>sp|P28908 | TNR8 HUMAN Tumor necrosis factor receptor superfamily member 8
OS=Homo sapiens 0X=9606 GN=TNFRSF8 PE=1 SvV=1
MRVLLAALGLLFLGALRAFPQDRPFEDTCHGNPSHYYDKAVRRCCYRCPMGLFPTQQCPQRPTDCRKQCEPDYYLDE
ADRCTACVTCSRDDLVEKTPCAWNSSRVCECRPGMFCSTSAVNSCARCFFHSVCPAGMIVKFPGTAQKNTVCEPASP
GVSPACASPENCKEPSSGTIPQAKPTPVSPATSSASTMPVRGGTRLAQEAASKLTRAPDSPSSVGRPSSDPGLSPTQ
PCPEGSGDCRKQCEPDYYLDEAGRCTACVSCSRDDLVEKTPCAWNSSRTCECRPGMICATSATNSCARCVPYPICAA
ETVTKPODMAEKDTTFEAPPLGTQPDCNPTPENGEAPASTSPTQSLLVDSQASKTLPIPTSAPVALSSTGKPVLDAG
PVLFWVILVLVVVVGSSAFLLCHRRACRKRIRQKLHLCYPVQTSQPKLELVDSRPRRSSTQLRSGASVTEPVAEERG
LMSQPLMETCHSVGAAYLESLPLODASPAGGPSSPRDLPEPRVSTEHTNNKIEKIYIMKADTVIVGTVKAELPEGRG
LAGPAEPELEEELEADHTPHYPEQETEPPLGSCSDVMLSVEEEGKEDPLPTAASGK
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>sp|P22083|FUT4 HUMAN Alpha-(1,3)-fucosyltransferase 4 OS=Homo sapiens
0X=9606 GN=FUT4 PE=2 SV=3
MRRLWGAARKPSGAGWEKEWAEAPQEAPGAWSGRLGPGRSGRKGRAVPGWASWPAHLALAARPARHLGGAGQGPRPL
HSGTAPFHSRASGERQRRLEPQLOQHESRCRSSTPADAWRAEAALPVRAMGAPWGSPTAAAGGRRGWRRGRGLPWTVC
VLAAAGLTCTALITYACWGQLPPLPWASPTPSRPVGVLLWWEPFGGRDSAPRPPPDCRLREFNISGCRLLTDRASYGE
AQAVLFHHRDLVKGPPDWPPPWGIQAHTAEEVDLRVLDYEEAAAAAEALATSSPRPPGORWVWMNFESPSHSPGLRS
LASNLEFNWTLSYRADSDVEFVPYGYLYPRSHPGDPPSGLAPPLSRKQGLVAWVVSHWDERQARVRYYHQLSQHVTVDV
FGRGGPGQPVPEIGLLHTVARYKFYLAFENSQHLDYITEKLWRNALLAGAVPVVLGPDRANYERFVPRGAFIHVDDF
PSASSLASYLLFLDRNPAVYRRYFHWRRSYAVHITSFWDEPWCRVCQAVQRAGDRPKSIRNLASWFER
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>sp|P03230|LMP1 _EBVB9 Latent membrane protein 1 OS=Epstein-Barr virus (strain
B95-8) 0OX=10377 GN=LMP1l PE=1 SvV=1
MEHDLERGPPGPRRPPRGPPLSSSLGLALLLLLLALLFWLYIVMSDWTGGALLVLYSFALMLITIIILITIFIFRRDLL
CPLGALCILLIMITLLLIALWNLHGQALFLGIVLFIFGCLLVLGIWIYLLEMLWRLGATIWQLLAFFLAFFLDLILL
ITALYLOQONWWTLLVDLLWLLLFLATILIWMYYHGQRHSDEHHHDDSLPHPQQATDDSGHESDSNSNEGRHHLLVSGA
GDGPPLCSQNLGAPGGGPDNGPQDPDNTDDNGPQDPDNTDDNGPHDPLPQDPDNTDDNGPQDPDNTDDNGPHDPLPH
SPSDSAGNDGGPPQLTEEVENKGGDQGPPLMTDGGGGHSHDSGHGGGDPHLPTLLLGSSGSGGDDDDPHGPVQLSYY
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>sp |PODTCS5|VME1l SARS2 Membrane protein OS=Severe acute respiratory syndrome
coronavirus 2 0X=2697049 GN=M PE=1 SvV=1
MADSNGTITVEELKKLLEQWNLVIGFLFLTWICLLOQFAYANRNRFLYTIIKLIFLWLLWPVTLACEFVLAAVYRINWIT
GGIATAMACLVGLMWLSYFIASFRLFARTRSMWSEFNPETNILLNVPLHGTILTRPLLESELVIGAVILRGHLRIAGH
HLGRCDIKDLPKEITVATSRTLSYYKLGASQRVAGDSGFAAYSRYRIGNYKLNTDHSSSSDNIALLVQ
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