LpCDPKI  KYUSt scaffold 6468.345
MGNSCHGSTTPATYAAADLSCYPHYRTSSSEDDGDEALIETLERAPHRNTIMRGGGGHQ
HQLSSPTAVLGHHTPPLRDLYALGRKLGQGQFGTTYLATDLATGTPYACKSIAKRKLLTP
EDVDDVRREIQIMHHLAGHASVVTIKGAYEDAQYVHIVMELCEGGELFDRIVHRGYFSER
RAAEIARVIVGVVEACHSLGVMHRDLKPENFLLKDKDDDNGSNGGGDGSINLKAIDFGL
SVFFKPGQIFSDVVGSPYYVAPEVLCKHYGPEADVWTAGVIVYILLSGVPPFWAETQQGIF
DAVLKGSIDFESDPWPTISDSAKDLIRKMLRSPPVDRLTAHQVLCHPWIIENGVAPDAPLD
PAVLSRLKQFSAMNRLKKMALRVIARSLSEEELAGLKEMFKAMDADGSGAITFDELKEG
LKRLGSNLNESEIRDLMEAADVDNSGTIDYDEFIAATVHMNKLEREEHLLAAFAYFDKD
GSGYITVDELEEACREHNMADVGIEDIISEVDQDNDGRIDY GEFVAMMKKGIIGNGKLTM
RHTSDGSILHGAGGDVS

LpCDPK2  KYUSt chrl.31192
MGNCCPGSRKSRDPAADSGGSSRPGGGSSAGPASVSPSSAPQHNKPPAPIGPVLGRPMED
VKSIYSVGKELGRGQFGVTSLCTHKATGHKFACKTISKRKLSTKEDVEDVRREVQIMYHL
AGQPGVVELKGAYEDKHNVHLVMELCAGGELFDRIIAKGHYTERAAASLLRTIVEIIHTC
HSMGVIHRDLKPENFLLLSKDENAPLKATDFGLSVFFKEGEVFRDIVGSAYYIAPEVLKRN
YGPEADIWSVGVMFYILLCESEHGIFNSILRGQVDFTSDPWPRISSGAKDLVRKMLTSDPK
RRISAYDVLNHPWIKEDGEAPDTLLDNAVLGRLKQFRAMNQFKKAALRVIAGCLSEEEIR
GLKEMFKGMDSDNSGTITVDELRKGLAKKGTKLTETEVQQLMDAADADGNGTIDYDEFI
TATMHMNRMDREEHLYTAFQYFDKDNSGYITTEELEQALKEKGLLDGREMKDIIQEVDA
DNDGRINYTEFAAMMRKGNPEAANPKKRRDVVL

LpCDPK3  KYUSt chrl.32507
MGNCCRSPAAAAREDVASSHFPASTGKKKPHQPRNGAATATATGAGEKKRLSVLGDEG
RDVSGGIDEKYALDRELGRGEFGVTYLCMDRGSRELLACKSISKRKLRTPVDVEDVRRE
VAIMRHLPRSASIVALREACEDDGAVHLVMELCEGGELFDRIVARGHYTERAAAAVTRTI
VEVVQLCHHHGVIHRDLKPENFLFANKKENSPLKAIDFGLSIFFKPGEKFSEIVGSPYYMA
PEVLKRNYGPEIDIWSAGVILYILLCGVPPFWAETEQGVAQAILRGNIDFKREPWPHVSDN
AKDLVRQMLQPDPKIRLTAKQVLEHTWLQNAKKAPNVPLGDIVKSRLKQFSRMNRFKR
RALRVIADHLSAEEVEDIKEMFKVMDTDNDGIVSYEELKSGIAKFGSHLAESEVQMLVEA
LNTLAEDNFRTIIRVPVTERHGGGGSGRRRGGRGPGTRKAALDLQSVPAPRLPAPGRSRG
EASAKKPKTTKPPPLDSRKAERARLRMLSTAGQGTRPIIPARP

LpCDPK4  KYUSt chrl.41646
MEDVRATYTFGRELGRGQFGVTYLATHKASGARRACKSIAARKLAHASDAEDVRREVQI
MHHLTGHRSIVELHGAFEDRHSVNLVMELCEGGELFDRIIARGHYSERAAAALCREVVSV
VHSCHSMGVMHRDLKPENFLFLNKREDSPLKATDFGLSVFFKPGEQFKDLVGSAYY VAP
EVLKRRYGAEADIWSAGVILYILLSGVPPFWAENEDGIFDAVLKGHIDFSSEPWPSISNGA
KDLVKRMLKQDPRERLTAAEILNHPWIREDGEAPDKPLDITVISRMKQFRAMNKLKKVA
LKIVAESLSEEEIMGLREMFKSLDTDNSGTITLEELRAGLPKLGTKITEPELRQLMEAADV
DGNGTIDYGEFISATMHMNRLEKEDHIFKAFEYFDKDHSGYITVDELEEALKKYDMGDE
ATIKDITAEVDTDHVSNSSKL



LpCDPK5  KYUSt chr2.19534
MGQCCSSATTPDSNQGGGANGYGYSSQAKQAQTPPSYNNNNNAQPPPQGEVRYTPPAM
NAPVVPPVVAPLKPMPDTILGKQFEDVRSVYTLGKELGRGQFGVTYLCTEITTGRQYACK
SISKRKLVSKADKEDIRREIQIMQHLSGQPNIVEFCGAYEDKGSVHVVMELCAGGELFDRI
TAKGHYSERAAATICRGVVNVVNVCHFMGVMHRDLKPENFLLATKDENAVLKATDFGL
SVFIEEGKMYRDIVGSAYYVAPEVLRRNYGKEIDVWSAGVILYILLSGVPPFWAETEKGIF
DAILQGEIDFESQPWPSISESAKDLVRKMLAQDPKKRITSAQVLQHPWLREGEASDKPIDS
AVLSRMKQFRAMNKLKKMALKVIASNLNEEEIKGLKQMFSNMDTDNSGTITYEELKAGL
AKLGSKLSEAEVKQLMEAADVDGNGSIDY VEFITATMHRHKLERDEHLFKAFQYFDKDN
SGFITRDELETALIEHEMGDADTIKDIISEVDTDNDGRINYEEFCAMMRGGLQQQPVRLK

LpCDPK6  KYUSt chr2.23477
MAWRFPVAPAKVELANLAFWPPARPKIGSGARSAFKRVQLGSMRALERRRMKFSGRKL
VGVDLLGGAGERKDSRYSEKDAAVVVRQMLKVAAECHLHGLVHRDMKPENFLFKSSK
EGSSLKATDFGLSDFRRPGKQFHDIVGSAYYVAPEVLKRKSGPESDVWSIGVITYILLCGR
RPFWDKTEDGIFKEVLKNKPDFVRKPWTNITSSAKDFVQKLLVKDPRARLTAAQALSHE
WVREGGEASAVPLDISVLHNMRQFVKYSRFKQFALRALASTLNSEELSDLRDQFNAIDID
KSGTISLEELKQALAKDVPWRLKGPRVLEIVEAVDSNTDGLVDFEEFVAATLHVHQLVEH
DTEKWKSLSQAAFDKFDVDGDGYITSDELRM

LpCDPK7  KYUSt chr2.28014
MGNTCAGPSATADRHGFFNTVSVAMLWRPGAARAEPAVPPPDSCPSMSSTTSSSPPSPVT
IADADLSPTSRANKHKVKRVQSAGLLAESVLKRDSARIKDLYTLGKKLGQGQFGTTYQC
VDKATGKDFACKSIAKRKLVTEEDVEDVRREIQIMHHLAGHPNVISIVGAYEDAVAVHL
VMELCAGGELFDRIIQRGHYSEKAAAQLARVIIGVVEACHSLGVMHRDLKPENFLFVNQ
KEDSLLKAIDFGLSIFFKPGEIYSDVVGSPYYVAPEVLMKNYGCEVDVWSAGVIIYILLSG
VPPFWDESEQGIFEQVLKGDLDFSSEPWPSISKSAKDLVRKMLNRDPGKRLTAHEALCHP
WVCVDGVAPDKPLDSAVLTRLKQFSAMNKLKKMALRVIAENLSEDEIAGLKEMFKMLD
TDNSGQITLEELKNGLRRVGANLKESEITTLMEAADIDNSGSIDYGEFLAATLHLNKVDRE
DNLFAAFSYFDKDGSGYITQDELQKACEEFGIADARLEEIIQDIDQDNDGRIDYNEFVTMM
QKGNNPLGKKGQGQMSFGLREALKIR

LpCDPKS  KYUSt chr2.46243
MSRRPSRAAIGPVLQRPMADVRSQYNLERKLGSGQFGTTYLCTERATGLKFACKSVSKR
KLVRRADVEDMRREVTILQHLSGQPNIAEFRGAFEDTDSVHLVMEFCSGGELFDRITAKG
NYSERQAAAVCRDVLTVVHVCHFMGVMHRDLKPENFLLASPADDAPLKAIDFGLSVFIE
EGKVYKDIVGSAYYVAPEVLHRNYGKEIDVWSAGVILYILLCGSPPFWGETEKGIFDAILV
GQLDFSSSPWPTISESAKDLIRQMLNRDPQKRITAVQALEHPWLKGGASDRPIDSAVLLR
MKQFKAMNKLKQLALKVIAENLSPEEIKGLKQMFNNMDTDKSGTITVEELKIGLTKLGS
KISEAEVQKLMEAVDVDKSGSIDYTEFLTAMMNKHKLEKEEDLLLAFQHFDKDNSGYIS
REELEQAMTEYGMGDEANIKEVLDEVDKDKDGNIDYEEFVEMMRKGIYT

LpCDPK9  KYUSt chr2.50027
MGNACGGSLRSKYLQSFKHPASNRHTDPDYHATAADSPKKPPPSSTAKTDPHAPAPAPAP



PAAAMRRGAGGAGTPVDLGSVLGHPTPNLRDLYALGRKLGQGQFGTTYLCTDLATGAD
YACKSISKRKLITREDVDDVRREIQIMHHLSGHRNVVAIKGAYEDPLYVHIVMELCAGGE
LFDRIIQRGHYSERKAAELTRIIVGVVEACHSLGVMHRDLKPENFLLANKDDDLSLKAIDF
GLSVFFKPGQIFTDVVGSPYYVAPEVLCKKYGPEADVWTAGVILYILLSGVPPFWAETQQ
GIFDAVLKGVIDFDSEPWPVISDSAKDLITRMLNPRPAERLSAHEVLCHPWIRDHGVAPDR
PLDTAVLSRIKQFSAMNKLKKMALRVIAESLSEEEIAGLKEMFQTMDADNSGAITYDELK
EGLRKYGSTLKDTEIRDLMEAADVDNSGTIDYIEFIAATLHLNKLEREEHLVAAFSYFDKD
GSGYITVDELQQACLEHNMPDAFLDDVIKEADQDNDGRIDYGEFVAMMTKGNMGVGRR
TMRNSLNISMRDAPGAI

LpCDPKI10 KYUSt chr2.50031
MGREKELQRIPATVSVLGHPTPNLRDLYALGRKLGQGQFGTTYLCTDLATGADYACKSIS
KRKLITREDIDDVRREIDIMHHLSGHKNVVAIKGAYEDHLY VHIVMELCAGGELFDRIIQL
GHYRERKAAELTRIIVGVVEACHSLGVMHRDLKPENFLLANKDDDLSLKAIDFGLSVFFK
PGQFFTDVVGSPYYVAPEVLCKKYGPEADVWTAGVILYILLSGVPPFWAETEQGIFDAVL
KGVIDFDSEPWPVISDSAKDLITRMLNPCPAERLSAHEALCHPWIRDHGVAPDHPLDTAV
LSRIKQFSAVNKLKKMALRVIAESLSEEETAGLKEMFQTMDPDNSGAITYDELKEGLQKY
GSAMKDTEIRDLMEAADVDNSGTIDCIEFIAATLHLNKLEREEHLEAAFSYFDKDGSGYIT
VDELQQACLEHNMPDAFLDDIIKEADQDNDGRIDYGEFVAMMTKGNMGVGRRTMRNSL
NISMRDAPGAI

LpCDPKI11 KYUSt chr3.24121
MGNRTSRHRRAAAEQPATPPPPAQPKPQPKQETPPHRPQPTTAPPPCPAPAPEAAGQAMG
RVLGRPMEDVRATYTFGRELGRGQFGVTYLVTHKATGQRFACKSIATRKLVHRDDIEDV
QREVQIMHHLTGHRNIVELRGAFEDRHSVNLIMELCEGGELFDRIIARGHYSERAAAGLC
REMVSVVHSCHSMGVFHRDLKPENFLFLNNKEDSPLKATDFGLSVFFKHGEQFKDLVGS
AYYVAPEVLKRHYGAEADIWSAGIILYILLSGVPPFWADTEDGIFEAVLLGNIDFSSDPWP
SVSNGAKDLVKKMLRQDPKERLTAAEILNHPWIREDGEAPDKPLDITVISRMKQFRAMN
KLKKVALKIVAENLSAEEITGLKEMFRSLDTDNSGTITLEELRSGLPKLGTKISESEIAQLM
EAADVDGNGTIDYSEFVSATMHMNRLEKEDHILKAFEYFDKDHSGYITVDELEEALKKY
DMGDDKTIKEITAEVDTDNHKKFSFFKSDASKKLPPDLAGQGTSMGATPLLLNASRRRTS
GAGHEEPRRPAPWIDLPPPPVRSRRETPPLLTPSVEGMGAATAARGGSSGGQDGGVRRRA
AVD

LpCDPKI12 KYUSt chr3.36430
MGNCCRSPAAAAREDVKSSHFPAAAAAKKKPHQPRPGAGGQKPRLDVLGEEGCEFAGGI
DAKYALDRDHELGRGEFGVTYLCIDRATKEQLACKSISKRKLRTPVDVEDVRREVAIMR
HLPRSHSIVALREACEDDAAVHLVMELCEGGELFDRIVARGHYTERAAAGVTRTIVEVV
QLCHRHGVIHRDLKPENFLFANKKENSPLKAIDFGLSIFFKPGEKFSEIVGSPYYMAPEVLK
RNYGPEIDIWSAGVILYILLCGVPPEWAETEQGVAQAILRGNIDFKREPWPNVSENAKDLV
RRMLEPDPKLRLTAKQVLEHHWLQNAKKAPNVPLGDIVKSRLKQFSRMNRFKRRALRVI
ADHLSAEEVEDIKEMFKAMDTDNDGVVSCEELKSGIAKFGSHLAESEVQMLIEAVDTNG
KGALDYPEFLAVSLHLQRMANDEHLRRAFLFFDKDGNGYIEPDELREALKDDGAADGM



EVVNDILQEVDTDKDGKISYDEFVAMMKTGTDWRKASRHY SRGRFNSLSIKLVKDGSVK
LGVE

LpCDPK13 KYUSt chr3.37908
MGNCCPGSGDAEPAPAASASSDPSTRRSGASIKAGASPSSAPAQNKPPAPLGPVLGRPME
DVRSIYTIGKELGRGQFGVTSLCTHKATGEKFACKTIAKRKLSTKEDVEDVRREVQIMYH
LAGQPNVVELKGAYEDKQSVHLVMELCAGGELFDRIIGKGKYTERAAASLLRTIVEIIHTC
HSLGVIHRDLKPENFLLLSKEEDATLKATDFGLSVFFKQGEVFKDIVGSAYYIAPEVLKRS
YGPEADIWSVGVILYILLCESEHGIFNSILRGQVDFTSDPWPRISSGAKDLVRKMLNSDPK
KRISAYDVLNHPWIKEDGEAPDTPLDNAVMNRLKQFRAMNQFKKAALRVIAGCLSEEEI
RGLKEMFKSMDADNSGTITVDELRRGLSKEGTKLTEAEVEQLMEAADADGNGTIDYEEF
ITATMHMNRMDREEHLYTAFQYFDKDNSGCISKEELEQALREKGLLDGRDIKDIIAEVDA
DNDGRIDYSEFAAMMRKGNPEIPKKRRDVVL

LpCDPKI14 KYUSt chr4.5589
MGNCCGAPSSQGKNRRKQKANPFTVAYNRPTGAAPRAGLVVLRDPTGRDLEAGHVLGG
ELGRGEFGVTKLCTDSATGARMACKSISKRKLRTPIDVEDVRREVEIMRHMPPHPNIVSLS
AAYEDEDAVHLVMELCEGGELFDRIVARGHYTERAAAAVTRTIVEVVQTCHRNGVIHRD
LKPENFLYASKKESSPLKAIDFGLSVFFRPGERFTEIVGSPYYMAPEVLKRNYGPEIDVWS
AGVILYILLCGVPPFWAETEQGVAHAIIRSVVDFKREPWPRVSEPAKDLVKRMLDPNPLT
RLTAAQVLEHPWLHDSKKNPDIQLGDAVRAKLQQFSAMNKLKKKALRVIAEHLSLEEVA
DIKEMFDNMDVGKNGKLTFEEFKAGLRKLGNKMHDSDLRMLMDAADVDKNGTLDYGE
FVTVSVHVKKISSEKHIQEAFSFFDKNKSGYIEIEELREALTDELEGPADEDIISSIIHDVDTD
KDGKISFEEFAAMMKAGTDWRKASRQYSRQRFTNLSLKLHKDGSINDDDRK

LpCDPK15 KYUSt chrd.7448
MGNSCNGPNAAGRNGFLASVAIWRPAKPADEAAPPAALPASTSDKKAPEPVTIPAGEHSS
HHASRASDPPPSKSAEPQQAQAPPAKKPVPKVKRVQSAGLRADCVLKRDVNTARLKDLY
TIGKKLGQGQFGTTYLCVEKATGKEFACKSIAKRKLLTDEDVEDVRREIQIMHHLAGHQN
VVSIVDAYEDAVAVQLVMELCAGGELFDRIIQRGHYSEKAAAQLTRVIVGVVEACHSLG
VMHRDLKPENFLFVNQKEDSPLKAIDFGLSIFFTPGOMFTDVVGSPYYVAPEVLLKNYGR
EVDVWSAGVIIYILLSGVPPFWDESEQGIFEQVLKGELDFSTEPWPSISDSAKDLVRKMLIR
DPKKRLTAHEALCHPWVCVDGVAPDKPLDSAVLSRLKQFSAMNKLKKMALRVIAESLSE
EETAGLKEMFKMLDSDNSGHITLEELKSGLRRVGATLMDSEIDALMEAADIDNSGTIDYG
EFIAATMHINKVDKEDKLFTAFSYFDKDGSGYITQDELQKACEEFGIGDTRLEDIIGDVDK
DNDGRIDYNEFVEMMQKGNNPLGRKGHQSNVNFGLGDALKLR

LpCDPKI16 KYUSt chrd.7494
MGNTCVGPSMGKNGFFHSVSTALWRARPEGDALPAAGAANGVADQAPPPTDVPLTVHS
IRKAPEPVKIASATTTTKAAAEATPKPASAAEQEAKSSSAEYSSNDSSSNSGEPGAARPPA
NRPKVPPVKRVSSAGLLVGSVLKRKTESVKEKYSLGRRLGQGQFGTTYLCVERASGKEY
ACKSILKRKLVTDDDVEDVRREIQIMYHLAGHPSVISIKGAYEDAVAVHLVMELCAGGEL
FDRIVQKGHYTERKAAELARVIVGVVEVCHSMGVMHRDLKPENFLFVDQTEEAALKTID
FGLSVFFRPGQIFTDVVGSPYYVAPEVLKKKYGPEADVWSAGVIIYILLCGVPPFWAENEQ



GIFEEVLHGKLDFQSDPWPSISEGAKDLVRRMLLRDPKKRLTAHEVLRHPWVQVGGLAP
DKPLDSAVLSRMKQFSAMNKLKKMALRVIAENLSEDEIAGLKEMFKMIDSDNSGQITYE
ELKVGLKKVGANLQESEIYALMKAADVDNSGTIDYGEFIAATLHLNKVEREDHLFAAFQ
YFDKDGSGYITPDELQLACEEFGLGDDSIHLDDMIREVDQDNDGRIDYNEFVAMMOQKPT
LGLPKKSGAGLQNSFSIGFREALRIS

LpCDPK17 KYUSt chr4.14426
MGNAGLFCCTTSPQTLEDGAQARNNKKPATPPSQSRSQEPSPARANPKPRRRPKEKPNPY
APRGGAAAASHSPKPVRVLDGVVPHHPRLRVTDKYHMGRELGRGEFGVTRLATDRGAT
RERLACKSIPKARLRTAIDVADVRREVAIMASLPDHPALVRMRAAYEDDDAVHIVMELC
DGGELFDRIVARGRYTERAAAAAARTVAEVVRACHAHGVMHRDLKPENFLYAGKSEDA
QLKAIDFGLSVFFRPGERFSEIVGSPYYMAPEVLRRNYGPEADIWSAGVILYILLCGVPPF
WAETEQGVARSILKGVLDFEREPWPRISDSAKSLVRQMLEMDPRKRLTARQVLEHPWLQ
GAKTAPNVPLGDVVRARLKQFAVMNRFKKKAMRVIAEHLSAEEVEVIKEMFALMDTER
KGRVTLPELKAGLAKVGSKLAEPEMELLMEAADVDGDGYLDYAEFVAITIHLQRLSNDQ
HLRTAFLFFDRDSSGYIERGELADALADDSGRADDAVIDHVMKEVDTDKDGRVSFEEFV
AMMKSGTDWRKASRQYSRQRFKTLSNSLMKDGSLSMALADDDK

LpCDPKI18 KYUSt chr4.22293
MQPDGTGSAGGGANARPPPVTAAPAPSGRPVSVLPHKTANVRDHYRIGKKLGQGQFGTT
YLCVAKEDGAEFACKSIPKRKLLCREDYEDAWREIQIMHHLSEHPNVVRIRAAYEDALFV
HIVMELCAGGELFDRIVAKGHYTERAAAQLIRTIVGVVEGCHSLGVMHRDLKPENFLFAS
TAEDAPLKTTDFGLSMFYKPGDKFSDVVGSPYYVAPEVLQKCYGPEADVWSAGVILYIL
LCGVPPFWAETEAGIFRQILRGKLDFESEPWPSISDSAKDLVRNMLCRDPTKRLSAHEVLC
HPWIVDDAVAPDKPIDSAVLSRLKHFSAMNKLKKMALRVIAESLSEEEIGGLKELFKMID
ADNSGTITFDELKDGLKRVGSELTEHEIQALMDAADIDNSGTIDY GEFIAATLHMNKLERE
ENLVSAFEFFDKDGSGFITIDELSQACSQFGLDDVHLEDMIKDVDQNNDGQIDYSEFAAM
MRKGNAGAAGRRTMRNSLQLNLGDILNPSSS

LpCDPK19 KYUSt chr4.27332
MGQCCSKGAGHAGDDSKEPPAPPAAPKVEPVASSSTGSTVPAPPAAPNAKAGSKPPAPLG
DVLGRAMEDVRATYSISKELGRGQFGVTHLCTHRSTGEKLACKTIAKRKLATREDVEDV
RREVQIMYHLSGQPNIVDLRGAYEDKHNVHLVMELCAGGELFDRIIAKGHYTERAAAAL
LRAIVGIVHTCHSMGVMHRDLKPENFLLLSKGEDSPLKATDFGLSVFFKEGEVFRDIVGS
AYYIAPEVLKRRYGPEADIWSIGVMLYIFLAGVPPFWAENENAIFTAVLRGQVDFNGDPW
PTISSGAKDLVKKMLNINPKERLTAFQVLNHPWIKEDGDAPDTPLDNVVLNRLKQFRAM
NQFKKAALRVIAGCLSEEEIKGLKEMFKNIDKDNSGTITLEELKNGLAKQGTKLSDNEIEQ
LMEAADADGNGLIDYDEFVTATVHMNKMDREEHLYTAFQYFDKDNSGYITKDELEQAL
KEKGLYDAKEIKDIISEADTDNDGRIDYSEFVAMMKKGTGTAEPTNPKKRRDLVIE

LpCDPK20 KYUSt chr4.51266

MGNQNGTLGSDYYNRSRSEHAASRYAGAHLEEDDY SDLKKFEKPWPAFKPTAAGVLRQ
GLDPTSISVLGRKTADLREHYILGRRLGQGQFGTTYLCTEISTGCEY ACKTILKRKLIAKED
VEDVRREIQIMHHLSGHKNVVSIKDVYEDVQAVHIVMELLAGGELFDRIQGKGHYTEPE



AAGLIRIVVSIVAMCHSLGVIHRDLKPENFLLLDKDDDLSIKAIDFGLSAFFKPGEVFSELV
GSPYYIAPEVLYKRYGPESDVWSAGVILYVLLSGVPPFWAETQQGIFDAVLKGHIDFVSD
PWPKISDSAKDLIRKMLCHCPSERLTAHEVLRHPWICENGVSSDHALDPSVISRLKQFSAM
NNLKKLALRVIAERLSEEEIAGLREMFKAVDTKSKGVITFGELRKCLTGYGNELEDDEISN
VVEADDKDNDITINY EEFIAATMPLNKIEREEHLMAAFTYFDKDGSGYITADKLQRACGE
YNMEGTFLEENILEVDQNNVS

LpCDPK2]  KYUSt chr5.11142
MQPDPKGPGREKAKGNAHARLPPPVAAPTALRPASVLPHKTANVRDHYRIGKKLGQGQF
GTTYLCVAKEDGAEYACKSIPKRKLLCREDYEDVWREIQIMHHLSEHPNVVRISGAYEDA
LFVHLVMELCAGGELFDRIVAKGHYSERAAAQLIRTIVGVVEGCHSLGVMHRDLKPENF
LFASTAENSPLKATDFGLSVFCKPGDKFSDVVGSPYYVAPEVLMKSYGPEADVWSAGVIL
YILLCGVPPFWAESESGIFKQILRGKLDLETEPWPSISDSAKDLVRKMLTRDPKKRQSAHE
VLCHPWIVDDSVAPDKPIDSAVLSRLKHFSAMNKLKKMALRVIAESLSEEEIGGLKELFK
MIDTDNSGTITYEELKDGLKRVGSDLMEPEIQALMDAADIDNSGSIDYGEFLAATLHVNK
LEREENLVSAFSFFDKDGSGFITIDELSQACDKFGLSDVHLEDMIKDVDQNNDGQIDYSEF
AAMMRKGNAGGSGGSAGPRTGVAGRRTMRNSLHVNLGDIFKTGENQLEPEASHQDRKK
KKKDMASATLLKSSFLPKKAEWGAARQVAAPRVSMVVRAGAYDDELVKTAKTIASPGR
GILAMDESNATCGKRLDSIGLENTEANRQAFRTLLVSVPGLGNHISGAILFEETLYQSTVD
GKKIVDILVEQGIVPGIKVDKGLVPLTGSNDESWCQGLDGLASREAAYYQQGARFAKWR
TVVSIPNGPSELAVKEAAWGLARYAAISQDNGLVPIVEPEILLDGEHGIERTFEVAQKVW
AETFYYMAQNNVIFEGILLKPSMVTPGAECKDRATPEQVADYTLKLLSRRVPPAVPGIMF
LSGGQSEVEATLNLNAMNQSPNPWHVSFSYARALQNTCLKTWGGRPENVKAAQEALLL
RAKANSLAQLGKYTSDGEAAEAKEGMFVKNYSY

LpCDPK22 KYUSt chr5.14637
MGQCCTTGAGQAAAADAAEEAGPPAPPKSPRGDNASTNDAPAATPAGTNAAADANASA
KAPSVPVGEVLGRPMEDVRATYTIGEELGRGQFGVTYLCTNTGTGEKLACKTIAKRKLSG
KEDVEDVRREVEIMHHLSGQPNIVDLRGAYEDKHNVHLVMELCAGGELFDRIIAKGHYT
ERAAASLLRSVVGTVQTFHSMGVMHRDLKPENFLMLNRDESSPIKATDFGLSVFFKEGD
VFKDIVGSAYYIAPEVLKRKYGHEADVWSMGVMLYIFLSGVPPFWAENENAIFTAILRGE
IDFVSDPWPNISDGAKDLVRKMLHINPKERLTAIQVLNHPWIKEDGEAPDTPLDNVVLDR
MKQFVAMNQFKKAALRVIAGCLSEEEIKGLKEMFKNIDKDNSGTITLEELKNGLAKQGT
KLSDNEIQQLMEAADADGNGLIDYEEFVTATVHMNRMDREEHLYTAFQYFDKDNSGYIT
KEELEQALQEQKLYDAEEFKEVISEADADNDGRIDYSEFVAMMRKGTGGAEPSNPKKRR
DLVLE

LpCDPK23  KYUSt chr5.20983
MGNVCAGPRRSFAKNGFFSNISGSIWRNRSAGSTSPSQPTTTSRSVPLVQPTASTAPPEVKP
PEPTHTAPPAPVVISEPARPPPQPQPAPAEKEPVHSNPPPPPSPTQEQQQPSTSQPAQPQAPR
QQSRPKKPSGHIKRVSSAGLQVQSVLRRKTDNLKDKYSLGRKLGQGQFGTTYLCVDKAT
GLEYACKSIAKRKLITDEDVEDVRREIQIMHHLAGHPSIISIRGAYEDAVAVHVVMELCAG
GELFDRIVRRGHYTERQAAELARVIVAVVESCHSLGVMHRDLKPENFLFVGNEEDAALK
TIDFGLSMFFRPGEMFTDVVGSPYYVAPEVLKKNYSQEADVWSAGVIVYILLCGVPPFWA



ETEQGIFDQVLHGTLDFDSDPWPSVSEGAKDLLRKVLVRDPKKRLTAHQVLCHPWLQMS
GEAPDKPLDSAVLSRLKQFSAMNKLKKMALRVIAENLSEEEIAGLKEMFKMMDTDNSGQ
INYEELKAGLERVGANMKESEISQLMQAADIDNSGTIDYGEFIAATLHLNKVEKEDHLYA
AFQYFDKDGSGYITADELQQACDEFGIEDVRLEDMIGEVDQDNDGRIDYNEFVAMMOQKS
TAGFGKKGHHNLSFGLRDALNIKSNS

LpCDPK24  KYUSt chr5.21543
MGNCCVARPSFKRRGGGSPRHRGGRLGGANVRCFSTVSSVTDTPRAAAQPWTPLTVLGK
GLAAAESAEGLLRRYQLGEELGRGEFGLTRRCTDAVKGEKLACKSISKRKLRSSVDIEDV
RREVAIMRSLPSHANVVRLREAFEDSDAVYLVMEVCEGGELFDRIVARGHYTERAAAAV
MRTIMEVVQHCHKNGVMHRDLKPENFLYANSSEISPLKVIDFGLSVCFKPGERFSEIVGSP
YYMAPEVLKRNYGQEIDIWSAGVILYILLCGVPPFWAETDEGIAQAIIRSRIDFEREPWPKV
SDNAKDLVSKMLDNNPYARLTAQQVLEHPWIQNASAAPNIPLGEAVRSRLKQFTVMNKF
KKKALLVVAEYLPAEELEAITELFHMLDTNKDGHLTIEELRKGLQMIGNNVHDTDVDML
MEAADLDGNGTLDCKEFVTVSIHLKKIRSEEHLPRVFNYFDKNMSGFIEIEELREALSPRG
DQKAIDDIIFDVDIDKDGKISYEEFELMMKAGVDWRNTSRQYSRAVFNTLSRKMFKDVSL
KLDPSSPLSAVGKELRDVN

LpCDPK25 KYUSt chr5.38474
MGGCYSVIAASKLLOMQRRRATAAILPAPSSDEPGRCSPDNSSGDGKKKRKGKWRRSAPI
LGEADQCGPSGQCFAKRFRLGAELGRGEFGVTRRCDDAATGEALACKTIQRKRLRRRAD
ADDVRREVEILRRMSALEEGGELPVVRLREACEDAKGVHLVMELCEGGELFDRIFARGH
YTERAAAKIGRTIAQVVQLCHDNGVMHRDLKPENFLFASKSEDSPLKAIDFGLSVFFKPG
DQFTEVVGSGIYMAPEVLMRSYGPEVDVWSAGIILYILLCGVPPFWGDTDERIAESIIRGEI
NFEREPWPKVSRAAKDLVKKMLDPNPSTRLTAKQVVEHPWLKNADKAPNVSLGELVRS
RLKQFSSMNKFKKKALGIVAKSLPVEEIDNY TOQMFHTMDKDKDGSLTLEELKEGLRING
HSVPETEIQMLLEAGDIDGNGTLDCEEFVTVLLHIKKMSNEEYLPKAFKYFDKDGNGYIE
MEELMEALADDELGPNEQVVKDIIRDVDTDKKWRNVVIFDGVQPDIPGLLDTIKAEARA
WRQAGVSGLTKLLPAA

LpCDPK26 KYUSt chr6.12412
MGNTCGATLRSQYFSSFRGASQRRDPEYALVATAAAAADADSPAGKRPSRPAPAADAA
APPPATGMRRGSLAPAELTANVLGHPTPSLHDHYLLGRKLGQGQFGTTYLCTDRATGAD
YACKSIGKRKLITREDVEDVRREIQIMHHLAGHQNVVAIKGAYEDQVYVHIVMELCAGG
ELFDRIIQRGHYSERKAADLTRIVVGVVEACHSLGVMHRDLKPENFLLANKDDDMSLKAI
DFGLSVFFKPGQVFTDVVGSPYYVAPEVLRKRYGPEADVWTAGVILYILLSGVPPFWAET
QQGIFDAVLKGEIDFDCDPWSVISDSAKDLITRMLNPHPAERLTAHQVLCHPWICDHGVA
PDRPLDPAVLSRIKQFSAMNKLKRMALRVIAESLSEEEIAGLKEMFEAMDTDHSGAITYD
ELKEGMRKYGSTLKDTEIRDLMEAADVDNSGTIDYIEFIAATLHLNKLEREEHLVAAFSY
FDKDGSGYITVDELQQACKEHNMPDAFLDDVIIEADQDNRCANGDFVNLKICRLGPSELL
IEGSRFKHKTCAATTVPRAKSVVRNHLRRFHARSRRLPWSGRLEAVEERPEERGPEVGRG
KAGNKRRSDDRSRAGGGGRPQGAPERAVRSSSRAATKRRLSGAGPGGARSPSAGRGDSR
VGAGDSNAPPAWWVAREKKREARRAQEAAAPPVPPSIPELGRGRASETVAGKQPVVQG
RPEASSGPCRAVAVEEVTTPASNMECFKCGRMGHFQASCTFPPVCLLCGVEGHNSNACL



SKGKQPELRILGQAVPGESFFYLDFDEDEDEDEEVTNGAVISFRQVAFSADLSRELQHLVE
ADWDWQVQEVGRNEFAVLFPSRESLQFSTRSGRLFLPLSGTVADIRLADADPAPVELLQE
VWVKLTGVPKRMRRAGRLLAGMRMLGWPMEVDEASLRCRQPVRMRIACRNPDKLKG
VVQVFHKKQGFSIGIHVESLAGTSGSTPPRSPPQPPHPRDEDEDDDDDVDDLSPSRKDSEE
REYRAREHEGGSPTGRGVPSGSHGQATSPGGAKRSRTQPGIPEADVATVLPAVEEPLGAG
LDHRLGVEAPVGTGPAPVQSASPPFDSSTLVTADSEDTTPTGSPSKDLGGAESLVSIGVLD
SDELMREASELDEATVAQSDGPGAGVPRRRRTRGGASAQERPPHRAGRGDLGPAEGAGE
DGDQEPRPVR

LpCDPK27 KYUSt chr6.29967
MGACLSSSSSPPAGAAQRRPRKRSPRGKPADKDGGAAEARAAVEFGYERDFDARYDVG
RLLGHGQFGYTFAATERLSGDRVAVKRIDKAKMNRPVAVEDVKREVKILKALKGHENIV
NFYNAFEDDSYVYIVMELCEGGELLDRILAKKNSRYSEKDAAVVVROMLKVAAECHLR
GLVHRDMKPENFLFKSTKEDSPLKATDFGLSDFIKPGKKFRDIVGSAYYVAPEVLKRRSG
PESDVWSIGVITYILLCGRRPFWDKTEDGIFKEVLRNKPDFRKRPWPGISPSAKDFVKKLL
VKNPRARLTAAQALSHPWVREGGDASEIPVDISVLYNMRQFVKYSRFKQFALRALASTV
NEEELADLKDQFDAIDVDKSGSISIEEMRHALAKDLPWRLKGPRVLEIIQAIDSNTDGLVD
FKEFVAATLHIHQMAELDSERWGLRCEAAFSKFDLDGDGYITPDELRMHTGLKGSIEPLL
EEADIDKDGRISLSEFRKLLRTASMSNLPSPTGVPNPQAL

LpCDPK28 KYUSt chr7.25146
MGGCYSAYASSRKLHGRLGNLSFVLPVEQDAANNPAATDNSCKTGTNNPDAGATEEEEL
VTKTTAAEFARRYVLGKELGRGEFGVTRRCRDAATGESLACKTIRRHRRGGRGRGAQRK
TAGGAEAAAAARAAAAAAAAAHAADVRREVAIMRRMSSRGGAAVVRLREAREDPDGA
VHLIMDLCEGGELFDRIVARGHYSERAAANIFRTIVDVIQLCHSNGVIHRDLKPENFLFAN
KSEDSPLKVIDFGLSVFFSPGDRFTEVVGSAYYMAPEVLKRSYGQEVDVWSAGVILYILL
CGVPPFWGDNDEKIAQAILRGGIDFSREPWPRVSASAKDLIRRMLDPDPTTRLTAPQVLEH
PWLKNADTAPNVSLGEAVRSRLQQFSAMNKFKKKALGVVARNMPVEELDKYVQMFHL
MDKDKNGNLSLEELMEGLHINGQPVPESEIRMLLEAADTDGNGTLDCDEFVTVSLHLKK
MTNDEYLTAAFRYFDKDGSGFIELDELRQELGPNEQAILEIIRDVDTDKDGRISYQEFELM
MKSGTDWRNGSRQYSRANFSSLSRKLCKEASSSS



