NKD2

Homo sapiens:

>NP_149111.1 protein naked cuticle homolog 2 isoform 1 [Homo sapiens]
MGKLOSKHAAAARKRRESPEGDSFVASAYASGRKGAEEAERRARDKQELPNGDPKEGPFREDQCPLOVAL
PAEKAEGREHPGOLLSADDGERAANREGPRGPGGQRLNIDALQCDVSVEEDDRQEWTFTLYDEDNCGKVT
REDMSSLMHT I YEVVDASVNHSSGSSKTLRVKLTVS PEPS SKRKEGPPAGQDRE PTRCRMEGELAEEPRV
ADRRLSAHVRRPSTDPQPCSERGPYCVDENTERRNHYLDLAGIENYTSRFGPGSPPVOAKQEPQGRASHL
OARSRSQEPDTHAVHHRRSQVLVEHVVPASEPAARALDTQPRPKGPEKQFLKSPKGSGKPPGVPASSKSG
KAFSYYLPAVLPPQAPQDGHHLPQPPPPPYGHKRYROKGREGHS PLKAPHAQPATVEHEVVRDLPPTPAG
EGYAVPVIQRHEHHHHHEHHHHHHHHHFHPS

Pongo abelii:

>XP_002815428.2 protein naked cuticle homolog 2 isoform X1 [Pongo abelii]
MGKLOSKHAATARKRRESPEGDSFVASGYACGRKSSEEAERRARDKQELPNGDPKEGPFREDQCPLEVAL
PPEKAEGREHPGQLLSADDGERAANREGPRGPGGQRLNIDALQCDVSVEEDDRQEWTFTLYDFDNCGKVT
REDMSSLMHT I YEVVDASVNHSLGS SKTLRVKLTVSPEPS SKRKEGPPAGQDRE PTRCRMEGELAEEPRV
ADRRLSAHVRRPSADPQPCSERGPYCVDENTERRNHYLDLAGIENYTSRFGPGSSPVQAKQEPQGRASHL
OARSRSQEPDAHTVHHRRSQVLVEHVVPASEPAARALDPQPRPKGPEKQFLKSPKGSGKPPGVPASSKSG
KAFSYYLPAVLPHOAPQDGHHLPQPPPQPPPPPYGHKRYROKGREGHS PLKAPHAQPATVEHEMVRELPP
TPAGEGFAVPVIQRHEHHHHHEHHHHHHHHHFHPS

Mus musculus:

>BAB25908.1 unnamed protein product [Mus musculus]
MGKFQSKHAAAACKRRESPBGDSFVVPAYGSGRRGAEETDRRAGSGVEHRSRDKQELLNGDPKEGPFWDD
KGSLEVVLPPEKSEGHEGQGQLFSTDDGEKAASREGPLRLSKKHLNIDALQCDVSVEEDNRQEWTFTLYD
FDNSGKVTREDMSSLMHTIYEVVDASVNHSSGSSKTLRVKLTVSPEPSSKKECPLTGODREPTRGRTEIE
LTDEPRVADRRLSAYSRKPNADPQPCSVRVPYCVDENTERRNHYLDLAGIENY TSKFGPGSPPEQARQEH
HGRATHIPSRSRSQESDAHAIHHRRSQVLAEHVIPASEPATRALAAQPRIKGQEKQFLRSPKGPGKPLGT
PGSGKPGKALSYCLQAVPLPQSAQDGHHLPQPPPQPPPQPYGHKRYROKAREGHS PLKGHGOPTMVEHEV
VRDLPPMLGPEGYVMPVVQRHEHHHHHEHHHHHHHHHFHPS

Gallus gallus:

>XP_040536747.1 protein naked cuticle homolog 1 isoform X1 [Gallus gallus]
MGKLHSKHAAVCKPRESPBGDSFAVNASLARKGLEDWMVKQKY SGGSGSSSGGSSSGLOGCQHRAACGLS
SGRDLSGEGYRDSIGDEHFHLEVALPPEKTDGVCSGDEKKAEKESDTRTGSKKQLKFEELQCDVSVEEDN
ROEWTFTLYDFDNNGRVTREDITSLLHTIYEVVDASVNHSPSSSKTLRVKLTVAPDGSQKKKSILLNHTD
LOSARHRAESKANEELRSSEKKQRASLRYHQSENNPEQSECYRHCVDENIERRNHYLDLAGIENYTSKEG
PGSPPARAQKQDPPSRVVSQTRSRSHEPETFHAHHRKSQVVDPSHINLAESSYAKIAEIQQRLRNQDSNKH
FVRSPKAQGKNVAPVHSGRAVRNKPFQGGAMPMASPSARVGONLPYLPLQOSQQVHKKHKQRAKENHQOMCK
TFQSPGTVVEKEHVRDLPTVILYEGQVGOMIQRHEHHHHHEHHHHYHHEFYQT

Xenopus laevis:

>XP_041417043.1 protein naked cuticle homolog 1 isoform X6 [Xenopus laevis]
MGKLYSKHAAVCKPRESPEGDSFAVNACLARKGIEDWIVKQKPPNSSLKTGYRITQRDSNGDICKYNIAN
EHFHLEVALPEEKSEGLFTSDDRKVDKDNDGRVKKQHKFEELQCDVSVEEDNRQEWTFTLY DFDNSGRVT
REDITRLLHTIYEVFDASVNHSLSSSKTLRVKLSLAPDATLKKRTVLVNHAELQNGRHRSECKVTENLRG
SEKKQQGSGRLENVTEQTECLRQCVDENIERRNHYLDLAGIENY TSRFGPGSPPMCEKHDSQAKASNOMR
SRSHEPETISFHHRRSQALDTGNSNMTELSHVKVAEVQORORGQENNKHFVRSPRASNKNGHLSTSQPGR
TRNKPSQGVSMPVNPPSAFMGQSYLYHPVPPQSVHRKSKQKTKDGHOMRKAFQS PVNVVEKEHVRDLPSM
VLYDDQVGHMIQRHEHHHHHEHHYHYHHFYOQK

Salmo salar:

>XP_014031575.1 protein naked cuticle homolog 1 isoform X2 [Salmo salar]
MGKLHSKHAAICKPRESPEGDSFVVNACLARKGIDDWLVKQKYYCTGSRLEQQODCHHTNKCGLSTRDLLD
KACAEGISDEHYRLEVALPPEKTVDSCCVEEKMOGRGSQAPTGTQKQLOFEELECAVSVEEDNRQEWTFT
LYDFDNNGKVTREDITSLLHTIYEVVDTSVNHSPSSSKTLRVKLSVAPDSSQRWQSCTQGTADMPHPRTK
TDKCIEDLKSAEKKSRALLRRHHSDHHTIQHQVLTQQGQGOSRGCQRHCVDENLERRNHYLDLAGIENYT
SRFGAAPTTEPVKAEPQTRPSNQTRSRSHEPENGHTYSHHRRSQVAMES SAAPGPDTLCPPRPSKDSGKH
ALRSPKTHSRTHPTQTTTGRVMRSRGAPPPPALPSQAPPHQSSAPYRRHKQRAKEGQQQYRALGAPVGSYV
VEKEQVRVLPSVLLYEGGLAQMVORHEHHHHHEHHHHYHHFYQS

Petromyzon marinus:

>XP_032830383.1 protein naked cuticle homolog 2 [Petromyzon marinus]
MGKFQSKQACRRRESPEGDSFVVNAYANRRGLEDVPASVLPPAYRDVLYCGGVAKELFPEEVSSLSTLQT
PLSPGEDEAEDDGGGGDATDKKPADKAALNALNFQOELQCDVLVQDNNRQEWTFTLYDFDSSGEVTREDI
SSLMHTIYEVVGTSVNHSTGNSKTLRVKLTVTPDPGQORRRGAPHGIVDQPPSHGQGEETATPEEARQPQ
KQQOPQOQQQPQOOPQQOQQPEHPALRYARAKHGHAVS I SGRSRENKNTLT IKTRT PQOERAGWETSPSPRQ
PAGGNPGCRRCGNGGSEMLTPSPGIQEVVGSILTLTPADGYFCVLINLAFHEGDGSVCGGPVVAASHGLA
EGPPPGCPLLPPVRRHCPRVITCPLVLFFPPPFASTVRVQCMPNMSDLFARRRHNSGQPQGSATARHCYC
VDENVERRNHYLDLAGMESYGTPACSPTQAGS PRUSRRRNAQHDPDTPAGQHGRRETVLHORNRTPQDPS
TAAAAAAAAAATTTTAARYVSRSSRTKGPAVTQAASSRPGRORGRSVPAYVQPLRPVGVOOOOAQQQ000
OPQQOHKKHRQRGREGCLSPGRPPYYQTRAPAPGVPDVRWLEQPQHQHHHOHLOOOOOOQLHVOOQQPGA
MQTSMLVPVMQRHEHHHYHEHHHHHHYHHYHET

Branchiostoma belcheri:

>XP_019629286.1 PREDICTED: protein naked cuticle homolog 2-like isoform X2 [Branchiostoma belcheri]
MGKLQSKHACKRRESPEGDS FVVNAHFNTGRYRGIEDFIARQKNATGLOLATYKGGRQPPEPPAQEMEKA



GGCKPVPVGMADDCFPLEVQLPPETPDPGRRTPFYVVGPNDGDSKSSVEEGEKPGLHVEEFECGVSVEGS
DKQEWTFTLYDFDGKGKVTQEDFATLLHSIYEMVGNSVHLPSKSSSKGNKNKTLKLRLTVSPPKNGKAPE
KRVETEMEQEVAKDEDGDSGNEGMSEGCETPTRKKSCSANDQMRKLNLHEFVQKSIEKQQOQOQQHRIAQL
RRHHSDSHNHHHHSADEVRRHRHSHHRPPSRQRQQQPLQRAREPRPPQPLPGPGRRGEPQQRSHHGDVY I
LKFPRKQPFSIKVKRPRGPPQVKVT

Drosophila melanogaster:

>NP_001262029.1 naked cuticle, isoform B [Drosophila melanogaster]
MAGNIVKWWKHKILGGYKQFSVQECTTDSEELMYHQVRASSSCSAPPDLLLVSERDNNIQLRSPVVNIIT
TPPGNASGAGSKQQSHHQTNHHSSGRSHPGHTAHPQDVSSGGSHSKHLRISSTSNGKHGKYSNMQOQLPQ
DEDVVDAAATMOQQOQHTGHAHSRHLHHHKEERIRLEEFTCDVSVEGGKSSQPLQFSFTFYDLDGHHGKIT
KDDIVGIVYTIYESIGKSVVVPHCGSKTINVRLTVSPEGKSKSQPVVPVPVAAGFSSSHASKLKKLPTGL
AAMSKPLAGGGVGSGGASALTTSAGNRRQHRYRPRKLIKSDDEDDDSNSEKEKDAAHAPAADQPSGSGTK
ATGKSHHHQSQSARYHQKNNSRAEQCCTEQNTPDNGHNTYENMLNLKCCKPEVDQVDCPSHRQHHQSHPN
HQMRQODIYMKQATQRVKMLRRARKQKKTPSQCESHTATGSTTTTTTTATPTLQYGLENTHVNYQPQSGR
PAVAAQLQSTHGGAHHPQHSSSSAGHRGQRSAAPPHSSHSSQPPQPPRASPTAHTYLPSAVGH

Hydra wvulgaris:

No homolog found.

Nematostella vectensis:

>XP_032232724.1 protein naked cuticle homolog 2 isoform X4 [Nematostella vectensis
MGKKY SKQAWI SREGBEGDEV I ENDTTTHSCAVSTSAYEELSRAPS SHTADFTYKGY PVNLEWPLDYEEK
ELPSKKDFFYDDFPLEVVELPDLPDGKNVEISFEREGLVEASTQTKPLKQETPECGMSVKSASSDHOEWS
YTLYDFEGQGQVTREDLRNLVKSIYEVLGKSVNNSRNQPKDPLKKLRVRLSVSKERGKGTEGDVPSRHEY
TISAMATENKAPKKSTRTYHMERCDSMTVNPPSLENIPDKRKMVSLIMEQPGPTNGINCQSHROKISCKR
SSANRPAKPAVTAANTGNMDTPVVNDRGMY SCPKRMOTGPGECNPPSPKEANDLSRVKQWVDQLCAAHEL
ETVTRSKHRKSYRHTCROGEPRHDLHRCPQYLDLATDHITYPYHVESQACLFGAASPKPHRRPKRGHHHS
CKYNKDEVMCORT IVHRHEHHHSHHHYHHYEKQEPSNK

Amphimedon queenslandica:

No homolog found.
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