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>Human

MOLKIMPKKKRLSAGR-—---- VPLILFLCOMISALEVPLDPKLLEDLVQPPTITQQSPKDYIIDPRENIVIQCEAKGKPP
PSFSWTRNGTHFDIDK-DPLVTMKPGTGTLIINIMSEGKAETYEGVYQCTARNERGAAVSNNIVVRPSRSPLWTKEKLEP
ITLOSGOSLVLPCRPPIGLPPPIIFWMDNS———-- FORLPQSERVSQGLNGDLYFSNVLPEDTREDYICYARFNHTQTIOQ
OKQPISVKVISVDELNDTIAANLSD-TEFYGAKSSRERPPTFLTPEGNASNKEELRGNVLSLECIAEGLPTPIIYWAKED
GMLPK--—--- NRTVYKNFEKTLQITHVSEADSGNYQCIAKNALG-AIHHTISVRVKAAPYWITAP-ONLVLSPGEDGTLI
CRANGNPKPRISWLTNGVPIEIAPDDPSRKIDGDTIIFSN---VQERSSAVYQCNASNEYGYLLANAFVNVLAEPPRILT
PANTLYQVIANRPALLDCAFFGSPLPTIEWFKGAKG-SALHEDIYVLHENGTLEIPVAQKDSTGTYTCVARNKLGMAKNE
VHLEIKDPTWIVKQ--PEYAVVQORGSMVSFECKVKHDHTLSLTVLWLKDNR--ELPSDERFTVDKDH-LVVADVSDDDSG
TYTCVANTTLDSVSASAVLSVVAPTPTPAPVYDVPNPPFDLELTDQLDKSVQLSWTPGDDNNSPITKFIIEYEDAMHKPG
LWHHQTEVSG--TQTTAQLKLSPYVNYSFRVMAVNSIGKS-=—=——— LPSEASEQYLTKASEPDKNPTAVEGLGSEPDNLV
ITWKPLNGFESNGPGLQYKVSWRQKDGDDEWTSVVVANVS--KYIVSGTPTFVPYLIKVQALNDMGFA-PEPAVVMGHSG
EDLPMVAPGNVRVNVVN-STLAEVHWDPVPLKSIRGHLOGYRIYYWKTQSSSKRNRRHIEKKILTFQGSKTHGMLPGLEP
FSHYTLNVRVVNGKGEGPASPDRVFNTPEGVPSAPSSLKIVNPTLDSLTLEWDPPSHPNGILTEYTLKYQPINS--THEL
GPLVDLKIPANKTRWTLKNLNFSTRYKFYFYAQTSAGSGSQITEEAVTTVDEAGILPPDVGAGKVQOAVNPRISNLTAAAA
ETYANISWEYEGPEHVNFYVEYGVAGSKEEWRKEIVNGSRSFFGLKGLMPGTAYKVRVGAV----GDSGFVSSEDVFETG
PAMASRQVDIATQGWFIGLMCAVAL-LILILLIVCFIRRNKGGKYPVKEKEDAHADPEIQPMKEDDGTFGEYSDAEDHKP
LKKGSRTPSDRTVKKEDSDDSLVDYGEGVNGQFNEDGSFIGQYSGKKEKEPAE-—==—————mm e e e e e
———————————— GNESSEAPSPVNAMNSFV

>cattle

MQLKIMPKKKRLSAGR----- APLMLFLCQMISALEVPLDPKLLEDLVQPPTITQQSPKDYIIDPRENIVIQCEAKGKPS
PSFSWTRNGTHFDIDK-DPLVTMKPGSGTLTINIMSEGKAETYEGVYQCTARNERGAAISNNIVIRPSRSPLWTKEKLEP
ITLRNGQSLVLPCRPPIGLPPPITIFWMDNS——-——- FORLPQSERVSQGLNGDLYFSNVLPEDTREDYICYARFNHTQTIOQ
QKQPISVKVISVDELNDTIAANLSD-TEFYGAKSHRQRPPTFLTPDGNTSRKEELRGNVLSLECIAEGLPTPIIYWIKED
GTLPI---—-—- NRTFYRNFKKTLQIVQVTEADSGNYQCIAKNALG-AIHHTISVTVKAAPYWIIAP-QNLVLSPEEDGTLI
CRANGNPKPRISWLSNGVPIEIAPDDPSRKIDGDTIIFSK---VQERSSAVYQCNASNEYGYLLANAFVNVLAEPPRILT
SANTLYQVIANRPALLDCAFFGSPLPTIEWFKGAKG-SALREDIYVLHENGTLEIPVAQKDSTGTYTCVARNKLGMAKND
VHLEIKDPTRIIKQ--PEYAVVQRGSTVSFECKVKHDHTLIPTVMWLKDHG--ELPNDGRFTVDKDR-LVVADVNDDDGG
TYTCVANTTLDNVSASAVLSVVAPTPTPAPIYDVPNPPFDLELTDQLDRSVQLSWTPGDDNNSPITKFIIEYEDAMHEPG
LWHHQTEVPG--TQTTAQLKLSPYVNYSFRVMAENNLGRS—-——-——- LPSEASEQYLTKAAEPDKNPTAVEGLGSEPDNLV
ITWKPLNGFESNGPGLQYKVSWRQKDGDDEWTSVVVANVS--KYIVSGTPTFVPYLIKVQALNDAGFA-PEPAAVMGHSG
EDLPMVAPGNVRVNVVN-STLAEVHWDPVPLKSIRGHLQGYRIYYWKAQSSLTRNRRHIEKKILTFQGSKTHGMLPGLEP
FSHYTLNVRVVNGKGEGPASPDKVFNTPEGVPSAPSSLKIVNPTLDSLTLEWEPPSHPNGILTEYTLKYQPINS--THEL
GPLVDLKIPANKTRWILKNLNFSTRYKFYFYAQTAAGSGIQITEEAITTVDEAGILPPDVGAG--KAVYPGISKLTTAAA
ETSANISWEYEGPELVNFYVEYGVAGSKEEWRREIVNGSRSFFGLKGLMPGTAYKVRVGAE----GDSGFVSSEDVFETG
PAMASRQVDIATQGWFIGLMCAVAL-LILILLIVCFIRRNKGGKYPVKEKEDAHADPEIQPMKEDDGTFGEYSDAEDHKP
LKKGSRTPSDRTVKKEDSDDSLVDYGEGVNGQFNEDGSFIGQYSGKKEKEPAE - ——————————— —— — — — — —
———————————— GNESSEAPSPVNAMNSFV

————— MPKKKHLSAGG-----VPLILFLCOMISALDVPLD------LVQPPTITQQOSPKDYIIDPRENIVIQCEAKGKPP
PSFSWTRNGTHFDIDK-DPLVTMKPGSGTLVINIMSEGKAETYEGVYQCTARNERGAAVSNNIVVRPSRSPLWTKERLEP
IVLONGOSLVLPCRPPIGLPPAIIFWMDNS———-- FORLPQSERVSQGLNGDLYFSNVLPEDTREDYICYARFNHTQTIOQ
OKQPISLKVISVDELNDTIAANLSD-TEFYGAKSSKERPPTFLTPEGNESHKEELRGNVLSLECIAEGLPTPIIYWIKED
GMLPA--—--— NRTFYRNFKKTLQITHVSEADSGNYQCIAKNALG-AVHHTISVTVKAAPYWIVAP-ONLVLSPGENGTLI
CRANGNPKPRISWLTNGVPIEIALDDPSRKIDGDTIIFSN---VQESSSAVYQCNASNKYGYLLANAFVNVLAEPPRILT
SANTLYQVIANRPALLDCAFFGSPMPTIEWFKGTKG-SALHEDIYVLHDNGTLEIPVAQKDSTGTYTCVARNKLGMAKNE
VHLEIKDPTRIIKQ--PEYAVVQORGSKVSFECRVKHDHTLIPTIMWLKDNG--ELPNDERFSTDKDH-LVVSDVKDDDGG
TYTCTANTTLDSASASAVLRVVAPTPTPAPIYDVPNPPFDLELTNQLDKSVQLTWTPGDDNNSPITKFIIEYEDAMHDAG
LWRHQAEVSG--TQTTAQLKLSPYVNYSFRVMAENSIGRS-=-——— MPSEASEQYLTKAAEPDONPMAVEGLGTEPDNLV
ITWKPLNGFQSNGPGLQYKVSWRQKDGDDEWTSVVVANVS--KYIVSGTPTFVPYLIKVQALNDVGFA-PEPAAVMGHSG
EDLPMVAPGNVRVSVVN-STLAEVHWDPVPPKSVRGHLOGYRIYYWKTQSSSKRNRRHIEKKILTFQGTKTHGMLPGLQP
YSHYALNVRVVNGKGEGPASTDRGFHTPEGVPSAPSSLKIVNPTLDSLTLEWDPPSHPNGILTEYILQYQPINS--THEL
GPLVDLKIPANKTRWTLKNLNFSTRYKFYFYAQTSVGPGSQITEEAITTVDEAGIPPPDVGAGKG-======————————
——————————————————————————— KEEWRKEIVNGSRSFFGLKGLMPGTAYKVRVGAE----GDSGFVSSEDVFETG
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PAMASRQVDIATQGWFIGLMCAVAL-LILILLIVCFIRRNKGGKYPVKEKEDAHADPEIQPMKEDDGTFGEYSDAEDHKP
LKKGSRTPSDRTVKKEDSDDSLVDYGEGVNGOFNEDGSFIGQYSGKKEKEPAE-—=————m e e e e e
———————————— GNESSEAPSPVNAMNSFV

————— MPKKKPLSAGR-----APLFLFLCOMISALDVPLDPKLLDDLVQPPTITQOSPKDYIIDPRENIVIQCEAKGKPP
PSFSWTRNGTHFDIDK-DPLVTMKPGSGTLVINIMSEGKAETYEGVYQCTARNERGAAVSNNIVVRPSRSPLWTKERLEP
ITLRSGOSLVLPCRPPIGLPPAIIFWMDNS———=-- FORLPQOSERVSQOGLNGDLYFSNVLPEDTREDYICYARFNHTQTIOQ
OKQPISLKVISVDELNDTIAANLSD-TEFYGAKSSKERPPTFLTPEGNESHKEELRGNVLSLECIAEGLPTPVIYWIKED
GTLPV-=——— NRTFYRNFKKTLQITHVSEADSGNYQCIAKNALG-AVHHTISVTVKAAPYWIVAP-HNLVLSPGENGTLI
CRANGNPKPRISWLTNGVPVEIALDDPSRKIDGDTIMFSN---VQESSSAVYQCNASNKYGYLLANAFVNVLAEPPRILT
SANTLYQVIANRPALLDCAFFGSPMPTIEWFKGTKG-SALHEDIYVLHDNGTLEIPVAQKDSTGTYTCVARNKLGMAKNE
VHLEIKDPTRFIKQ--PEYAVVORGSKVSFECKVKHDHTLIPTILWLKDNG--ELPNDERFSVDKDH-LVVSDVKDEDGG
TYTCAANTTLDSVSASAVLRVVAPTPTPAPIYDVPNPPFDLELTNQLDKSVOQLTWTPGDDNNSPITKFIIEYEDAMHEAG
LWRHOAEVSG--TOQTTAQLKLSPYVNYSFRVMAENSIGRS-==-=—— VPSEASEQYLTKAAEPDONPTAVEGLGTEPDNLV
ITWKPLNGFQSNGPGLQYKVSWRQKDGDDEWTSVVVANVS--KYIVSGTPTFVPYLIKVQALNDVGFA-PEPAAVMGHSG
EDLPMVAPGNVRVSVVN-STLAEAHWDPVPPKSVRGHLOGYRIYYWKAQSSSKRNRRHIEKKILTFOGSKTHGMLPGLQP
YSHYVLNVRVVNGKGEGPASADRGFHTPEGVPSAPSSLKIVNPTLDSLTLEWDPPSHPNGILTEYILKYQPINS--THEL
GPLVDLKIPANKTRWTLKNLNFSTRYKFYFYAQTSVGSGSQITEEAITTVDEAGILPPDVGAGKVRAVSPRIGNVTAAAA
ETYANISWEYEGPEHVKFYVEYGVAGSKEEWRKEIVNGSRSFFGLKGLMPGTAYKVRVGAE----GDSGFVSSEDVFETG
PAMASRQVDIATQGWFIGLMCAVAL-LILILLIVCFIRRNKGGKYPVKEKEDAHADPEIQPMKEDDGTFGEYSDAEDHKP
LKKGSRTPSDRTVKKEDSDDSLVDYGEGVNGOFNEDGSFIGQYSGKKEKEPAE - === - m e e e e e
———————————— GNESSEAPSPVNAMNSFV

————— MMKEKSISASK-----ASLVFFLCOMISALDVPLDSKLLEELSQPPTITQQOSPKDYIVDPRENIVIQCEAKGKPP
PSFSWTRNGTHFDIDK-DAQVTMKPNSGTLVVNIMNGVKAEAYEGVYQCTARNERGAAISNNIVIRPSRSPLWTKEKLEP
NHVREGDSLVLNCRPPVGLPPPIIFWMDNA-——-- FORLPQOSERVSQOGLNGDLYFSNVOQPEDTRVDYICYARFNHTQTIOQ
OKQPISVKVFST——==—————m—mm KPVTERPPVLLTPMGSTSNKVELRGNVLLLECIAAGLPTPVIRWIKEG
GELPA--—--- NRTFFENFKKTLKIIDVSEADSGNYKCTARNTLG-STHHVISVTVKAAPYWITAP-RNLVLSPGEDGTLI
CRANGNPKPSISWLTNGVPIAIAPEDPSRKVDGDTIIFSA---VQERSSAVYQCNASNEYGYLLANAFVNVLAEPPRILT
PANKLYQVIADSPALIDCAYFGSPKPEIEWFRGVKG-SILRGNEYVFHDNGTLEIPVAQKDSTGTYTCVARNKLGKTONE
VOLEVKDPTMIIKQ--POQYKVIQORSAQASFECVIKHDPTLIPTVIWLKDNN--ELPDDERFLVGKDN-LTIMNVTDKDDG
TYTCIVNTTLDSVSASAVLTVVAAPPTPAIIYARPNPPLDLELTGQLERSIELSWVPGEENNSPITNFVIEYEDGLHEPG
VWHYQTEVPG--SHTTVOLKLSPYVNYSFRVIAVNEIGRS—=—=—=—-~ OPSEPSEQYLTKSANPDENPSNVQOGIGSEPDNLV
ITWESLKGFQSNGPGLQYKVSWRQKDVDDEWTSVVVANVS--KYIVSGTPTFVPYEIKVQALNDLGYA-PEPSEVIGHSG
EDLPMVAPGNVQVHVIN-STLAKVHWDPVPLKSVRGHLOGYKVYYWKVQSLSRRSKRHVEKKILTFRGNKTFGMLPGLEP
YSSYKLNVRVVNGKGEGPASPDKVFKTPEGVPSPPSFLKITNPTLDSLTLEWGSPTHPNGVLTSYILKFQPINN--THEL
GPLVEIRIPANESSLILKNLNYSTRYKFYFNAQTSVGSGSQITEEAVTIMDEVQPLYP-===—=—————- RIRNVTTAAA
ETYANISWEYEGPDHANFYVEYGVAGSKEDWKKEIVNGSRSFFVLKGLTPGTAYKVRVGAE----GLSGFRSSEDLFETG
PAMASRQVDIATQGWFIGLMCAVAL-LILILLIVCFIRRNKGGKYPVKEKEDAHADPEIQPMKEDDGTFGEYSDAEDHKP
LKKGSRTPSDRTVKKEDSDDSLVDYGEGVNGOFNEDGSFIGQYSGKKEKEPAE - === - e e e e e
———————————— GNESSEAPSPVNAMNSFV

————— MDGKRSCSLCGGAMMIMMMMMMISHMTSALEVPLD---~---LPOPPTITNQSPKDYIIDPRENINIFCEAKGKPH
PSFSWTRNGTHFDVEK-DPKVVMMPGTGNLVIDISGE-KAEVYEGVYQCIARNEHGSAVSNNIVIRQSRSPLWSKEKNEP
ITVORGTSLILOCRPPAGLPPPIIFWMDNN=-——-— FORLPONSRVSQALNGDLYFSNVIMEDTRNDYICYARFPHTQTIOQ
OKQPITVKVLDIEAMNDTVLAAFLNGSDFWGDSPSGERVPSFLHPPGMESTTMVLKGDTLELECIADGLPTPNISWTKVN
GELPS—--—--- GRFSFYSFQKTLKIKEVTEADGGDYRCIAKNRMG-SSQHTITVVVRAAPFWISAP-ONLILAPKETGNLT
CDVDGNPKPTITWSVNGNPIESSHNDPSRKVSDGVITLSD---VQTGSSAVYQCNASNDYGYLLANAFVSVLAEPPRVLT
SLNHEYSVISNSRALLDCASFGSPLPKITWFKDSQ-~-SILNSDLYHIHKNGTLEINVAQPONSGKYTCIASNNLGNKENH
VHLOVKEPTRIIRQ--PEYKEVORNSIAVFECKVKHDPTLIPSMIWLKDNG--ELPDDPRFEVGSDS-LTIHDVTEDDEG
TYTCIRNTTLDODSASATLTVVE-==—=—=—=—— OPDPPTDLELTDQRERSVRLTWTPGDEHNSPIKLFLIQYEDSLHEPG
VWLNMTEVSG--TSTTAQLELSPYVYYSFRVLALNGVGLS—===—-~— ESSDPSRQYRTNPAKPDVNPSDVEVSGTSPDTMT
ISWRELSGLESNGPGLQYKVSWRMKD-AEQWTTVTLANVS--QHVVTGTPTFTLYEVTVQAVNDYGEG-PRPEVVLGYSG
ENSPTVAPENVKVSVQS-GTEAEVHWEAVPLSSVRGRLKGYKVTYQKMRSLHKQDYDRENPQVLIFSGEETVGRLPDLHP
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YSHYRLNIRAFNGHGDGPSSTDQQFQTPEGVPGPPTNVNIRNLNLDSLLVEWTPPLEDNGHLTGYLLKYQPINT-~-TEEA
GLLKEVLLPANETSYTLDKLTHSTHYKFFLNAMTETGSGPAVTKEAFTEVDEALIRHPAVEAGKAPPAGPMFGNVNSSVK
EDHAVISWEYLGPD-GNVYVEYVVDNSKEPWKTEFVNGTR-TFQIRGLKPGMSYRVRLVAKD--HSDATIHSTQEMLITV
PAMTNRQAEIATQGWFIGLMCAIAL-LILVLLIVCFIKRNKGGKYPVKEKEDAHQDPEIQPMKEDDGTFGEYSDTEDHKP
LK-GSRTPSNGTVKKDDSDDSLVDYGEGGDGOQFNEDGSFIGQYSGKKEKDTAE - === = e e
———————————— GNESSEAPSPVNAMNSFV

>Drosophila]

————— MWROSTILAAL-------LVALLCAGSAESKGNRPPRITKOQPAPGELLFKVAQONKESD--NPFIIECEADGQPE
PEYSWIKNGKKFDWOAYDNRMLROPGRGTLVITIPKD----EDRGHYQCFASNEFGTATSNSVYVRKAELNAFKDEAAKT
LEAVEGEPFMLKCAAPDGFPSPTVNWMIQESIDG-SIKSINNSRMTLDPEGNLWFSNVTREDASSDFYYACSATSVFRSE
YKIGNKVLLDVKOMG-=—====——————————— VSASQNKHPPVRQYVSRROSLALRGKRMELFCIYGGTPLPQTVWSKDG
ORIQWS----DRITQGHYGKSLVIRQTNFDDAGTYTCDVSNGVGNAQSFSIILNVNSVPYFTKEP-EIATAAEDEEVVFE
CRAAGVPEPKISWIHNGKPIEQSTPNPRRTVIDNTIRIIN---LVKGDTGNYGCNATNSLGYVYKDVYLNVQAEPP-TIS
EAPAAVSTVDGRNVTIKCRVNGSPKPLVKWLRASN---WLTGGRYNVOANGDLEIQDVTFSDAGKYTCYAQNKFGEIQAD
GSLVVKEHTRITQE--PONYEVAAGOSATFRCNEAHDDTLEIEIDWWKDGOSIDFEAQPRFVKTNDNSLTIAKTMELDSG
EYTCVARTRLDEATARANLIVQD=-====—=—=—=—— VPNAPKLTGITCQADK-AETHWEQOGDNRSPILHYTIQFNTSFTPAS
WDAAYEKVPN--TDSSFVVOMSPWANYTFRVIAFNKIGAS—=——=—— PPSAHSDSCTTOPDVPFKNPDNVVGQOGTEPNNLV
ISWTPMPEIEHNAPNFHYYVSWKRDIPAAAWENNNIFDWRONNIVIADQPTFVKYLIKVVAINDRGESNVAAEEVVGYSG
EDRPLDAPTNFTMRQITSSTSGYMAWTPVSEESVRGHFKGYKIQTWTE-————~— NEGEEGLREIHVKGDTHNALVTQFKP
DSKNYARILAYNGRFNGPPSAVIDFDTPEGVPSPVQOGLDAYPLGSSAFMLHWKKPLYPNGKLTGYKIYYEEVKESYVGER
REYDPHITDPRVTRMKMAGLKPNSKYRISITATTKMGEGSEHYIEKTTLKDAVNVAPATPSFS—=—=—=——- WEQLPSDNGL
AKFRINWLPSTEGHPGTHFFTMHRIKGETQWIRENEEKNSDYQEVGGLDPETAYEFRVVSVDGHFNTESATQEIDTNTVE
GPIMVANETVANAGWFIGMMLALAF-IIILFIITICIIRRNRGGKYDVHDRELANGRRDYP----EEGGFHEYSQPLDNKS
AGRQSVSSANKPGVESDT-DSMAEYGDGDTGOFTEDGSFIGQYVPGKLOPPVSPOPLNNSAAAHQAAPTAGGSGAAGSAA
AAGASGGASSAGGAAASNGGAAAGAVATYV

———————— MRLVIAQ--=-=-—---FLLITQVFAAQKNSIGPPKLLEQSGEEVWYHLDDEDLLKN---RLTLRCEADEN-T
DRYSWLKDGEPFVIDSEDVLWEKESQSGSIVFTKPHA----SHOGYYQCFASNIFGTALSNKMHLRLGSLEHFPKRDVKL
LRVKEGESLTLNCTPPRGTPDPKIVWLYRSLDDSSVIETIRSRHITVDNEGHLHFSSVELSDGKATLVYECAATSPVLRG
EYRSGDRIQLDIE-====———m—m————————— PSODKSHPVKKMSVSPSEVTVRAGGOLKLOCIFGGRPLPTIFWSKID
GELPKSRIKDLTSHESDFGRSLIVENVHPDDAGAYECRGR-—---- HLVHTVNVRVMAAPFWEFDPPRDISLPEESTGELE
CLAGGOPTPIITWSMNGKFLHELAEDSRRVLLDHGRILRVRNLNHDLDTGVYQCNASNPLGYVFANAFVHVRAHAPFFRM
PAARHWKVVLHSTVVLDCDVDAAPEAMVRWVDADDRPLQVVEGKNKLFPNHTFMVYDVNSADEGLYYCNVSNKYGINRAT
NRLOVFKPTYFVRIPTPKRLILEAGETAEVFCEAVADPRLPIRYQWTINGK--VLTESQYYEILPDR-LRFRSVRGRHSG
ITDCAAITDVDVKLASMOLIVKD=-=====—=—==—== VPAHPVVETAHCSERKATVKWVAASDHGDSIKKYIVEMFTDFKKNE
WEVINEEVNVNKETFEVDITLTPWVNYTFRVVAVNSHGRSDMKIDGOPKEDWLTCQTRPSFPYTNPTGVKGEGTEPDNLV
ISWKPLDRYYWNAPNMOQYLVRYKLDEPIHGWTEFLVEDSLANFTIIRDOQPTFRKYLIQVQOSVNSVGPSIVEPEIHHGWSG
EDVPDEAPRDFHIDTQINFTTINFTWNPVDANTVNGHFVGYEIEYWKAEN—-=——=——— TIRKYSIKIPANSTYKVINSFHA
VINYSAHIRTRNKRLRSAPSDYVSFAMPEGPPGKVHNLRVYSVGSTAILLOWDAPLOPNGRIRGYFISFONEKN——=————
-ETEETYVIHRQKHYLHEKSEPDTGYKVSVWAETRAGEGPVTLRPVRTWPARIPDAPIFRVKN-=-===————— ISLDSFV
VEWQPNNHSVWKMPGAAFFVNYTAESSKTWFOSEITIYLPYTEITIRNLKEDQKYFMOGIAKDGPRRSESVFLPIKTLNRD
YANRLKEDSLRSAAWFIAVLGVLGIGLFTICLTFCCGNKNRQEKFAVRRKEIEIG---HQODNEEEKQFLEYQYGFKN~--
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