
                         SEQUENCE LISTING

<110>  AlphaCore Pharma LLC

 

<120>  METHODS OF TREATING AND PROTECTING AGAINST CARDIAC DISEASE, 

       CARDIOVASCULAR DISEASE AND RELATED CONDITIONS AND SYMPTOMS

<130>  LCAT-200-WO-PCT

<160>  3     

<170>  PatentIn version 3.5

<210>  1

<211>  440

<212>  PRT

<213>  Homo sapiens

<400>  1

Met Gly Pro Pro Gly Ser Pro Trp Gln Trp Val Thr Leu Leu Leu Gly 

1               5                   10                  15      

Leu Leu Leu Pro Pro Ala Ala Pro Phe Trp Leu Leu Asn Val Leu Phe 

            20                  25                  30          

Pro Pro His Thr Thr Pro Lys Ala Glu Leu Ser Asn His Thr Arg Pro 

        35                  40                  45              

Val Ile Leu Val Pro Gly Cys Leu Gly Asn Gln Leu Glu Ala Lys Leu 

    50                  55                  60                  

Asp Lys Pro Asp Val Val Asn Trp Met Cys Tyr Arg Lys Thr Glu Asp 

65                  70                  75                  80  

Phe Phe Thr Ile Trp Leu Asp Leu Asn Met Phe Leu Pro Leu Gly Val 

                85                  90                  95      

Asp Cys Trp Ile Asp Asn Thr Arg Val Val Tyr Asn Arg Ser Ser Gly 

            100                 105                 110         

Leu Val Ser Asn Ala Pro Gly Val Gln Ile Arg Val Pro Gly Phe Gly 

        115                 120                 125             

Lys Thr Tyr Ser Val Glu Tyr Leu Asp Ser Ser Lys Leu Ala Gly Tyr 

    130                 135                 140                 



Leu His Thr Leu Val Gln Asn Leu Val Asn Asn Gly Tyr Val Arg Asp 

145                 150                 155                 160 

Glu Thr Val Arg Ala Ala Pro Tyr Asp Trp Arg Leu Glu Pro Gly Gln 

                165                 170                 175     

Gln Glu Glu Tyr Tyr Arg Lys Leu Ala Gly Leu Val Glu Glu Met His 

            180                 185                 190         

Ala Ala Tyr Gly Lys Pro Val Phe Leu Ile Gly His Ser Leu Gly Cys 

        195                 200                 205             

Leu His Leu Leu Tyr Phe Leu Leu Arg Gln Pro Gln Ala Trp Lys Asp 

    210                 215                 220                 

Arg Phe Ile Asp Gly Phe Ile Ser Leu Gly Ala Pro Trp Gly Gly Ser 

225                 230                 235                 240 

Ile Lys Pro Met Leu Val Leu Ala Ser Gly Asp Asn Gln Gly Ile Pro 

                245                 250                 255     

Ile Met Ser Ser Ile Lys Leu Lys Glu Glu Gln Arg Ile Thr Thr Thr 

            260                 265                 270         

Ser Pro Trp Met Phe Pro Ser Arg Met Ala Trp Pro Glu Asp His Val 

        275                 280                 285             

Phe Ile Ser Thr Pro Ser Phe Asn Tyr Thr Gly Arg Asp Phe Gln Arg 

    290                 295                 300                 

Phe Phe Ala Asp Leu His Phe Glu Glu Gly Trp Tyr Met Trp Leu Gln 

305                 310                 315                 320 

Ser Arg Asp Leu Leu Ala Gly Leu Pro Ala Pro Gly Val Glu Val Tyr 

                325                 330                 335     

Cys Leu Tyr Gly Val Gly Leu Pro Thr Pro Arg Thr Tyr Ile Tyr Asp 

            340                 345                 350         



His Gly Phe Pro Tyr Thr Asp Pro Val Gly Val Leu Tyr Glu Asp Gly 

        355                 360                 365             

Asp Asp Thr Val Ala Thr Arg Ser Thr Glu Leu Cys Gly Leu Trp Gln 

    370                 375                 380                 

Gly Arg Gln Pro Gln Pro Val His Leu Leu Pro Leu His Gly Ile Gln 

385                 390                 395                 400 

His Leu Asn Met Val Phe Ser Asn Leu Thr Leu Glu His Ile Asn Ala 

                405                 410                 415     

Ile Leu Leu Gly Ala Tyr Arg Gln Gly Pro Pro Ala Ser Pro Thr Ala 

            420                 425                 430         

Ser Pro Glu Pro Pro Pro Pro Glu 

        435                 440 

<210>  2

<211>  416

<212>  PRT

<213>  Homo sapiens

<400>  2

Phe Trp Leu Leu Asn Val Leu Phe Pro Pro His Thr Thr Pro Lys Ala 

1               5                   10                  15      

Glu Leu Ser Asn His Thr Arg Pro Val Ile Leu Val Pro Gly Cys Leu 

            20                  25                  30          

Gly Asn Gln Leu Glu Ala Lys Leu Asp Lys Pro Asp Val Val Asn Trp 

        35                  40                  45              

Met Cys Tyr Arg Lys Thr Glu Asp Phe Phe Thr Ile Trp Leu Asp Leu 

    50                  55                  60                  

Asn Met Phe Leu Pro Leu Gly Val Asp Cys Trp Ile Asp Asn Thr Arg 

65                  70                  75                  80  

Val Val Tyr Asn Arg Ser Ser Gly Leu Val Ser Asn Ala Pro Gly Val 

                85                  90                  95      



Gln Ile Arg Val Pro Gly Phe Gly Lys Thr Tyr Ser Val Glu Tyr Leu 

            100                 105                 110         

Asp Ser Ser Lys Leu Ala Gly Tyr Leu His Thr Leu Val Gln Asn Leu 

        115                 120                 125             

Val Asn Asn Gly Tyr Val Arg Asp Glu Thr Val Arg Ala Ala Pro Tyr 

    130                 135                 140                 

Asp Trp Arg Leu Glu Pro Gly Gln Gln Glu Glu Tyr Tyr Arg Lys Leu 

145                 150                 155                 160 

Ala Gly Leu Val Glu Glu Met His Ala Ala Tyr Gly Lys Pro Val Phe 

                165                 170                 175     

Leu Ile Gly His Ser Leu Gly Cys Leu His Leu Leu Tyr Phe Leu Leu 

            180                 185                 190         

Arg Gln Pro Gln Ala Trp Lys Asp Arg Phe Ile Asp Gly Phe Ile Ser 

        195                 200                 205             

Leu Gly Ala Pro Trp Gly Gly Ser Ile Lys Pro Met Leu Val Leu Ala 

    210                 215                 220                 

Ser Gly Asp Asn Gln Gly Ile Pro Ile Met Ser Ser Ile Lys Leu Lys 

225                 230                 235                 240 

Glu Glu Gln Arg Ile Thr Thr Thr Ser Pro Trp Met Phe Pro Ser Arg 

                245                 250                 255     

Met Ala Trp Pro Glu Asp His Val Phe Ile Ser Thr Pro Ser Phe Asn 

            260                 265                 270         

Tyr Thr Gly Arg Asp Phe Gln Arg Phe Phe Ala Asp Leu His Phe Glu 

        275                 280                 285             

Glu Gly Trp Tyr Met Trp Leu Gln Ser Arg Asp Leu Leu Ala Gly Leu 

    290                 295                 300                 

Pro Ala Pro Gly Val Glu Val Tyr Cys Leu Tyr Gly Val Gly Leu Pro 



305                 310                 315                 320 

Thr Pro Arg Thr Tyr Ile Tyr Asp His Gly Phe Pro Tyr Thr Asp Pro 

                325                 330                 335     

Val Gly Val Leu Tyr Glu Asp Gly Asp Asp Thr Val Ala Thr Arg Ser 

            340                 345                 350         

Thr Glu Leu Cys Gly Leu Trp Gln Gly Arg Gln Pro Gln Pro Val His 

        355                 360                 365             

Leu Leu Pro Leu His Gly Ile Gln His Leu Asn Met Val Phe Ser Asn 

    370                 375                 380                 

Leu Thr Leu Glu His Ile Asn Ala Ile Leu Leu Gly Ala Tyr Arg Gln 

385                 390                 395                 400 

Gly Pro Pro Ala Ser Pro Thr Ala Ser Pro Glu Pro Pro Pro Pro Glu 

                405                 410                 415     

<210>  3

<211>  1323

<212>  DNA

<213>  Homo sapiens

<400>  3

atggggccgc ccggctcccc atggcagtgg gtgacgctgc tgctggggct gctgctccct       60

cctgccgccc ccttctggct cctcaatgtg ctcttccccc cgcacaccac gcccaaggct      120

gagctcagta accacacacg gcccgtcatc ctcgtgcccg gctgcctggg gaatcagcta      180

gaagccaagc tggacaaacc agatgtggtg aactggatgt gctaccgcaa gacagaggac      240

ttcttcacca tctggctgga tctcaacatg ttcctacccc ttggggtaga ctgctggatc      300

gataacacca gggttgtcta caaccggagc tctgggctcg tgtccaacgc ccctggtgtc      360

cagatccgcg tccctggctt tggcaagacc tactctgtgg agtacctgga cagcagcaag      420

ctggcagggt acctgcacac actggtgcag aacctggtca acaatggcta cgtgcgggac      480

gagactgtgc gcgccgcccc ctatgactgg cggctggagc ccggccagca ggaggagtac      540

taccgcaagc tcgcagggct ggtggaggag atgcacgctg cctatgggaa gcctgtcttc      600

ctcattggcc acagcctcgg ctgtctacac ttgctctatt tcctgctgcg ccagccccag      660



gcctggaagg accgctttat tgatggcttc atctctcttg gggctccctg gggtggctcc      720

atcaagccca tgctggtctt ggcctcaggt gacaaccagg gcatccccat catgtccagc      780

atcaagctga aagaggagca gcgcataacc accacctccc cctggatgtt tccctctcgc      840

atggcgtggc ctgaggacca cgtgttcatt tccacaccca gcttcaacta cacaggccgt      900

gacttccaac gcttctttgc agacctgcac tttgaggaag gctggtacat gtggctgcag      960

tcacgtgacc tcctggcagg actcccagca cctggtgtgg aagtatactg tctttacggc     1020

gtgggcctgc ccacgccccg cacctacatc tacgaccacg gcttccccta cacggaccct     1080

gtgggtgtgc tctatgagga tggtgatgac acggtggcga cccgcagcac cgagctctgt     1140

ggcctgtggc agggccgcca gccacagcct gtgcacctgc tgcccctgca cgggatacag     1200

catctcaaca tggtcttcag caacctgacc ctggagcaca tcaatgccat cctgctgggt     1260

gcctaccgcc agggtccccc tgcatccccg actgccagcc cagagccccc gcctcctgaa     1320

taa                                                                   1323


