TRF1

Homo sapiens:

>sp|P54274.3| TERF1_HUMAN RecName: Full=Telomeric repeat-binding factor 1; AltName: Full=NIMA-interacting protein 2; AltName: Full=TTAGGG repeat-binding
factor 1; AltName: Full=Telomeric protein Pin2/TRF1

MAEDVSSAAPS PREGADGRDADPTEEQMAE TERNDEEQFECQELLECQVQVGAPEEEEEEEEDAGLVAEA

EAVAAGWMLDFLCLSLCRAFRDGRSEDFRRTRNSAEAI THGLSSLTACOLRTIYICQFLTRIAAGKTLDA

OFENDERITPLESALMIWGSIEKEHDKLHEEIQNLIKIQATAVCMENGNFKEAEEVFERIFGDPNSHMPF

KSKLLMIISQKDTFHSFFQHFSYNHMMEKIKSYVNYVLSEKSSTFLMKAAAKVVESKRTRTITSQDKPSG

NDVEMETEANLDTRKSVSDKQSAVTESSEGTVSLLRSHKNLFLSKLOHGTQQODLNKKERRVGTPQSTKK

KKESRRATESRIPVSKSQPVTPEKHRARKROAWLWEEDKNLRSGVRKYGEGNWSKILLHYKFNNRTSVML

KDRWRTMKKLKLISSDSED

Pongo abelii:

>PNJ54419.1 TERF1l isoform 3 [Pongo abelii]

MAEDVASAAPS PREGADGRDADPTEEQMAE TERNDEEQFECQELLECQVQVGAPEEEEEDAGLVAEAEAY
AAGWMLDFLCLSLCRAFRDGRSEDFRRTRNSAEAI THGLSSLTAYQLRTIY ICOFLTRIAAGKTLDAQFE
NDERITPLESALMIWGSIEKEHDKLHEEIQNLIKIQATIAVCMENGNFKEAEEVFERIFGDPNSYMPFKSK
LLMIISQKDTFHSFFQHFSYNHMMEKIKSYVNYVLSEKSSTFLMKAAAKVVESKRTGTITSQDKPNGNDV
EMETEANLDTRKSVSDKQSAVTESSEGTVSLLRSHKNLFLPKLOHGTEQQDLNKKERRVGTLOSTKKKKE
SRRATESRIPVSKSQLVTPEKHRARKROAWLWEEDKNLRSGVRKYGEGNWSKILLHYKFNNRTSVMLKDR
WRTMKKLKLICSDSED

Mus musculus:

>NP_033378.1 telomeric repeat-binding factor 1 isoform 1 [Mus musculus]
MAETVSSAARDAPSREGWTDSDSPEQEEVGDDAELLQCQLQLGTPREMENAELVAEVEAV; WMLDFLC
LSLCRAFRDGRSEDFRRTRDSAEAITHGLHRLTAYQLKTVYICQFLTRVASGKALDAQFEVDERITPLES
ALMIWNSIEKEHDKLHDEIKNLIKIQAVAVCMEIGSFKEAEEVFERIFGDPEFYTPLERKLLKIISQKDV
FHSLFQHFSYSCMMEKIQSYVGDVLSEKSSTFLMKAATKVVENEKARTQASKDRPDATNTGMDTEVGLNK
EKSVNGQQOSTETEPLVDTVSSIRSHKNALSQLKHRRAPSDFSRNEARTGTLQCETTMERNRRTSGRNRLC
VSENQPDTDDKSGRRKRQTWLWEEDRILKCGVKKYGEGNWAKILSHYKFNNRTSVMLKDRWRTMKRLKLIT
S

Gallus gallus:

>NP_989711.2 telomeric repeat-binding factor 1 [Gallus gallus]
MSEAGREREGGLVPFLPSALAEAVAADWVLEFSCCCLCRYFVEECEAEFRRWRDVAQAVSNGFSKVTTHQ
KKMVYLCQLLIRIAEGKRLECHFENDTTISPLESALSFWTLLEREESKLNTLHEEIRRLIQIQVVAVYME
KGYYKEAAEVLERLFTDSESHKPLRMKLAAIVKSKDPYVPLLOSFSYSLLLSKVKSYVKLFLKENRTNFL
LQAATKQVESEGGEVRVLONKTLNVKEERENNLEAKQRPAEELRSTTDWLTGDISSRVRPPSKKGCRTSS
VORLKDLKNVEERGDDLPCSRRRQPWTYEEDKKLKSGVREFGVGNWTKILIHGDENNRTSVMLKDRWRTL
CKIK

Xenopus laevis:

>ABA29525.1 telomeric repeat binding factor 1 [Xenopus laevis]

MEEETDGPPFDDTAAVATNWMCDFMFASMCFYFREDRTEDFQRSTHMLEWLLEGSQKIDAHRKTIPIAQF
LMRVAEGKNLDSQFDTDESLTPLETALMAFNQIEEEEDLKHLHEEIELLLKVQAVVTCMEKGRFKLSAET
LDRLFKESGSNKYLRMKLTMLIEKKDPYHEFLONFTYAQMMKKIKSY IALKMKERPSVFLLKAAAKVVEA
TAKEELDIQSQESEDCEQQTNESLENKDDNSSSEYEERDVLSLSNINHVENKDVSSSDYEEATEQLKVCN
RDINQNELTNTTNIQETTEKSTKRHQRRLFSIAQRTPWNPDKPCTSKRLLSSINIGKNSKENQENVKDSR
TEKPLNSKKRQHWTWEEDELLKKGVRKFGVGNWSKILLHYEFRNRTGVMLKDRWRTMKRLKIVDSDCDL

Salmo salar:

>XP_014015369.1 PREDICTED: telomeric repeat-binding factor 1 [Salmo salar]
MEADPNNRTLTITSTTDENVCFSDVATVAKRWMIDFSFVSLCQFFKEGKFEEFNQTISTLETIIDGSPHL
NTEQKQKRQICGFLARIMHGKHLDVSFDRDERLSPLMSAVRVWASQKETVANLSLFQHVTNLLYVQSVAV
CLEKGDCGM. LKWLEEECEIPQNLGIKLSLIVSKRDTYHPFLLNFSWNRLLENIQTFLDRFLEEHPS
DFLLQAATKVVKAGQETGEDSETQEASYTTSRSSEHSKVNQETSVLMRPKKKLLSTRNIHPWKPESGKKP
ALTFMRKRVSTRLTYRRALPETTLNTTSLSNTTLNTNATRKTHGRWPWDLDMALKAGVKRHGEGKWSRIL
QEHDFQGRTGVQLKDRWRVLKKAHKVNSS

Petromyzon marinus:

>XP_032808952.1 uncharacterized protein LOC116941715 isoform X1 [Petromyzon marinus]
MAEVRDGLVSEYLSAPLLRERGDRLLFDHLYRLAAAYFELGDYERLSGVYRAASGALQFLREEQPROVQW
KLIQLMEMVMRGQFFDPVREGNQMLLEGAVEMVDMLGRECQLEPEVTQEVTRILRLKLLTEAR RNE
QLOTDLVDPWYSLDLKPHILRFIDSVPQSSQASSYVQLLKESLPQETPPANKTNGGKFLHKDHIKEAFLS
IADCREDAFNTFEVLLLTDVPPLSLKLALPAM ESSPGSERREDSSVPEG. NNSVAPARVISVPQK
QLSPAKRLMGPETPRHVPEDSREEKEKVVAPLQATPPSPPRPPPLSPLLLSDSEELLPMRIVQSKRSDQS
TAEAACDDAHQMSTTDFIPSTYEEIPPTAPAKDVAGPGSTPPILAIIGRKRTRSDSPRVVEEAAATPRLV
EDGEVAGPSKPRAATISPAKATCGKWDKGHGHPTRNHVERNGRFPGDGFSSAEIRRLSPLMIKDEWSDEE
DLFGPSKVAGRQSKFGSSARKKKMWTETETQCLKEGVARFGVGNWSKIKRHYSLSRTAVQLKDRWRNISK

Branchiostoma belcheri:

>XP_019634930.1 PREDICTED: telomeric repeat-binding factor 2-like [Branchiostoma belcheri]
MIIFICRYEEDGDITALESALPIFDSLVSDFAVPEDQVSEARGLVMTQSVLVCCRGGDFQAAEQVFSRVW
VPGAATTAKRKKLRSKVQEVMRSGNPDHSLVQVRCSYDKFLTWMIQFLHLIVDGFSLPFLLKAAQRVLRA
RIDAGDGTEAPEESLSQSESDSDMYETPSENEAPPKEQEEEFVFNSPALLRECFLVMAKEERSGSEWTDV
NGYDYRNLRGDLAKSREAKTSG. EKDLEQNREEKTSGSGVRKSPRKHQQAAKNSEPTERRSPRKKTSS
ETTGRHEFATHGAVQSRGEKRKQQTDEENFEKTENRKKTQTTSAPSTDRNNPGRMQKSGDTGKDIRYWMT
SDQPSTSGVRKKVHKQAERRTLVESDSESSEEETRKENVTQGSKKRPRDRPEYGNGVKETWSSDEETFRA
PVKKKYYIYDSDSDSSENFPSALPCSAASLVVPRRLVQKREPLDITSKGQVRSRFRWAEYEVENLIKGVQ
EYGVGHWSEILDNYRFKNRTNVNLKDKWRQLVKSGTVREFP

Drosophila melanogaster:

No homolog found.



Hydra wvulgaris:

>XP_012558972.1 PREDICTED: putative uncharacterized protein DDB_G0282499 [Hydra vulgaris]
MSEQQDTLYNTDFLIMEYFAHKIIKMFLEEYKGCINNNMVHLMNAWKVMVHSSDGIFSDEMRNLYILISL
IVTCCFSSISQVDQLNLMLEMINTQGQEFQSATEDVSNVCKFLHTKIFLKLLDNGCGKGAKQYLRDHDVL
CRDSLEQLVSKDSLPENLKPENLKNVCFSYVSEVYKKIPRSRLVLLFDNFMKEKNNTRFKGKSFLDKVDE
SDIDISKEVENALPQSQVMTLIPKETDTTYSSSSEPMPNSYQSSTTYVEKESGTFKDSPCIPTKHKLSND
SFKETVDLKYSKNHLRKSFKYKGSYKIYNTRSDKKVTSNLNSHMYISDFKKSFTRDNSKKSDDDMIFDDV
RSDISDSQTENLGIKCYVDINKVISPKYIEKKNNDTQNIYCEQNRSNNDNNETEKNNTSNHSSKLQIGCQ
NLTELSNNENFCSVVSNNSIFGGKKKVKVENIHTNNKACHILTNNQINYNYKNLKTKNSDQQTSADSDDI
YIKTSADLACVKNIDSLREDVTSKDTSIVTPASLKKLLGDEQQNDSKVVFECVCQSSKEKTVSSSVANKK
SIVNSDESGTSCKWSDDEFEVKYNPTVRVPFSKDEEKY IKEGIKKFGIGNWCKIKRSYPFHPNRTNVSIK
DKYRTMKRQGIL

Nematostella vectensis:

No homolog found.

Amphimedon queenslandica:

No homolog found.
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XP_012558972.1[H.vulgaris]
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