                 *  *.  *

1653478         GRVGNHPQVPRLLDYFEDDHQFYLVQEYVKGHNLHQEVKKNGTFTEGSVKQFLTE
22299083        AQLGQHQRIPRLLAYFEEGGYFYLTQEYVDGESLKEEFEKKITLSQGEAIAILKS
113477484       EKLSQNNQIPKLLAYFEENQEFYLVQSFIPGKSLDNEILPGRALSEIQIIRILIE
113478146       EKLGRHSQIPLLLAYFEENNQFYLVEEFIYGTPLEKEIIPGKPWSEKQVIKLLLE
17132866        KHLGQHPQIPNFIACFEENERFYLVQEYIGGHALTAELPIAQNWGSVWREDEVITFLED
113476415       YKLGNDSDQIPRLFAYFQEQREFYLVQEYIEGQDISRELTPGKKLSESDTIALLKG
113476417       YKLGNDSDQIPKLLAHFQEQREFYLVQEHIEGQDISREMTPGKKLSESDTIALLKG
113474333       YRLGTDSDQVPKLLAHFQEEKEFYLVQEYIEGQDISRELTPGKKLSESDTIALLKG
113476216       KKLGYHKQIPTYIDNFEENNEFYLVQEYIKGKDLTEELKPGNKLSESEVIHLLID
113475689       LKLGKHPQIPTFYAYFEEDENLYLVEELITGKNLLQELESEGAFSEKKIWKILYE
1653955         EELGENHPQIPQLYAYFSEGEDFYLVQEWIPGLTLTQAHAQKGNFSSTAVEELLLG
1006577         EDLGEHNSQIPKLYSYFSNDNEFYLVQEYIQGVSLNEIAPISSEQAKTILSS
                  :.    ::*     *.:   :**.:. : *  :               .     :*  

1653478         ILPILDYIHSQKVIHRDIKPANLIRRQTDQKLVLIDFGAVKNQIDSVLSS
22299083        ILEILQYVHQFGVVHRDIKPANIIRRRSDQQLFLIDFGAVRHVQP
113477484       VLEILVFVHRNNVIHRDIKPANLIRRKLDNKLVLIDFGAIKEINI
113478146       ILEILGFVHRYEVIHRDVNPSNLIRRQLDRKLVLIDFGSIKEMSHQI
17132866        ALSILQFVHSQGVIHCDVKPENLIRRAVNGKLVLIDFGSIQSVNFGI
113476415       ILEALTVAHQNNVIHRDIKPQNLMRRRSDNKIVLIDFGAVKEIDVLT
113476417       ILEALTVAHQNNVIHRDIKPQNLMRRRSDNKIVLIDFGAVKEIDVLS
113474333       ILEALVVAHENNIIHRDIKPQNLMRRGSDNKVILIDFGAVKEISILT
113476216       ILEVLDFVHKNGVIHRDIKPSNLMRRTEDNQIVLIDFGAVKEVGTVL
113475689       ILPLLKFIHENKVIHRDIKPENILRVDGVNSLKVGENQKDQLVLIDFGVSKFSSEVD
1653955         ILPVLEFIHQRRIIHRDIKPDNIILREADGKPILIDFGIIKETMGTL
1006577         LLTTLKYIHSKGIIHRDIKPENIILRDSDHLPVLIDFGAVKETMGAV
                 *  *   *   ::* *::* *::              .   .*****  :         

1653478         NTSAQTALTAFAVGTAGFAPPEQMAMRPVYASDIYATGVTCLYLLTGKTPKEID
22299083        EDLLRHGKYTISIGTRGYAPSEQMAGRPVIASDIYSLGMVIVEGLTGLAPMDLP
113477484       AQPSRTARIGTMEYMPIEQFEYNPQLNSDIYALGMMGIQGITGLPSSELSKLKYQ
113478146       AQENGARQRTIATGTPSYMPIEQFQGIPQYNSDIYAVGMIGIQALTGIPSGELPKLQDM
17132866        DEQVSIYQVPATSLGYIPPEQFIGKTQINSDIYALGMIAIQALTGLEPLQLK
113476415       INQQGATTLTVAVGTPGYMPSEQSNGKPKLSSDIYAVGMVGIRALTGKEPQSLL
113476417       TDQNGQTILTVAVGTPGYMPSEQSNGKPKLSSDIYAVGMVGIRALTGKKPQSLL
113474333       IAPQGATTLTVAVGTPGYIPSEQSNGKPKLSSDIYAVGMVGIKALTGKDPQSLP
113476216       VNQQGQKTITVIIGTPGYMAGEQGQGHPECASDVYAVGKIAIQALMGVSPNLLAPNLLL
113475689       YDKIGTITGTLGYSPIEQIRGGKAYPASDLYSLGMTCIHLLTEVPPNQL
1653955         VNPDGRSAYSVALGTPGYMASEQAAGRPVFSSDLYSLGLTAIFLLTGKTPQYLT
1006577         TLGSGSTVSSVVIGTRGFMAPEQSSGRSVFSTDLYALGLTIIYTLTKKLPVEFS
                              :  : . **     .   :*:*: *   :  :    .         



1653478         CNSQTGEMDWEKHVTVSSKFAEVIRKMLELSVRHRYKSAQQVLDAL
22299083        SDPDSGDLIWQPGRHLSPQFVAIINKMIKYNFRDRYQSAREVLTDL
113477484       ENGNKKEIFWRNRINCSTALADVLDKMVRYNYRERYQSATEVIEDL
113478146       SKSNSSGILWRSQAQCSSNLADILEKMVHCHYAQRYQSIEKVVI
17132866        IDPDSNEIIWRFADTPVSDYLAAILSQMIRYNFQERFQSAAEVLRVL
113476415       TDPKTGNVIWRNEAQVSNRLADILDKMVHEYFPQRYENAMEVLDVL
113476417       TDPKTGNVIWRNEAQVSNHLANILDKMVHEYFPQRYENAMEVLDVLLGAKGKINP
113474333       TDPNTGNIIWRNEAEVSNDLANVLDRMVRDHFSERYKNAMETM
113476216       RNQNNPELLWRQGVLISQELGNIIDKMVEQNCLLRYHNAGEALQEI
113475689       FDSFSGELIWRSHLIKKGKNISDRLGKILDKLVKDLVKERYQSATEVLIEI
1653955         SDSRTGEILWRQGAPQVSPTLAKVIDQAVRYHPRERFNSATAMAQTL
1006577         SDQQTGQLDWQSHVSKIDSVLAKVINKAIEMEPSRRYSSAEAMYQAL
                 .  .  : *.          .  :  :: : :.     *: .                 

1653478         
22299083        
113477484       
113478146       
17132866        
113476415       
113476417       PKPKQRPTAKTTV
113474333       
113476216       
113475689       
1653955         
1006577         
                             



                        Cluster No. 55 multiple sequence alignment 

CLUSTAL 2.0.10 multiple sequence alignment

116333600       YRIVRALGEGGMANVYLARDLILNRDVSVKLLRLDLRDDPGTIRRFQREALAAT
116492599       YKIIRPLGEGGMANVYLAHDLILDRDVAVKLVRFDMQDDVSAIKRFQREALSTT
116618605       YRIIKSLGDGGMANVYLAHDEFLNRDVTFKMMRLDMKNDVDLAKRFQREALSVT
13622698        YRILKSIGRGGMADVYLANDLILDNEDVAIKVLRTNYQTDQVAVARFQREARAMA
28895405        YRILKSIGRGGMADVYLANDLILDNEDVAIKVLRTNYQTDQVAVARFQREARAMA
19551291        YELDAVIGSGGMSEVFAATDTLIGREVAVKMLRIDLAKDPNFRERFRREAQNSG
23491868        YELGASIGSGGMSEVFAATDLLIGREVAVKMLRTDLAKDVNFRERFRREAQNAG
68535099        YRLGAKIGTGGMSDVYAATDELLGRDVAVKMMRPDLARDTTFLERFRREAQNAA
116668588       YELGELIGRGGMADVHRGLDTRLGRTVAIKLLRPDLARDPQFQARFKREAQAVA
29830914        YQLRDLLGEGGMASVHLAYDSVLDRQVAIKTLHTELGREQAFRERFRREAQSVA
83646939        YKAQRELGRGAMGVVYQCFDPDFERIVAVKVLLPELLGADVTGEFRERFRNEMRAAG
124265262       YVVERDIGHGAMGAVLLCRDERTGEAVALKTMALGREFHGDALEDARERFFREAQMAG
116622546       YTITGLIGHGGMGSVYRATRVDDFRMQVAIKLLKRGTDTDLALGRFRAERQILA
32473469        YRVVRRIGSGGFGSVFHAKDESLNRDVAIKVPLRSLDDVNDEFQWSSEARMVA
29833662        YLLLNRLGSGGMGHVWLAHDQRLACEVALKEIVFRSPAEAGQERTARVARARAEARHAA
                *     :* *.:. *             .  :          :       :   *     

116333600       ELVSPNIVQVYDVGEENGMQYLVMEYVEGTDLKAYIKQHFPIPYQE
116492599       ELVHPNIVGVYDIGEEHGMNYLIMEYVEGQNLKQYIRDQFPIPLGQ
116618605       ELINDNIVQVYDVGEYQGSQYIVMEYVDGTNLKSYIGEHFPIAYQQ
13622698        ELNHPNIVAIRDIGEEDGQQFLVMEYVDGADLKRYIQNHAPLSNNE
28895405        ELNHPNIVAIRDIGEEDGQQFLVMEYVDGADLKRYIQNHAPLSNNE
19551291        RLSHSSIVAVFDTGEVDKDGTSVPYIVMERVQGRNLREVVTEDGVFTPVE
23491868        KLSHPSIVAVFDTGEVDRDGISVPYIVMERVHGRDLRDIVREDGPYSPSQ
68535099        KLNHPAIVAVYDTGQTPDEDGAVPYIVMERVHGETLRDIIQDSGKMSLND
116668588       ALNHPSIVAIYDTGDHAVPGGPEDTVRVPYIVMEFVSGKTLRDLIRAKEVSIDH
29830914        KLTHTNIVSVFDTGEDSLDGLTTPYIVMEYIEGKPLGSVLDADIQQHGAMPADK
83646939        KISHPNVINVFDAGDQDGAPYFVMEYVEGYELKSALDDGQRFPIDK
124265262       RLQHPDIVSVREAGEQDGTAYIAMELLSGRDLSEFTQPGRLLPVPA
116622546       RLQHPNIARLLDGGANGTGSPYFVMEYVEGLPFLQFVAPLSLRS
32473469        KLDHPNIVPVYDVGKSDQFPFFVVSRFIQGVDLRERILKGKPSLEE
29833662        GLRGHPHVVTVHDVLEHEGLPWIVMEYVAGALDLRDLVRRRGPLAPAE
                 :     :  : :                 :.  . : *                     

116333600       VIQIMEQILSAVKTAHEHNIIHRDLKPQNILIDRNQVAKITDFGIAVALSEH
116492599       VVSLMSQILNGVQTAHYHGIIHRDLKPQNILIDKHGKAKITDFGIAIANQQS
116618605       VVDIMMQILNAVQAAHNAGIIHRDLKPQNILIDRNDQVKITDFGIAIAKSEQ
13622698        VVRIMEEVLSAMTLAHQKGIVHRDLKPQNILLTKEGVVKVTDFGIAVAFAET
28895405        VVRIMEEVLSAMTLAHQKGIVHRDLKPQNILLTKEGVVKVTDFGIAVAFAET
19551291        AANILIPVCEALQASHDAGIIHRDVKPANIMITNTGGVKVMDFGIARAVNDS
23491868        AATIMIPVCHALQSSHEAGIIHRDVKPANIMINNTGGVKVMDFGIARALDDS
68535099        AAAVMSQVCSALFFSHEAGIIHRDIKPANVMITNTGAVKVMDFGIARALSDS
116668588       AIDFTLGVLSALEYSHRAGIVHRDIKPANVMFCEDSDTIKVMDFGIARAMADS
29830914        ALKITADVLAALEISHEMGLVHRDIKPGNVMMTKRNVVKVMDFGIARAMQSG
83646939        TLKIMTDVLSGLGHIHEHGIIHRDLKPANIFITKNGVAKIADFGVAKLE
124265262       VLGIIARVAQALAYAHRQGVTHRDIKPANIMVELKSGMVKVTDFGIARIID
116622546       RLELFRSVCSAVQYAHRNLIVHRDIKPGNILVTPEGIPKLLDFGIAKLLDPTSD
32473469        GLIWTASIADALDHAHSNGLVHRDVKPSNILIDTQDRAWLTDFGLAMSDDAP
29833662        CARIGLAVLDALTAGHERGIMHRDVKPANILLAPDRTGAAYARVLLTDYGISVQPDAG
                       :  .:   *   : ***:** *::.             : *:*::        

116333600       NLTQTNTVLGSVHYLSPEQARGGMVTKQSDIYSLGIILYELLTGTVPFEGET
116492599       SFTRTNTVIGSVQYLSPEQVRGHIATQQSDIYSLGIILFEMLTGKVPFEGES



116618605       DLTQTHTVIGSVHYLSPEQTRGGMASAKSDIYALGVMLYEMLTKQVPYEGDT
13622698        SLTQTNSMLGSVHYLSPEQARGSKATIQSDIYAMGIMLFEMLTGHIPYDGDS
28895405        SLTQTNSMLGSVHYLSPEQARGSKATIQSDIYAMGIMLFEMLTGHIPYDGDS
19551291        TSAMTQTSAVIGTAQYLSPEQARGKPADARSDIYATGCVMYELVTGKPPFEGES
23491868        TSAMTQTAAVIGTAQYLSPEQARGKPADARSDVYAAGCVLYELVTGRPPFEGES
68535099        SSAMTQTAAVIGTAQYLSPEQARGQSADARSDIYAAGCVFYELATGKAPFHGES
116668588       SATMTQTQAVVGTAQYLSPEQARGETVDARSDLYSAACLLYEMLTGRPPFIGDS
29830914        VTSMTQTGMVVGTPQYLSPEQALGRGVDARSDLYSVGIMLFQLVTGRLPFEADS
83646939        SSELTRVGTIIGSPRYMSPEQCQGLPVDARSDLFAAGIIFYQLLTNEHCFNANS
124265262       STQTRTGIVLGTPSFMSPEQMAGARVDGRSDLYALGVTLFQLLTGVLPHRPES
116622546       GGTAAYTATGARLMTPDYASPEQVRGEPVTTATDVYSLGAVLYELLTGRRAHKFESYS
32473469        RPTRAGLLIGTYSYMSPEQARGEGHLVDGRADIFALGIVLYELLVGRRPFGGGS
29833662        ETRYTLTSALVGTPGYLAPERATGGPPTATADLFSLGCTLYFGVEGCGPFERDT
                      * .   : :  : :**:  *        :*::: .  ::          .   :

116333600       AVSIVLKHFQSEIPSVRDLDPRIPQALENVVLKATAKRPSDRYTDSLSMADDLRT
116492599       AVSIAVKHYQDQLPLVKDFNTKIPQSLENVVLKATAKNPIDRYKNVAEMAADLKT
116618605       PVAVALKHATDDMPSVRDFDPRIPQALENVILKATAKNPQDRYLDVSVMAEDLKT
13622698        AVTIALQHFQKPLPSIIEENHNVPQALENVVIRATAKKLSDRYGSTFEMSRDLMT
28895405        AVTIALQHFQKPLPSIIEENHNVPQALENVVIRATAKKLSDRYGSTFEMSRDLMT
19551291        PFAVAYQHVQEDPTPPSDFIADLTPTSAVNVDAVVLTAMAKHPADRYQTASEMAADL
23491868        PFAVAYQHVQEEPTPPSEYISDLSPTAALNVDAVVLTAMAKHPADRYQTAAEMAADLEL
68535099        PLSVAFQHVQENPEAPSQVLGMHLSKREALSLDSITLTAMAKSPSDRYDDAQEMATDL
116668588       PVSVAYQHVREIPEPASSLNPEVSEALDSVLSKALQKNRADRFQDAAAFQRAL
29830914        PLAIAYAHVQEEPVAPSSVNRSLPPAVDALVARALKKNPNERFPSAEIMRDECL
83646939        PTAIMQKILHAKPELPSMLIPTLSKYYDAVVVKALEKSPEKRYQSAEEFIQAL
124265262       MAELIRSIANDVAPDVRTLRPELPAALADIVALALEKRPEIRYADGEAMAADLHA
116622546       PVEVEKEVCEREPTIPSAVARHLDPDLDNIVLMALRKEPLRRYSSVEQFSEDI
32473469        SQQLLQDIVRAEPTPLRQFNPQLPIELERICLKALAQRVSDRYSNAAAMAADL
29833662        HLAEVTAVVLEEPRPPVRAGALEPVLAAMLAKDPGQRITAEDTEAALSAI
                                                  :      :    *             

116333600       AL
116492599       VLQPERANESKFV
116618605       V
13622698        AL
28895405        AL
19551291        
23491868        LSRNAVSRAARAHV
68535099        
116668588       
29830914        
83646939        
124265262       VL
116622546       
32473469        
29833662        
                              



                        Cluster No. 56 multiple sequence alignment 

CLUSTAL 2.0.10 multiple sequence alignment

146303114       YDVESILGIGGTSYVLLGRRENKKYAIKIANVSPSSSSSSTRLGISTFSDLSKESSKLQE
146304560       YQVKRVVGKGGTAYVLLGERGGQAYAIKIPFISPASAGERTRLSKTTFADMAGESSKLQE
70607598        YKVESVLGEGGTSYVLSATSGERFAIKVPKLSQPSSSATKLSKVTFEELYKESSNLQR
15921012        YRIIDYLGKGGSAYVLIGEKDNKKYAIKIPILIPLSNVVESYYDFINEYSQLRE
                * :   :* **::*** .   .: :***:. :   *          :: ::  * *:*:.

146303114       ISERSNDIVKLYGVYADVNTIREILEGKSFLYLTNPPAIVMELMTGGTAEDLVKKEAVFL
146304560       ISTKTEDMVTLYGIFVDRTAITEILSGKVEVYLKSPPAMVMEFMGGGDVDSLLKEQAVFY
70607598        LSEGVENVVKIYGIFLDINLLRRIERGEVKYYLTNPPAIVMEYMEGGTLADLMRNDIVVN
15921012        LSLSSDSIVRFVDAIIDVSAIKRIKDGDVLAYLNEPPILVMEFMEGKSVKELIQNDNVYY
                :*   :.:* : .   * . : .*  *.   **..** :*** * *    .*:::: *  

146303114       SSNWPSVVRIIFMSTARALSVVHRENYVHLDVKPRNIFFSEPPGNTGGEVLNNLVNGKTA
146304560       SEKWERIVTFILMRVARALNMVHTEGYVHLDVKTKNIFFSSFPGRSGDEVFENLVTGRVK
70607598        SSHWGDIVKVVARKVAKALDYIHSSGYVHLDVKPQNIFFSAPVGKTGGEVFDSLVKGRNE
15921012        SDEWEKIVLLIALEVVKSLEDIHKAGFVHLDIKPSNILFSSLPGKTGKEVLDNLTQKKVK
                *..*  :* .:   ..::*. :*  .:****:*. **:**   *.:* **::.*.  :  

146303114       VKLGDLGSARRRGERITEYTAEYCPVDQVEDMLLGRGARPDMDVFALGATIYRLINGTSL
146304560       AKLGDLGASKKVGGVLDQYTAEYCPVDQVQALLMRSGAHPRMDIYALGATGYKMLTGQIL
70607598        VKLGDLGSAKRVGERVSQYTPNYCPVDQVEALIVGKGAETTMDVYAFGATIYTALTGKAF
15921012        IKISDLGSARKIGEKFSQYTPEYCSVDQVEAIVEGKGADPSMDIYSLGATIYKMLTRKDF
                 *:.***:::: *  . :**.:**.****: ::   ** . **::::*** *  :.   :

146303114       NPPEVVREMDGAVDAFLRRGDFRANLDRARRAYSAVHSSLRLSRFHEVEGLVKKMT
146304560       NPAEVVKLMDGAVDEYLNRGNYSVLIDQAFREYQKFYAGLSLPGVDPELANVIKAMV
70607598        SPPEVVGLVEEAVEDYTRGGSPLGKLKLARDRYEEYYFNVLPSTLTSAPREISEVVIKAT
15921012        NPPELIRLFNEASIIYSNGGDPKPILQKAKEVYKEYYMKLEIPDVDQRFKDLVKELV
                .*.*::  .: *   : . *.    :. *   *.  :  :    :.    ..  ::   .

146303114       DPDPTRRPSIQEVLNEL
146304560       NPDPVRRPTAGQVATNLERILNRM
70607598        HPDPSKRAKVSELLKVL
15921012        NPEKRPTASEVYNKL
                .*:  :*..  :: . *       



                        Cluster No. 57 multiple sequence alignment 

CLUSTAL 2.0.10 multiple sequence alignment

108756902       YVVRRKLAEGGMAEIYLCTARGAEGFEKEVVIKRVRAFLASDPEFVGMFIAEARLASRL
86158893        YRLVELLASGGMADVWRAEVAGAAGVVKEVALKRVRGEHGARSDFVRMFIEEARLASRL
108759111       YRLSARIATGGMAEVYLGRRIEDDGSRGPSVAVKRLMPHLASDRRVVQMFLNEARITAQV
108763617       YELQERVGQGGMAETWRARLLGAAGVTKSVLIKKVLPEYANDEAFVSMFISEARISATL
108762650       YEILTRLSIGGMAELFLAYTSGPGGFRKFVAVKQILPDIKKDEQFVQMFLDEARITAAF
108762968       YEVLCRLSTGGMAEIFLASQRGLAGFHKLVVLKQILPDIRGEEEFVRMFLDEAKVTAAF
108762958       YELVHPLGQGGMGEVYLAKISGAAGFEKPCIVKTILPALLKDRQFLDRFHHEAKVLVHL
                * :   :. ***.: :        *       :* :         .:  *  **::   .

108756902       NHANVVQIFDFDKHEDTYYLAMEYVRGCSLWELRKRGKELMEPVPPMLVAHIGAEVARG
86158893        THANVVQVFEFDQVDGRYYIAMELVRGRHLGQVVERAREAGVRLGLARAVHACAEVARG
108759111       RHPNVVTIIELGMEGTEPFIAMELLEGRSFAELRQEAAEHGHRVPLGITLRVLVEACRG
108763617       SHGAIAQVFDFGKVDGQYFLAMELVEGQPLNRILKRALRSGYHSLPVPIAVFIAMEMCRG
108762650       SHANIGQVFDLGEDGGELYLAMEFLPGQNLEQVMKASTRQGYALPLGFVGRVIRDTCLG
108762968       NHPHIAQVYDLDIADGELFLSMEFVPGATLVEVARACRQANTPIPMGYSLMAVRDTAVA
108762958       VHSSIAQVYDMGEADGTYFMALEYVAGVDLAYLLEQARSQGVAVPVPVALFLGQRIAEG
                 *  :  : ::.      ::::* : *  :  : .         :            . .

108756902       LHYAHRVRVNGQPLDLVHRDVTPHNVLLSFDGAVKLTDFGIAKAGNKLTQPGVLKG
86158893        LSYAHRLADGGRPLGLVHRDVSPHNVLVSFEGEVKLADFGIARAMSQGGLTDPGTVKG
108759111       LDAAHRAVDEAGRPLRIVHRDFTPDNIHVGVNGAVKVIDFGIAKADALGSGTEPGILKG
108763617       LHYAHTRSDEKGEPLGIVHRDISPDNVLIGYEGQVKIVDFGIAKARSLRSFNTEPGVVKG
108762650       LHYAHHFTDPSGRPAVVVHRDVSPKNVMLTYDGVVKVIDFGIAKARGRLGRTQVGTVKG
108762968       LHYAHTFTDPLGRPSPVIHRDVAEKNIMVTYEGVTKLLDFGIAKSLARASRTAVGMVKG
108762958       LGYAHRKTGPDGSPLGIVHRDVSPHNVMVSYEGEVKVIDFGLAKSAARSKYTLPSTVMG
                *  **      * *  ::***.: .*: :  :* .*: ***:*::       *  . : *

108756902       KFAYMSPEQARGEAVDARTDIFALGVVLWEMLTGGRLFDGDSEVAVLRAVQQSTIPPP
86158893        KLAYMAPEQARGAPVDARADVFALGVVLWELCAGRRLFARDSEAATLAAVLEGAPPPPP
108759111       KFFYMSPEMIAGKPVDHRADLFAAGVMLYEQLCGRRPFTGLSADEVLGRIAEGRPKPP
108763617       KYLFFSPEQARGEAVDARTDVWATGVVLFQMLCGRLPLEGQVHTVLRRLNSGQPLPSP
108762650       TSGYMSPEQVRGVATLDGRSDLFSVGVMLHELLSGQRLFSGPHEAAVMMQIVEADVPPL
108762968       TSGYMSPEQIMGEPLDARSDLFSLGVVLHECLTGMRLFYAKQAEAMMNAVLRCEVTPP
108762958       KLGYMSPEQVRAEPLDHRSDIYSCGVVVWEMLAGRSLIPHGTVGEMMAAMSQPVVPSL
                .  :::**   . . :* *:*::: **:: :   *   :        :  :      .  

108756902       ARLNPDVPADLDAAVVRALDRDPALRFQTAAEFERALAQCVLTH
86158893        SAWNDEVPPELDALVLAALEHEPARRTASAGELATALSRVLL
108759111       TAFDPSVPTALELVCLTALAREPAARFDSLEDF
108763617       RQVRSDIPVALDSIIQRALALQKDSRFESAHALGD
108762650       RGINPDVPEALEAVATRALSRDVSQRFTNCREMARAIEAALGSELF
108762968       SRTNKHVPPELDAIVMRALSKRREDRYASTLEFARAIERAV
108762958       SELRPDVDAALDAVVRRALTARPDDRYMRSDELARALNTELV
                      :   *:     **      *      :             



                        Cluster No. 58 multiple sequence alignment 

CLUSTAL 2.0.10 multiple sequence alignment

17131775        YRLDEELYNGSRTLVYRGYREIDSLPVVVKLLKNPYPSFNELIHFRNQYTITKNLHYPGI
17132825        YFILEEIYHGSKTVVYRAVREADQQPVVIKLLKREYPTFSELLQFRNQYAIAKNLKIPGI
113476169       YHITEIIYQGTRTEVYRGTRNSDNKPVIIKVLANVNPKFNELVQFHNQYMLSRHLQHPNI
17129668        YRILELTHSGTNTNIYRATKVDGNTPTILKVLIDNYFSLEAIVRFKHEYSISTNLDHPNI
                * : *  : *:.* :**. :  .. *.::*:*     .:. :::*:::* :: :*. *.*

17131775        IQTYSLEPYKNGYALVMEDFGGVSLKDYFGKDHHVASLQEFLEIAIALCNTLDV
17132825        VNLYSLEPYRNSYAMVMEDFGGISLRDYAQQQSLSLTEILTITIQLADILHH
113476169       LQPLALERYGNGYALVMPDNGAIALSSYWHGGLKSVDTELEQNLGEFLRIAIQLTESLHY
17129668        VKVISLETHHKRLVLVFEDFGGISLKQYLYTHQPSLQLTLQVAIAITRALVH
                ::  :** : :  .:*: * *.::* .*              .*   * ::* :   *  

17131775        LYRECIIHKDIKPANILINPETKQIKLIDFSIASLLPRETQIVINKNI
17132825        IYQQRIIHKDIKPANILINPETKQVKLIDFSIASLLPRETQNIISPNI
113476169       LNQKRIIHKDIKPANILIYPKTQQIQLIDFNIASLLPKAQQEVTHPNV
17129668        IHDNKIIHKDIKPGNIIIKNLDNELQKTPEVEPSLIIKLTDFSIASRLKKETPQLINPNQ
                :  : ********.**:*          *:.:    ::* **.*** * :    :   * 

17131775        LEGTLAYISPEQTGRMNRGIDYRTDFYSLGVTFYELLTAELPFVSRDPMELIHSHIAKLP
17132825        LEGTLAYLSPEQTGRMNRGIDYRSDFYSLGVSLFELLTGELPFTTDDPMELVHCHIAKQP
113476169       LQGTLAYISPEQTGRMNRGIDYRVDFYSLGVTFFELLTGELPFTTDDPMELVHCHIAKLP
17129668        LEGTLAYMSPEQTGRMNRNLDYRSDFYSLGITLYEMLTGQLPFNSSEPLELVHAHIAKEA
                *:*****:**********.:*** ******::::*:**.:*** : :*:**:*.**** .

17131775        EKLRSGREREIPKVICDIVMKLMAKNAENRYQSALGLKF
17132825        DKFTIPFSCQRRYANRFSNGGESTKLPNEETIPQVVGEIVMKLMAKNAEDRYQNALGLKY
113476169       IFENKELRNGVCIPQIPQMVINIVMKLMGKNPEDRYQSALGLKY
17129668        TPIQQLAANIPNAVVGIVHKLMAKNAEDRYYSAQGLLV
                  :                            **: :  ** ***.**.*:** .* **  

17131775        DLENCLNQL
17132825        D
113476169       DLENCLQQW
17129668        DLEQCLEQL
                *        



                        Cluster No. 59 multiple sequence alignment 

CLUSTAL 2.0.10 multiple sequence alignment

119900177       FEIIGLVGEGGFGIVYLAQDHSLERKVALKEYMPASLASRTAAATVAVRSERHRETFEIG
120610153       YRLNDVVGEGGFGIVYKARDLSLDRIVAIKEYMPATLAGRKDGNEVHVRSQHRGAFDAG
124266686       MEIVRVLAVGGFGIVYLARDHALDRDVAIKEFLPSHLVCRGEGCEVTVRSLTHATTFALA
120612691       FEVVSLLGVGGFGMVYKAFDHSLLRFVAIKEYMPTALAARAHGQSLWVRSSSHEQSFQAG
121593051       FEIVALLGVGGFGMVYQAFDHSLLRFVAIKEYMPAALAGRADGHSLWVRSSSDEQSFQAG
                 .:  ::. ****:** * * :* * **:**::*: *. *  .  : ***  .  :*  .

119900177       RRSFVNEARLLAQFDHPALVKVYRFWEANGTAYMAMPYYDGRTLREVLQQRPVPDESWI
120610153       LRSFINEARLLAKFSHPALVHVYRFFEANGTAYMVMQYYEGQTFRSFLAQQHTVDEAWL
124266686       LESFVDEAKLLARFSHPAMVKVHSSWKANGTAYMAMPYLRGPTLWELRRSMTQAPTEIWL
120612691       LASFVAEARLLAQFDHPSLVKVFRFWEANQTAYMVMPLYAGMTLKQARAHMRTPPPEAWL
121593051       LASFVDEARLLAQFDHPSLVKVFRFWEANHTAYMVMPLYSGLTLKQARAHMRTPPPEEWL
                  **: **:***:*.**::*:*.  ::** ****.*    * *: .          * *:

119900177       RKVLAPVIDALELIHRENCFHRDVAPDNIMLIGDDRPVLLDFGAARRVIGDMTQALTVIL
120610153       SAVLVPILDVLEMLHAADCYHRDIAPDNIFLQESGMPVLLDFGAARRIIGDMTQALTMVL
124266686       RSIVDPLLEALQLLHAERIYHRDVAPDNVILTGAGLPVLLDFGAARRLIGDRTQLLTAVV
120612691       RKVLWSVLGALRVLHEGQTLHRDISPDNIFLQDSGLPVLLDLGAARHAITDHSHRLTAVL
121593051       RKVLWSVTSALRVLHEGQTLHRDISPDNIFLQDHGPPVLLDLGAARHAISDRDQKHTAVL
                  :: .:  .*.::*     ***::***::*   . *****:****: * *  :  * ::

119900177       KPGYAPIEQYAEMPGMQQGPWTDVYALAAVIYFMITGKTPPPSVGRMMQDSYQPLATLA
120610153       KPGFAPIEQYVDDGAMPQGAWTDIYQLGAVLYQAITGRPPATSVARMINDPLARLTPEN
124266686       KPHYAPIEQYAEATRLRQGPWTDLYALSALVTFLLEGKPPPASTARSIHDDMHRLAERP
120612691       KVNYAPIEQYNDEGNDLRQGPWSDLYSVGAVVHGCLCNDTPLPATLRAIRDRMVPFSRVA
121593051       KVNYAPIEQYTDAASHLHQGPWSDLYSLGAVVHGCLCNDTPLPATLRAIRDRMVSFSRVA
                *  :****** :    : **.*:*:* :.*::   : . .* .:. * :.*    ::   

119900177       AGRYGDAFLRGVDRCLAVKAEDRPQNMAEMREAL
120610153       CPGFSARFLHGVQSALAVKPQDRPQGIAELRQLL
124266686       FPGLSHGFLSAIDWGLSVRPEDRPQDVATF
120612691       KTVKRQFGVEYSPPFVAAVSQTLALQPQDRPQSIDDFLRTL
121593051       RTVRKQFGVEYSRPFVDAVSQCLALQPQDRPQSIDAFLQTM
                           .  *: .:.  *:::.:****.:  :    



                        Cluster No. 60 multiple sequence alignment 

CLUSTAL 2.0.10 multiple sequence alignment

17133654        YQLQELIGTGAMGRVYRAKDVLLGGVPVAVKFLALSMQNEKMRLQERFEREAKTCALLGQ
22297988        YQLTELIGKGSMGRVYRAEDILLGGVPVAVKFLSQTLLNDRMKTRFAQEARAGALLGQ
86604933        YRLTHLLGQGGMGRVYLAQDLLFGGVEVAVKLLSQPAMDEQARLRFEREAKACAALGQ
17132301        YQLQKLIGIGGMGEVFLATDILLGGAPVAIKFLTQTVCDPKIQKDFAREALMSAALSQ
17132302        YLIIDLIGKGGMGRVYLAEDAAKGGKKVALKILMLNLVNQHISQRFAREIFIGAQLGR
                * : .*:* *.**.*: * *   **  **:*:*     :   :    * :*    * *.:

17133654        KSIHIVRVMDYGVDENKIPFYVMEYLQGQSLNQIIRQQNISLSRFVSMARQICLGLQCAH
22297988        KSMHVVRVLDYGMNNEEIPFYVMEFLEGENLSDLLLEEPLPLSRFLRIARHMCLGLQVAH
86604933        KSLHIVKVSDYGITADGVPFYVMEYLNGQTLKDILATGSLPLERFFRLARQIGLGLKAAH
17132301        KSLHIVRAYDYGVSDTGKPFYVMEYLNGKSLKDLIPLPLNQFVHLTRQICLGLQCAH
17132302        KSKNIVRVLSYGVTDEKTPFYVMEYLQGKNLKQILKLKPLTIEKFLDICYQICVGLKCAH
                ** ::*:. .**:     ******:*:*:.*.       :.:.:*. :  :: :**: **

17133654        NGIPFDGTVYPIIHRDIKPSNILVIQDPSFGELVKVLDFGIAKLLQSNSDQTKFYLGT
22297988        EGIIIEGQKCPIIHRDIKPSNVLVIQDGTMGELAKLLDFGIAKFLGDVPEKGQTSSFMGT
86604933        EGILLEGQRIQVIHRDLKPANVIVLADESLGELAKLVDFGIAKLLNTRESLSLTHAYLGT
17132301        QGIQIEGKVYPLVHRDIKPANILVIPDPILGQLVKILDFGIAKFLNHTVTLSTNRGFHGT
17132302        QGILLKGEIYPIVHRDIKPENIFITENNKQNENVKILDFGIAKFLTERSGMTLTDSFIGS
                :** :.*    ::***:** *:::  :   .: .*::******:*        .  : *:

17133654        LAYSSPEQMEGKELNNRSDIYSLGVMMFEMLTGKMPLVAPTHSFGSWYKTHHHQPPRTF
22297988        LAYCSPEQIEGRELDHRSDIYSLGITMYELLTGKMPIQAESHSIGSWFKAHHFQKPIPF
86604933        LAYSSPEQLEGLPLDARSDIYSFGIMLYQMVSGQMPLQPTTESFPGWYQAHHKQRPLPL
17132301        LPYCSPEQLDGEKLDGRSDIYSLGVIMFEMLTGAKPWQPETDLFGAWYKAHNFEQPRAI
17132302        LPYCSPEHMEGRKLLDVRSDIYSLGVLMFEMLTAKHPFQTQSNSFGNWYQAHRFQTPPTL
                *.*.***:::*   *: ******:*: ::::::.  *  . :. :  *:::*. : * .:

17133654        SEVAPDLAIPKEIENLVMNCLAKSAKDRPSSISEILQVLESV
22297988        NVASPGLHLPPALEELIMACMAKSPSDRPQNVAEIIKVL
86604933        EELGLPLALPAGLSDLILSCLAKDPAARPPTVANVLAEL
17132301        SEVKPQLKIPQQLNDLIMACLEKKASDRPQNVGEILQII
17132302        GEVNNQLKIPEELQDLVICCLAKEVGDRPQNVQEIIQVL
                      * :*  :.:*:: *: *.   ** .: :::  :   



                        Cluster No. 61 multiple sequence alignment 

CLUSTAL 2.0.10 multiple sequence alignment

2131007         YRLRRLVGRGGMGDVYEAEDTVRERIVALKLMSETLSSDPVFRTRMQREARTAGRLQEPH
13881430        YRLRRLVGRGGMGDVYEAEDTVRERIVALKLMSETLSSDPVFRTRMQREARTAGRLQEPH
31792931        YRLRRLVGRGGMGDVYEAEDTVRERIVALKLMSETLSSDPDFRTRMQREARTAGRLQEPH
145225785       YELHSVIGVGGMGEVYRAYDTARERMVAIKLLRPEMAADHSFQERFRRESRVAARLQEPH
41408129        YELRSLIGTGTLGEVYRAYDTVKDRLVALKLLRGELDAGFRQRLWRDCRAVTRLQEPH
41408124        YEIRRLIGKGGMGEVYEAYDTKKGRAVALKLLTDNYADDEKFRERFLRESRAAAILQEPH
120402048       YRLQKLIGRGGMGEVYQAYDTKTDRVVALKVLPHSMAQDETFQARFRRESQAAAGINDPH
145225811       YRLQKLIGQGGMGEVYQAYDTKTDRVVALKVLPHHMAQDETFQARFRRESQAAAGINDPH
134097137       YKIDAVLGRGGMSVMYRATDTRLGRKVALKVMGEHITGDAEFRERFVDEARNTSAIDHAN
29827698        YRIEREIARGGMAVVYRARDLRLDRTVALKLLAPELALNDTFRRRFTHESRVAAAIDHPN
108758719       YHLDKLVGSGGMGEVHKATQLSLGRTVAVKLLNPELAKDPSFIARFQKEAAALAALSHPH
                *.:   :. * :. ::.* :    * **:*::      .  *  *:  :.     :...:

2131007         VVPIHDFGEIDGQLYVDMRLINGVDLAAMLRRQGPLAPPRAVAIVRQIGSALDAAHAA
13881430        VVPIHDFGEIDGQLYVDMRLINGVDLAAMLRRQGPLAPPRAVAIVRQIGSALDAAHAA
31792931        VVPIHDFGEIDGQLYVDMRLINGVDLAAMLRRQGPLAPPRAVAIVRQIGSALDAAHAA
145225785       VIPVHNFGEIDGVLYIDMRLVEGASLKEVLRSDGPLQPARAVSIIRQVAAALDDAHAN
41408129        VLPLHDFGEMDGVPFIDMQLVDDGGSLKELLREQGGLEPSRAASITGQVARALDAAHAA
41408124        VIPIHDWGEINGVLYIDMRLVQGQTLHEMLKTGSLEPRRATDIIRQVASALDAAHAA
120402048       VVPIHGYGEIDGRLYLDMRLIEGRNLGTMLQETEKPLGAAFAVTVVEQVANGLDAAHKL
145225811       VVPIHGFGEIDGRLYLDMRLIEGRNLGTMLQETDKPLGAAFAVMIVDQVANGLDAAHRL
134097137       IVPLYDFGEVDGMLYIAMRLVDGSDLASKIKDGPISAQRTLELLGQVAEALDMLHER
29827698        IVPVFEAGETEGVLYIAMRFVSGRDLRHLLDREGPLPFSAGVRIALQVASALDAAHDH
108758719       IVSIVDKGKTDTTYYLVMEFVDGPSLRELIREPQLDVMGALRRMLQICRAIEYAHGR
                ::.:   *: :   :: *.:: .*  *   :      :          *:  .::  *  

2131007         GATHRDVKPENILVSADDFAYLVDFGIASATTDEKLTQLGNTVGTLYY
13881430        GATHRDVKPENILVSADDFAYLVDFGIASATTDEKLTQLGNTVGTLYY
31792931        GATHRDVKPENILVSADDFAYLVDFGIASATTDEKLTQLGNTVGTLYY
145225785       GLVHRDIKPENVLLTGDDFAYLVDFGIAHGGGEASVTSTGLVVGSSAY
41408129        GLMHLDVKPENILLTHDHFTYLADFGLAQAAGDDKLSRTY
41408124        GLIHRDVKPQNIIVTPDDFAYLVDFGIAEARGDTHLTMAGHTVGTFDY
120402048       DLIHRDIKPSNILITGRDFVYLIDFGLARTAGEKGLTTAGSTLGTLAY
145225811       GLIHRDIKPSNILITDKDFVYLIDFGLVRTAGEQGLTTAGSTLGTLAY
134097137       NLVHLDLKPANVLVTSRESSSEHVYLADFGLTRRGATGHRTSSGDFLGSPTY
29827698        GLVHRDVKPGNILVARGTDSDHPEHVYLTDFGLTKRSLTVTGFTIPGQFVGTLDY
108758719       GVIHRDLKPENILLDQQAGGIAKVSDFGLASFLEDASPSSRYALTSTHVSMGTLSY
                .  * *:** *:::           . : ***:.              :          *

2131007         MAPERFSESHATYRADIYALTCVLYECLTGSPPYQGDQLSVMGAHINQAIPRPSTVRP
13881430        MAPERFSESHATYRADIYALTCVLYECLTGSPPYQGDQLSVMGAHINQAIPRPSTVRP
31792931        MAPERFSESHATYRADIYALTCVLYECLTGSPPYQGDQLSVMGAHINQAIPRPSTVRP
145225785       MAPERFSGERGGPASDIYSLACLLYESLTGRAPFEAADVRQVWSAHMFAAPPRPSIMRR
41408129        MAPERFTTGSLGPQTDIYSLACVLYECLTGQPPFEGADPGELRSAHLLSPAPRPSIMRR
41408124        MAPERFGDEETTSAVDVYALACVLYEALTGAKPFPVHSAEQAIRAHLSSPPPRPSAVNP
120402048       MAPERFEGGEVDARSDIYALTCVLYECLTGSRPYPADSLEQQIAGHMVSEIPRPSDTDP
145225811       MAPERFEGGEVDARSDIYALTCVLYECLTGARPYPAESLEQQIAGHMVSPIPRPSDVDP
134097137       AAPEHLRGEPVDGRTDLYALACMLFACLTGRPPFQGQVQEVIQGHLHGEPPKVTSLV
29827698        VAPEQICGKPVDGRCDVYGFGCVVYEILAGTPPFCRDDEMALLWAHQHDEPPRLSRRRP
108758719       MAPEQRVDAKSADARADIFSLGVILYEWLTGEVPLGTFDPPSRRKP
                 ***: .         *::.:  :::  *:*  *    .                :    

2131007         GIPVAFDAVIARGMAKNPEDRYVTCGDLSAAAHAALATADQDRATDILRRSQV
13881430        GIPVAFDAVIARGMAKNPEDRYVTCGDLSAAAHAALATADQDRATDILRRSQV



31792931        GIPVAFDAVIARGMAKNPEDRYVTCGDLSAAAHAALATADQDRATDILRRSQV
145225785       GVSRAFDDVIARGMAKNPTERYATAGELARAAAAAASAAPVA
41408129        GVGRAFDDIITRGMAKQRSARFGSAGELARAASEAV
41408124        HVPASFDDVIARGMAKHPDDRYGSAGALGRAAKRAL
120402048       RLAAFDEVIAKGMAKKPDKRYQSAGELAQAAKRALNAPVR
145225811       RLAAFDEVIAKGMAKKPAKRYQSAGELAEAAKRAL
134097137       VLPADIDDVLRRGMAKKADQRYSTCKGLITAAKAAL
29827698        DLGPQVDEVMAKALAKSPEDRYDSCLAFV
108758719       GLDSRLDAIVTRCLKPDPEDRYPSVTTLIADL
                 :   .* :: : :      *: :   :                         



                        Cluster No. 62 multiple sequence alignment 

CLUSTAL 2.0.10 multiple sequence alignment

108757504       YQLLSRLATGGMAQIYLARPQGAEPDKRVVVKRILPHLAENDDFVKMFLDEARIAARLN
108763056       YQLLKKLATGGMAEVWLARQTGIEGFHKNLVVKRILPHLAEDREFVEMFRNEALIAARFN
108758235       YELLRKIASGGMGQVFLAREHGTGFERLVVLKLILPHLAEDDEFLSMFLDEAGLVARLT
108762112       YELLRKLAIGGMGAVYLARQKGPVGFQKLLVVKRLLPHLSEDDEFIDMFLDEGRIAAHLN
108760861       YRLVQQLATGGMAQLYLASIDGPDGFSKSCVIKRVLPEYASLESFSRMFADEAKVAALLT
108761425       YEVVTQLSVGGMAELFLGFTSGPGGFRKYVVIKRVLPDARDNAQFERMFLDEARITAAFN
108760985       LNIIRRLGQGGMAEVFLAKQVGVKGFEKFVVMKKILPQFAENPEFVDMLFAEARANARLT
108763014       YEVVTPLGTGGMAQVLVARTRGPEGLGRLVALKRILPHLSSDPSIVQQFLDEARIGLRLS
108759758       YRLIDRIAVGGMAEIFLAHQQQEDGRESPVVIKRIRPHLSKHTAFVKMFLNEARLAAQLN
108763631       YLLIKRLAVGGMAELFLSQRPPDPELVVLKRILPYLSEEPEFVQMFLDEARIAAQLH
108760907       YQLVRKLASGGMAEVFLAKAAGPRGFEKTLVLKRILPHLAEDAAFVEMFLGEARLAAQLE
108761736       YVLVRKLAEGGMAEIFLAKLLGADGFERNVVIKRMLPHLTNNPDFVEMFRDEARLAAKLA
108759765       YVLLSKIAAGGMAVTYRARMTGAAGVTKPCVIKQILPHFVDDADFVEMFIGEARVVASMS
108762187       YTLLSQLATGGMGEIYLARLEGAQGFEKLCVIKKILPQLAADTDFVERFVGEARTLVRLS
108761001       YLLLDRINIGGMAEVWRGKQFGASGFERLVAIKRILPNIAEDDEFISMFIDEAKISVQLT
                  ::  :  ***.    .            .:* : *       :   :  *.     : 

108757504       HPNVVQIFDLGAQDDSFFIAMEYIHGDDLRRLWRQSELMGQPLPVPLVCRILIEACAGL
108763056       HPNIAQVYEFGEANGTYYIAMEFIHGEDLGRVMRKAASTGQWVARPLAIRIVAAACEGL
108758235       HPNLITILDLTEIEGRHCLAMEYVQGDDVRRLEKTSRAQGKALPVGLILRIIADAAAGL
108762112       HPNIAQIYDLGDVDGQYFIAMEYVHGEAVGPLGARAQQHGITIPLGLKCRIIADAAAGL
108760861       HPNIVQVFDFGRVDGQYYLAMEWIQGHSLDRLLRQALRSGRVVGTRVAVDVGLAVADAL
108761425       HPNIAQVFDLGREDDGLYLAMEFIAGQNLNQITGACLRRQEQLPLGFTLSVARDVCMAL
108760985       HPNVVQTFDVGVSDGVAYILMEYVRGPDLKKLVIELRRKGLALPLEHALRIVADVAAGL
108763014       HPNLVHFYDFGEAEGAYYIAMELVRGVDLERLLRAAKGPLETAHAVAMVCQGLAGL
108759758       HPNVVQIHDLGKIADSYFIAMEYVSGRDMRRVVPKAEALGIPFPLVYAVKIASCVCAGL
108763631       HPNIVQVHELGKEGDNIFIAMEYVEGVDLRRVMAEESKFGATVPYGVAARICAQVAAGL
108760907       HPNIVQIFDFGEAEGSFFLAMEFIDGPNLRKLVKRAAEEALPPAFCAKVVAAAAEGL
108761736       HPNIVQIQELGFAEGCYYICMEYLAGEDFSTTLRLAGRKRHYVPLPVVLRVLIDAARGL
108759765       HSNIAQIFDFGEVDGQYFIAMELVQGQPLSKVLRRAQRMGMASFPEPLALHVASKLCDGL
108762187       HGSIAQVLDMGLHEDEAYMALEHVDGKDLRKVAARVRDRQMPLPVTFILYTMGRVLDAL
108761001       HANVASIYELGNILGSYFISMEYIPGKDMRAIFDRCRKKGEPAPVPLVAFCVSKMCEGL
                * .:    :.    .   : :* : *  .                             .*

108757504       DYAHKRTDPTTGRPLGIVHRDVSPQNILVTFEGGVKVVDFGIAKAADQATVTRSGVLKG
108763056       HYAHSRTDDAGRPLRVVHRDISPQNILISFDGSVKLVDFGIAKAADQASLTKSGAIKG
108758235       DYAHQARDAQGKPLRLVHRDVSPQNILVGFDGGVKVIDFGVAKAATSSQNTATGVLKG
108762112       DAAHNARSPSGRKLALIHRDVSPQNVLVGFNGGVKLIDFGVAKASGKLSQTIVGTIKG
108760861       AYAHAKTLPDGTPLMLVHRDVTPGNVLVSRDGIIKLADFGIVKSAVNAERTVAGVVKG
108761425       HYAHTYTAPSGAPSPVIHRDVAQKNIMVTYDGVVKLLDFGIAKAKDSLERTNVGTVKG
108760985       HYAHAYVDPAGTPHPVVHRDVSPHNVLISLDGAIKLSDFGIAKVAGEEHTQAGVLKG
108763014       HAAHVLQGEDGAPLELVHRDLSPHNLMVGFDGRVKVLDFGVAKARAQRTVTLPGIVKG
108759758       HHAHTKGDLYGNPLNIVHRDVSPENIVVAFDGSVKILDFGIAKAANQMEQTRNGEIKG
108763631       DYAHHSRGVDGRPLELIHRDVSPQNVMIGYDGRVKLVDFGIAKAGAFMERSKPGVIKG
108760907       AYAHEFRDVETGEPLGLIHRDVSPDNILVSRQGAVKVVDFGIAKVAGQGHRTLTGVVKG
108761736       HFAHEFTNEAGQPLNVVHRDISPSNLYLTYQGQVKVLDFGIAKAESRLVNTRTGVVKG
108759765       DYAHRHVGEDGLALGLVHRDVSPDNVLISYEGEVKVIDFGIAKVTSAVEAKTSPGTLKG
108762187       AYAHRKKDDDGEDLKLVHRDISPQNILISYEGEVKVIDFGLAKSRLSAAKTNPSIILG
108761001       DYAHRKKDGMGREMNIVHRDISPQNVLISYEGEVKVIDFGIAKAAGKATKTQAGILKG
                  **       *    ::***::  *: :  :* :*: ***:.*       .   . : *

108757504       KYSYMSPEQAAGMRVDCRADIFALGIVLYELLTSTRLFKRPNDIQTLTAVSECRVLPPS
108763056       KFAYMAPEQAAGKPLDGRADIFAIGLVLYELLTGVRPLKRDSELATLQAAMECAIAAPS
108758235       KYPYMSPEQASGLAIDARSDLFALGVVMWELLTGKRLFKGESDMMTLRLVKDCQVPRPS



108762112       KHAYMSPEQARGEPLDSRSDVFGLGTVFYELLTQQRLFKRETELATLKAVVGTKIVPPS
108760861       KYPYMSPEQITSQELDHRSDLYSLGIVLYEAATGRRLFKRDTLEATIMAASQANVPPPS
108761425       TTGYMSPEQVRGDTLDGRSDLFSVGVMMHELITGARLFAGKNERDEMMKILEAPVPWPS
108760985       KISYISPEAASGRTLDARNDVFALGVVLFELLTGSLPFRRDHDAATLQAIVRDPAPVPS
108763014       KPLYMSPEQARGMRLDARSDLFAMGLVLYQSLIGARAFEKPEELATMHAICDEALPPRP
108759758       KLSYMSPEQCLGKPLDCRSDVFSLGVVLYEWLTGFKLFTGESEAAVMRSITDGKIYAPS
108763631       KFLYLAPEQVSQERLDHRADIFALGTMLYEITTGRQPFAKPTTEGILYAIRYEDPSPPH
108760907       KVAYMPPEQLQAKAMDRRVDVYALGVVLYELLTGKRPFDATTDVSVMQAILFESFIPVS
108761736       KYMYMAPEQARGKEVDRRADIFALGVSLYEALTHVRPFSRENDLAVLNALLQGELKPPR
108759765       KYPYFSPEQAQGRQDLDARTDVYAAGVVLYEMVCGKRPYEGEFVTVLPRILVADRLPPS
108762187       KFLYMSPEQARHQPVDRRSDLYAVGLCLYELICGKNPFDGVHPGELMSLVANPRIAPLD
108761001       KFGYMSPEQIRGLPLDRRSDVFAIGVCLYEMLTGERLFVGDSDFSVLEKVRKAEVPSPT
                .  *:.**       :* * *::. *  : :                             

108757504       HVTSRVPADLDAIVLKALAKELPDRYQEAAHLQHAL
108763056       QVADVPEEMDPVVMRAIAKNSDDRYRDARQFQMALEEILV
108758235       QLNPRLPPGLDEVVLKALAPSPDQRYPDCGAFRLA
108762112       EVVPEIPKALDAIVFKALARKRDERFSTAGELQLAL
108760861       EGTPDFPAELERIILRLLQKAPSARYQSARELRDDL
108761425       HVAPHVPEEVSKVVMRALERSREKRFANGRDMARAI
108760985       QLKPNIPQDVSDLVLRALVKDPARRTPSAAALREEI
108763014       SHISRALWDVLETALAKRPEARFGSAREMADRL
108759758       YFREDLPERLETILMRALERDRDKRYQTAAQMQKDL
108763631       LIRDDYPPALSRIVMRCLTKDRALRYQRASEVHDALESF
108760907       ARRPDVPVALQQVLDKALAKDRERRYADCRALQDDL
108761736       ELRPDLPEELEAILLKAMAFKPEDRYPTAEAFADALETF
108759765       ALNPTVSEDMETVISHAMALDREARYQTAKDLSESL
108762187       QVEPLTPPAVTALVAKALAVDPSQRFQTAEEFRGRL
108761001       TYNRRIPETLERIVLKALAKDVDERYQYASELGDDL
                      .  :  ::   :      *      .         



                        Cluster No. 63 multiple sequence alignment 

CLUSTAL 2.0.10 multiple sequence alignment

119900250       YRIERQLSLGGFSIVYLAYDDDDGTAVAIKEYLPNSLALRKEGQIEPLVPDENLPAFRYG
71909460        YIIDRQLSLGGFSIVYLATDPEGRQVAIKEYLPNSLALRSKGEIKPVITAEHLGAFRYG
91774401        YEIKKLLSAGGFSFVYIARDLENNTTVAIKEYLPNMLALRKEGDQVRIPTNEAAAGFRFG
113866975       YRIVKKLASGGFSFVYLATDDTGAPVAIKEYLPASLARRNPGELIPVVPEENAAAFRLG
17429176        YRIVKKLASGGFSFVYLATDEHGTPVAVKEYLPSSLARRSPGELIPVVPEESASAFRLG
120612228       YRVVRRLSSGGFGVVYLAVDAEGQQVAIKEYLPSSLATRSPGELLPKVPPEKLSLYRLG
121593345       YRVVRRLSSGGFGVVYLAIDAEGQQVAIKEYLPASLATRAPGELLPKVPPEKLSLYRLG
121611074       YRVVRRLSSGGFGVVYLALDPEGQQVAIKEYLPAALATRAPGELLPKVPSDKLSLYRLG
121603724       YRVVRKLSAGGFGVVYLAVDNEGQQFAIKEYLPSSLASRAVGELLPQVLPEKLSLYRLG
91787233        YRVVRKLSAGGFGVVYLAVDNEGQQVAIKEYLPSSLATRSPGELLPQVQPEKLSLYRLG
89900417        YRVVRKVAAGGFGVVYLAEDSEGQQVAIKEYLPSALATRVAGELLPQVQPERLSLYRLG
124267892       YQVIKKLAAGGFGVVYLCEDSERRLIALKEYLPASLAERSVGELTPRVKPEKQPLYRLG
134095313       YRIVKKIASGGFSIVYLAYDEDGNAVAIKEYLPSSLALRQPGELVPAISPENLPVFRIG
34499304        GGFSVVYLALDDDDRKFAIKEYLPRNLAERKDDGGVTVPHDLDRDAFNLG
                         ***..**:. *      .*:*****  ** *  .             :. *

119900250       MKCFFEEGRSLAKLMHPNVVRVLNFFRANNTVYMVMQFERGRTLHDYIQKHRGDV
71909460        MKCFFEEGRALARLSHPNVIRVLNFFRANDTVYMVMEYEHGRTLQEFIQKHQGHI
91774401        LKCFFEEGRALANIEHKNIVRVQNFFRANDTVYMVMRYERGKSLQEYVLARDTPL
113866975       LKYFFEEGRSLARISHPSVVRVVNFFRENSTVYMVMNYELGKTLQEHVLAARQQGGPKVL
17429176        LKYFFEEGRSLAKISHPSIVRVLNFFRENGTVYMVMTYEQGKTLQEHVLGARQQGKLKVL
120612228       LKSFFEEGRALAQISHASVVSVLNFFRENETVYMVMNYLEGATLQDFIITARDLKTQKVF
121593345       LKSFFEEGRALAQISHASVVSVLNFFRENETVYMVMNYLEGATLQDFIITARDLKTQKVF
121611074       LKSFFEEGRALAQISHASVVSVLNFFRENETVYMVMNYLEGATLQDFIVTARDLKTQKVF
121603724       LKSFFEEGRSLAQISHGSVVSVLNFFRENETVYMVMNYLEGGTLQDFIITARDLKKPKVF
91787233        LKSFFEEGRALAQIAHGSVVSVLNFFRENETVYMVMNYLEGGTLQDFIITARELKKQKVF
89900417        LKSFFEEGRSLAQISHPSVVSVLNFFRENETVYMVMNYLEGASLQDFIVTARDLKQAKVF
124267892       LKSFFEEGRSLAQISHPSVVSVLNFFRENETVYMVMNYLQGDTLQDFIVTARDLKRDKVF
134095313       LKCFFEEGRALARIAHPNVVSVTNFFRANETVYMVMGYESGRSLQDHILRRRDKGEKPLV
34499304        LKCFFEEGRVLSGISHPAVVRVSNFFRANQTVYMVMEYADGRSLGRELELAGGRM
                :* ****** *: : *  :: * **** * ****** :  * :*   :           .

119900250       GERFIRGVFTRMLNGLREVHAHKLLHLDIKPSNIYLRTDGTPVLLDFGAARQTLALDQPM
71909460        SERFIRGVFTRLLNGLREVHSNKLLHLDLKPSNIYLRGDNTPVLIDFGAARQTLVTDQPI
91774401        PETMLRSVFGQLLNGLREVHAQKLLHLDIKPANIYIRLDGSPVLLDFGSARMALNEASNA
113866975       REHFMRKVFHDLMSGLREVHIHKLLHLDIKPGNIYLREDESPILLDFGAARQTLTMEAAR
17429176        RERFIRQVFHDLMSGLREVHIHKLLHLDIKPGNIYLREDSSPILLDFGAARQTLTAEASR
120612228       RESTIRSLFDEVLRGLRIVHQHKMLHLDIKPANIFITDDNKAVMIDFGAAREVLSKEGNF
121593345       RESTIRSLFDEVLRGLRIVHQHKMLHLDIKPANIFITDDNRAVMIDFGAAREVLSKEGNF
121611074       RESTIRSLFDEVLRGLRIVHQHKMLHLDIKPANIFITDSNKAVMIDFGAAREVLSKEGNF
121603724       RESTIRSLFDEILRGLRIVHQHKMLHLDIKPANIFITDDNRAVMIDFGAAREVLSKEGNF
91787233        RESTIRSLFDEILRGLRIVHQHKMLHLDIKPANIFITDDNRAVMIDFGAAREVLSKEGNF
89900417        RESTIRSLFDEILRGLRIVHQHKMLHLDIKPANVFITDDNKSVLIDFGAAREVLSKEGNF
124267892       RESTIRSLFDEILRGLRIVHQHKMLHLDIKPANIFITNDNKAVMLDFGAAREVLSKEGNF
134095313       SERFIRKMFSHVMNGLREVHTNKLLHLDLKPANIYLRVDGTPILLDFGAARQTLKADLPK
34499304        EERLIRKWFAALLSGLREVHSRRLLHLDIKPANIYLRRNGVPLLLDFGASRQTLARQDKH
                 *  :*  *  :: *** ** .::****:**.*:::  .  .:::***::* .*      

119900250       LKPMYTPGFASPEQLGQREALGPWSDIYSVGASIYACIVGAAPPRSDERLKHDTIMPISR
71909460        LKPMYTPGFASPEHYGNRKDLGPWSDIYSVGASMYACLAGVAPQAADARMKKDTLPPAMM
91774401        LPPSYTPGFASPEQYGDRKQLGPWSDVYSIGASMYACLLQAAPQAADQRVKKDQLVPAAR
113866975       FQPMYTPGFAAPELYGKHSDLGPWTDVYSLGATLYACMAGMPPQEANQREKEDRMGDALA
17429176        FQPMYTPGFAAPELYRKHNELGPWTDIYSIGATIYACMAGAPPQEATQREKEDKLGENLE



120612228       IRPMYTPGFAAPEMYRRDSSMGPWTDIYAIGACIYACMQGFPPNEAPQRAEKDRLSLALS
121593345       IRPMYTPGFAAPEMYRRDSQMGPWTDIYAVGACIYACMQGFPPNEAPQRQEKDRLSLALN
121611074       IRPMYTPGFAAPEMYRRDSSMGPWTDIYAIGACIYASMQGFPPNEVPQRIEKDRLALALT
121603724       IRPMYTPGFAAPEMYRRDSSMGPWTDIYAIGACMYASMQGYPPNDAPQRLEKDRLSLALS
91787233        IRPMYTPGFAAPEMYRRDSSMGPWTDIYAIGACIYASMQGYPPNDAPQRLEKDRLSLALS
89900417        VRPMYTPGFAAPEMYRRDAAMGPWTDIYAIGACIYACMLGYPPNEAPQRLEKDRIAMALT
124267892       IRPMYTPGFAAPEMYRRDGTLGPWTDIYAIGACIYACMQGYPPNDAPQRIEKDRLGLSLS
134095313       LYPMYTPGFAPPELYVKNGNLGPWTDIYSIGASMFACMVGAPPQPADQRKLNDKMDGHFN
34499304        FAAMYTPGFAAPEQYDKSQPLGPWTDIYAIGACLYVCMGGATPQPSRERCEQDLLAPASQ
                . . ******.**       :***:*:*::** ::..:   .*     *  .* :     

119900250       THAGRYSGQLLELIEWSLRLDPLARPQSVYTLQKALM
71909460        RWDGQYSDRLLEIIDWCLNLNHLYRPQSVFALQKALV
91774401        LGKGRYSPNLLEIIDNCMALDYMDRPPSVFALQKSLL
113866975       RLRSSYTNGLVDLVEWCLRLTPAERPQSV
17429176        RLRTVYTGSLIDLVAWCLKMKPEERPQSV
120612228       KLRGVYSDNLIEVVEWCMALDPLSRPQSV
121593345       KLRGVYSDNLIEVVEWCMALDPLSRPQSV
121611074       KLRGVYSDNLIEMVQWCMALDPLSRPQSV
121603724       RLRGVYSDNLIEVVEWCMSLDPLSRPQSV
91787233        RLRGVYSDNLIEVVEWCMSLDPLSRPQSV
89900417        RMRGVYSDNLIEIVEWCMSLDPLSRPQSV
124267892       RLRNVYSDNLIEVTEWCMSLDPLSRPQSVFALQKELA
134095313       KLEGVYSSDLIKVIRWSLMIDPLERPQSVFALQKAL
34499304        VFRHRYSRELTGLCDRCLSLEPNLRPASVLEIQKSL
                     *:  *  :   .: :    ** **        



                        Cluster No. 64 multiple sequence alignment 

CLUSTAL 2.0.10 multiple sequence alignment

145595768       YRVRSRVARGGVATVYTATDERLDRIVAVKIIHPASGPEAQGQTAGFVERFADEAKT
50842217        YEIVSKIARGGMATVYRAQDLCLPRIVAVKVMHEGLDAELAERFDSEAKA
126435861       YRVDAPIATGGMSTVYRGLDVRLDRPVALKVMDPRYSGDQQFLTRFQREARA
145223559       YQVDTLIAAGGTSDVYRGLDLRLDRPVALKIMDSRYAGDEHFMTRFQREARA
41408012        YLIESKIASGGTSTVYRGVDTRLDRPVAVKVMDPRYAGDDQFLTRFQREARA
68535808        YRIGAQIARGGMSTVYAAIDTRLDREVAVKVMDPALAREPAFRTRFEREARA
134098292       YRVDSLIARGGMSAVYRGLDTRLDRPVALKVMDPQYSGDRSFVARFELEARS
21220588        YRVEARIAVGGMATVYRAVDTRLDRVLALKVMHPTLATDATFVERFIREAKS
29832634        YRVDARIAVGGMATVYRAVDTRLDRVLALKVMHPTLAADGSFVERFIREAKS
119026032       YRVVSRIADGGMATVYQAVDERLGRTVAIKIMHTQLAQGPQRDQFVERFHREARS
23326698        YRIVRNIAEGGMATVYEAIDERLGRTVAIKVMHTQLAKGPHREQFVERFRREANS
28493183        YLITEKIASGGMATVYKGKDIRLKRDVSIKIMHDHLVDDPKFTEKFIAEAQL
119025056       YQLGQLVGRGGMAEVHVATDTRLGRTVAVKIMRADFATDSIFLERFRREAHS
23325797        YQLGQLIGRGGMAEVHVALDTRLGRTVAVKIMRADLANDDIFLARFRREAHA
21222231        YQLRDLLGEGGMASVHLAYDSVLDRQVAIKTLHTELGREQAFRERFRREAQA
                * :   :. ** : *: . *  * * :::* :                 :  :*  **. 

145595768       IARLTHPNVVAVYDQGIHADRPYLVMEYVRGRTLRDVLTERHRLNPD
50842217        AARLVNPHVVSVFDQGMDGDRPFIVMEYVPGCTLRHIITQEAPLTPV
126435861       VARLKDPGLVAVYDQGLDGQYPFLVMELVEGGTLRELLRERGPMPPH
145223559       VARLKDPGLVAVYDQGLDGRHPFLVMELIEGGTLRELLRERGPMPPH
41408012        VARLKDPGLVAVYDQGLDARHPFLVMELIEGGTLRELLGERGPMPPY
68535808        VAKLSDPSLVNVFDQGVDDDYVFLVMELVEGGSLRELLKERGPMPPH
134098292       AAKLHHPDVVAVYDQGVDREIDGDQVYLVMQLVEGCTLRDLMRDQGRLSLP
21220588        VARLDHPNVVQVFDQGAEGAYVYLAMEYIAGCTLRDVLRERGALRPR
29832634        VARLAHPNVVQVFDQGADGSYVYLAMEYVAGCTLRDVLRDRGALQPR
119026032       AAAIANPHIVQVYDTGEFDGLDFLVMEYVHGVNLRYEMNQQVTFSVR
23326698        AASIANPHIVQVYDTGEFNGLDFLVMEYVHGVNLRHEMNAQGTFSVR
28493183        AAGISNANIVNVFDQGRENRIAYMVMEYVPGITLRKLLREKHVLTVK
119025056       VAQMNNPNIVNIYDSGEETVTTETGEIEHLPYLVMEYVKGQTLRDILKVNGALSQR
23325797        VAQMNNPNIVNIYDSGEELVSSESGDAERLPYIVMEYVKGQTLRDIIKVNGALSQR
21222231        VAKLTHTNIVSVFDTGEDDLDGMTTPYIVMEYVEGRPLGSVLDEDVRQQGAMPAD
                 * : .. :* ::* *               ::.*: : *  *   :         :   

145595768       EALAITEQMLAAIAAAHRAGLVHRDVKPENVLVAEAPTGGAANLVDSVVKVADFGLAQAV
50842217        RALDLLEPVVSALASAHEDGLVHRDVKPENVLISDRGQIKVADFGLARAV
126435861       AAAAVLAPVLSGLAVAHRAGLVHRDVKPENVLISDDGEVKIADFGLVRAV
145223559       AVAAVLRPVLGGLAAAHAAGLVHRDIKPENVLISDDGDVKIADFGLVRAV
41408012        AVAAVLRPVLGGLAAAHRAGLVHRDVKPENVLISDDGEVKIADFGLVRAV
68535808        AAIAVMKPVLTALSIAHAKGMIHRDIKPDNVLISDHHQVKLADFGLVRAI
134098292       MALSVLEPMLSALGAAHRAAMVHRDIKPENVLIGLDGSVKVADFGLVRAA
21220588        AALDILEPVLAALGAAHRAGFVHRDMKPENVLIGDDGRVKVADFGLVRAV
29832634        AALDILEPVLAALGAAHRAGFVHRDMKPENVLIGDDGRVKVADFGLVRAV
119026032       ETLRIVGETLDGLASAHRAGVVHRDIKPENILLNDRGHVQITDFGLAKAV
23326698        ETLRVVAETLDGLASAHRAGVVHRDIKPENILINDRGHVQITDFGLAKAA
28493183        QTLEIITCVLEGLSSAHKSGLIHRDIKPENILIGNNGQIKLGDFGLSRLA
119025056       DAEQVMMGVLNALEYSHRMGIIHRDIKPGNIMISEQGVVKVMDFGIARAI
23325797        DCEQVMLGVLNALDYSHRMGIIHRDIKPGNIMISEQGVVKVMDFGIARAL
21222231        KALKITADVLAALEISHEMGLVHRDIKPGNVMMTKRGVVKVMDFGIARAM
                    :    : .:  :*  ..:***:** *:::               ::: ***: :  

145595768       EASADDAQANQLMATAAYVAPELVTDGHADPRTDVYSAGIVLFEMLTGRVPYDG
50842217        GNHTMSATSGQLIGTVSYIPPERVTRGSSDERSDIYSAGIVLFEMLTGHKPHTG



126435861       AEAKITSTSVILGTAAYLSPEQVGTGNAGPRSDVYSVGVMAFELLTGVTPFNG
145223559       AEAKITSTSVILGTAAYLSPEQVATGETDSRGDVYSVGVMVYELLTGRTPFTG
41408012        AAAGITSASVILGTAAYLSPEQVRDGAATPRSDVYAAGIVAYELLTGRTPFTG
68535808        NNAMSDATNATTSVNGQVIGTVGYLSPEQVRGENLTQASDVYSAGILLFELLTGRTPFKG
134098292       ASAGTTSGSVILGTVAYLSPEQVTTGAADSRTDIYSAGVVLYEMLTGEPPYVG
21220588        DTVTSTTGAVLGTVSYLAPEQIEHGTADPRVDVYACGVMLYEMLTGAKPHDG
29832634        DTVTNTTGSVLGTVSYLAPEQIEHGTADTRVDVYACGVVLYEMLTGGKPHAG
119026032       SQATLSSTGMLLGTAAYLAPEMIQHNQATPQGDLYSVGIMAWEMLAGKVPFTA
23326698        SQATLSSTGMLLGTAAYLAPEMIENNQATAQGDLYSVGIMAWEMLTGKVPFDS
28493183        SNNTTTGTGLLGTIAYLSPELITRSEADTRSDVYAIGIMLFELLTGQQPFHG
119025056       DDSAATMTQSQGVVGTAQYLSPEQARGESVDMRSDLYSAGCVLYEMLTGRPPFTG
23325797        DDSAATMTQSQGVVGTAQYLSPEQARGETVDMRSDLYSAGCVLYEMLTGRPPFTG
21222231        QSGVTSMTQTGMVVGTPQYLSPEQALGRGVDARSDLYSVGIMLFQLVTGRLPFDA
                         :        :.*  *:.**           *:*: * : :::::*  *. .

145595768       NRPVEVAWQHVRQDVPPPSTLVPGLPKALDDLVIRATRRDPGARPADAN
50842217        DSPIQVAWAHVNKDVPAPSQYLANGTKAEHDIAWLVPGYLDSLVRACTSRDPGKRPANGR
126435861       DSALAVAYQRMDNDVPPPSSVISGVPSQFDELVLRATMRDPADRYADAL
145223559       DSSLAVAYQRMDRDVPPPSAAIRGVPRQFDDLVHCATARDPAGRFADAA
41408012        DSMLAIAYRRLDADVPPPSAAIDGVPAQFDDFVQRATARDPADRYADAV
68535808        GTPIETAMARINRPVPAPSTLMPDIPPEIDELVLRACHRNPTQRFVDGT
134098292       DTALSVAYRHVNDDVPAPSERVPELPPAIDDLVLRATRRDPAVRPADAA
21220588        DSPAAVLYKHLHEDVPPPSAAVPELAYELDELVAAATARNPEIRPHDAV
29832634        DSPAQILYQHLHEDVPPPSAAVPGLPATLDELVSSAAARNPGLRPPDAV
119026032       DNPVTLVFKHVHEDVPDITTACPGINAGVAAFLARLTARAVEDRPQDAS
23326698        DNPVTLVFKHVHEDVPSVATVCQGIDPSVAAFIAHLTARQVDARPTDGA
28493183        KQPMEVAHKHANLPMPKPSAVNPGVPSVIDDIVLWACSKNPEQRPSDAS
119025056       DSAVAIAYQHVSEVATPPSTIVPGLPKMWDSICAKAMAKDRQNRYATAS
23325797        DSAVAIAYQHVSEVATPPSAAVPGLPKMWDSICAKAMAKDRQNRYATAS
21222231        DSPLAIAYAHVQEQPVAPSAVNRALPPAVDALVARALKKNPNERFPSAE
                         :        :                :      :      :    *   . 

145595768       ALLTRVQV
50842217        ALLDLLRRV
126435861       DMGAELEEIIEEL
145223559       EMADQLDVI
41408012        EMGADL
68535808        EFLEAV
134098292       SFLSEV
21220588        ALLARAREARESL
29832634        ALLAQV
119026032       VAF
23326698        AAAEELSQL
28493183        VLLNAL
119025056       EFKNDL
23325797        EFKTDI
21222231        AMRDECL
                             



                        Cluster No. 65 multiple sequence alignment 

CLUSTAL 2.0.10 multiple sequence alignment

108760153       YRVEALIGEGGMGKVFRARQLSLDKVVVLKVLRHTLLSDERTVARFQREAKAASRLNH
116623060       YEIIKLLGEGGMGAVYKARDRELDRLIALKVIRPELAGHPRVLQRFKQELLLARQVTH
108759959       FRILETLGAGGMGRVYKAVQSPLDRLVALKVLNPQYGEGKDPGFQKRFFLEASVTAKLRH
108762484       FSILEPLGIGGMGKVYRALQAPLERVVALKVLNPSFPSSRDPGFQKRFLREASLTSKLRH
108759118       YKIESVLGQGGMGMVFRATQTSVQRPVAVKTLNPSLAAAPQFFERFRREAELASRLRH
116623034       YEILAPIGAGGMGEVYKAADTSLDREVAIKVLPHAFAQDPDRLGRFEREAKILASLNH
116626431       YEIIAPLGAGGMGEVYRAIDTRLKREVAVKVLPEAFAHDPERLARFKREAEVLASLNH
116625010       YEIISPAGAGGMGEVYRARDTRLDRTVAVKVLASNLTARPDVLQRFEREARAVSTLNH
116619169       YEILEQLGEGGMGVVYKARDTQLDRFVAIKVLRRDRVADSGRKGRFVQEAKAASSLNH
94969743        YKIFSQLGSGGMGVVYEAEDTTLGRRVALKFLPEQYSQNPASLERFLREARSASALNH
94971422        YRIVEKLGGGGMGVVYKAEDTRLHRFVALKFLPTELAKDPQARARFEREAQAASALNH
108757782       YQPVRFLGQGGMGRVFLAYDPMLRRNVALKFVRGDDPELARRFLSEARAQARVRH
32475633        YKLLGHIGSGGMSSVYLAEHIGLGDKRAIKVLPKKRVNDASYLARFKLEAKAIASLNH
32477250        FLLLDQIGGGGMGAVFRARDEQLGRTVAVKVIPFAADDPDLQRRFRNEAQSAAKLDH
38232689        YRLGDVIGTGGMSEVYEATDVLLGRKVAVKMLRADLARDVNFRERFRREAQNSGKLNH
126433388       YRLQKLIGRGGMGEVYQAYDTHTDRVVALKVLPPHLAQDATFQRRFRREAQAAAGVQD
                :      * ***. *: * .       .:* :              **  *      : .

108760153       PNSISVLDFGQAEDGALFIAMEYVAGQDLHQILSREWPLNEGRVVRIVSQVLSALS
116623060       KNVIRIFDLGVSENLKFITMEFVEGRDLSSLLDERKCTVPEALDIIQQTCRALE
108759959       PNTVTVIDYGKTEDGIYYIAMEYLEGLTLGQLLTQMGPLPWPRALNITQQIARSLR
108762484       PNTVTVIDYGQTDDGIFYIAMEYLDGRTLAQVLGQVGPLAWSRAIAITQQICRSLR
108759118       PNVITIFDFGRSPDGTCYYVMELLEGESLKETVKRQGPMSLRRALSLVEQASQGLA
116623034       PNIAQIFGVEGGALVMELVSGQTLSERIAEGPVPVAEALRIVAQIAEALA
116626431       SHIATIHGVEERALVMELVEGESPHGPMPFDDAWRIASQIAAALG
116625010       PNICTLHDVGTDNGTPYLVMEYVEGETLADRLERGPLPLAEAWRIAIQIGDALD
116619169       PNIVTIYEIGVDEGADYIVMEFVSGRTLDRLIPRGGLRLADLLKYAIPIADAMA
94969743        PNICTIYAAEQFDNTWVIAMELLEGSTLGQLIVDGTLNTDRILDIAIQVSDALD
94971422        PNICTIYDIGDDNGQGFIAMEFLEGVTLKHRITTKPMETGEIVTLAIEIADALD
108757782       ERVCEVYEVGEVRGRGYIAMRFVDGQSLGQLARSLTLEQKVLVLRQAAEGVH
32475633        PNIVLAHDIDNDGDVHYIVMEYVDGVDLQVLVRRDGPLDFSTAAELISQAARGLA
32477250        PLIARVFDVGNDGPWHYIVFEYIDGANVRDMVANGGPLSLDDALFFTTQVAEAIG
38232689        PAIVAVYDTGETPRAGLNTPYIVMELVNGRTLRDIVREDGPLTPSQAAHTLIPVCHALQ
126433388       PHVVPIHSYGEIDGRLYLDMRLIEGRNLGTILEGADKPLLPSFAVKVVEQVATALD
                                       :. : *                            .: 

108760153       DAHGAGVIHRDLKPENIMVEPRRNEPDFVKVLDFGIAKITDSTDDGPA
116623060       AAHGESVIHRDLKPQNIMLSEGGKVSVMDFGLARSLESTA
108759959       EAHKVGLIHRDLKPANVMVLNQETDHDVVKVLDFGLVKSFIGDAAPVSQDTS
108762484       EAHSQGIVHRDLKPANIMLLNEQDQDLVKVLDFGLVKSVAAPQEGQLSPE
108759118       HAHAEGCVHRDLKPHNIMVQQLSGQDFVKVLDFGLVKAMESEEEEQ
116623034       AAHDRGVIHRDLKPANVKLSPDGRVKVLDFGLAKSLSGGGSGADSRAETLTAA
116626431       YAHDKGVVHRDLKPANVRVTPDGVVKLLDFGLAKAFSVQTQYQSSDSENSPTLTIG
116625010       QAHRRGIVHRDLKPGNVMLAGARGSTHIKLLDFGLAKLPEAHSANAAGSLTSLPTVVQS
116619169       CAHAAGIIHRDLKPGNVMVGVDGQVKLLDFGLAKLSDLHDSSDSDLTRPMA
94969743        VAHAHGIVHRDIKPANIFVTRKSVVKVLDFGLAKLAVDRHAVAQTIGATAADPTSY
94971422        AAHAKGIVHRDIKPANLFITDRGHAKVLDFGLAKVTATKSAVAVENAPTTTVDEH
108757782       AAHGAGLIHRDIKPGNILVERTEDGGLAPFVMDFGLARDWREE
32475633        HAHNRGVVHRDVKPANLLIDSDGRVRLLDMGLALVSKTGDDES
32477250        HASRRGIVHRDIKPSNVIVTTEGEVKLVDMGLARSDNFDTSED
38232689        VSHDAGIIHRDIKPANVMITNTGAVKIMDFGIARALDDATSA
126433388       AAHAAGLIHRDVKPSNILITDRDFVYLIDFGLARSAGEPG
                 :   . :***:** *: :           ::*:*:.                       



108760153       LTRAGFVCGTPEYMSPEQARGSQLDHRSDLYAVGVILYQLMTGLLPFESDSAVGFA
116623060       LTQAGALIGTPAYMSPEQALGNQLDARSDLFSLGIIFYEMLTGVVPFKAETVLASM
108759959       ITQAGIILGSPQYMAPEQARNIADPRSDVYSLGVVLYQMLMGRPPFLAAQSIDVI
108762484       ITQNGTFLGSPQYMAPEQARNATDARSDVYSLGIVLFQMLMGRPPFIARDHIELI
108759118       LTSTGQVLGTPQYMPPEQAGGESVDQRSDLYSMAGVLYFCLTGSSPFGANTVRKAL
116623034       MTEAGTVLGTPGYMSPEQTRGIATDKRTDIWAVGCVLYELLTGRRTFRGGTFGDTI
116626431       ATQVGVILGTAAYMAPEQAKGRAIDKRVDIWAFGVLLYELLTGEKLFQGIDVSDTL
116625010       LTTEGTIVGTFQYMAPEQLEGKEADARSDIFAFGAVLYEMIAGRKAFEGQSQASLI
116619169       ETEEGSILGTVSYMSPEQAEARRVDARADIFSFGAVLYEMATGQRAFLGRSKISTL
94969743        LTSPGMAVGTAAYMSPEQARGEDLDGRSDLFSFGSVLYEMCTGRLPFEGTTSPVIF
94971422        LTSPGSTLGTVAYMSPEQVLAKDLDPRTDLFSFGVVLYEMATATLPFRGDSSGVIF
108757782       GAAPNAVQGTPHYMAPEQARGEVSRLDRRADIYALGATLYSLLTGRPPFTGATEAEVI
32475633        LTVANNENVLGTADYLAPEQALNSHTVDHRVDIYGLGCTLYFLLTGRPPFAEGTLAQRI
32477250        MTASGVTLGTFDYISPEQARDPRLADIRSDLYSLGCTLFYMLTGSPPFPGGTMLQKL
38232689        MTQTSAVIGTAQYLSPEQARGKLADARSDVYALGCVLYETLTGKPPFEGETPFAVA
126433388       MTTAGSTLGTLAYMAPERFNGGRIDPRSDIYALTCVLYECLTGVRPYPADSLEEQI
                 :  .     *:  *:.**:        * * *::..   ::    .   :         

108760153       TKHLTEEPPPPTRRRPDARISPAMERLILRALSKNPADRPASAEAFKAELQ
116623060       LKRTQGAAPPPIELVPAIPKDVSDVVMKCLATAPADRYQSVGELLSDV
108759959       VKHINELPPAFGSLYPNHGIPGEVEALVMKCLAKTPPERYQSMDEVMEAM
108762484       FAHYKEAPPTFQQVRPDLHIPPEIEAVVRRCLEKDPARRYQTMDELLEGL
108759118       TASLTQAVPAVNTKRQGAPVPAALDAFFKKALAPEKEDRYQNAQEFIDAM
116623034       AAVLEREPDWDALPPSTPPRVLGLLQRCLRKDMGRRARDAGDIAIEIEQVLAEPA
116626431       AHVLTKEPDVSKASPRSHKLLHRCLEKDPKKRLRDIGDAESLLEEPV
116625010       SAIMKDEPPSITALQPMSPPALDRLIRQCLAKEPDERWQTVRDL
116619169       AAILQGDPKPAAEIHAGLPRELGKIIERCLRKDPAWRYQSAADLKISL
94969743        AGILERDPLPPEQVNPNISPKLSEIICKSLEKDRDLRYQTAAELRGDF
94971422        DAILHAEPVPAVRLNPDVPEKLEDILAKLLEKDRDVRYQSAAELKADL
108757782       TRLQHEEPAPPRALDADIPSDLEAIVLKCLEKQRPARYDSARALAEDL
32475633        AKHQNEMPKAIRELRPECPGELEGIVVKMIQKDPRYRYQNATDVAEVLEKF
32477250        LSHGNAAIPDIREHREDVPAEMTAILNKMLAKLPEERYQRSETL
38232689        YQHVQEDPVKPSEYIADLSPTAAINVDAVVLTAMAKHPGDRYQTAQEMCADL
126433388       AGHIVRPVPKPSDTDPRLAAFDEVIERGMAKKPERRYQSAAEMAAAARRAL
                                            ..   :      *                   

108760153       
116623060       
108759959       
108762484       
108759118       
116623034       G
116626431       G
116625010       
116619169       
94969743        
94971422        
108757782       
32475633        
32477250        
38232689        
126433388       
                 

                     



   Cluster No. 66 multiple sequence alignment 

CLUSTAL 2.0.10 multiple sequence alignment

111022033       FDLMTGLGRGAFARVFLARQRSLQRLVAVKISQDHGTEPQTLAQFDHDYIVRVFDQRLLA
54024689        FDLMTSLGRGAFARVFLARQRSMQRLVAVKISRDKSTEPQTLAQLDHRHIVRVFDQRVLP
111021377       FDLLMGLGSGAFGRVFLARQRSMQRLVAVKISHDKGNEPQTLAQLDHNYIVRVFDQRLLE
111023678       FDLLMRIGSGAFAQVYLARQQSMQRLVAVKISHNHGIEPQTLAQLDHEYIVRIFDQRLIA
111020043       FDLMMELGHGAFARVFLARQRSMQRWVALKISRNIGNEPQTLAQLDHPYIVRVYDQRVLE
32475105        FEIIQKLGEGAFAHVYLARQNSMSRLVALKVANDTGDEPQALAQFDHPNIVRVFDQRQVA
                *:::  :* ***.:*:****.*:.* **:*::.: . ***:***:**  ***::*** : 

111022033       GRDLRLLYMQYVPGGTLLDVVGRVRETPPDSRSGAVLLDAIDRALVGRG
54024689        SSGLRLLYMQYVPGGTLFSVLERLRAHPAQARARGGALLLDVIDEVLTGKG
111021377       DRQLRLLYMQYLPGGTLLRVLRRVRVTPEQDRTGSLLLDVVDEEMREKG
111023678       DGELKLLYMQYLPGGTLLDVVHLLRSTPPEHRSGQLLLDAVDGVLAAKG
111020043       DRRLRVLFMEYVPGGTLLDVVRLVRKTPPEQRSGQLLLDSVDRVLAERG
32475105        VRDDEAAGRLSELYLLYMQFHPGGTLADVVRLARSVPLVQRDGDIHLRAVDQALLESA
                            * :*:*:: *****  *:   *  *   *   * : *  :*  :   .

111022033       EIRPSESGVRQEIATLSWPEAVSWLGRRLAQALDYAGRHGVLHRDVKPANVLLTAEGVPK
54024689        EIRPGESATRAELAGLTWPETIAWLGRRLADALDYADRCGVLHRDIKPANVLLTAEGEPQ
111021377       ELRPTDSSVRDEIASLTWPETIAWLGRRLAEALDYAGKRGVLHRDIKPANILLTAEGVPK
111023678       EVRPSESAVRARASALTWPETVAWLGCRLADALQHASERGVLHRDIKPANVLLSAEGIPK
111020043       EIRPEYSSVRDEIAALSWPETVAWIGLRLADALDYAEEHGVLHRDIKPANVLLGLEGIPK
32475105        QVVPDRSTTRAWLVGCEWPKVVAWVGLQLADSLHTAHEAGVLHRDVKPANVLLTAEGLPQ
                :: *  * .*       **:.::*:* :**::*. * . ******:****:**  ** *:

111022033       LADFNISFSGNIAGASPVAYFGGSLAYMSPEQLEAIHPDRPGTPGDLDTRSDLYSLAVVL
54024689        LADFSISFGSTVTGASPVAYFGGSLAYMSPEQLAAVHPDLPGTAADLDVRSDLYALAVML
111021377       LADFNISFSDTVTGASPLAYFGGSLAYMSPEQLEACHRGMPGTAADLDTRSDIFALGVML
111023678       LADFNVSASNRIKGTSPLAYFGGSLAYMSPEQLEACHPGSPATAADLDTRSDIFALAVML
111020043       LADFNVSSSDSVENRGAGGFIGGSVAYMSPEQLEVIDPSIHRTAADLDTRSDIFALGVML
32475105        LADFNVSMAGTAGRAGAASSLGGSVGYMAPEHLDAMSITRDGRPEDVGEAADLYSLAVLL
                ****.:* ..     .. . :***:.**:**:* .        . *:.  :*:::*.*:*

111022033       WELLTGRRPFDDSDAELHSHPPGDRTTLDAMLARRRGDAEPAADELPADCPNALRRV
54024689        WELLTGHKPFGDDHVTGGDRTTLDGMLERRRRGPGALPYADLPPDCPAALRRT
111021377       WELMCGRRPFEDEDVSSESLVALEAMLDRRSRDIDPEFLDQLPYDCPPSLRRV
111023678       WELLTGRRPFADETSAGESETSLARMLELRRSPVEAKFLSELPPDCPMALRRV
111020043       WELLTGARPFPDDDGTTSPPSPRVLLESRRRGVDPERSALPEDCPAALRRI
32475105        WELWQGKRPFDCSHETHSWTELLEEQHAARKREFLVPDRLDTPSERVLESV
                ***  * :**  .          .  :   :*  :              * *    *.  

111022033       LLKSLAPEPKDRFSSGAELAQQL
54024689        LARALDPDPDRRWPTGADMAQQF
111021377       LLTCLAPKPEDRWSSGAELAQQF
111023678       LLKCLSPDRDDRYPSGSELAQQL
111020043       LVKSLAPDRDNRWSSGRKLTRQF
32475105        LRSALSVNPGDRPENGAAMSGSLRL
                *  .*  .   *  .*  :: .:  



                        Cluster No. 67 multiple sequence alignment 

CLUSTAL 2.0.10 multiple sequence alignment

1652588         YLPVKLLGQGGFGAAYLALDRFTPTMRFCVVKQFQPSGNLNQEQLDLALSLFER
22299975        YVAERVLGRGGFGAAYLARDLDTPGWRYCVIKQFLPNVSDPQSLQKAQELFER
86606530        YRAFKRLGQGGFGATFLARDEDMPSKPWRVIKQLRPAENSPQLARLAEELFNR
113476860       YKIIKQLGHGGFGRTYLAEDNHRFQELCVLKEFAPQVHGSYALQKSQELFER
17131504        YLIVRQVGQGGFGRTYLAEDINRFRELCILKEFSPQVQTAYVLQKAEELFQR
17131503        YRIIRQLGQGGFGRTYLAEDIKKSNKTCVLKEFAPQVEQKEDLQKAKELFER
113474330       YKIIKPLGSGGFGDTYLAQDSDLPGKPKCVVKHLSPKSSDPIVLNIARKLFER
113474331       YKIIKPLGSGGFGDTYLAQDSDLPGKPKCVVKHLSPKSSDPIVLNIARKLFER
113474332       YKIIKPLGSGGFGDTYLAQDSDLPGKPKCVVKHLSPKSSDPMVLSIARKLFER
17131426        YKVTQVLGAGGFGKTYIAEDIKLYNNLCVVKQLQPMANDPMTLQVARRLFAS
17132907        YQIISHLGGGGFGETFVACDTHLPGLPKCVVKKLQPQANDPATLEIARRLFDT
17133975        YKILKVLGYGGFSETYIAEDTQRPGNPQCVVKQLKPVNTQGKGLQLARRLFNL
37521121        YKILQILGAGGFSQTYLALDTRRPSSPTCVVKHLKPTSENPGSLQIARRLFRS
86606961        YEILGLLGQGGFGVTYKAVDRDTFNTPCVVKRLRPLSTDPYTLATARKLLER
22299003        YKLIRVLGAGNFGQTFLAEDVHRPIRAKCVVKYLRPARRDAAFLPLARSLFQR
17133132        YQVIRTLGAGGFGETYLAEDTYMPSKRRCVVKQLRPIQNNPQIYQLVQERFQR
17133502        YRVIKTLGSGGFGETFLAEDSQMPSNRRCVVKQLRPIHNNPQIYQLVQERFQR
17133504        YQVIQILGAGGFGETLLAEDTHMPSRRRCVIKRLKPVSNDPQAYQSIQQRFER
17132363        YRVLKPLGQGGFGATFLAHDQILPGEPSCVIKQLRPSGTAPHILQMARELFER
22298869        YRAIKVLGRGGFGTTFLAVDTKLPGNPTCVIKQLRPAATAPHILTMARELFLR
17130658        YQILRILGRGGFGITFLARDAVLPGNPLCVIKQLCPKVTSAKSWQNACRRFEK
113474678       YRAIKPIGQGSFGKTFLAVDEYKPSLPRCVIKQFFPQNSANALKAAELFRR
113477154       YRPIKPIGRGGFGRTFFAVDEDKPSHPPCVIKQFLPQNTGDPKKAAELFQQ
113474087       YRLLKPIGMGTFSRTFLAVDEDIPSKSVSVIKQFLPIATPGKNAEQNINEIEKASISFHR
17130683        YRVLGLLGEGGFSKTYAAEDADRLDAPCVIKQFFPQIQGTGQRSKAAEFFKE
                *     :* * *. :  * *         ::* : *                     :  

1652588         EAVVLEKLGNRHDQIPDLFAYFPLLVDDPRTGKQDQFFYLVQEFINGQDLEKTVEK
22299975        EAKVLEELGQHAQIPDLLAFFREEVAGFNSSSEESYFYLVQEFIDGETLEDELAQ
86606530        EAEVLERLGEHSQIPKLYAHFQEGGKFYLVQEFIEGITLAQEMRR
113476860       EAGVLYKLRHPQIPGFREMFRYKLNAEGYLFLVQDYIKGKTYRALLENRKLQ
17131504        EAKVLHQLQHPQIPRFREIFRVNLAGKEYLFLVQDYVEGETYSGLLNHRIQQ
17131503        EANVLKKLQHSQIPRFHGSLQAQIGTKDFFFLVQDYVEGDNYLQLLEQRQSQ
113474330       EAETLYKLGSDSDQIPRLLAHFQEEKEFYLVQEYIEGQDISRELTP
113474331       EAETLYKLGSDSDQIPRLLAHFQEEKEFYLVQEYIEGQDISRELTP
113474332       EAEALYRLGTDSDQIPRLLAHFQEEKEFYLVQEYIEGQNISQELAP
17131426        EAELLHKLGTHDQIPQLLAHFEEHQEFFLVQQFIDGHPLSDELTP
17132907        EAQVLYKLGSCDRIPQLLAYFEEDAEFYLVQEFIPGHDLSKELTP
17133975        EAQSLEKLGSYQQIPQLLAYFEQEAEFYLVQEYIIGHPLNQELPS
37521121        EAETLERIGHHDQIPRLLAYFEEDEEFYLVQEFIEGHVLATELQP
86606961        EAKVLNRLNNYDRVPRLLAHFEQDQEFYLVEEFIAGHDLTHELVD
22299003        EAQILERLGTHDQIPRLLAYFEEDNEFYLVQDFIEGQVLRQELLL
17133132        EAAILEELGGATEQIPALYAYFSADGQFYLVQEWVEGDTLTGRLQQ
17133502        EAAILEDLGSYSGQIPTLYAYFQSNTQFYVVQEWVEGDTLTAKLKQ
17133504        EAATLEFLGEHSNQIPRLYAYFSENGQFYLVQEWIHGHTLRQLLVS
17132363        EAKTLGTIGNHPQVPRLLDYFEEQEQFYLVQEYISGSTLQQEVKL
22298869        EATTLGKVGNHPQLPRLLGYLENENEFYLIQEYVGGLTLQQEVKR
17130658        EAKTLATLGSHSQIPMLLNYFEGDGELYLVQEYVRGYTLAQEVRH
113474678       EAIRLDELGQHPQIPELMAHFQQGEQQYLVQEFIDGQNLEQELVA
113477154       EAVRLDELGKHPQIPELLAHFEQDNYQYLVQEFIDGSNLAQESIK
113474087       EALQLDKLGKHPQIPSLLAYFFVSSYKYLVQEYIQGKNLAQELKE
17130683        EAFRLYELGENHTQIPRLLAYFEQGSSLYLVQEFIKGLTLLQEVQQ
                **  *  :     ::* :   :                ::::::: *      :      



1652588         HGPLSEAEVRWVLTEMLKILSFVHGTGAIHRDIKPSNLMRDQEGKLYLL
22299975        QGCFSEEEVRQVLRELLPVLQYVHERGSIHRDIKLSNIMRQHPSKTKFPGQGRLYLL
86606530        NGPFSEEQARQVMQEVLLILSYVHSHNTVHRDIKPANLIRRKEDGRLVLI
113476860       GKLFQEAEVIKFLLQLLPVLEYIHNLGVIHRDISPDNIILQTSDKLPVLI
17131504        GLRFTEAEIRQLLQQILPVLDYIHSLGVIHRDISPDNLILRSVDKLPVLI
17131503        GKTFTEEEVITLLRQTLPILIYIHSQNTVHRDISPDNLILRRSDNLPVLI
113474330       GKKLSESDTIALLKGILEALVVAHENNIIHRDIKPQNLMRRGSDNKVILI
113474331       GKKLSESDTIALLKGILEALVVAHENNIIHRDIKPQNLMRRGSDNKVILI
113474332       GKKLSESDTIALLKGILEALVVTHENNIIHRDIKPQNLVRRGSDNKVILI
17131426        GKRLSEPYTIALLKNILQPLAFVHQNNVIHRDIKPPNLIRRKSDGKVVLI
17132907        GKVFTQDEVTILLQEILTILEFVHQQNVIHRDINPRNLLRRQDGKLILI
17133975        GRSISEAETVAIIREILEILVFVHENGVIHRDIKPSNIIRRDSDRKLVLI
37521121        DAPMGEARVAAMLQDVLSTLAFVHSQGVIHRDVKPDNLIRRSSDGKLVLV
86606961        GKPLSEPEVVQLLWEVLEILRHVHAHQILHRDIKPANLMRRDFDGKLVLI
22299003        GSGWPEARVIELLHDALGILSFVHQCGVIHRDIKPDNLIRRQFDQRLVLI
17133132        QGLFTESAIQELLVNLLPVLEYVHSKHIVHRDIKPDNIILRHRDGKPVLI
17133502        QGVLSESAVRDILINLLPVLEYVHSKRIIHRDIKPDNIILRHRDGKPVLI
17133504        QGIQGEGIVKTILLSLLSVLDYVHSKGIIHRDIKPDNIILRDFDQKPVLI
17132363        NGTLSEPGVKQFLSEILPLLQYIHEHKVIHRDIKPANLIRRSQDARMVLI
22298869        FGPKSEEEVKQVLQEVLPILDYLHKNGVIHRDIKPANLIRRDIDKKLVLI
17130658        HGTKTEAEVKQFLQELLPILQYLYQNQVIHRDIKPQNIVRCADDRRIVLI
113474678       NGTFTENQIQELLWDLLSVLEFVHERQVIHRDIKPENIIRRNSITLPDGGGENKGQLVLV
113477154       NGPFDSNQIQQMLNELLPVLKFIHEQKVIHRDLKPENIICRSSTPETIGWMTNTNKLVLV
113474087       QGTFDEQKIRKFLKEILPVLQFIHKNQVIHRDIKPENIIRRGADKTGYGWGDNLCLV
17130683        EPFNEEKIRQLLIDLLPVLDFVHFHHVIHRDIKPENIIRRDGDGKLVLI
                     .     .:   *  *   :    :***:.  *::                   *:

1652588         DFGAVKQATAGVGASNEGSTGIYSMGFAPPEQMAGNQVYPATDLYALAVTC
22299975        DFGAVKQVSQTSMESRSTGIYTAHYAPPEQIRGEQVFPSSDLYALAVTC
86606530        DFGAVKQLGPGHTLSEEGTAIRSLGFSPPEQMAGQAVGPASDLYALAATC
113476860       DFGGVKEIATKVASEYAQLESGITRLGKLGYAPDEQMRLGVINNDSDLYALAVTA
17131504        DFGGVKQVVAVVASQYYQPGVVASPPAATLLGKVGFAPPEQMQTGNVSPHSDLYALAVTA
17131503        DFGGVKQLPASQGFWSTKLAGNNTLLGKKGYAPEEQLRQGKVFINSDLYSLAVTA
113474330       DFGAVKEISTLTITQQGATTLTVAVGTPGYIPSEQSNGKPKLSSDIYAVGMVG
113474331       DFGAVKEISILTIAPQGATTLTVAVGTPGYIPSEQSNGKPKLSSDIYAVGMVG
113474332       DFGAVKEISTLTIAPQGATTLTVAVGTPGYIPSEQSNGKPKLSSDIYAVGMVG
17131426        DFGAVKQIGTQVVNGEGVTKMTVSIGTAGYMPSEQSRGSPRLSSDVYAVGMIG
17132907        DFGAVKQITTQIVTPTGENKSTVIIGTPGYIPGEQAQGNPKFSSDIYAVGIVA
17133975        DFGAVKEISLPQTDNQEPIPFTIGIGTKGYAPSEQCFGRPQYNSDIYAVGMIG
37521121        DFGAVKTVWSRPAALPGGQRGGTVAGTIIGTPGYMSTEQGRGKPRPSSDIYALGMIG
86606961        DFGAVKEVGRLVSHAPGQTQVATVIGSVGYIAPEQLGGKPQPCSDIYSVGVLA
22299003        DFGAVKEMGVSIGGGTLVGDANPQTIAIGTPGYMAPEQAQGRPRPASDLYSLGMVA
17133132        DFGAVRESMGTVVNSQGNPTSSIVIGTPGYMPSEQAAGRPVYSSDLYSLGLTA
17133502        DFGAVRESMGTVINSQGNPTSSIVIGTPGYMPSEQAAGRPVYSSDLYSLGLTA
17133504        DFGAVKETIRSVVSSPGYATRSLVIGTPGYMPSEQAVGRPVYATDIYSLGLTA
17132363        DFGAVKNQVSQAITNQSANTALTAYAIGTPGFAPPEQMAMRPVYASDIYALGITC
22298869        DFGAVKDKVTQAMVENAPELSTFTSFAVGTPMYAPPEQMAMRPIYASDIYALGVTC
17130658        DFGAVKEKLSDLGISSFNQNSHTNFVGTTGFAPPEQFSLRPVYASDIYALGMTC
113474678       DFGASKVITNSSLGKTGTMIGSAGYVAPEQLAGKAAPASDFYSLGVTC
113477154       DFGAAKVITGTSLMQPGTIIGSPEYVAPEQLRGHAIFASDIYSLGVTC
113474087       GFGSAKAISIHPTVKTDTIIGSPEYTAPEQLMGKPVFASDIYSLGIVC
17130683        DFGGAKQVTQTSIARQATAIYTLGYAPTEQMAGFACHASDLYALGVTC
                .**. :                        : .  : . **         :*.*::.   

1652588         LYLLTGKTAQDLYDAYHNQWNWRSPGLKVSQPLADVIDRLLLPTPKD
22299975        IVLLTGKDPEKLFDAYNNRWNWHSYVPSVSQQLQQILDRMLQPAPSD
86606530        LNLMTLESPAKFYDHNTGQWDWSDRLQLSPEFDAILRRMLHPVISQ
113476860       LVLLTGKEPSLLTDVHNLTFNWRIEISISENLGNVLDKMLASKPSD
17131504        VVLLTGKQPQELLDTYNLSWNWQREISLSPILGQVLDKMLAARPGD
17131503        LVLLTGKEPQKLYDSYQGVWRWGKEINASIQLESVLKRMLAYKPGD
113474330       IKALTGKDPQSLPTDPKTGNIIWRNKAEVSNDLANVLDKMVREYFSE
113474331       IKALTGKDPQNLPTDPNTGNIIWRNEAEVSNDLANVLDRMVRDHFSE
113474332       IKALTGKDPQNLPTDPNTGNIIWRNEAEVSNGLANVLDKMVRDHFSE
17131426        IQALTGLMPHQLQEDIQTAEIIWRELVQVSPSLADVLDRMVRYDFRQ



17132907        IQALTGLLPHQLEHDADTHEIIWQNHAQVSSEFARFIDKMVCYDFRQ
17133975        IKALTGISPHDLPRDENEEIKWSDKALVSQGFAQILSKMVREDFKQ
37521121        IQALTGLNPMELPEDSRTGEPLWQDNAQASPGLCAILSKMVSYHFKD
86606961        IQALTGRPPTKIRDDPRTGQLLWRDLVPVSKELAEIVDRMICPRWQE
22299003        VQALTGLSPLQLSQNPYGCWCWQATEPVSDRLVQFVNKLIHPSPYE
17133132        IYLLTGRQPQTLEIDSQTGEIMWRQYASQMNPILASVLDKAIAYHPRD
17133502        IYLLTGKQPQELETEPHSGEIIWHRYALNISPTLAAVIDRAIAYHPRE
17133504        IYLLTGKSPEELPTHPQTGEILWQNMAPHVSQQLVSVLNQAIKPHAGD
17132363        VYLLTSKTPKDLDYNPTTGEVMWEHLVQASDHLIGVLRKMLEVSVRS
22298869        VYLLTGKSPKEIERDPRTGEWHWQRHVKNISPQFAALLNKMLQDAVKD
17130658        IYLLTGKGPLEMESDSKTGEICWYNYVKVSDDFAKIISKMVKFSLDE
113474678       IYLLTQVAPFELFDVLEGQWVWRQYLQSNISEDLGRVIDQLLAPNINE
113477154       IYLLTQISPFDLFDVMADKWVWRDYLNQPFNSKLGKVIDKMLMTNPQI
113474087       IQLMTQLNPFDLRYGEEFLWQQHLPRPVSKSLSNIINKMLQVSLSE
17130683        VRLLTQCLPQQNLYGHIDDGLYDPMNGKWLWQEYLQDRGITISENLSQILDKLLKHLPSE
                :  :*   .                     *           .  :  .: : :      

1652588         RYASAEEVLAVL
22299975        RYQSAAQVLADL
86606530        RFATATEALRAL
113476860       RFSTARQVITAL
17131504        RYQSAQQVLHAL
17131503        RYQNAAQILTDL
113474330       RYQNAMEAMEAL
113474331       RYKNAMETM
113474332       RYKNAMEAMEAL
17131426        RYQSAVEALATV
17132907        RYAAATTALQAL
17133975        RYQSALAVLAAL
37521121        RYQTAHEALEALQHL
86606961        RFQSAAEVMEAL
22299003        RFATAADALAGL
17133132        RYATARAMLDNL
17133502        RFTTAREMLEALQL
17133504        RYSTASKMLYAL
17132363        RYQSATDVLKAL
22298869        RYQTAMDVLADLQL
17130658        RFQKPQDVIKAL
113474678       RYQFVEQVLKEL
113477154       RYQSALEVMKEL
113474087       RYHSIEEVLKDL
17130683        RYQSAAEVLHDL
                *:      :      



                        Cluster No. 68 multiple sequence alignment 

CLUSTAL 2.0.10 multiple sequence alignment

116621584       YAIVDSLGAGGMGEVYRARDSRLQRTVAIKIISPARFADDGHKRRFLQEARAASALTHSG
116622694       YLVVERLGQGGMGVVYKARDSHLDRFVALKVLPPERVADPERKRRFVQEAKAASALNHPN
116621572       YQVTERLGSGGMGEIFKARDPRLNRTVAIKALSIEGMGDPDRRRRFIQEAQAASGLNHPN
116621573       YQVIEKLGAGGMGEIWKAQDARLNRMVAIKVLTNANAGDSDRRRRFIQEAQAASALNHPN
116625897       FGLLEKIGEGGMGQVYKARDTRLERFVAVKVLSDSRLADPGSRSRFTQEAKAASALNHPN
29830915        YRLTGRLGRGGMAEVFAAEDVRLGRTVAVKLLRSDLAEDPVSKARFTREAQSVAGLNHHA
108757908       YQLEQLLGEGSMGRVFQARHTRLGRQVALKVLRPEHARDGGFVRRFFQEARTVNQINHEH
86160512        YELTGHLATGGMGAVFQARHVHLRKDLAVKVLRPELSASPDLVERFRREAEIASALQHDH
86742862        YEVTAMLGHGGHAVVLAGRHRRLGRTVAIKVLSTSAADGGAHGRFLAEARLLAGLDHPH
                : :   :. *. . :  ... :* : :*:* :      .     **  **.    : *  

116621584       IVTIYDIGAEGSIDYIAMELVEGVTLDKACARPYSEKLALAASLASAIAAAH
116622694       IIHIYDIAKDGDIDYIAMELIEGRTLASVIGQRGLRTEQILKYGTQVADALAKSH
116621572       IITIHDIISDSENEYMVMEYVSGKTLSELIQAGGVGVEKTLRYGVQMADALAAAH
116621573       IITIYDITSDEESEYMVMEYVAGKTLADLIPAGGLGVAKTLQYSVQMADALRAAH
116625897       IIVVHEIGEHDRQIYIVMELVDGKPLSQLIPKKGMRLTEALHIAVEIADALAAAH
29830915        VVAVYDSGEDVVGHSTVPYIVMELVEGRTIRDLLLNAEAPGPEQALIIVSGVLEALAYSH
108757908       IVEIFDFVDESAMGGHVYCVMELLRGQSLSSLAQAEPLTLARIQRFVVQVCAALGAAH
86160512        IVHVTDFGRTEEGWLFLAMELLTGESLFDRLRREGALAPAAAVPVLWQICAGLGAAH
86742862        VVRIYDYVESGDLCLLVMERLAGGTVRARAANGLTVDVVCAIGLATAAALECAH
                :: : :              .** : * .:                        .:  :*

116621584       EKGIVHRDLKPANIMVTAAGQIKILDFGLAKFNAPVLKGDESTRTAVSLTAE
116622694       GAGVIHRDLKPTNIMVTDAGLIKVLDFGLAKLADNATDEFAPTRTVRADEIHTED
116621572       AAGIVHRDLKPGNVMVTESGLVKILDFGLAKVSMATQLTEETQTLGAPMTVE
116621573       VAGIVHRDLKPGNVMVTDSGLVKILDFGLAKVSMATKLTEETQTMGAAPMTVE
116625897       AAGIVHRDLKPANLMVDRLGRAKVLDFGLAKMTASAAVATDEETRTLAVTQLQTEE
29830915        QHGIVHRDIKPANVIITHNGAVKVMDFGIARALHGAQSTMTQT
108757908       QVGVVHRDVKPDNLFVIHRAGQPDFVKVLDFGVAKLLTAEGSTTGTVD
86160512        AMGVVHRDLKPENVFLARTASGREVAKILDFGIAKMTDPSSGCATQA
86742862        AGGILHRDIKPDNILFSADGLLKVTDFGIAKLIGASGAAP
                  *::***:** *::.   .      *: ***:*:                      :  

116621584       GTVAGTPAYMSPEQVQGRPAESRSDVFSLGAVLYELFTGRRAFQGDSTVAVMAAVLERD
116622694       GTVMGTLAYMSPEQAQGKQVDGRSDIFSLGAVLYEMAAGRSAFWRDSRASTMAAILRDD
116621572       GSILGTVSYMSPEQAQGAKVDARSDIFAFGALMYEMITGTKAFSGASPIATLTAILRDE
116621573       GSILGTVAYMSPEQAQGKRVDARGDIFSFGVVMYEMLTGTKAFAHDSAITTLTAILRDE
116625897       GVIMGSIPYMSPEQAEGRPVDARSDIFSFGAVLYEMITGRRAFGGESRVSTLAAVVEKD
29830915        GMVMGTPQYLSPEQALGKAVDHRSDLYATGCLLYELLALRPPFTGETPLSVVYQHVQDI
108757908       GTIIGTPAYMAPEQAAGLPVDARSDIYAVGNILYELISGKPPFQAPAFGHLVVQIITQP
86160512        GMVVGTPEYLAPEQATGGAVDARADLYAVGLIAWRMLAGHHPFTAPDARGLLMKQATAP
86742862        STLVGTPVYMAPEQFDGRPPGPACDLYALGIVLYELLSGRPPFVRALSMAQLMDHHLRVA
                . : *:  *::***  *       *::: * : :.: :   .*         :       

116621584       PPNASNICPTLPRGCAAAIHRALAKKPEARYPSMHEF
116622694       PVPLPAEVGAGLRGVIGRCLVKEPSERYQQATEVRAAL
116621572       VKPVRDSVTDCPPELEEIIGRSLRKAPGDRWQSMQEV
116621573       VKPVGELVAGVPAEVVEIIALALKKDPKDRWQSMQVVHKV
116625897       PVPPSEIAAGTPPELERLIARCLRKEVGRRSQSMADV
29830915        PVPPSEVAEGAPPELDGLVMRSLAKDPDDRFQTAEEMRGLV
108757908       PPPLPSHLPSGEPVPPQLAELVMRCLSKEPEARPQSLTEVTTSLLL
86160512        VPPLAEARPELAAWPALVAVVARACEKEPGARPASAAELGEAL
86742862        PQPLDAAPPAIAAVVDRALRKEPGARPPSARAFALDLAAATAHALGAGWL



                                     :  .  *    *      .                 

                        Cluster No. 69 multiple sequence alignment 

CLUSTAL 2.0.10 multiple sequence alignment

108762298       YEVLSVLGKGGMAEVYRARVLSGPREGWTVALKRLLPALTRDPESVSLFAREAQLS
108762839       FQLLSRLGRGGMAEVFLARMQQGPHAGAQVALKRVRPERLRDAEAHEQLLHEAELA
86157474        FRIQGLIGRGGMAEVFRAVALEGPLAGQTVALKRLRPELARDPGFVALFEREAAVT
86157561        FLLLDRIAVGGMAEVYVAIRRGEAAGRLYALKRILPTLAEDAEFITMFLDEARLV
117927230       YELGEILGYGGMAEVRRGRDLRLGRDVAIKTLRVDLARDTSFQTRFRREAQAA
119714294       YQLGELLGRGGMAEVRKGTDTRLGRVVAVKRLRTDLASDATFQARFRREAQSA
119962857       YELGELIGRGGMADVYRGTDTLLGRTIAVKVLRADLARDPQFQARFKREAQAV
54023701        YRIDAPIARGGMSMVFRGVDTRLDRPVAIKVMDPKFAGDPQFLTRFELEARTV
86741763        YTAQERLAVGGMATVYVAHDNRLDRLVALKVMHPTLNHDPEFVTRFHREAKAV
134097469       YELRDEIGSGGMGSVWRAFDGVLDREVAVKRISPETIAASTAIDVLAQRFQREARVT
114798457       WRIDGIIGRGGMGTVYRVRRADGLYEQEAALKLMRPLAPEHLALFESERQFL
                :     :. ***. *               *:* :                 :  *    

108762298       KQLHHPNIVTVLDAGALEGIYFIVMELVDGRDLGQILRRCKVRGIPLPLDF
108762839       RCLRHPYIVGFVEYGELPDGGYLALELVEGPDLGRVLARCRRRRIELPIDI
86157474        RRLRHPGIVEVLETGVASGAPVIVMEYVDGRNLKEILARCAERGILLPVDF
86157561        VQLDHPAIVPIHELGMHGEGYYIAMDYLPGKDLRALLDRLRARGEPMPVPL
117927230       AALNHPSIVAVYDTGESMLDGVPVPYIVMEYVEGRTLRDILKSESHILPRR
119714294       ASLNHPSIVAVYDTGEEPAADGSGISQPYIVMEFVAGRTLRDILREGRKILPER
119962857       AALNHPSIVAIFDTGEYSVPGGPGEDVRVPYIVMEYVAGRTLRDMIKANELGVED
54023701        ARLKHPSLVAVYDQGVDGEHPFLIMELVEGGTLRELLRERGPMPPHA
86741763        ARLNTPRVVSILDQGSDHIPAGLVNYLVMELVRGRSLRQHLGARGRLPVTE
134097469       ARIQHHGVPQVYDAGLDENADELFLVMELVRGVSLRAFISPGEPLPVSW
114798457       ARLEHPGIARLLDGGGGADGRPWMVMEYASGAPVDVWARQTGAGPRE
                  :    :  . : *                : ::   *  :                  

108762298       AVYLGKVLLEALAYAHSATGPQGERLGIVHCDVSPSNLFISRVGEIKLGDFGVSRVLVD
108762839       SVLIVRQVLEALSHAHHAVSTTGRPLGVVHCDVSPHNVLLSRTGEVKLADFGVARSRAG
86157474        AAYAAQVLAEALAHAHAGVDAAGAPLGIVHCDVSPSNVFVSRLGEIKLGDFGVALTPGA
86157561        AAHVAARVADALDHAHRKRDALGTPLRVVHRDVSPANVLLGFDGSVRIIDFGIAQAALR
117927230       ALEIVADILAALEYSHRNGIVHRDIKPGNIMLTHNGEVKVMDFGIARAVAQ
119714294       ALEITSGVLSALDYSHRAGIIHRDIKPGNVMLTPSGDVKVMDFGIARAISD
119962857       SVGFTLGVLGALEYSHRAGIVHRDIKPANVMVCADTGDVKVMDFGIARAMAD
54023701        VRAVAEPVLAAIGVAHADGLVHRDIKPENVLISDSGEVKIADFGLVRAVAA
86741763        AIEIIEPVIEALAAAHAAGIIHRDIKPENILLGDDGQVKVADFGLARPVSQ
134097469       AAAFAAQICTVLSHAHAVPVVHRDLKPGNVLVTTDGAIKVLDFGIAAILRS
114798457       ILGAMLQVCEAMVHAHGKLIVHRDIKPSNILIDETGRARVIDFGVARIAGG
                       :  .:  :*           ::* *:.* *:::    *  :: ***:      

108762298       GKLQGGEVLGKPYYLSPESLLGEVNPEADLWAATVVLYELLTLERPFTGTTPDA
108762839       AVQDIRRLGKQHYRSPELLAGDVSVAVDLWATAVLLYELLALESPFPSGPEEQ
86157474        AGAPGPGALGKVQYLSPEQLRGERPTPACDLFALGAVLFELLTDRPAFPGRDVNE
86157561        TRRQDTVLRGKFGYMSPEMVRGQPVDHRSDVFSLGVVLHEMLTGARLFSGKSELS
117927230       STATVTQTAAVIGTAQYLSPEQARGEPVDPRSDIYSTGCVLYELLTGTPPFTGESAVA
119714294       ASSTMTQTAAVVGTAQYLSPEQARGETVDSRSDVYSAGCLLYELLTGRPPFVGDSPVA
119962857       SAATMTQTQAVVGTAQYLSPEQARGETVDARSDLYSAGCLLFELLTSRPPFIGDSPVS
54023701        ANTTSASVILGTAAYLSPEQVTAGSADARSDVYAFGILIFELLTGRVPFTGDNSLS
86741763        PTQALTGGVVMGTVGYLAPEQVTHGVADTRSDVYAAGVVLFESLTGQLPHSGATPMS
134097469       DVTPLTATGERLGTSQYMSPEQVRGDRVTPHSDLYSLGCVLYELLSGYPVFEGEYGAQ
114798457       DGIHVAPLSLDYAAPELFSGEAATTASDVYGLAATLYALLAGRPPLALSDAPVPT
                             .  * :**           *::.    :.  *:              

108762298       VFNAIRARQYRPLRELRPDIPEALEAVVARAFAERPEDRFPTAEEFAQAL
108762839       VESSIRGGRVTPVRMRVPGVPDALALVLDRALAPVPSQRFGSAEQFARAL
86157474        VGRRILAGEARAPSSLRPEVPAALDALVLRCLARDAARRPASAAAAAAEI



86157561        VLERVRRAEVPPPSRARPGLPPELDAIVLRALARDPAQRFEWASDLRDAL
117927230       VAYQHVREDPVPPSRLNPDVTPDIDAIVMKALAKNPANRYQSAAEMRADI
119714294       VAYQHVREPAVPPSDHDTELPPEIDAIVMKALAKRVEDRYQSAAAMRSDI
119962857       VAYQHVRETPDLASAHNPEVSEALDSVLVKALQKSRTDRFQDAAAFRRAL
54023701        VAYQRVEKDVPSPGQFIAGVPPEFDELVARATAREPAHRFADANEMVAEL
86741763        VAYQSVHGDVPAPSTMIEGIPAELDGLVLRATARDPARRPVDGAALLAEL
134097469       QMYRHVEVAPCPLRDVRTEVPAELDRLVLDLLAKSPDQRPVDAYEVYEQL
114798457       LARRAVEEVPPPLSAHIPKKDQTALIRDLDAILAKALARNPADRYPAVEAF
                                        :   :  ::          *           

                       



 Cluster No. 70 multiple sequence alignment 

CLUSTAL 2.0.10 multiple sequence alignment

13092968        YLLKAKIGNGGTATVYRGVDIRLDRPVAVKVMDSRYTGDEQLLT
111018124       YRVDATIARGGMSTVYRGLDTRLDRPVAIKVMDPQFAADPAFVT
19553377        YRIETPIARGGMSTVYRCLDLRLGRSMALKVMEEDFVDDPIFRQ
23493912        YRIETPIARGGMSTVYRCIDLRLGRSVAVKVMDAAYVNDPVFRQ
38234190        YRIEAPIARGGMSTVYRCVDTRLGRLVAAKVMDQRYLDDPIFKD
91787132        YDLIRVLGKGAMGLVYEGRDPNLDRRVAIKTIKVENLSEEEAADYEV
94971484        YQLLAEIGRGAMGTVYQALDPEIDRLVAIKTFSAFDSTSHEGVAFRD
111019572       YQLRALLGRGGMGEVYEAFDTVKGRTVAVKLLDLELANDATFQQ
126435989       YELRSLIGVGGMGEVYRAYDTVKGRTVALKLLRAEMAADPSFQE
21225517        YRLLERIGRGGMGEVWRARDESLGRRIAVKCLKPLGTQHDHSFTRVLRE
29827806        YRLLDLIGRGGMGEVWRARDESLGRQVAVKCLKPLSTHHDQSFTRVLRE
86743110        YRLNGRIAAGGMGEVWRGLDLTLGRPVAVKLLRPEYASDESFLV
124268135       YALKYRIGDGGLGTVYAADDPLLSRRVAIKTLNLMPAGARTPLETDARE
86159869        FELLREIGRGGFGLVFEARDRELGRLVAFKAMRPSRAEPAALEKPLRE
108758255       YVLKALLASGGHGSVYEAEHRILGRRAAVKVLHPHLADQGEMLK
108763488       YELRSRIGVGGMGLVYEGIQPLIGKRVAVKVLRPELAHSTEQVE
108759164       YRLVRRLGAGGMGTVYLGEQTRIGARVAVKVLHPHLGRDESLRA
108760510       FRILRRLGQGGMGSVYLAEQVGIGQQVAMKFLNSGLSMDPDVAR
116619999       YRIISSIGLGGMGSVYLAERADGEIQQRVAIKLLRADGHRPEWRE
32474038        FEVIREIGRGGMGIVYEAKQLSLERIVALKILPRSITLDQKQVA
32476260        YQLLKVLGVGGMGVVYLAKQRELDRLVAVKMIRSGILAGQDEVK
32473866        YQVLRRLGSGGMADVYAAKHLKLRRDAALKVLRRTPQTSQEDLQ
108758216       YRLRQRIGVGGMGTVYEAEQLDVGRTVAVKVLRQHLLGEPAVHA
108759500       YEIAGVLGRGGMGTVFLANHLRLRGRQVAIKVLRHDAGMGAEAFV
108762243       YRIVSLLGRGGMGSVYLAQHLRLPGKQVAVKVLRGGDHLTPEIFA
116625893       YRIVSKLGEGGMGAVYRATDTKLNREVAIKVLPDALANDPDYLA
116626707       FEIVERLGEGGMGAVYKARDRHLDRDVALKVLLPEAVGNADRRR
29831643        YLLEEPLGRGATGTVWRARQRETAGAEAAVAGQPGETVAIKVLKEELASDADVVM
32476268        FELGAVLGVGTVGTVYDGKILDDVEVHPAAEAIRGQDLAVKKLHPAVSQDDLIQA
                : :   :. *  . *:                      * * :                 

13092968        RFQLEARSVARLKDPGLVAVYDQGIDARHPFLVMELIEGGTLRELLAERG
111018124       RFEFEARSVARLKHPSLVAVYDQGHDREHAFLVMELVDGGTLRELLRERG
19553377        RFRREARSMAQLNHPNLVNVYDFSATDGLVYLVMELITGGTLRELLAERG
23493912        RFRREARSMAQLSHPNLVNVFDFSSSGDHAFIVMELITGGTLRELLAERG
38234190        RFRREARSMAQLSHPCLVGVYDFSSDGDNIFLIMELITGGTLRELLAERG
91787132        RFRTEARSAARLQHPNIVSVYDSDRDGDMAYLVMEFIHGDDLKHHMDQGK
94971484        RFAQEARAAGRLAHPGIVAIYDRGEEPSTGSPYIVMEYIAGQPLSRLLAQSGG
111019572       RFRRESHVAARLQEPHVIPIHDWGEIDGVLYIDMRLVPGQDLRSLLRSQG
126435989       RFRRESRVAARLQEPHVIPVHDFGDIGGVLYIDMRLVEGASLKDVLQAGG
21225517        RFRREARVAAALQHRGVTVVHDFGEWDGVLFLVMELLEGNDLSRLLEDNKG
29827806        RFRREARVAAALQHRGVTVVHDFGESDGVLFLVMELLEGRNLSQLLEDNKH
86743110        RFRGEARHAARLSHPGVASVYDYGEVATADDYPTAYLVMELVEGEPLSAALHREK
124268135       PFNAIFLHEARAAAHLSHPHIVTVFDAGLSPQGAYIAMELLKGKDLRALLSDGW
86159869        EAEAAARLNHPNVVTLHDFGIHEGTPYLILELLRGETLQQRLKRG
108758255       RFVREARVVNQIRHPNIVDVYDFGLMPDGSPYYVMELLTGRTLSQVVQERGR
108763488       RLLAEARAVNAIRHRGIIDIFGFGQVPDGRQYIVMEYLEGQALDAVLTEKNR
108759164       RFYAEARTVNVVGHPNIVHIFDINEAPGGIHYFVMEYLEGVPMSHLPRP
108760510       RFLNEAKSYARVAHPNAVTLHDFGQDEEGSLYISMEYVEGDDLKSLLAACGR
116619999       RFLKERQLLASLNHPSVVHVIDAGHTQDGRPFLVMEHVEGLPIDQYAAG
32474038        RFIFEAQAAGGLHHPNIVPIYGAGIEDGIHCYSMPLIRGRSLDEFIYTDR



32476260        RFYTEAKAAAKLKHPNIVAVHQFGRRAGHHFFSMQYVEGEDLQKVLAKGP
32473866        RFEREAQAAACLNHPSIVQVYEIGDHQGTHFIAQELIDGSNLKQCLQKSGQ
108758216       RFRREAQATAGVKHPNIVEVMDFHDAPDEPPFLVMELLKGQTLKSLLKKEGP
108759500       RFRREAEIASKLGHPNIVEVLDFDSLEDGSPYMVMECLRGMPLSRRLRKGP
108762243       RFRREAEIASRLGHPNIVEVLDYDTLENGNPFLVLEYLRGESLQERLARGR
116625893       RFEREAQVLASLNHPNIAIIHGVEDNALVMELVPGQTLAELIASGP
116626707       RFVREAKAASGLNHPNIVHIYDIDESEGELFIAMEYVAGKTLEQAIDRKG
29831643        RFLRERSVLLRLTHPNIVRVRDLVVEGDLLALVMDLVDGPDLHRYLRENGP
32476268        RFRREMVILERLQHPNIIGYFGGGSEDGQLFYVMERVDGGTIKDLLETNGA
                        *      : .                           : *  :         

13092968        PMPPHAVVAVLRPVLGGLAAAHRAGLVHRDVKPENILISDDGDVKIADFGLV
111018124       PMPPHAVAAVAGPVLDALAVAHRAGLVHRDVKPENILISDGGEVKIADFGLV
19553377        PMPPHAAVGVMRGVLTGLAAAHRAGMVHRDIKPDNVLINSDHQVKLSDFGLV
23493912        PMPPHAAIGVMRGVLTGLTAAHRAGMVHRDIKPDNVLITRDHRVKLSDFGLV
38234190        PMPPHAAVAVMRSVLTGLSVAHSAGMVHRDIKPDNVLINADHQVKLADFGLV
91787132        LYTLAQTLGIMGDLLSALDYAHRQSVVHRDIKPANLLIQGNGHVKLTDFGVA
94971484        RLEERYALTIVKELAEALAYAHEKGVVHRDIKPANILITEDGNPKIADFGVA
111019572       PMDASRAVVIMEQIASALDAAHADGLVHRDVKPENILVTANDFAYLVDFGIA
126435989       PLDAKRAASIIAQVAAALDAAHADGLVHRDVKPENVLLNPDDFAYLVDFGIA
21225517        HPLPVADVVDIAEQVASALAYTHEQGIVHRDLKPANIVRTADGTVKICDFGIA
29827806        HPLPVADVVEIAEQVAAALAYTHQQGIVHRDLKPANIMRLADGTVKICDFGIA
86743110        RLSPERTLDILGQAADALQAAHALGVVHRDVKPGNLLLRPDGAVKVTDFGIA
124268135       RPTVGQAVLIIRRVADALAYAHSKGIVHRDIKPANIFMVGRTQPKVLDFGIA
86159869        RLQPEEAVRIARDVASGLVHAHSRGVLHRDLKPGNVFLTEAGGVKLLDFGLA
108758255       LSSTRALAYLEPVCGALEAAHRAGVVHRDLKASNILVVEEGERPRVKLLDFGIA
108763488       LPVQEALALLDEVLAALAAAHGAGVVHRDLKPSNIFLVQQPDGSRYVKVLDFGLA
108759164       MVPATLVSLLAQACDALDAAHRCGVVHRDLKPDNLFVVRHAGEPPSLRVLDFGVA
108760510       LALDEAVDIVLQVADVLAYAHARQVIHRDLKPENIMVRQGMRGWHVKVLDFGIA
116619999       IAVANRLKLFVRVCDAVSHAHRHLIIHRDLKPQNILVDSTGQPKLLDFGIA
32474038        PEVEDAIRWALQVANAIDHAHRYGVIHRDIKPSNLIVDQDGKIWVTDFGLA
32476260        LPSRRAAEIVRDVAHAIHHAHSRGVLHRDLKPGNVLIDPSGQVHVTDFGLA
32473866        FTAKEGIEILRCVTEALVVAHAARVTHRDIKPENIMRSGDGAIKVTDFGLA
108758216       LPVERAAAIAHQVANALVVAHQAGVVHRDIKPDNIFLVDTGTEALHVKLLDFGVA
108759500       MTLEEVFSCARQMGSALQAAHRAGIVHRDLKPGNVFLVPTEVGGVMMEHVKLLDFGIS
108762243       LPMEDVVSFTRQMGSALQAAHGAGVIHRDLKPANVFLVPTDSGGVVGERVKLLDFGIS
116625893       VPLEEALGIARQIAEALEAAHEKGVVHRDLKPANVKVTPEGVVKVLDFGLA
116626707       LTLREALRYAVPMADALAKAHAAGIVHRDFKPSNVMITGERTVKVLDFGLA
29831643        FTPVAAALLTAQVADALAASHADGVVHRDLKPANVLLKQDGGQMHPMLTDFGIA
32476268        LAWPVVVDVARQVCSALQCAHNHGVIHRDLKPGNLFLTRDAHVKLGDFGIA
                                  :  :*   : ***.*. *:                : ***: 

13092968        RAVAAAGITSTSVILGTVAYLSPEQVRDGDASPRSDVYSAGIM
111018124       RAAAASTTTSNSVILGTAAYLSPEQVTSGIADTRSDVYSTGVL
19553377        RAAHAGQSQDNQIVGTVAYLSPEQVEGGEIGPASDVYSAGIV
23493912        RAASAGQSRDDKIVGTVAYLSPEQVEGTEIGPASDVYSAGIV
38234190        RAASASQATSNQIVGTVSYLSPEQVSGDDIGPESDVYSAGIV
91787132        RIQDSSDATRTRGTMVGTLKYMSPEQVQGRPIDARADLFAAGIV
94971484        RIDASTMTFHGQLLGTPAYMSPEQLTGGLVDGRSDLFSLGVI
111019572       HSSSDLRLTTLGSAVGSYAYMAPERFDNAPVDGRADVYSLACV
126435989       HTGGDPGVTSTGMIVGSSAYMAPERFSGGPVGPPADVYSLTCL
21225517        RLGHDAGFTARLTGTGIAMGTPHYMSPEQIGGDEVDRRSDLYSLGCV
29827806        RLGHDIGFTARLTGTGIAMGTPHYMSPEQISGSPVDQRSDLYSFGCV
86743110        RAVDAAPLTATGIMMGTAYYVSPEQASGRPVTPASDVYSLGVV
124268135       SVAHARDSGGAVGGSPHYMAPEQVRNEPTDRRTDVFSLGVV
86159869        RLLDRASLAGGTPAYMAPEQLRGEPGDARADVFSAGVV
108758255       KLLHAEPSQEGLTIAGQRLGTAHAMAPEQFRGGPIGPHTDIYALGVL
108763488       KRGQGPTGRTAQTRTDMVVGTPEYMAPEQARGQEVGPMTDLYALGVV
108759164       KARRPHPGEDETAAGIVLGTPAYMAPEQSAGQPVDGRADIYALAVT
108760510       RITDGATRLTVQGAVAGTPRYMSPEQAMGLDVDARADVYAVGIV
116619999       KLVNETGDATENAEQLLTPNYASPEQFRGEAQSTATDVYSLGAV
32474038        RCRQGNGSDVNGITGSNAVVGTLRYMSPEQSLGKASFVDHRADVYSLGVT
32476260        KHTDADSSVTGSGAAVGTPHYMAPEQALGHSDRVTHHSDIYSLGAI
32473866        RVLSNTDASAVDLTRAGLTLGTPRYMSPEQIQGHKVDGRSDLYSLGVT



108758216       RLMHEDDATALGTESGAWVGTPSYMAPEQIRCRPVDGRADIYSLGAC
108759500       KVIDSQSVHTQGGILLGTPQYMAPEQATGKNGEVDPRTDIFAFGCL
108762243       KVLSSTTVQTQEATIIGTPQYMSPEQAQGKNRDIDARTDVFALGCI
116625893       KAADPISNAPAANSPTLTIRATQAGLIMGTAGYMAPEQAAGKPVDRRADIWSFGVV
116626707       KLMESESATSESAETVPMHEAGQTREGTVVGTAAYMSPEQAEGKPVDGRSDIFSFGAV
29831643        RLADSPGLTRTHEFVGTPAYVAPESAEGRPQTSAVDIYGAGIL
32476268        RDQHSSDLTSQGLTVGTHAYMAPEQITGDEAISGKADLYALGCV
                                               :    :**             *::.    

13092968        TYELLTGHTPFTGDSALSIAYQRLEIDVPRASTVITGVPQQFDELVARATVRDPSGRY
111018124       LFELLTGRTPFTGDTSLSVAYQRINQDVPRPGSFIAGVPPEFDELVAEATHREPSHRF
19553377        LFELLTGTTPFSGEDDLDHAYARLTEVVPAPSSLIDGVPSLIDELVATATSINPEDRF
23493912        LFELLTGTTPFDGADDMDHAYARLTEVVPAPSSLIDGIPSLVDALVATATALNPEDRF
38234190        MFELLTGTTPFSGDNQIAHAYARLDSAVPAPSSMIAGIPPLIDALVASATALRPEERF
91787132        LYQLLTGKRPFDGDTDFVIIQQIVGHAAEAPTSFNPRLPAAIDAVVARALAKSPSQRF
94971484        LYTVLMGFRPFQGNGASTIGFKVINQHPLPITTFHLDLSKDTEYVVARAMAKNPRDRY
111019572       LHECLTGAIPFPSNSISSAIRAHLAAPAPRPSAVRPDIPAAFDGVVATGLAKSRDARY
126435989       LYECLTGKPPFETGALQQLMSAHMFAPPPRPSIMRRGISRAFDDVIARGMAKQPGDRF
21225517        LYEMATGVPPFDLGDAWAILVGHRDTEPEPPRTHRAELPRYLDRIILDLLAKRPEQRP
29827806        LYEIATGAPPFDLDDAWAILIGHRDTPPDPPRGHRPELPAYFEKIILDLLAKLPDERP
86743110        AYECLAGRRPFDDRNPIVVVMAHQQDTPPPLPTDIPYQVRALVDSAMAKDPARRP
124268135       LYELLTGHRAFEGDSLAAITGAVCSFTPPMADEVSTAVPPALASIAARAMAKRPEDRP
86159869        LWQMLTGELPFPVVDGRSTVLDPGPPPRLPLEDAPPALASLLTAALSQAPTGRP
108758255       LHQLITGRYPFQCEDRMELERLHLEAPAPRPSAIAAVSPAVDAVVLRCLEKDGSRRF
108763488       TFEIVTGRLPFVGSSPVDLLMKHVEARPPRPSEFVSDLPPALDAFILQMLTKDPETRP
108759164       AYYLSTGQLPFERGQMVELALGTGPVGAPPPHLLVPGVPPALSEVLLRALSRRCEDRY
108760510       LFELLTGQQPFDGNSVSEIMQKQVHQPMPRLAQVAADLQYPTVDAVIQKATAKRREERY
116619999       LYKLLTGSAPREHARTGAMPEPAAPSRLNGDVPRDVDFVVAKALRPEPEHRY
32474038        LYEMLCGERFDGSDPASVRRRNPKVSRDLETVLIKSLAKEPAERY
32476260        LFAAITSRPPIVGDTVMQTLLKVAHQPPPTLRSVCPEAESDLEVIVAKCLEKQPKDRY
32473866        LYHLLAGQPPFDAEEPLALAVKHLHEMPQPLDHARGSSDLPPWLVATIMRLLRKTPGERF
108758216       LYQMVTGQRPIDVADNVALLSAVMHQVPAPLNGVRTDVPDGFSQVVARTLEKDPATRY
108759500       VYEMLARRLPFRDNGNLPELIYRIVYDPPEPLEALVPDLPDHVIAAVEKSLEKRPEDRF
108762243       VYEMMAGKPVFGSGSLAQMIFRVVYEPPEPLAPLCPEATPEAISAVMRALAKGVDERY
116625893       LYEMLTGRMLFTGETISHTLASVLKDRINFAIPNVPSPICRLLARCLHRDPKERL
116626707       LYEMLTGRRAFCGATRMATITSVLRDEPKPVGETRDTVPKELERVIARCLRKDPDRRF
29831643        LYELITGRPPFAGGSALEVLHQHLSAEPRRPSTVPDPLWTVIERCLSKNPDRRP
32476268        LFEMLANRKVFAGENFAQLFEQHLRTKAPTIASIVPDVPPELSQVIADCLEKSPDDRP
                                                                          * 

13092968        ADAIEMAAQV
111018124       ANAEQMGSAL
19553377        DDSGEFLSALEDV
23493912        SDASEFLTAM
38234190        ADAAEFLNAL
91787132        STAREFNAAL
94971484        QNGAAF
111019572       RTAGALAAAARAAL
126435989       PTAGDLAKA
21225517        DDAGELGRRI
29827806        HDARELARRI
86743110        SSAGAFARSAAGIRRSL
124268135       RSARALSRDLHEWL
86159869        QTALGLL
108758255       GSVTAFLAAL
108763488       NSADALRQQL
108759164       ATALEFKEALLL
108760510       ATMEAFASDLV
116619999       ASVDEFANDV
32474038        SAAGDLAEDL
32476260        KTAKNLADDL
32473866        ASAMELLDVI
108758216       ADSHELAQALEHWI
108759500       PDVASFI



108762243       PDVSSFI
116625893       RDIGEVRIV
116626707       QHMEDL
29831643        SAENLARAL
32476268        F
                                 

                       



 Cluster No. 71 multiple sequence alignment 

CLUSTAL 2.0.10 multiple sequence alignment

13881827        YRIERMLGAGGMGTVYLARNPDLPRSEALKVLAAELSRDLDFRARFVREADVAAGLDHPN
31793271        YRIERMLGAGGMGTVYLARNPDLPRSEALKVLAAELSRDLDFRARFVREADVAAGLDHPN
1370255         YRIERMLGAGGMGTVYLARNPDLPRSEALKVLAAELSRDLDFRARFVREADVAAGLDHPN
54022822        YRVIQVLGSGGMGTVYLAQNPILPRRDALKVLSADLSTDDEFRARFEREANLAAGLDHPN
54026639        YTIERLLGRGGMGSVYLARHPRLPRWTALKLLNRELFHDTEIRARFEREADLVAQLDHPN
54026640        YVIERQLGRGGMGSVYLAKHPRLPRMTALKLLNREMFNDKEVRARFEREADLVARLDHPN
54026222        FTVERLLGQGGMGSVYLARHPRLGKLTALKLLNPELFTDRQVRARFDREADLAAQLDHPG
54026641        YEIKRVLGQGGMGTVYLARHPRLPRLTALKLLARELYTDAEIRGRFEREADLVAQLDHPN
111017527       YTIQRVLGVGGMGAVYLARDPHLPRNTALKLLDRSLTTDDCFRSRFELEADHAARLEHPN
111025322       YTIERVLGVGGMGTVYAAAHPRLPRRIALKVLHPALAEDDDARSRFELEADHAARLEHPN
111026929       YTIERVLGTGGMGTVYLARHGSLPRGVAVKVLDGTADDYVRARFVREAEHAARLEHPN
54024394        FRIERTLGSGGMGTVYLARHPRLPRSVALKVLDAAAGADPEFRARFAREADIAVRLDHPH
54024395        YRIVRRLGAGGMGTVYLAEHPRLPRRDAVKVLDPELGADPGYRARFEREAELAARLEHPN
2131011         FTIVRQLGSGGMGEVYLARHPRLPRQDALKVLRADVSADGEYRARFNREADAAASLWHPH
13881433        FTIVRQLGSGGMGEVYLARHPRLPRQDALKVLRADVSADGEYRARFNREADAAASLWHPH
31792934        FTIVRQLGSGGMGEVYLARHPRLPRQDALKVLRADVSADGEYRARFNREADAAASLWHPH
120406577       YTIVRMLGSGGMGKVYLAKHPRLPRYDALKVLSTTVCADSEYRERFHREADIAATLWHPH
145221764       YTISRMLGAGGMGEVYLAKHPRLPRYDALKVLSASVSTDSEYRERFNREADIAASLWHPH
126437951       YTIMRSLGHGGMGEVYLAQHPRLPRQDALKVLTAAVSADDEYRQRFQREADIAATLWHPH
145224013       YTIVRLLGSGGMGEVYLAQHPRLPRRDALKVLPAAVSADVEYRKRFEREADIAATLWHPH
126437262       YTIVRLVGTGGMGEVYLAQHPRLPRQDALKVLPASFSADDEYRHRFSREADLAAALWHPH
126433399       YTIRRMLGSGGMGEVYLAQHPRLPREDALKVLKSSISADPDFVERFNREADLAAKLWHPH
41407430        YTILRQLGAGGMAEVYLALHPRLPRRDVIKVLAEAVTVDPEFRERFNREADLAATLWHPH
3261603         YTVVRMLGCSAMGEVYLVQHPGFPGWQALKVLSPAMAADDEFRRRFQRETEVAARLFHPH
2078052         YQLLRLLGRGGMGEVYEAEDTRKHRVVALKLISPQYSDNAVFRARMQREADTAGRLTEPH
13880519        YQLLRLLGRGGMGEVYEAEDTRKHRVVALKLISPQYSDNAVFRARMQREADTAGRLTEPH
41409485        YRLVRLLRQGGMGEVYEAEDTRKHRLVALKLISQQFSGNPEFSARLQREADIAGRLTEPH
3261596         YHLKRLLGRGGMGEVYEAEHTVKEWTVAVKLMTAEFSKDPVFRERMKREARIAGRLQEPH
13880901        YHLKRLLGRGGMGEVYEAEHTVKEWTVAVKLMTAEFSKDPVFRERMKREARIAGRLQEPH
31792458        YHLKRLLGRGGMGEVYEAEHTVKEWTVAVKLMTAEFSKDPVFRERMKREARIAGRLQEPH
41408602        YHLKRLLGRGGMGEVYEAEHTVKEWTVAVKLLNESFSSDPVFRERMKREARTAGRLQEPH
111026927       YHLKRLLGKGGMGEVYEAYDLDKDRTVALKLLPDALADDPIFRERLRRESHAAARLQEPH
120405645       YRLRRLLGKGGMGEVYEAEDTVKDRVVALKLLPEAVSHDPVFRKRLQREAHAAGRLQEPH
145222614       YRLQRLLGKGGMGEVYEAYDTVKDRVVALKLLPESASHDPVFRKRLQREAHAAGRLQEPH
134097872       YRVEGLIARGGMGEVLRAYDTRHDRIVALKVLGSGVAADPEYRERFKREALAAARLREPH
134099731       YRVEGLIARGGMGEILRAYDTRHDRVVALKLLAENLAADDEFRERFKREAHAAARLREPH
120402081       YELQSVIGVGGMGEVYRAYDTARERMVAIKLLRPEMAADHSFQERFRRESRVAARLQEPH
                : :   :  ..*. :  . .       .:*::      :     *:  *:  .  * .* 

13881827        IVAVHQRGQFEGRLWIAMQFVDGGNAEDALRAATMTTARAVYVIGEVAKALDYAHQQ
31793271        IVAVHQRGQFEGRLWIAMQFVDGGNAEDALRAATMTTARAVYVIGEVAKALDYAHQQ
1370255         IVAVHQRGQFEGRLWIAMQFVDGGNAEDALRAATMTTARAVYVIGEVAKALDYAHQQ
54022822        IVAVYNRGEEDGQLWIAMQYVDGTDAAEEAAKGPSVMTPQRALRIVSEVGKGLDYAHRR
54026639        IVTVFDRGVDDEQLWISMRYIDGTDAAALDVATLPPWRAVQIVGETAKALDFAHAR
54026640        IVTVYDRGLEDEQLWISMQYIDGVDAASVDPQTLPPARAVQIVKETADALDYAHSM
54026222        IVAVYDRGSENHQLWISMQYVDGVDAASVNPLTLPPERAVQIIEGVADALDYAHGR
54026641        IVTVYDRGAEDEQLWISMQFVPGSDAAAADIDVLAPGRAVQIIGEVAAALDFAHAN
111017527       IVSVFDRGREANQHWIAMQYVAGTDAAVALREGPMDPPRAVHIVAETAKALDYAHEN
111025322       IVAVYDRGREGDRLWIAMQYVDGTDAETAREGAPLDPARAVRIITETAKALDYAHEA
111026929       IVTVYDRGCEGDRLWIAMQYVAGTDAATLLRRGPLPPDLAVHIVAEIGQALDFAHEH
54024394        VVEIYDRGAEDERLWISMRYVAGPDAARLIRERGRLPARRAVGLVAQAAAGLDAAHRR
54024395        VVAVYDRGREGEFLWIAMRYVDGVDAGELVAAEPAGLPAERAVGIVAAAARGLDAAHRR
2131011         IVAVHDRGEFDGQLWIDMDFVDGTDTVSLLRDRYPNGMPGPEVTEIITAVAEALDYAHER
13881433        IVAVHDRGEFDGQLWIDMDFVDGTDTVSLLRDRYPNGMPGPEVTEIITAVAEALDYAHER



31792934        IVAVHDRGEFDGQLWIDMDFVDGTDTVSLLRDRYPNGMPGPEVTEIITAVAEALDYAHER
120406577       IVAVHDRGEYEGRLWISMDHVEGTDAAWLLAERYPHGMPPALVIRIVTAVGEALDYAHQR
145221764       IVQVHDRGEFEGRLWISMDHVEGTDAARLLAERYPDGMPPALVARLVTAVGEALDYAHQR
126437951       IVSVHDRGDFDGLLWISMDFVQGTDAARLLAERYPNGMPPDVVVRIITAVASALDHAHER
145224013       IVGVHDRGEDAGRIWISMDYVEGADAAHLLAEDYRTGLPVAEVAQIVTAVADALDYAHDR
126437262       IVGVHDRGEYDGRLWISMDFVDGHDAARLLVDRYPNGLPAADVIEIVTAVADALDYAHQR
126433399       IVGIHDRGRYRGRLWISMDFVDGTDVGRLLQQKYPDGMPADDALEIVEAVASALDYAHSR
41407430        IVGVHDRGEFNGHLWISMDYVEGTDASRLVKESYPDGMPLDEVSAIVQAVAGALDYAHAR
3261603         ILEVHDRGEFDGQLWIAMDYVDGIDATQHMADRFPAVLPVGEVLAIVTAVAGALDYAHQR
2078052         IVPIHDYGEINGQFFVEMRMIDGTSLRALLKQYGPLTPARAVAIVRQIAAALDAAHAN
13880519        IVPIHDYGEINGQFFVEMRMIDGTSLRALLKQYGPLTPARAVAIVRQIAAALDAAHAN
41409485        VVPIHDYGEIDGRFFVEMRLVDGIDLGSLLHREGPLAPPRAIAIIRQVAAALDAAHAA
3261596         VVPIHDYGEVDGQMFLEMRLVEGTDLDSVLKRFGPLTPPRAVAIITQIASALDAAHAD
13880901        VVPIHDYGEVDGQMFLEMRLVEGTDLDSVLKRFGPLTPPRAVAIITQIASALDAAHAD
31792458        VVPIHDYGEVDGQMFLEMRLVEGTDLDSVLKRFGPLTPPRAVAIITQIASALDAAHAD
41408602        VVPVHDYGEIDGQMFLEMRLVEGTDLDSVLKRFGPLPPPRAVAIITQIASALDAAHAA
111026927       VVPIHDYGEVNGVLYIDMRLVQGTDLRSLLTRYGPLAPPRAVAIISQIAAALDAAHAD
120405645       VVPIHDYGEVDGLLFVDMRLIDGTDLRKLLKEQGPMTPARATAIVAQVASALDAAHQN
145222614       VVPIHDYGEIDGLLFVDMRMIDGVDLRRILKEQGAMSPARATAIVRQIASALDAAHRA
134097872       VIPIHSFGEIDGRLYLDMRLIEGQDVSRLLAAHGPMPPADAAEVVHQIAQALDAAHEE
134099731       VIPIHAYGEIDGRLYLDMRLVEGGDVGSLLASRGPMRPAEAVGVIEQVARALDAAHAE
120402081       VIPVHDFGEIDGVLYIDMRLVEGASLKDVLRAEGALPPARAVSILRQVAAALDAAHAN
                :: :.  *      :: *  : *              :    .  ::   . .** **  

13881827        GVIHRDIKPANFLLSRAAGGDERVLLSDFGIARALGDTGLTSTGSVLATLAYA
31793271        GVIHRDIKPANFLLSRAAGGDERVLLSDFGIARALGDTGLTSTGSVLATLAYA
1370255         GVIHRDIKPANFLLSRAAGGDERVLLSDFGIARALGDTGLTSTGSVLATLAYA
54022822        GLLHRDVKPANFLLSAVDGDDEERVLLTDFGVAKSAEDGQDLTATGNFMATVAYA
54026639        GVLHRDVKPANILLERAEPGVGERVYLTDFGIARLRDDTGHLTRTGTFTATLAFA
54026640        GVLHRDVKPANILLARSTGGRGERVYLTDFGIARLRDDTGHLTQTGTFTATLAYA
54026222        GVLHRDVKPGNILLARASAGQGERVFLSDFGIARLREDTTHLTQTGMFTATLAYA
54026641        GVLHRDVKPANILLAKAPIGQPERVLLTDFGIAGVRDADTTLASGDTITATLAYA
111017527       GVLHRDVKPANILLGMSGAGQPERVLLTDFGIAKALDETQHLTRTGSLVATLQYS
111025322       GVLHRDVKPANILLEHPRPGHPGDPGRVLLADFGIAKALEHTQHLTKTGMLVASLQYA
111026929       GILHRDVKPANVLLAGRPAAGGGVWRVLLTDFGIAKNLDETRRLTRTGMLVATLVYA
54024394        GLLHRDVKPANLLVAADDDGGDHVFVADFGIARSRDDAVRLTGAGALPATLGYV
54024395        GLLHRDVKPANILVSTDDDGADVVRLTDFGIARSLDAAATTSGSVLASFAYA
2131011         RLLHRDVKPANILIANPDSPDRRIMLADFGIAGWVDDPSGLTATNMTVGTVSYA
13881433        RLLHRDVKPANILIANPDSPDRRIMLADFGIAGWVDDPSGLTATNMTVGTVSYA
31792934        RLLHRDVKPANILIANPDSPDRRIMLADFGIAGWVDDPSGLTATNMTVGTVSYA
120406577       GLLHRDVKPANILIADPETENERIMLADFGIARRVGEVSTLTGTSMTVGTVAYS
145221764       GLLHRDVKPANILIADPETENERIMLADFGIARRVGEVSALTGTNMTVGTVAYS
126437951       GLYHRDVKPANILIANPGSPDERAMLADFGIARQAGDASGLTGTNMTVGTVAYA
145224013       HLLHRDVKPANILIARPDSNTRRIMLADFGIARWDNDISGLTATNMTVGTVSYA
126437262       QLLHRDVKPANILITGPDRARRRILLADFGIARHTEDNTGLTSSNIAVGSMSYS
126433399       GLLHRDVKPANILIADVENDERRILLGDFGVARDLADDAGGGLTQTNMTVGTAAYA
41407430        GLLHRDVKPANILLTHPEAGERRILLADFGVARHLGDISGITETNVAVGTVAYA
3261603         GLLHRDVNPANVVLTSQSAGDQRILLADFGIASQPSYP
2078052         GVTHRDVKPENILVTASDFAYLVDFGIARAASDPGLTQTGTAVGTYNYM
13880519        GVTHRDVKPENILVTASDFAYLVDFGIARAASDPGLTQTGTAVGTYNYM
41409485        GVTHRDVTPGNILVTPSDFAYLADFGIARAASDPGLTQVGTAIGTYYYM
3261596         GVMHRDVKPQNILITRDDFAYLVDFGIASATTDEKLTQLGTAVGTWKYM
13880901        GVMHRDVKPQNILITRDDFAYLVDFGIASATTDEKLTQLGTAVGTWKYM
31792458        GVMHRDVKPQNILITRDDFAYLVDFGIASATTDEKLTQLGTAVGTWKYM
41408602        GVMHRDVKPQNILVTRDDFAYLVDFGIASATTDEKLTQLGTAVGTWKYM
111026927       KLVHRDVKPENVLVTREDFAYLVDFGIANTATDEKLTTLGTAVGTYDYM
120405645       GIMHRDVKPENILINRDDFAYLVDFGIANAVTDEALTELGTAVGTYAYM
145222614       GIMHRDVKPENILVTRDDFAYLVDFGIANAATDESLTELGTAVGTYAYM
134097872       GLVHRDVKPSNIIIGRGGFAYLVDFGIAHWAGNRTSLTTTGIAVGTLDYM
134099731       GLVHRDVKPSNILLGDGGFAYLVDFGIAHSVQAGTLTSTGFTVGTLDYM
120402081       GLVHRDIKPENVLLTPDDFAYLVDFGIAHGGGEASVTSTGLVVGSSAYM
                 : ***:.* *.::               : ***:*                      : 

13881827        APEVLAGQGFDGRADLYSLGCALFRLLTGEAPFAAGAGAAVAVVAGHLHQPPPTVSDR



31793271        APEVLAGQGFDGRADLYSLGCALFRLLTGEAPFAAGAGAAVAVVAGHLHQPPPTVSDR
1370255         APEVLAGQGFDGRADLYSLGCALFRLLTGEAPFAAGAGAAVAVVAGHLHQPPPTVSDR
54022822        SPEQLLGERLDHRSDIYSLGCSFYRMLTGQNPFPSTVPAVVMMGHLHEAPPKPSAA
54026639        SPEQLSGAPLDHRSDQYSLACTLFRLLTGTVPFAADNPVAVIGGHLHRPPPAAAEL
54026640        SPEQLTGASLDHRSDQYSLACSLFWLFTGSGPFAATNPAQVIQGHLQAPPPALSSA
54026222        SPEQMTGAPLGNRSDQYSLACALYWLLVGVGPFDAANPADIIHGHLNLAPVPVSVR
54026641        APEQLSGHTLDHRADQYSLACTLFWLLTGSVPFPGANPAVVLNGHLFGPPPSARAL
111017527       APEAFQGIPLDLRADVYSLGCTLFCLLTGHPPFTGSTQEVMRGHLCGPVPRISAV
111025322       APEQFASIPLDARADVYSLGCTLFRLLTGQQPYPGSTLAQLMAGHLNSPIPRPAAL
111026929       APEALVAGVELDPRADVYSLGCMLFQLLTGRLPYSGSAAAVVDAHLNQPIPRPTVL
54024394        APEQIDGREPDHRSDLYSLGVTLYQMLTGALPFTGTTPAELLRAHLLEPPPPVTRR
54024395        APETFAGGPLDARTDVYALGCTLYEMLTGAVPFARRSPAAAMQAHLYEPPPRPSAT
2131011         APEQLMGNELDGRADQYALAATAFHLLTGSPPFQHANPAVVISQHLSASPPAIGDR
13881433        APEQLMGNELDGRADQYALAATAFHLLTGSPPFQHANPAVVISQHLSASPPAIGDR
31792934        APEQLMGNELDGRADQYALAATAFHLLTGSPPFQHANPAVVISQHLSASPPAIGDR
120406577       APEQLTADEHIDGRADQYALAATAFQLLTGSPPFQHSNPAIVISQHLTAQPPSISVH
145221764       APEQLTADEAIDGRADQYALAATAFQLLTGKAPFQHSNPAIVISQHLTAQPPSIAVH
126437951       APEQLRGDHIDGRADQYALAATAYQLLTGTPPFTHTNPAVVISAHLTSDPPVIGDV
145224013       APEQLMGQDLDGRADQYALAATAFHLLTGSPPFSHSNPAVVISRHLNSAPATVAAH
126437262       APEQLMGHPIDGRADQYSLAATAYRLFTGSPPFPHSNPAVIISHHLNTPPPRLGDT
126433399       APEQLMGLDVDGRTDQYSLAVTAFHMLTGAPPFQNSRPTVVVGQHLNTPPPLLADT
41407430        APEQLTGSPIDGRADQYALAATAFHLLTGAPPFQHSNPIAVIGQHLHEDPPRLSDF
3261603         APELSAGADVDGRADQYALALTAIHLFAGAPPVDRSHTGPLQPPKLSAF
2078052         APERFTGDEVTYRADIYALACVLGECLTGAPPYRADSVERLIAAHLMDPAPQPSQL
13880519        APERFTGDEVTYRADIYALACVLGECLTGAPPYRADSVERLIAAHLMDPAPQPSQL
41409485        APERFTDDEVTNSVDIYSLACVLTECLTGVPPYRADTVERLVAAHLTKTAPPLSQL
3261596         APERFSNDEVTYRADIYALACVLHECLTGAPPYRADSAGTLVSSHLMGPIPQPSAI
13880901        APERFSNDEVTYRADIYALACVLHECLTGAPPYRADSAGTLVSSHLMGPIPQPSAI
31792458        APERFSNDEVTYRADIYALACVLHECLTGAPPYRADSAGTLVSSHLMGPIPQPSAI
41408602        APERFSDAEVTYRADIYALACVLFECLTGSAPYRADSAGVLVSAHVMDPIPAPSAR
111026927       APERFEGDGSEVTYRADIYSLACVLHECLTGARPYPADSIRVKISSHLFEPPPRPSVA
120405645       APERFTNGEVTHRADVYALTCVLHECLTGAQPFQGDSVSVVITAHLNDPAPRPSQS
145222614       APERFAAGEVTHRADVYALTCVLHECLTGTQPFEGDSVSVVITAHLNQPAPRPSSL
134097872       APERFGDGPVDHRADVYSLACVFYQCLTGAKPYAGHTAESLINAHLNRVPPRPSSH
134099731       APERFDDAPVDHRADVYSLACVLYQCLTGAKPFSGDTAASLINAHLNHQPPLPSSA
120402081       APERFSGERGGPASDVYSLACLLYESLTGRAPFEAADVRQVWSAHMFAPPPRPSIM
                :**             * *:*       :.*  *                          

13881827        VPGLSAAMDAVIATAMAKDPMRRFTSAGEFAHAAAAALYG
31793271        VPGLSAAMDAVIATAMAKDPMRRFTSAGEFAHAAAAALYG
1370255         VPGLSAAMDAVIATAMAKDPMRRFTSAGEFAHAAAAALYG
54022822        RPGLPPALDAVMAKVLAKNPADRYASCREFVQD
54026639        RPGLPAAIDAVLARALAKDPRDRFATCLEFVDAAWR
54026640        RPGLPYALDGVLAKAMAKRPEDRFDSCSEFAAAAQAAL
54026222        RPGLNPALDAVLAAGLAKHPDHRYRTCTEFATAARKAL
54026641        NPALPPALDAVLARAMAKLPADRFASCAEFAGAARHAL
111017527       RGDLPPTFDDIVSAALTKRREDRLPSCHALSAG
111025322       RAGLPTGFDAVITRAMAKDREHRYPSCGALAAAAQHAL
111026929       RPSLPDAMDPVIRQALAKDRDTRFDSCGALAQAARSAL
54024394        AADLPRALDDVLATALAKDPAERYPDCRALAAAAAAAL
54024395        HPALAAFDPVIARALAKVPAHRYGSCGELARAATAAL
2131011         VPELTPLDPVFAKALAKQPKDRYQRCVDFARALGHRLG
13881433        VPELTPLDPVFAKALAKQPKDRYQRCVDFARALGHRLG
31792934        VPELTPLDPVFAKALAKQPKDRYQRCVDFARALGHRLG
120406577       RPELSSLGMAFEKALAKSPADRFDRCVDF
145221764       RPELSGLGAAFQKALAKSPADRYDRCVDFARALSNRSTV
126437951       RPELSGLGPVFGRALAKSPDKRFERCVDFARALEH
145224013       RPELAAVDPVLTRALAKNPADRYPRCADF
126437262       RPELRAFDAAMARALAKDPAARFGSCHDFA
126433399       HPELAPLDAAMQRALAKNPDERFDTCTEFARAL
41407430        RPELAGLDEVFCQALAKAPEDRFDRCRAFAAAV
3261603         RPDLARLDGVLSRALATAPADRFGSCREFADAM
2078052         RPGRVPPALDQVIAKGMAKNPAERFMSAGDLAIAAHDALTT
13880519        RPGRVPPALDQVIAKGMAKNPAERFMSAGDLAIAAHDALTT



41409485        RPGAFPPALDRVIAKGMAKRPEDRYRTAGEFAAAAHEALTT
3261596         RPGIPKAFDAVVARGMAKKPEDRYASAGDLALAAHEALSD
13880901        RPGIPKAFDAVVARGMAKKPEDRYASAGDLALAAHEALSD
31792458        RPGIPKAFDAVVARGMAKKPEDRYASAGDLALAAHEALSD
41408602        RPGVPKAFDAVIARGMAKKPEDRYASAGDLALAAKEAL
111026927       RPGVPAGFDAIIARGMAKSPQDRYATAGDLALAAHDALSAG
120405645       RPGIPAGLDDVISRGMAKRPEDRYASAGEMARAATAAL
145222614       RQGIPAGLDEVIARGMAKRPEDRFASAGELADAATDAL
134097872       NPALAAFDRVVETGMAKDPRRRFATAGEFARAARQAL
134099731       RSDVPREFDRIVARGMAKNPAERFSSAGELARAARQALTTM
120402081       RRGVSRTFDDVVARGMAKQPHDRYPTAGELARA
                    .   ..  .   ::.    *   .  :           

                      



  Cluster No. 72 multiple sequence alignment 

CLUSTAL 2.0.10 multiple sequence alignment

108757646       WSVVRELGNGGFAVVYLVEKHGLRCALKLARHRDSSGDDKQTHARTLRELSALLLLDHPN
108763095       WSVVREIGNGGFAVVYLVEKHGRRCALKLARHRDSSGDDKQTHARTLRELSALLLLDHPN
108762185       WRVIRELGNGGFAVVFLVEKHGRRSALKVARHRDSSGDEKQTHARTLRELAALLLLDHPN
108763545       WRVIKEIGNGGFAVVFLVEKNGRRSALKLARHRDSSGDDKQTHARTLRELSALLLLGHPN
                * *::*:********:****:* *.***:*********:***********:*****.***

108757646       IVKHRGYGYSEQGNVYLALEYVDGWTLAEWAERKHPTVQEVLHVFDKISAALSYMHGRGV
108763095       IVKHRGYGYSEQGNVYLALEYVEGWTLAEWAERKHPTVQEVLQVFDKISAALSYMHGRGV
108762185       IVKHRGYGYSEHGNVYLALEYIDGWTLAEWAERKHPTVREVLQVFDKLCSALSYMHSRGV
108763545       IVKHRGYGYSEHGNVYLALEYIDGWTLAEWAERKHPTVREVLQVFDKLCSALSYMHSRGV
                ***********:*********::***************:***:****:.:******.***

108757646       LHRDLKLSNVLIRKSDGEPVIIDFSCASYSLAEELTDWGLPPGTDRFRAPEQFTWLREHK
108763095       LHRDLKLSNVLIRKSDGEPVIIDFSCASYSLAEELTDWGLPPGTDRFRAPEQFAWLREHK
108762185       LHRDLKLSNVLIRKSDGEPIIIDFSCANYSLAEELTDAGLPPGTDRFRAPEQFQWLREHK
108763545       LHRDLKLSNVLIRKSDGEPIIIDFSCANYSLAEELTDAGLPPGTDRFRAPEQFKWLREHK
                *******************:*******.********* *************** ******

108757646       AEQRAKYAFQVADEIFAVGAMLYELLTDPRPTEVQARVTLNSTVMKPPPARALNVRVPEA
108763095       AEQRAKYAFRVADEIFAVGAMLYELLTDPRPTEVQARVTLNSTVMKPPPARALNVRVPEA
108762185       AEHRAKYAFQVADEIFAIGAMLYELLTDPRPTEIQARFSLNSTVALPPPARALNVRVPEA
108763545       AEHRAKYAFRVADEIFAVGAMLYELLTDPRPTEIQARFSLNSTVILPPPARALNGRVPEA
                **:******:*******:***************:***.:*****  ******** *****

108757646       LNDLVDCILSREPARRPVDTEALRRELG
108763095       LNDLVDCILSRDPAKRPVDSEALRRELG
108762185       LNDLVASVLSRDPAKRPVDTEALRRELG
108763545       LNDLVASILSREPAKRPVDTEALRRELG
                ***** .:***:**:****:********


