PEX14

Homo sapiens:

>075381 PEX14 [Homo sapiens
MASSEQAEQPSQPSSTPGSENVLPREPLIATAVKFLONSRVRQSPLATRRAFLKKKGLTD
EEIDMAFQQOSGTAADEPSSLGPATQVVPVQPPHLISQPYSPAGSRWRDYGALAIIMAGIA
FGFHOLYKKYLLPLILGGREDRKQLERMEAGLSELSGSVAQTVTQLOTTLASVQELLIQQ
QQKIQELAHELAAAKATTSTNWILESQNINELKSEINSLKGLLLNRRQFPPSPSAPKIPS
WQIPVKSPSPSSPAAVNHHSSSDISPVSNESTSSSPGKEGHSPEGSTVTYHLLGPQEEGE
GVVDVKGQVRMEVQGEEEKREDKEDEEDEEDDDVSHVDEEDCLGVORE DRRGGDEORNEQ
VEKLRRPEGASNESERD

Pongo abelii:

>XP_024109019.1 peroxisomal membrane protein PEX14 isoform X1 [Pongo abelii]

MASSEQAEQPSQPSSTPGSENVLPREPLIATAVKFLONSRVROS PLATRRAFLKKKGLT DEE I DMAFQQS

GTAADEPSSLGPATQVVPVQPPHLVSQPYSPAGSRWRDYGALAIIMAGIAFGFHQLYKKYLLPLILGGRE

DRKQLERMEAGLSELSGSVAQTVTQLQTTLASVQELLIQQQQKIQELAHELAAAKATTSTNWILESQNIN

ELKSEINSLKGLLLNRRQFPPSPSAPKIPSWQIPVKSPSPSSPAAVNHHSSSDISPVSNESTSSSPGKEG

HSPEGSTVTYHLLGPQEEGEGVVDVKGQVFMEVQGEEEKREDKEDEEDEEDDDVSHVDEEDCLGVQREDI
NEQVEKLRRPEGASNESERD

Mus musculus:

>NP_062755.1 peroxisomal membrane protein PEX14 [Mus musculus]
MASSEQAEQPNQPSSPPGSENVVPREPLIATAVKFLONSRVRQSPLATRRAFLKKKGLTDEEIDLAFQOS
GTAADEPSPLGPATPVVPVQPPHLTPOPYSPRGSRWRDYGALAI IMAGIAFGFHOLYKRYLLPLILGGRE
DRKQLERMAASLSELSGTVAQTVTQVQTTLASVQELLROQOQKVQELAHELATAKATTSTNWILESQNIN
ELKSEINSLKGLLLNRROFPPSPSAPKIPSWQIPVKSSSPSSPAAVNHHSSSDISPVSNESTSSSPGKDS
HSPEGSTATYHLLGPOEEGEGVLDVKGQVRMEVOGEEEKREDKEDEDDEDDDVSHVDEEDVLGVOREDRE
BEBEGENEQVEKLRRPEGASNETERD

Gallus gallus:

>XP_001234697.3 peroxisomal membrane protein PEX14 [Gallus gallus]

MASSEQAEQPSQAGSSPATENAASREPLIVTAVKFLONPRVRQSPIATRRAFLKKKGLTDEEIDLAFQQS

GTSADEPQSPGPSSQLVPAQPAHPVVYNPPGSRWRDYGALAIIMAGIAFGFHQLYKKYLLPLIMGGKEDR

KQLORIESNIAEMSGSVTQTVTQLOTTLAAVQEMLIQOQQKIQELTQELAASKATTSTNWILESQNINEL

KSEIYSLKGLLLNRRQFPPSPSAPKIPSWQIPVKPSSPSNPVVANHNSSSDISPVSNESTTSSPVKENHS

PEGSKVSCHLLSTEEGNKAVIDVKSQVRMEVOGEEEKRENKRNEEEEEDDEDDDVSHVDEEECMGVQTED
INEQVEKLRRPEGASNENEID

Xenopus laevis:

>XP_018081136.1 PREDICTED: peroxisomal membrane protein PEX14-like [Xenopus laevis]
MASSDQTDOSVQGGPSLINEKIVPRDOLIATAVKFLONPRVRQS PVATRKEFLKKKGLSNEEIELALQQS
GTVHDDPGLVTHTGIPHTGPSSQLAVQQFSPPGSRWREYGALAIILAGIAFGFHOLYKRYLLPLIIGGRE
SRKQLORIESGVSEMSGSVTQTVTQLQTTLAAVQELLIQQQQKIQELSLELSASKASSSTNTILESQNIQ
ELKSEIYSLKGLLLNRRQFPPSPSASKIPAWQIPVKPPTLPSPAVLNHNSSSDISPVSNESGSSSPVKEL
HSPEGTKGSSHHLGLTEEESEIDVQTQVRMEVQGEEENEDDVVQPDEDC IGVQTEDRREGDEOENEQVDK
LRRPEGASNEMDC

Salmo salar:

>XP_014001298.1 PREDICTED: peroxisomal membrane protein PEX14 [Salmo salar]
MASSEQPDPQTQPRAPSRDDVAPREAMIATAVKFLONHKVROSPLETRKVFLKKKGLTDKEIELAIQRSG
STDEPLALTPVGPQYPLLDPQLAPIPYSPRGYRWRDYGALTVIMMGMAFGFHHLYKKY ILPLIMGSKEDK
KHLORIESNIAEMSGTLTQTVTQLQOTLATVODLLVQQOQKIHDLSQELSTSEASSSTNRILDTQTIGDL
KAEIGSLKGLLLGRRQFPASPSVPKIPSWOMPLKPDTISTSSPSINHTNSSSDISPVSNESASSSPIKDG
HHSPQDALGGPDGAHGLNGKNGVGLGGGATLPPLDLKDOVRMEVOGEEEKKEEDVKEEKEEEEEEE DD
HVDEEEHLSVPAEDRREEDEOINEQVDKLRRPEGASNESEVD

Petromyzon marinus:

>XP_032819505.1 peroxisomal membrane protein PEX14-like isoform X3 [Petromyzon marinus]
MADTEREVDAVIGNASREHLVDTAFKFLKNPRVAGSPPNIQRAFLRKKGLTDVEIEDVELRAGVHRGTSL
AHAQHLAQSPAGPPASRHSWRWRDVGALSAVIAAIGFGINRLYKWLAAVRAAEAQRLTDVESTVSAMAAS
LTHAVTQLQTSVAGTHELLSRQQKQLERLTDDTAVSKASGPLLADLRTEIASIKGLMLGRKQFPCPPNSA
AILPSWQLALKPSTSTGTTISSTMTSQDVNAATNKEQQLOPRENTDTLTGSSENVSSSDISPISHESASP
GLDSEVHTLKAEGKVNSLQSLTQNGEVGDGFIHQHQDEDEDVITEVCVLTKVEAQGENEVD

Branchiostoma belcheri:

>XP_019628140.1 PREDICTED: LOW QUALITY PROTEIN: peroxisomal membrane protein PEX14-like [Branchiostoma belcheri]
MAAPDPKSSPKDEGSPSDVPLNPEPRQOMIETAVKFLONPRVRQSAFAQRRAFLQKKGLTNEEIQLAIEK
SGTASDETNPPPPPPAQVAQSTAPVPLQPPVIVPVSPWSKWRDMGAVIVLVGGALYGLYRLFQAYLVPLW
KTRQEERQRLERIEAAVTELSASVNKTVGELQTSMGVVQQALTKQSDRVQEISMELAAGKSTARVFESQS
VSELKAEITSLKGLLLSRXVTKYLTDHYTFPPTPSPTPIIPSWOMEPVDSASSSSSKPATTSSEVSPAEQ
PLPADSNHAAETLDVAQNNGPSAQKTVSTSESSEDTSSSIVHVSNPLDDLSSGEEMEAKGQMEVKGOMEV

KGEEVTAEVNHQGEEDNREETVIKE

Drosophila melanogaster:

>NP_649253.1 peroxin 14 [Drosophila melanogaster]

MSSNNTDTGDTTVMATATSVQNDVEAGVDEQLPRESLITTAVSFLONTKVRHTTLIQKQQFLRSKGLTAH
EIQLACERAGVFTQDPNKPNPNPNTVISIGSQLHALQPQPTVLGRIREIIHSAALFSGVVYAVYIFWKQY
TAPYLFGKSKKKAVDEVLDDIDKKVETRTNDLNKEILAVRDLITTQOREHAQQLNREFSNFRSDLDAIKG
LLLNRKQFAGPVAPIAVPSIPAWQLAGS PHHHHRHSGSDDNEKGDDAGSGSGSSETEVVTKNSDSSLEIM

Hydra wvulgaris:

>XP_004208685.1 PREDICTED: peroxisomal membrane protein PEX14-like [Hydra vulgaris]
MKVDSNEDVDSKKVDVAVRFLSNPNVKSTNKESKEAFLKSKGLNDME I LNAMOKASSECETAESNKWSTF
TYFKGIVIGAGILSAANYAYKAYILPYVAHEIKDDGRIERLGESVQAMKDDIKQHTYELSSTLKDIQTVL
EKQHKVIVLLOES IQNSPFDHTTLADIKAELSNVKTMMLSRKQF PKAPFTQOSNE T PAWQRVDNKKVTDV



STDDTSSSETI

Nematostella vectensis:

>XP_032228851.1 peroxisomal membrane protein PEX14-like [Nematostella vectensis]
MADPKEANMEEATNADSKQQKIATAVKFLONPRVRSTPMSQRRAFLEKKGLTKEEIDLAVEQSGTAGDVV
SVQAPSAITPYQTQVQRVAPLPYTWRGYLGAAVIGGSLGYIIVTVFKKFILPLITHKKQKDERLRATENS
VGELSNSVMDTVGGVQTTLDSVQKLLIEQQKQIICLSADLSSTQEKVEQLPTESYSVNDLKSEITISLKGL
LLNRKAFPSPLDNSTPAGIPSWQORAVTAGADSRTTDSASTSFAASKRNKDGGQITESGTYNSSRKKASYE
SEHKSMNGEISSEKKKKTPEKKETPPEVPQEMEHSHHSNESSDTDTPNTVKSAITNENLDDAVLVDSQDI
SLQSNDTSASSLSDMSANASFNEESIAFSSTCIKVPAEASKSEELPSASAIEVD

Amphimedon queenslandica:

>XP_003385343.1 PREDICTED: peroxisomal membrane protein PEX14-like [Amphimedon queenslandica]
MAAMSSESTSAASSPEVNGASTDPIKGSFVPRDSSYSEFMRRLLPERQKLLDIAVKFLINPRVVNSNDDD
KIAFLNKKGLNEEEIYWVRQEAASRPAPSLAVPAPPTSLALTTPTQATPTLTHLVIRGVLVGSMFGIFIY
WIKGVVSKWFDSLKVOQERHQVLEERVQEIRTTLETTMQELOQTTLSIKVLLERQQEQITQLSSTQSNVV
ASNELRTINSELSTLKGLLLNRHQFPTPQKDNLSLPPGIPSWQRNTSLPPLNTTNGSSKEQEEASGDGGG
GGGESSTGTTVQONSNNDNNDEEDDD
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