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lransmembrane
MEPTVADVHLVPRTTKE--VPALDAACCRAASIGVVATSLVVLTLGVLLAFLSTQGFHVDHTAELRGIRWTSSLRRETSDYHRTLTPTLEALLHFLLRPLOTLSLGLEEELLORGIRARLRE
MEPTAPDLQLVPEVTKAVSVSAPDPGPCRTAVIAVVGISMAIVTLGVLSAFFSAQGAHVEHIAELHGIRFTSSLOQOENSDFYRLLTHALOQTLLHFLLRALQPLSLKQEADILOKGIQARLQE
MEPAAPDLQPVPEVTKGVPVPTPDSGCCRAAVTTVVAISVASLTLGVLSAFLSAQGVOVEHTAQLHGVREFTSLLOQENSDEYRLLTPALQTLLHFLLRALOQPLSLDQEADILOKGIQARLQG

LDLR Serase-1 +

HGISLAAYGTIVSAELTGRHKGPLAERDFKSGRCPGNSFSCGNSQCVTKVNPECDDQEDCSDGSDEAHCECGLOPAWRMAGRIVGGMEASPGEFPWOASLRENKEHFCGAATINARWLVSAA
QGLSLAAYGTIVSVELTGRCEGPVTERDLKSGHCPGNVEFSCONGQCVSKENPECDDRVDCSDESDEAQCDCGWOPAWRSAGRIVGGVEAAPGEFPWQVSLRENHEHFCGATIIGARWLVSAA
QGLSLAAYGTITSVELTGRCEGPVTERDLKSGHCPGNAFSCONSQCVSKENPECDDRVDCSDGSDEAQCDCGWQPAWRSAGRIVGGAEAAPGEFPWQVSLRENHEHFCGATI IGARWLVSAA

HCEFNEFQDPTKWVAYVGATYLSGSEASTVRAQVVQOIVKHPLYNADTADFDVAVLELTSPLPFGRHIQPVCLPAATHIFPPSKKCLISGWGYLKEDFLVKPEVLOQKATVELLDQALCASLYGH
HCENEFQDPAQWAAQAGSVHLSGSEASAVRTRVLRIAKHPAYDADTADFDVAVLELARPLPFGRYVQPACLPAATHVFPPGKKCLISGWGY LKEDFLVKPEVLOKATVELLDQSLCSSLYGH
HCENEFQDPAQWAAQAGSVHLSGSEASAVRARVLRIAKHPAYNADTADFDVAVLELARPLPFGRYVQPACLPAATHVFPPRKKCLISGWGY LKEDFLVKPEVLOKATVELLDONLCSSLYGH

SLTDRMVCAGYLDGKVDSCQGDSGGPLVCEEPSGRFFLAGIVSWGIGCAEARRPGVYARVTRLRDWILEATTKASMPLAPTMAPAPAAPSTAWPTSPESPVVSTPTKSMOALSTVPLDWVTV
SLTDRMVCAGYLDGKVDSCQGDSGGPLVCEEPSGRFFLAGIVSWGIGCAEARRPGVYTRVTRLRDWILEVTSAADMPVVPTATPAPATPSTPWPTSPESWAPNTFAKPTAAPSPVPLHPSTT
SLTDRMVCAGYLDGKVDSCQGDSGGPLVCEEPSGRFFLAGVVSWGIGCAEARRPGVYTRVTRLRDWILEVTSSADTPVVPTEAPAPITPSTPWPTSPESRVPNTTAKPTVAPTPAPLHPSTA

erase-2 *

PKLQECGARPAMEKPTRVVGGEFGAASGEVPWQVSLKEGSRHFCGATVVGDRWLLSAAHCENHTKVEQVRAHLGTASLLGLGGSPVKIGLRRVVLHPLYNPGILDFDLAVLELASPLAFNKY I
AKPQECGARPAMDKPTRIVGGISAVSGEVPWOASLKEGPRHFCGATVVGDRWLLSAAHCFNHTKVEQVQAHLGTVSLLGVGGSPVKLGLRRVALHPRYNPGILDFDVALLELAQPLVENKY I
AKPQECGARPAMDKPTRIVGGISAVSGEVPWOQASLKEGSRHFCGATVVGDRWLLSAAHCFNHTKLEQVQAHLGTVSLLGVGGSPVKLGLRSVALHPRYNPGILDFDVALLELAQPLVENKY I

QPVCLPLAIQKFPVGRKCMISGWGNTQEGNATKPELLQKASVGIIDQKTCSVLYNFSLTDRMICAGFLEGKVDSCQGDSGGPLACEEAPGVEFYLAGIVSWGIGCAQVKKPGVYTRITRLKGW
QPVCLPLATHKFPVGRKCMISGWGNMQEGNATKPDILQKASVGIIEQKMCGALYNFSLTDRMLCAGFLEGRVDSCQGDSGGPLACEETPGVEYLAGIVSWGIGCAQAKKPGVYARITRLKDW
QPVCLPLAIHKFPVGRKCMISGWGNMQOEGNATKPDILQKASVGIIEQKMCGALYNEFSLTDRMLCAGFLEGRVDSCQGDSGGPLACEETPGVEYLAGIVSWGIGCAQAKKPGVYARITRLKDW

— Serase-3 +

ILEIMSSQPLPMSPP--STTRMLATTSPRTT-AGLTVPGATPSRP-TPGAASRVIGQPANSTLSAVSTTARGQTPFPDAPEATTHTQLPDCGLA-PAALTRIVGGSAAGRGEWPWQVSLWLR
ILKAMSSDPSSMARPHTSSTRLIPSEPPKTTAAGLIIPEATTSRLATPRATIRVITRPLNTTLSARSTTTRGOQTAAPSAPGTTIHSHLPDCGLAPPGALTRIVGGSAASLGEWPWQVSLWLR
ILKAMSSDPSSTAHPHTSSTRLIPSQPPTTTAAGL-IPEASTGRPATLRATIRVITRPLNTTLSARSTTTRRQTP---APGTTVEFSHLPDCGLAPPGALTRIVGGSAASLGEWPWQVSLWLR

RREHRCGAVLVAERWLLSAAHCFDVYGDPKQWAAFLGTPFLSGAEGQLERVARIYKHPFYNLYTLDYDVALLELAGPVRRSRLVRPICLPEPAPRPPDGTRCVITGWGSVREGGSMARQLQK
RREHRCGAVLVAERWLLSAAHCFDIYGDPMOWAAFLGTPFLSSTEGQLERVARIYRHPFYNIYTLDYDVALLELAGPVRRSRLVRPICLPGPA-RPPDGARCVITGWGSLREGGSMARQLQK
RREHRCGAVLVAERWLLSAAHCFDVYGDPMQWAAFLGTPFLSSTEGQLERVARIYRHPFYNIYTLDYDVALLELAGPVRRSRLVRPICLPGPT-RPPEGARCVITGWGSLREGGSMARQLQK

AAVRLLSEQTCRRFYPVQISSRMLCAGFPQGGVDSCSGDAGGPLACREPSGRWVLTGVTSWGYGCGRPHFPGVYTRVAAVRGWIGQHIQE : 1059
AAVRVLSEQTCRRFYPVQISSRMLCAGFPQGGVDSCSGDAGGPLACREPSGQWVLTGVTSWGYGCGRPHFPGVYTRVAAVLGWIGONIQE : 1065
AAVRVLSEQTCRRFYPVQISSRMLCAGFPQGGVDSCSGDAGGPLACREPSGOWVLTGVTSWGYGCGRPHFPGVYTRVAAVLGWIGONIRE : 1061
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