
trpm1_prot.txt
<210> 1
<211> 1603
<212> PRT
<213> Homo sapiens

<220> 
<221> SOURCE
<222> 1..1603
<223> /mol_type="protein"
      /organism="Homo sapiens"

<400> 1
Met Lys Asp Ser Asn Arg Cys Cys Cys Gly Gln Phe Thr Asn Gln His 
1               5                   10                   15    
Ile Pro Pro Leu Pro Ser Ala Thr Pro Ser Lys Asn Glu Glu Glu Ser 
            20                   25                  30        
Lys Gln Val Glu Thr Gln Pro Glu Lys Trp Ser Val Ala Lys His Thr 
        35                   40                  45            
Gln Ser Tyr Pro Thr Asp Ser Tyr Gly Val Leu Glu Phe Gln Gly Gly 
    50                   55                  60                
Gly Tyr Ser Asn Lys Ala Met Tyr Ile Arg Val Ser Tyr Asp Thr Lys 
65                   70                  75                  80
Pro Asp Ser Leu Leu His Leu Met Val Lys Asp Trp Gln Leu Glu Leu 
                85                   90                  95    
Pro Lys Leu Leu Ile Ser Val His Gly Gly Leu Gln Asn Phe Glu Met 
            100                  105                110        
Gln Pro Lys Leu Lys Gln Val Phe Gly Lys Gly Leu Ile Lys Ala Ala 
        115                  120                125            
Met Thr Thr Gly Ala Trp Ile Phe Thr Gly Gly Val Ser Thr Gly Val 
    130                  135                140                
Ile Ser His Val Gly Asp Ala Leu Lys Asp His Ser Ser Lys Ser Arg 
145                  150                155                  160
Gly Arg Val Cys Ala Ile Gly Ile Ala Pro Trp Gly Ile Val Glu Asn 
                165                  170                175    
Lys Glu Asp Leu Val Gly Lys Asp Val Thr Arg Val Tyr Gln Thr Met 
            180                  185                190        
Ser Asn Pro Leu Ser Lys Leu Ser Val Leu Asn Asn Ser His Thr His 
        195                  200                205            
Phe Ile Leu Ala Asp Asn Gly Thr Leu Gly Lys Tyr Gly Ala Glu Val 
    210                  215                220                
Lys Leu Arg Arg Leu Leu Glu Lys His Ile Ser Leu Gln Lys Ile Asn 
225                  230                235                  240
Thr Arg Leu Gly Gln Gly Val Pro Leu Val Gly Leu Val Val Glu Gly 
                245                  250                255    
Gly Pro Asn Val Val Ser Ile Val Leu Glu Tyr Leu Gln Glu Glu Pro 
            260                  265                270        
Pro Ile Pro Val Val Ile Cys Asp Gly Ser Gly Arg Ala Ser Asp Ile 
        275                  280                285            
Leu Ser Phe Ala His Lys Tyr Cys Glu Glu Gly Gly Ile Ile Asn Glu 
    290                  295                300                
Ser Leu Arg Glu Gln Leu Leu Val Thr Ile Gln Lys Thr Phe Asn Tyr 
305                  310                315                  320
Asn Lys Ala Gln Ser His Gln Leu Phe Ala Ile Ile Met Glu Cys Met 
                325                  330                335    
Lys Lys Lys Glu Leu Val Thr Val Phe Arg Met Gly Ser Glu Gly Gln 
            340                  345                350        
Gln Asp Ile Glu Met Ala Ile Leu Thr Ala Leu Leu Lys Gly Thr Asn 
        355                  360                365            
Val Ser Ala Pro Asp Gln Leu Ser Leu Ala Leu Ala Trp Asn Arg Val 
    370                  375                380                
Asp Ile Ala Arg Ser Gln Ile Phe Val Phe Gly Pro His Trp Pro Pro 
385                  390                395                  400
Leu Gly Ser Leu Ala Pro Pro Thr Asp Ser Lys Ala Thr Glu Lys Glu 
                405                  410                415    
Lys Lys Pro Pro Met Ala Thr Thr Lys Gly Gly Arg Gly Lys Gly Lys 
            420                  425                430        
Gly Lys Lys Lys Gly Lys Val Lys Glu Glu Val Glu Glu Glu Thr Asp 
        435                  440                445            
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Pro Arg Lys Ile Glu Leu Leu Asn Trp Val Asn Ala Leu Glu Gln Ala 
    450                  455                460                
Met Leu Asp Ala Leu Val Leu Asp Arg Val Asp Phe Val Lys Leu Leu 
465                  470                475                  480
Ile Glu Asn Gly Val Asn Met Gln His Phe Leu Thr Ile Pro Arg Leu 
                485                  490                495    
Glu Glu Leu Tyr Asn Thr Arg Leu Gly Pro Pro Asn Thr Leu His Leu 
            500                  505                510        
Leu Val Arg Asp Val Lys Lys Ser Asn Leu Pro Pro Asp Tyr His Ile 
        515                  520                525            
Ser Leu Ile Asp Ile Gly Leu Val Leu Glu Tyr Leu Met Gly Gly Ala 
    530                  535                540                
Tyr Arg Cys Asn Tyr Thr Arg Lys Asn Phe Arg Thr Leu Tyr Asn Asn 
545                  550                555                  560
Leu Phe Gly Pro Lys Arg Pro Lys Ala Leu Lys Leu Leu Gly Met Glu 
                565                  570                575    
Asp Asp Glu Pro Pro Ala Lys Gly Lys Lys Lys Lys Lys Lys Lys Lys 
            580                  585                590        
Glu Glu Glu Ile Asp Ile Asp Val Asp Asp Pro Ala Val Ser Arg Phe 
        595                  600                605            
Gln Tyr Pro Phe His Glu Leu Met Val Trp Ala Val Leu Met Lys Arg 
    610                  615                620                
Gln Lys Met Ala Val Phe Leu Trp Gln Arg Gly Glu Glu Ser Met Ala 
625                  630                635                  640
Lys Ala Leu Val Ala Cys Lys Leu Tyr Lys Ala Met Ala His Glu Ser 
                645                  650                655    
Ser Glu Ser Asp Leu Val Asp Asp Ile Ser Gln Asp Leu Asp Asn Asn 
            660                  665                670        
Ser Lys Asp Phe Gly Gln Leu Ala Leu Glu Leu Leu Asp Gln Ser Tyr 
        675                  680                685            
Lys His Asp Glu Gln Ile Ala Met Lys Leu Leu Thr Tyr Glu Leu Lys 
    690                  695                700                
Asn Trp Ser Asn Ser Thr Cys Leu Lys Leu Ala Val Ala Ala Lys His 
705                  710                715                  720
Arg Asp Phe Ile Ala His Thr Cys Ser Gln Met Leu Leu Thr Asp Met 
                725                  730                735    
Trp Met Gly Arg Leu Arg Met Arg Lys Asn Pro Gly Leu Lys Val Ile 
            740                  745                750        
Met Gly Ile Leu Leu Pro Pro Thr Ile Leu Phe Leu Glu Phe Arg Thr 
        755                  760                765            
Tyr Asp Asp Phe Ser Tyr Gln Thr Ser Lys Glu Asn Glu Asp Gly Lys 
    770                  775                780                
Glu Lys Glu Glu Glu Asn Thr Asp Ala Asn Ala Asp Ala Gly Ser Arg 
785                  790                795                  800
Lys Gly Asp Glu Glu Asn Glu His Lys Lys Gln Arg Ser Ile Pro Ile 
                805                  810                815    
Gly Thr Lys Ile Cys Glu Phe Tyr Asn Ala Pro Ile Val Lys Phe Trp 
            820                  825                830        
Phe Tyr Thr Ile Ser Tyr Leu Gly Tyr Leu Leu Leu Phe Asn Tyr Val 
        835                  840                845            
Ile Leu Val Arg Met Asp Gly Trp Pro Ser Leu Gln Glu Trp Ile Val 
    850                  855                860                
Ile Ser Tyr Ile Val Ser Leu Ala Leu Glu Lys Ile Arg Glu Ile Leu 
865                  870                875                  880
Met Ser Glu Pro Gly Lys Leu Ser Gln Lys Ile Lys Val Trp Leu Gln 
                885                  890                895    
Glu Tyr Trp Asn Ile Thr Asp Leu Val Ala Ile Ser Thr Phe Met Ile 
            900                  905                910        
Gly Ala Ile Leu Arg Leu Gln Asn Gln Pro Tyr Met Gly Tyr Gly Arg 
        915                  920                925            
Val Ile Tyr Cys Val Asp Ile Ile Phe Trp Tyr Ile Arg Val Leu Asp 
    930                  935                940                
Ile Phe Gly Val Asn Lys Tyr Leu Gly Pro Tyr Val Met Met Ile Gly 
945                  950                955                  960
Lys Met Met Ile Asp Met Leu Tyr Phe Val Val Ile Met Leu Val Val 
                965                  970                975    
Leu Met Ser Phe Gly Val Ala Arg Gln Ala Ile Leu His Pro Glu Glu 
            980                  985                990        
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Lys Pro Ser Trp Lys Leu Ala Arg Asn Ile Phe Tyr Met Pro Tyr Trp 
        995                  1000                1005            
Met Ile Tyr Gly Glu Val Phe Ala Asp Gln Ile Asp Leu Tyr Ala Met 
    1010                1015                1020                
Glu Ile Asn Pro Pro Cys Gly Glu Asn Leu Tyr Asp Glu Glu Gly Lys 
1025                1030                1035                1040
Arg Leu Pro Pro Cys Ile Pro Gly Ala Trp Leu Thr Pro Ala Leu Met 
                1045                1050                1055    
Ala Cys Tyr Leu Leu Val Ala Asn Ile Leu Leu Val Asn Leu Leu Ile 
            1060                1065                1070        
Ala Val Phe Asn Asn Thr Phe Phe Glu Val Lys Ser Ile Ser Asn Gln 
        1075                1080                1085            
Val Trp Lys Phe Gln Arg Tyr Gln Leu Ile Met Thr Phe His Asp Arg 
    1090                1095                1100                
Pro Val Leu Pro Pro Pro Met Ile Ile Leu Ser His Ile Tyr Ile Ile 
1105                1110                1115                1120
Ile Met Arg Leu Ser Gly Arg Cys Arg Lys Lys Arg Glu Gly Asp Gln 
                1125                1130                1135    
Glu Glu Arg Asp Arg Gly Leu Lys Leu Phe Leu Ser Asp Glu Glu Leu 
            1140                1145                1150        
Lys Arg Leu His Glu Phe Glu Glu Gln Cys Val Gln Glu His Phe Arg 
        1155                1160                1165            
Glu Lys Glu Asp Glu Gln Gln Ser Ser Ser Asp Glu Arg Ile Arg Val 
    1170                1175                1180                
Thr Ser Glu Arg Val Glu Asn Met Ser Met Arg Leu Glu Glu Ile Asn 
1185                1190                1195                1200
Glu Arg Glu Thr Phe Met Lys Thr Ser Leu Gln Thr Val Asp Leu Arg 
                1205                1210                1215    
Leu Ala Gln Leu Glu Glu Leu Ser Asn Arg Met Val Asn Ala Leu Glu 
            1220                1225                1230        
Asn Leu Ala Gly Ile Asp Arg Ser Asp Leu Ile Gln Ala Arg Ser Arg 
        1235                1240                1245            
Ala Ser Ser Glu Cys Glu Ala Thr Tyr Leu Leu Arg Gln Ser Ser Ile 
    1250                1255                1260                
Asn Ser Ala Asp Gly Tyr Ser Leu Tyr Arg Tyr His Phe Asn Gly Glu 
1265                1270                1275                1280
Glu Leu Leu Phe Glu Asp Thr Ser Leu Ser Thr Ser Pro Gly Thr Gly 
                1285                1290                1295    
Val Arg Lys Lys Thr Cys Ser Phe Arg Ile Lys Glu Glu Lys Asp Val 
            1300                1305                1310        
Lys Thr His Leu Val Pro Glu Cys Gln Asn Ser Leu His Leu Ser Leu 
        1315                1320                1325            
Gly Thr Ser Thr Ser Ala Thr Pro Asp Gly Ser His Leu Ala Val Asp 
    1330                1335                1340                
Asp Leu Lys Asn Ala Glu Glu Ser Lys Leu Gly Pro Asp Ile Gly Ile 
1345                1350                1355                1360
Ser Lys Glu Asp Asp Glu Arg Gln Thr Asp Ser Lys Lys Glu Glu Thr 
                1365                1370                1375    
Ile Ser Pro Ser Leu Asn Lys Thr Asp Val Ile His Gly Gln Asp Lys 
            1380                1385                1390        
Ser Asp Val Gln Asn Thr Gln Leu Thr Val Glu Thr Thr Asn Ile Glu 
        1395                1400                1405            
Gly Thr Ile Ser Tyr Pro Leu Glu Glu Thr Lys Ile Thr Arg Tyr Phe 
    1410                1415                1420                
Pro Asp Glu Thr Ile Asn Ala Cys Lys Thr Met Lys Ser Arg Ser Phe 
1425                1430                1435                1440
Val Tyr Ser Arg Gly Arg Lys Leu Val Gly Gly Val Asn Gln Asp Val 
                1445                1450                1455    
Glu Tyr Ser Ser Ile Thr Asp Gln Gln Leu Thr Thr Glu Trp Gln Cys 
            1460                1465                1470        
Gln Val Gln Lys Ile Thr Arg Ser His Ser Thr Asp Ile Pro Tyr Ile 
        1475                1480                1485            
Val Ser Glu Ala Ala Val Gln Ala Glu His Lys Glu Gln Phe Ala Asp 
    1490                1495                1500                
Met Gln Asp Glu His His Val Ala Glu Ala Ile Pro Arg Ile Pro Arg 
1505                1510                1515                1520
Leu Ser Leu Thr Ile Thr Asp Arg Asn Gly Met Glu Asn Leu Leu Ser 
                1525                1530                1535    
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Val Lys Pro Asp Gln Thr Leu Gly Phe Pro Ser Leu Arg Ser Lys Ser 
            1540                1545                1550        
Leu His Gly His Pro Arg Asn Val Lys Ser Ile Gln Gly Lys Leu Asp 
        1555                1560                1565            
Arg Ser Gly His Ala Ser Ser Val Ser Ser Leu Val Ile Val Ser Gly 
    1570                1575                1580                
Met Thr Ala Glu Glu Lys Lys Val Lys Lys Glu Lys Ala Ser Thr Glu 
1585                1590                1595                1600
Thr Glu Cys 
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ptgs1_adn (2).txt
<210> 8
<211> 5093
<212> DNA
<213> Homo sapiens

<220> 
<221> source
<222> 1..5093
<223> /mol_type="DNA"
      /organism="Homo sapiens"

<400> 8
aggtgacagc tggagggagg agcgggggtg gagccggggg aagggtgggg aggggatggg       60

ctggagctcc gggcagtgtg cgaggcgcac gcacaggagc ctgcactctg cgtcccgcac      120

cccagcagcc gcgccatgag ccggagtctc ttgctctggt tcttgctgtt cctgctcctg      180

ctcccgccgc tccccgtcct gctcgcggac ccaggggcgc ccacgccagt gaatccctgt      240

tgttactatc catgccagca ccagggcatc tgtgtccgct tcggccttga ccgctaccag      300

tgtgactgca cccgcacggg ctattccggc cccaactgca ccatccctgg cctgtggacc      360

tggctccgga attcactgcg gcccagcccc tctttcaccc acttcctgct cactcacggg      420

cgctggttct gggagtttgt caatgccacc ttcatccgag agatgctcat gcgcctggta      480

ctcacagtgc gctccaacct tatccccagt ccccccacct acaactcagc acatgactac      540

atcagctggg agtctttctc caacgtgagc tattacactc gtattctgcc ctctgtgcct      600

aaagattgcc ccacacccat gggaaccaaa gggaagaagc agttgccaga tgcccagctc      660

ctggcccgcc gcttcctgct caggaggaag ttcatacctg acccccaagg caccaacctc      720

atgtttgcct tctttgcaca acacttcacc caccagttct tcaaaacttc tggcaagatg      780

ggtcctggct tcaccaaggc cttgggccat ggggtagacc tcggccacat ttatggagac      840

aatctggagc gtcagtatca actgcggctc tttaaggatg ggaaactcaa gtaccaggtg      900

ctggatggag aaatgtaccc gccctcggta gaagaggcgc ctgtgttgat gcactacccc      960

cgaggcatcc cgccccagag ccagatggct gtgggccagg aggtgtttgg gctgcttcct     1020

gggctcatgc tgtatgccac gctctggcta cgtgagcaca accgtgtgtg tgacctgctg     1080

aaggctgagc accccacctg gggcgatgag cagcttttcc agacgacccg cctcatcctc     1140

ataggggaga ccatcaagat tgtcatcgag gagtacgtgc agcagctgag tggctatttc     1200

ctgcagctga aatttgaccc agagctgctg ttcggtgtcc agttccaata ccgcaaccgc     1260

attgccatgg agttcaacca tctctaccac tggcaccccc tcatgcctga ctccttcaag     1320

gtgggctccc aggagtacag ctacgagcag ttcttgttca acacctccat gttggtggac     1380

tatggggttg aggccctggt ggatgccttc tctcgccaga ttgctggccg gatcggtggg     1440

ggcaggaaca tggaccacca catcctgcat gtggctgtgg atgtcatcag ggagtctcgg     1500

gagatgcggc tgcagccctt caatgagtac cgcaagaggt ttggcatgaa accctacacc     1560

tccttccagg agctcgtagg agagaaggag atggcagcag agttggagga attgtatgga     1620

gacattgatg cgttggagtt ctaccctgga ctgcttcttg aaaagtgcca tccaaactct     1680
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atctttgggg agagtatgat agagattggg gctccctttt ccctcaaggg tctcctaggg     1740

aatcccatct gttctccgga gtactggaag ccgagcacat ttggcggcga ggtgggcttt     1800

aacattgtca agacggccac actgaagaag ctggtctgcc tcaacaccaa gacctgtccc     1860

tacgtttcct tccgtgtgcc ggatgccagt caggatgatg ggcctgctgt ggagcgacca     1920

tccacagagc tctgaggggc aggaaagcag cattctggag gggagagctt tgtgcttgtc     1980

attccagagt gctgaggcca gggctgatgg tcttaaatgc tcattttctg gtttggcatg     2040

gtgagtgttg gggttgacat ttagaacttt aagtctcacc cattatctgg aatattgtga     2100

ttctgtttat tcttccagaa tgctgaactc cttgttagcc cttcagattg ttaggagtgg     2160

ttctcatttg gtctgccaga atactgggtt cttagttgac aacctagaat gtcagatttc     2220

tggttgattt gtaacacagt cattctagga tgtggagcta ctgatgaaat ctgctagaaa     2280

gttagggggt tcttattttg cattccagaa tcttgacttt ctgattggtg attcaaagtg     2340

ttgtgttcct ggctgatgat ccagaacagt ggctcgtatc ccaaatctgt cagcatctgg     2400

ctgtctagaa tgtggatttg attcattttc ctgttcagtg agatatcata gagacggaga     2460

tcctaaggtc caacaagaat gcattccctg aatctgtgcc tgcactgaga gggcaaggaa     2520

gtggggtgtt cttcttggga cccccactaa gaccctggtc tgaggatgta gagagaacag     2580

gtgggctgta ttcacgccat tggttggaag ctaccagagc tctatcccca tccaggtctt     2640

gactcatggc agctgtttct catgaagcta ataaaattcg ctttctaaag ttacctgtta     2700

tatatctctt ttggtcccat cctctaaagc agaggcaaca ctggaacatg gctagccttt     2760

cttgtagcca tggctgggcg tgctagaggt tgcagcatga gactttctgc tgggatcctt     2820

gggcccatca ctgtatagac atgctaccac tggtacttcc tttctccctg cgggccaggc     2880

actgcccttt tcaggaagct ctcttaaaat acccattgcc ccagacctgg aagatataac     2940

attcagttcc caccatctga ttaaaacaac ttcctccctt acagagcata caacagaggg     3000

ggcacccggg gaggagagca catactgtgt tccaatttca cgcttttaat tctcatttgt     3060

tctcacacca acagtgtgaa gtgcgtggta taatctccat ttcaaaacca aggaagcagc     3120

ctcagagtgg tcgagtgaca cacctcacgc aggctgagtc cagagcttgt gctcctcttg     3180

attcctggtt tgactcagtt ccaggcctga tcttgcctgt ctggctcagg gtcaaagaca     3240

gaatggtgga gtgtagcctc cacctgatat tcaggctact cattcagtcc caaatatgta     3300

ttttcctaag tgtttactat gtgccagttc ctgtaacagg tgtggggaca cagcagtgag     3360

taatcaatac agacaaggtt ctgcccttat ggagctcaca ctccagtggc agacaaacag     3420

accataaata aggaaacgat gaaataagat atatacaagg tgagtgtgac ttcccttcta     3480

accccctctg ctctgtcctc ccctattgcg ctctcaagac cagagaccca acagcagtga     3540

tctcagggca gacagccctc cactccagct ctgagaccct tttctcagga cctctgtagg     3600

cagcagagag agaggacaga ggggtaagat gaggggttga gggaaggttc ttcatgatcc     3660

acactttggg cttagtattt ctcaggaaga gctatggccc agaaacaaca ggggaaacta     3720
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gagttcggtc tgacagtcct tggggttaag tctcctgtct tatggtccag aaactcctgt     3780

ttctccttag ttggctggaa actgctccca tcattccttc tggcctctgc tgaatgcagg     3840

gaatgcaatc cttccctgct cttgcagttg ctctgacgta gaaagatcct tcgggtgctg     3900

gaagtctcca tgaagagctt gtgtcctgtc ctttcttgca gattctattt cccctcttct     3960

gctaatacct cttactttgc ttgagaatcc tctcctttct tattaatttc agtcttggtg     4020

gttctatcag gggtgcattc tggccaaggg gtgggcctgt gaatcaatcc tgggcaatca     4080

gacaccctct ccttaaaaac tggcccgtgg agactgagat cactgactct gactcatccc     4140

cacagctggc tctgacaaga tggtccattt gttcctgctt ccgagatccc cagggcagcc     4200

tggatccctg cccttctcaa gactttagct tttccttcca tccggtggcc tattccagga     4260

attcctcttt tgcttaaatc agttggagtt tgtgtctgtt gcttgtaatc aagcctttat     4320

ggctgctggg ctgagtgaca caagcacttt aatggcctgg agggactttt aatcagtgaa     4380

gatgcaatca gacaagtgtt ttggaaagag caccctcgag aagggtggat gacagggcag     4440

agcaggaagg acaggaagct ggcagaacgg aggaggctgc agccgtggtc caaccaggag     4500

ctgatggcag ctggggctag gggaagggct ttgagggtgg aaggatggga tgggttccag     4560

aggtattcct ctcttaaatg caagtgccta gattaggtag actttgctta gtattgacaa     4620

ctgcacatga aagttttgca aagggaaaca ggctaaatgc accaagaaag cttcttcaga     4680

gtgaagaatc ttaatgcttg taatttaaac atttgttcct ggagttttga tttggtggat     4740

gtgatggttg gttttatttg tcagtttggt tgggctatag cacacagtta tttaatcaaa     4800

cagtaatcta ggtgtggctg tgaaggtatt ttgtagatgt gattaacatc tacaatcagt     4860

tgactttaag tgaaagagat tacttaaata atttgggtga gctgcacctg attagttgaa     4920

aggcctcaag aacaaacact gcagtttcct ggaaaagaag aaactttgcc tcaagactat     4980

agccatcgac tcctgcctga gtttccagcc tgctagtctg ccctatggat ttgaagtttg     5040

ccaaccccaa caattgtgtg aattaatttc taaaaataaa gctatataca gcc            5093
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<210> 7
<211> 599
<212> PRT
<213> Homo sapiens

<220> 
<221> SOURCE
<222> 1..599
<223> /mol_type="protein"
      /organism="Homo sapiens"

<400> 7
Met Ser Arg Ser Leu Leu Leu Trp Phe Leu Leu Phe Leu Leu Leu Leu 
1               5                   10                   15    
Pro Pro Leu Pro Val Leu Leu Ala Asp Pro Gly Ala Pro Thr Pro Val 
            20                   25                  30        
Asn Pro Cys Cys Tyr Tyr Pro Cys Gln His Gln Gly Ile Cys Val Arg 
        35                   40                  45            
Phe Gly Leu Asp Arg Tyr Gln Cys Asp Cys Thr Arg Thr Gly Tyr Ser 
    50                   55                  60                
Gly Pro Asn Cys Thr Ile Pro Gly Leu Trp Thr Trp Leu Arg Asn Ser 
65                   70                  75                  80
Leu Arg Pro Ser Pro Ser Phe Thr His Phe Leu Leu Thr His Gly Arg 
                85                   90                  95    
Trp Phe Trp Glu Phe Val Asn Ala Thr Phe Ile Arg Glu Met Leu Met 
            100                  105                110        
Arg Leu Val Leu Thr Val Arg Ser Asn Leu Ile Pro Ser Pro Pro Thr 
        115                  120                125            
Tyr Asn Ser Ala His Asp Tyr Ile Ser Trp Glu Ser Phe Ser Asn Val 
    130                  135                140                
Ser Tyr Tyr Thr Arg Ile Leu Pro Ser Val Pro Lys Asp Cys Pro Thr 
145                  150                155                  160
Pro Met Gly Thr Lys Gly Lys Lys Gln Leu Pro Asp Ala Gln Leu Leu 
                165                  170                175    
Ala Arg Arg Phe Leu Leu Arg Arg Lys Phe Ile Pro Asp Pro Gln Gly 
            180                  185                190        
Thr Asn Leu Met Phe Ala Phe Phe Ala Gln His Phe Thr His Gln Phe 
        195                  200                205            
Phe Lys Thr Ser Gly Lys Met Gly Pro Gly Phe Thr Lys Ala Leu Gly 
    210                  215                220                
His Gly Val Asp Leu Gly His Ile Tyr Gly Asp Asn Leu Glu Arg Gln 
225                  230                235                  240
Tyr Gln Leu Arg Leu Phe Lys Asp Gly Lys Leu Lys Tyr Gln Val Leu 
                245                  250                255    
Asp Gly Glu Met Tyr Pro Pro Ser Val Glu Glu Ala Pro Val Leu Met 
            260                  265                270        
His Tyr Pro Arg Gly Ile Pro Pro Gln Ser Gln Met Ala Val Gly Gln 
        275                  280                285            
Glu Val Phe Gly Leu Leu Pro Gly Leu Met Leu Tyr Ala Thr Leu Trp 
    290                  295                300                
Leu Arg Glu His Asn Arg Val Cys Asp Leu Leu Lys Ala Glu His Pro 
305                  310                315                  320
Thr Trp Gly Asp Glu Gln Leu Phe Gln Thr Thr Arg Leu Ile Leu Ile 
                325                  330                335    
Gly Glu Thr Ile Lys Ile Val Ile Glu Glu Tyr Val Gln Gln Leu Ser 
            340                  345                350        
Gly Tyr Phe Leu Gln Leu Lys Phe Asp Pro Glu Leu Leu Phe Gly Val 
        355                  360                365            
Gln Phe Gln Tyr Arg Asn Arg Ile Ala Met Glu Phe Asn His Leu Tyr 
    370                  375                380                
His Trp His Pro Leu Met Pro Asp Ser Phe Lys Val Gly Ser Gln Glu 
385                  390                395                  400
Tyr Ser Tyr Glu Gln Phe Leu Phe Asn Thr Ser Met Leu Val Asp Tyr 
                405                  410                415    
Gly Val Glu Ala Leu Val Asp Ala Phe Ser Arg Gln Ile Ala Gly Arg 
            420                  425                430        
Ile Gly Gly Gly Arg Asn Met Asp His His Ile Leu His Val Ala Val 
        435                  440                445            

Page 1



ptgs1_prot (2).txt
Asp Val Ile Arg Glu Ser Arg Glu Met Arg Leu Gln Pro Phe Asn Glu 
    450                  455                460                
Tyr Arg Lys Arg Phe Gly Met Lys Pro Tyr Thr Ser Phe Gln Glu Leu 
465                  470                475                  480
Val Gly Glu Lys Glu Met Ala Ala Glu Leu Glu Glu Leu Tyr Gly Asp 
                485                  490                495    
Ile Asp Ala Leu Glu Phe Tyr Pro Gly Leu Leu Leu Glu Lys Cys His 
            500                  505                510        
Pro Asn Ser Ile Phe Gly Glu Ser Met Ile Glu Ile Gly Ala Pro Phe 
        515                  520                525            
Ser Leu Lys Gly Leu Leu Gly Asn Pro Ile Cys Ser Pro Glu Tyr Trp 
    530                  535                540                
Lys Pro Ser Thr Phe Gly Gly Glu Val Gly Phe Asn Ile Val Lys Thr 
545                  550                555                  560
Ala Thr Leu Lys Lys Leu Val Cys Leu Asn Thr Lys Thr Cys Pro Tyr 
                565                  570                575    
Val Ser Phe Arg Val Pro Asp Ala Ser Gln Asp Asp Gly Pro Ala Val 
            580                  585                590        
Glu Arg Pro Ser Thr Glu Leu 
        595                
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<210> 6
<211> 629
<212> DNA
<213> Homo sapiens

<220> 
<221> source
<222> 1..629
<223> /mol_type="DNA"
      /organism="Homo sapiens"

<400> 6
cttctaggtg gtgtgggcga agtttgggac tggtttaggg cggggacaag accaagaaca      60

caagtttcct tgtactacgg gagagaggga ggggaggaaa ttggagaccc cagcaccccc     120

ttgctcactc tcttgctcac agtccacgat ggcccggtcc ctggtgtgcc ttggtgtcat     180

catcttgctg tctgccttct ccggacctgg tgtcaggggt ggtcctatgc ccaagctggc     240

tgaccggaag ctgtgtgcgg accaggagtg cagccaccct atctccatgg ctgtggccct     300

tcaggactac atggcccccg actgccgatt cctgaccatt caccggggcc aagtggtgta     360

tgtcttctcc aagctgaagg gccgtgggcg gctcttctgg ggaggcagcg ttcagggaga     420

ttactatgga gatctggctg ctcgcctggg ctatttcccc agtagcattg tccgagagga     480

ccagaccctg aaacctggca aagtcgatgt gaagacagac aaatgggatt tctactgcca     540

gtgagctcag cctaccgctg gccctgccgt ttcccctcct tggctttatg caaatacaat     600

cagcccagtg caaaaaaaaa aaaaaaaaa                                       629
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mia_prot (2).txt
<210> 5
<211> 131
<212> PRT
<213> Homo sapiens

<220> 
<221> SOURCE
<222> 1..131
<223> /mol_type="protein"
      /organism="Homo sapiens"

<400> 5
Met Ala Arg Ser Leu Val Cys Leu Gly Val Ile Ile Leu Leu Ser Ala 
1               5                   10                   15    
Phe Ser Gly Pro Gly Val Arg Gly Gly Pro Met Pro Lys Leu Ala Asp 
            20                   25                  30        
Arg Lys Leu Cys Ala Asp Gln Glu Cys Ser His Pro Ile Ser Met Ala 
        35                   40                  45            
Val Ala Leu Gln Asp Tyr Met Ala Pro Asp Cys Arg Phe Leu Thr Ile 
    50                   55                  60                
His Arg Gly Gln Val Val Tyr Val Phe Ser Lys Leu Lys Gly Arg Gly 
65                   70                  75                  80
Arg Leu Phe Trp Gly Gly Ser Val Gln Gly Asp Tyr Tyr Gly Asp Leu 
                85                   90                  95    
Ala Ala Arg Leu Gly Tyr Phe Pro Ser Ser Ile Val Arg Glu Asp Gln 
            100                  105                110        
Thr Leu Lys Pro Gly Lys Val Asp Val Lys Thr Asp Lys Trp Asp Phe 
        115                  120                125            
Tyr Cys Gln 
    130    
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mmp2_adn (2).txt
<210> 4
<211> 3402
<212> DNA
<213> Homo sapiens

<220> 
<221> source
<222> 1..3402
<223> /mol_type="DNA"
      /organism="Homo sapiens"

<400> 4
atgcctgccc tcctgggaat gaagcacagc aggtctcagc ctcatcttac ccagcccccc       60

actcaagatg gaggtgcctg gtttgaacac ctctgacaaa tggaagtctg tgttgtccag      120

aggcaatgca gtgggggctt aagaagataa ctctggactt agaccgcttg gcttcaaatc      180

aaagagtgca tgaaccaacc agctggccta gtgatgatgt taggcaagtg acttctcagt      240

ttcttcatct gcaaactggg aaatttccta tctcagggtt aaaagagagg taatcttagg      300

tgcttaccta gcacatgcaa tacctgaaca ccttctatgg ctgccccaag gagagctgca      360

acctgtttgt gctgaaggac acactaaaga agatgcagaa gttctttgga ctgccccaga      420

caggtgatct tgaccagaat accatcgaga ccatgcggaa gccacgctgc ggcaacccag      480

atgtggccaa ctacaacttc ttccctcgca agcccaagtg ggacaagaac cagatcacat      540

acaggatcat tggctacaca cctgatctgg acccagagac agtggatgat gcctttgctc      600

gtgccttcca agtctggagc gatgtgaccc cactgcggtt ttctcgaatc catgatggag      660

aggcagacat catgatcaac tttggccgct gggagcatgg cgatggatac ccctttgacg      720

gtaaggacgg actcctggct catgccttcg ccccaggcac tggtgttggg ggagactccc      780

attttgatga cgatgagcta tggaccttgg gagaaggcca agtggtccgt gtgaagtatg      840

ggaacgccga tggggagtac tgcaagttcc ccttcttgtt caatggcaag gagtacaaca      900

gctgcactga taccggccgc agcgatggct tcctctggtg ctccaccacc tacaactttg      960

agaaggatgg caagtacggc ttctgtcccc atgaagccct gttcaccatg ggcggcaacg     1020

ctgaaggaca gccctgcaag tttccattcc gcttccaggg cacatcctat gacagctgca     1080

ccactgaggg ccgcacggat ggctaccgct ggtgcggcac cactgaggac tacgaccgcg     1140

acaagaagta tggcttctgc cctgagaccg ccatgtccac tgttggtggg aactcagaag     1200

gtgccccctg tgtcttcccc ttcactttcc tgggcaacaa atatgagagc tgcaccagcg     1260

ccggccgcag tgacggaaag atgtggtgtg cgaccacagc caactacgat gatgaccgca     1320

agtggggctt ctgccctgac caagggtaca gcctgttcct cgtggcagcc cacgagtttg     1380

gccacgccat ggggctggag cactcccaag accctggggc cctgatggca cccatttaca     1440

cctacaccaa gaacttccgt ctgtcccagg atgacatcaa gggcattcag gagctctatg     1500

gggcctctcc tgacattgac cttggcaccg gccccacccc cacgctgggc cctgtcactc     1560

ctgagatctg caaacaggac attgtatttg atggcatcgc tcagatccgt ggtgagatct     1620

tcttcttcaa ggaccggttc atttggcgga ctgtgacgcc acgtgacaag cccatggggc     1680
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ccctgctggt ggccacattc tggcctgagc tcccggaaaa gattgatgcg gtatacgagg     1740

ccccacagga ggagaaggct gtgttctttg cagggaatga atactggatc tactcagcca     1800

gcaccctgga gcgagggtac cccaagccac tgaccagcct gggactgccc cctgatgtcc     1860

agcgagtgga tgccgccttt aactggagca aaaacaagaa gacatacatc tttgctggag     1920

acaaattctg gagatacaat gaggtgaaga agaaaatgga tcctggcttc cccaagctca     1980

tcgcagatgc ctggaatgcc atccccgata acctggatgc cgtcgtggac ctgcagggcg     2040

gcggtcacag ctacttcttc aagggtgcct attacctgaa gctggagaac caaagtctga     2100

agagcgtgaa gtttggaagc atcaaatccg actggctagg ctgctgagct ggccctggct     2160

cccacaggcc cttcctctcc actgccttcg atacaccggg cctggagaac tagagaagga     2220

cccggagggg cctggcagcc gtgccttcag ctctacagct aatcagcatt ctcactccta     2280

cctggtaatt taagattcca gagagtggct cctcccggtg cccaagaata gatgctgact     2340

gtactcctcc caggcgcccc ttccccctcc aatcccacca accctcagag ccacccctaa     2400

agagatactt tgatattttc aacgcagccc tgctttgggc tgccctggtg ctgccacact     2460

tcaggctctt ctcctttcac aaccttctgt ggctcacaga acccttggag ccaatggaga     2520

ctgtctcaag agggcactgg tggcccgaca gcctggcaca gggcagtggg acagggcatg     2580

gccaggtggc cactccagac ccctggcttt tcactgctgg ctgccttaga acctttctta     2640

cattagcagt ttgctttgta tgcactttgt ttttttcttt gggtcttgtt ttttttttcc     2700

acttagaaat tgcatttcct gacagaagga ctcaggttgt ctgaagtcac tgcacagtgc     2760

atctcagccc acatagtgat ggttcccctg ttcactctac ttagcatgtc cctaccgagt     2820

ctcttctcca ctggatggag gaaaaccaag ccgtggcttc ccgctcagcc ctccctgccc     2880

ctcccttcaa ccattcccca tgggaaatgt caacaagtat gaataaagac acctactgag     2940

tggccgtgtt tgccatctgt tttagcagag cctagacaag ggccacagac ccagccagaa     3000

gcggaaactt aaaaagtccg aatctctgct ccctgcaggg cacaggtgat ggtgtctgct     3060

ggaaaggtca gagcttccaa agtaaacagc aagagaacct cagggagagt aagctctagt     3120

ccctctgtcc tgtagaaaga gccctgaaga atcagcaatt ttgttgcttt attgtggcat     3180

ctgttcgagg tttgcttcct ctttaagtct gtttcttcat tagcaatcat atcagtttta     3240

atgctactac taacaatgaa cagtaacaat aatatccccc tcaattaata gagtgctttc     3300

tatgtgcaag gcacttttca cgtgtcacct attttaacct ttccaaccac ataaataaaa     3360

aaggccatta ttagttgaaa aaaaaaaaaa aaaaaaaaaa aa                        3402
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mmp2_prot (2).txt
<210> 3
<211> 610
<212> PRT
<213> Homo sapiens

<220> 
<221> SOURCE
<222> 1..610
<223> /mol_type="protein"
      /organism="Homo sapiens"

<400> 3
Met Gln Tyr Leu Asn Thr Phe Tyr Gly Cys Pro Lys Glu Ser Cys Asn 
1               5                   10                   15    
Leu Phe Val Leu Lys Asp Thr Leu Lys Lys Met Gln Lys Phe Phe Gly 
            20                   25                  30        
Leu Pro Gln Thr Gly Asp Leu Asp Gln Asn Thr Ile Glu Thr Met Arg 
        35                   40                  45            
Lys Pro Arg Cys Gly Asn Pro Asp Val Ala Asn Tyr Asn Phe Phe Pro 
    50                   55                  60                
Arg Lys Pro Lys Trp Asp Lys Asn Gln Ile Thr Tyr Arg Ile Ile Gly 
65                   70                  75                  80
Tyr Thr Pro Asp Leu Asp Pro Glu Thr Val Asp Asp Ala Phe Ala Arg 
                85                   90                  95    
Ala Phe Gln Val Trp Ser Asp Val Thr Pro Leu Arg Phe Ser Arg Ile 
            100                  105                110        
His Asp Gly Glu Ala Asp Ile Met Ile Asn Phe Gly Arg Trp Glu His 
        115                  120                125            
Gly Asp Gly Tyr Pro Phe Asp Gly Lys Asp Gly Leu Leu Ala His Ala 
    130                  135                140                
Phe Ala Pro Gly Thr Gly Val Gly Gly Asp Ser His Phe Asp Asp Asp 
145                  150                155                  160
Glu Leu Trp Thr Leu Gly Glu Gly Gln Val Val Arg Val Lys Tyr Gly 
                165                  170                175    
Asn Ala Asp Gly Glu Tyr Cys Lys Phe Pro Phe Leu Phe Asn Gly Lys 
            180                  185                190        
Glu Tyr Asn Ser Cys Thr Asp Thr Gly Arg Ser Asp Gly Phe Leu Trp 
        195                  200                205            
Cys Ser Thr Thr Tyr Asn Phe Glu Lys Asp Gly Lys Tyr Gly Phe Cys 
    210                  215                220                
Pro His Glu Ala Leu Phe Thr Met Gly Gly Asn Ala Glu Gly Gln Pro 
225                  230                235                  240
Cys Lys Phe Pro Phe Arg Phe Gln Gly Thr Ser Tyr Asp Ser Cys Thr 
                245                  250                255    
Thr Glu Gly Arg Thr Asp Gly Tyr Arg Trp Cys Gly Thr Thr Glu Asp 
            260                  265                270        
Tyr Asp Arg Asp Lys Lys Tyr Gly Phe Cys Pro Glu Thr Ala Met Ser 
        275                  280                285            
Thr Val Gly Gly Asn Ser Glu Gly Ala Pro Cys Val Phe Pro Phe Thr 
    290                  295                300                
Phe Leu Gly Asn Lys Tyr Glu Ser Cys Thr Ser Ala Gly Arg Ser Asp 
305                  310                315                  320
Gly Lys Met Trp Cys Ala Thr Thr Ala Asn Tyr Asp Asp Asp Arg Lys 
                325                  330                335    
Trp Gly Phe Cys Pro Asp Gln Gly Tyr Ser Leu Phe Leu Val Ala Ala 
            340                  345                350        
His Glu Phe Gly His Ala Met Gly Leu Glu His Ser Gln Asp Pro Gly 
        355                  360                365            
Ala Leu Met Ala Pro Ile Tyr Thr Tyr Thr Lys Asn Phe Arg Leu Ser 
    370                  375                380                
Gln Asp Asp Ile Lys Gly Ile Gln Glu Leu Tyr Gly Ala Ser Pro Asp 
385                  390                395                  400
Ile Asp Leu Gly Thr Gly Pro Thr Pro Thr Leu Gly Pro Val Thr Pro 
                405                  410                415    
Glu Ile Cys Lys Gln Asp Ile Val Phe Asp Gly Ile Ala Gln Ile Arg 
            420                  425                430        
Gly Glu Ile Phe Phe Phe Lys Asp Arg Phe Ile Trp Arg Thr Val Thr 
        435                  440                445            
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Pro Arg Asp Lys Pro Met Gly Pro Leu Leu Val Ala Thr Phe Trp Pro 
    450                  455                460                
Glu Leu Pro Glu Lys Ile Asp Ala Val Tyr Glu Ala Pro Gln Glu Glu 
465                  470                475                  480
Lys Ala Val Phe Phe Ala Gly Asn Glu Tyr Trp Ile Tyr Ser Ala Ser 
                485                  490                495    
Thr Leu Glu Arg Gly Tyr Pro Lys Pro Leu Thr Ser Leu Gly Leu Pro 
            500                  505                510        
Pro Asp Val Gln Arg Val Asp Ala Ala Phe Asn Trp Ser Lys Asn Lys 
        515                  520                525            
Lys Thr Tyr Ile Phe Ala Gly Asp Lys Phe Trp Arg Tyr Asn Glu Val 
    530                  535                540                
Lys Lys Lys Met Asp Pro Gly Phe Pro Lys Leu Ile Ala Asp Ala Trp 
545                  550                555                  560
Asn Ala Ile Pro Asp Asn Leu Asp Ala Val Val Asp Leu Gln Gly Gly 
                565                  570                575    
Gly His Ser Tyr Phe Phe Lys Gly Ala Tyr Tyr Leu Lys Leu Glu Asn 
            580                  585                590        
Gln Ser Leu Lys Ser Val Lys Phe Gly Ser Ile Lys Ser Asp Trp Leu 
        595                  600                605            
Gly Cys 
    610
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trpm1_adn (2).txt
<210> 2
<211> 5428
<212> DNA
<213> Homo sapiens

<220> 
<221> source
<222> 1..5428
<223> /mol_type="DNA"
      /organism="Homo sapiens"

<400> 2
gccctggcca aggaggaggc tgaaagagcc tgagctgtgc cctctccatt ccactgctgt       60

ggcagggtca gaaatcttgg atagagaaaa ccttttgcaa acgggaatgt atctttgtaa      120

ttcctagcat gaaagactct aacaggtgtt gctgtggcca gttcaccaac cagcatatcc      180

cccctctgcc aagtgcaaca cccagcaaaa atgaagagga aagcaaacag gtggagactc      240

agcctgagaa atggtctgtt gccaagcaca cccagagcta cccaacagat tcctatggag      300

ttcttgaatt ccagggtggc ggatattcca ataaagccat gtatatccgt gtatcctatg      360

acaccaagcc agactcactg ctccatctca tggtgaaaga ttggcagctg gaactcccca      420

agctcttaat atctgtgcat ggaggcctcc agaactttga gatgcagccc aagctgaaac      480

aagtctttgg gaaaggcctg atcaaggctg ctatgaccac cggggcctgg atcttcaccg      540

ggggtgtcag cacaggtgtt atcagccacg taggggatgc cttgaaagac cactcctcca      600

agtccagagg ccgggtttgt gctataggaa ttgctccatg gggcatcgtg gagaataagg      660

aagacctggt tggaaaggat gtaacaagag tgtaccagac catgtccaac cctctaagta      720

agctctctgt gctcaacaac tcccacaccc acttcatcct ggctgacaat ggcaccctgg      780

gcaagtatgg cgccgaggtg aagctgcgaa ggctgctgga aaagcacatc tccctgcaga      840

agatcaacac aagactgggg cagggcgtgc ccctcgtggg tctcgtggtg gaggggggcc      900

ctaacgtggt gtccatcgtc ttggaatacc tgcaagaaga gcctcccatc cctgtggtga      960

tttgtgatgg cagcggacgt gcctcggaca tcctgtcctt tgcgcacaag tactgtgaag     1020

aaggcggaat aataaatgag tccctcaggg agcagcttct agttaccatt cagaaaacat     1080

ttaattataa taaggcacaa tcacatcagc tgtttgcaat tataatggag tgcatgaaga     1140

agaaagaact cgtcactgtg ttcagaatgg gttctgaggg ccagcaggac atcgagatgg     1200

caattttaac tgccctgctg aaaggaacaa acgtatctgc tccagatcag ctgagcttgg     1260

cactggcttg gaaccgcgtg gacatagcac gaagccagat ctttgtcttt gggccccact     1320

ggccgcccct gggaagcctg gcacccccga cggacagcaa agccacggag aaggagaaga     1380

agccacccat ggccaccacc aagggaggaa gaggaaaagg gaaaggcaag aagaaaggga     1440

aagtgaaaga ggaagtggag gaagaaactg acccccggaa gatagagctg ctgaactggg     1500

tgaatgcttt ggagcaagcg atgctagatg ctttagtctt agatcgtgtc gactttgtga     1560

agctcctgat tgaaaacgga gtgaacatgc aacactttct gaccattccg aggctggagg     1620

agctttataa cacaagactg ggtccaccaa acacacttca tctgctggtg agggatgtga     1680
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aaaagagcaa ccttccgcct gattaccaca tcagcctcat agacatcggg ctcgtgctgg     1740

agtacctcat gggaggagcc taccgctgca actacactcg gaaaaacttt cggacccttt     1800

acaacaactt gtttggacca aagaggccta aagctcttaa acttctggga atggaagatg     1860

atgagcctcc agctaaaggg aagaaaaaga aaaagaagaa aaaggaggaa gagatcgaca     1920

ttgatgtgga cgaccctgcc gtgagtcggt tccagtatcc cttccacgag ctgatggtgt     1980

gggcagtgct gatgaaacgc cagaaaatgg cagtgttcct ctggcagcga ggggaagaga     2040

gcatggccaa ggccctggtg gcctgcaagc tctacaaggc catggcccac gagtcctccg     2100

agagtgatct ggtggatgac atctcccagg acttggataa caattccaaa gacttcggcc     2160

agcttgcttt ggagttatta gaccagtcct ataagcatga cgagcagatc gctatgaaac     2220

tcctgaccta cgagctgaaa aactggagca actcgacctg cctcaaactg gccgtggcag     2280

ccaaacaccg ggacttcatt gctcacacct gcagccagat gctgctgacc gatatgtgga     2340

tgggaagact gcggatgcgg aagaaccccg gcctgaaggt tatcatgggg attcttctac     2400

cccccaccat cttgtttttg gaatttcgca catatgatga tttctcgtat caaacatcca     2460

aggaaaatga ggatggcaaa gaaaaagaag aggaaaatac ggatgcaaat gcagatgctg     2520

gctcaagaaa gggggatgag gagaacgagc acaaaaaaca gagaagtatt cccatcggaa     2580

caaagatctg tgaattctat aacgcgccca ttgtcaagtt ctggttttac acaatatcat     2640

acttgggcta cctgctgctg tttaactacg tcatcctggt gcggatggat ggctggccgt     2700

ccctccagga gtggatcgtc atctcctaca tcgtgagcct ggcgttagag aagatacgag     2760

agatcctcat gtcagaacca ggcaaactca gccagaaaat caaagtttgg cttcaggagt     2820

actggaacat cacagatctc gtggccattt ccacattcat gattggagca attcttcgcc     2880

tacagaacca gccctacatg ggctatggcc gggtgatcta ctgtgtggat atcatcttct     2940

ggtacatccg tgtcctggac atctttggtg tcaacaagta tctggggcca tacgtgatga     3000

tgattggaaa gatgatgatc gacatgctgt actttgtggt catcatgctg gtcgtgctca     3060

tgagtttcgg agtagcccgt caagccattc tgcatccaga ggagaagccc tcttggaaac     3120

tggcccgaaa catcttctac atgccctact ggatgatcta tggagaggtg tttgcagacc     3180

agatagacct ctacgccatg gaaattaatc ctccttgtgg tgagaaccta tatgatgagg     3240

agggcaagcg gcttcctccc tgtatccccg gcgcctggct cactccagca ctcatggcgt     3300

gctatctact ggtcgccaac atcctgctgg tgaacctgct gattgctgtg ttcaacaata     3360

ccttctttga agtaaaatca atatccaacc aggtgtggaa gttccagcga tatcagctga     3420

ttatgacatt tcatgacagg ccagtcctgc ccccaccgat gatcatttta agccacatct     3480

acatcatcat tatgcgtctc agcggccgct gcaggaaaaa gagagaaggg gaccaagagg     3540

aacgggatcg tggattgaag ctcttcctta gcgacgagga gctaaagagg ctgcatgagt     3600

tcgaggagca gtgcgtgcag gagcacttcc gggagaagga ggatgagcag cagtcgtcca     3660

gcgacgagcg catccgggtc acttctgaaa gagttgaaaa tatgtcaatg aggttggaag     3720
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aaatcaatga aagagaaact tttatgaaaa cttccctgca gactgttgac cttcgacttg     3780

ctcagctaga agaattatct aacagaatgg tgaatgctct tgaaaatctt gcgggaatcg     3840

acaggtctga cctgatccag gcacggtccc gggcttcttc tgaatgtgag gcaacgtatc     3900

ttctccggca aagcagcatc aatagcgctg atggctacag cttgtatcga tatcatttta     3960

acggagaaga gttattattt gaggatacat ctctctccac gtcaccaggg acaggagtca     4020

ggaaaaaaac ctgttccttc cgtataaagg aagagaagga cgtgaaaacg cacctagtcc     4080

cagaatgtca gaacagtctt cacctttcac tgggcacaag cacatcagca accccagatg     4140

gcagtcacct tgcagtagat gacttaaaga acgctgaaga gtcaaaatta ggtccagata     4200

ttgggatttc aaaggaagat gatgaaagac agacagactc taaaaaagaa gaaactattt     4260

ccccaagttt aaataaaaca gatgtgatac atggacagga caaatcagat gttcaaaaca     4320

ctcagctaac agtggaaacg acaaatatag aaggcactat ttcctatccc ctggaagaaa     4380

ccaaaattac acgctatttc cccgatgaaa cgatcaatgc ttgtaaaaca atgaagtcca     4440

gaagcttcgt ctattcccgg ggaagaaagc tggtcggtgg ggttaaccag gatgtagagt     4500

acagttcaat cacggaccag caattgacga cggaatggca atgccaagtt caaaagatca     4560

cgcgctctca tagcacagat attccttaca ttgtgtcgga agctgcagtg caagctgagc     4620

ataaagagca gtttgcagat atgcaagatg aacaccatgt cgctgaagca attcctcgaa     4680

tccctcgctt gtccctaacc attactgaca gaaatgggat ggaaaactta ctgtctgtga     4740

agccagatca aactttggga ttcccatctc tcaggtcaaa aagtttacat ggacatccta     4800

ggaatgtgaa atccattcag ggaaagttag acagatctgg acatgccagt agtgtaagca     4860

gcttagtaat tgtgtctgga atgacagcag aagaaaaaaa ggttaagaaa gagaaagctt     4920

ccacagaaac tgaatgctag tctgttttgt ttctttaatt ttttttttta acagtcagaa     4980

ccactaatgg gtgtcatctt ggccatctaa acatcatcaa tttctaaaaa cattttcctt     5040

aaaaaatttt ggaaattcag acttgattta caatttaatg cactaaaagt agtattttgt     5100

tagcatatgt tagtaggctt agttttttca gttgcagtag tatcaaatga aagtgatgat     5160

actgtaacga agataaattg gctaatcagt atacaagatt atacaatctc tttattactg     5220

agggccacca aatagcctag gaagtgccct cgagcactga agtcaccatt aggtcactta     5280

agaagtaagc aactagctgg gcacagtggc tcatgcctgt aatcctagca ctttgggagg     5340

ccaaggcaga aagatagctt gagtccagga gtttgagacc agcctgggca acatagtgat     5400

accccatctc ttaaaaaaaa aaaaaaaa                                        5428
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