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SEQUENCE LISTING

<110> Galderma

<120> Modulators of monoglyceride lipase in the treatment of acne, of seborrhoeic

dermatitis or of hyperseborrhoea

<130> DB0183 MGLL
<160> 4

<170> PatentlIn version 3.3
<210> 1

211> 4617

<212> DNA
<213> Homo sapiens

<220>
<221> CDS
<222> (541)..(1482)

<400> 1
ctccatcttt ctagtcceca cettceceegg tgecagacace cggegaagece caceeggttt 60

tcccagegge atttccgatg acagettcgg ggctacgtgt cetgtgetgt cggagacgea 120
caggaagcaa agtttgtgag aagccttggg ggegactttg ccttgggeac cecgeatttgt 180
gcgtetgega ggtgcctegg tgtgcgegga getagtttee cagtttceeg ggeeectecee 240

ttctccgage cectctageg atttgtttag gaaaagtgat gacatgaact agtagtggag 300

aatcgcagcg ccgeteeecg ceetggggag ggaggggage cccggagage ctgecggtgg 360
gagctggaag caggeteecg getgagegee ccageccgaa aggeagggte tggetgeggg 420
aagagggctc ggagcetgcct tcetgetgee ttggggecge ccagatgagg gaacageeeg 480
atttgcctgg ttctgattct ccaggetgte gtggttgteg aatgcaaacg ccageacata 540

atg gaa aca gga cct gaa gac cct tcc agce atg cca gag gaa agttcc 588

Met Glu Thr Gly Pro Glu Asp Pro Ser Ser Met Pro Glu Glu Ser Ser

1 5 10 15

ccc agg cgg acc ccg cag age att cec tac cag gac ctc cct cac ctg 636
Pro Arg Arg Thr Pro GlIn Ser Ile Pro Tyr Gln Asp Leu Pro His Leu
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20 25 30

gtc aat gca gac gga cag tac ctc ttc tgc agg tac tgg aaa ccc aca 684
Val Asn Ala Asp Gly GlIn Tyr Leu Phe Cys Arg Tyr Trp Lys Pro Thr
35 40 45

ggc aca ccc aag gec cte ate ttt gtg tce cat gga gec gga gag cac 732
Gly Thr Pro Lys Ala Leu Ile Phe Val Ser His Gly Ala Gly Glu His
50 55 60

agt ggc cgc tat gaa gag ctg gct cgg atg ctg atg ggg ctg gacctg 780
Ser Gly Arg Tyr Glu Glu Leu Ala Arg Met Leu Met Gly Leu Asp Leu
65 70 75 80

ctg gtg ttc gce cac gac cat gtt ggc cac gga cag age gaa ggg gag 828
Leu Val Phe Ala His Asp His Val Gly His Gly GIn Ser Glu Gly Glu
85 90 95

agg atg gta gtg tct gac ttc cac gtt ttc gtc agg gat gtg ttg cag 876
Arg Met Val Val Ser Asp Phe His Val Phe Val Arg Asp Val Leu Gln
100 105 110

cat gtg gat tcc atg cag aaa gac tac cct ggg cttcct gte tte ettt 924
His Val Asp Ser Met Gln Lys Asp Tyr Pro Gly Leu Pro Val Phe Leu
115 120 125

ctg ggc cac tcc atg gga gge gec atc gee atc cte acg gec geca gag 972
Leu Gly His Ser Met Gly Gly Ala Ile Ala Ile Leu Thr Ala Ala Glu
130 135 140

agg ccg gge cac ttc gee gge atg gta cte att tcg cet ctg gt ctt - 1020
Arg Pro Gly His Phe Ala Gly Met Val Leu Ile Ser Pro Leu Val Leu
145 150 155 160

gcc aat cct gaa tct gea aca act ttc aag gtc ctt get gcg aaa gtg 1068
Ala Asn Pro Glu Ser Ala Thr Thr Phe Lys Val Leu Ala Ala Lys Val
165 170 175

ctc aac ctt gtg ctg cca aac ttg tcc ctc ggg ccc atc gac tcc age 1116
Leu Asn Leu Val Leu Pro Asn Leu Ser Leu Gly Pro Ile Asp Ser Ser
180 185 190

gtg ctc tct cgg aat aag aca gag gtc gac att tat aac tca gacccc 1164
Val Leu Ser Arg Asn Lys Thr Glu Val Asp Ile Tyr Asn Ser Asp Pro
195 200 205

ctg atc tgc cgg geca ggg ctg aag gtg tge ttc gge atc caa ctg ctg 1212
Leu Ile Cys Arg Ala Gly Leu Lys Val Cys Phe Gly Ile Gln Leu Leu
210 215 220
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aat gcc gte tca cgg gtg gag cge gec cte ccc aag ctg act gtgcee 1260
Asn Ala Val Ser Arg Val Glu Arg Ala Leu Pro Lys Leu Thr Val Pro
225 230 235 240
ttc ctg ctg ctc cag ggc tct gee gat cge cta tgt gac age aaa ggg 1308
Phe Leu Leu Leu GIn Gly Ser Ala Asp Arg Leu Cys Asp Ser Lys Gly
245 250 255
gcc tac ctg ctc atg gag tta gcc aag age cag gac aag act ctc aag 1356
Ala Tyr Leu Leu Met Glu Leu Ala Lys Ser Gln Asp Lys Thr Leu Lys
260 265 270
att tat gaa ggt gece tac cat gtt ctc cac aag gag ctt cct gaa gtc 1404
Ile Tyr Glu Gly Ala Tyr His Val Leu His Lys Glu Leu Pro Glu Val
275 280 285
acc aac tcc gtc ttc cat gaa ata aac atg tgg gtc tct caa agg aca 1452
Thr Asn Ser Val Phe His Glu Ile Asn Met Trp Val Ser Gln Arg Thr
290 295 300
gcc acg gca gga act gecg tec cca cec tga atgeattgge cggtgeeegg 1502

Ala Thr Ala Gly Thr Ala Ser Pro Pro
305 310

ctcatggtct gggggatgca ggecaggggaa gggcagagat ggettctcag atatggettg 1562
ccaaaaaaaa aaaaaaaaaa aaatcagaaa ttggagaaat ccttagcaca attttctaaa 1622
aaataacaga catttttgtt atacattaga ctatcagaca ctggacctac cttaatggtt 1682
agacacttta tgcaaaaaaa gagaaaggtc ccaggtgatt ttccacaaag aatgtgctaa 1742
aatgtccact gaaaacaaag ccaagcctct geeetgecte teccagetee cacaagggtt 1802
ccaggaattc ctggtgttcc caggacacca gactgcaata actggaggeg cctecttect 1862
gcccaccectt cgetcacgee ccagegecect ctetgaccag ceteegettg gtggeettee 1922
tctggeegtg tgatgaggtg gttgetgtet ccatagggge cagetcecca gggeagacte 1982
acgtgcccct ctgaggcetca gaaaatgeee agececttect caaaatgage agecacccat 2042
gactttgtgg getccttgtt agectgagac caggcetttge agaggggcgg gggetgagge 2102
ttagcccaga aggagaactg agcaggaaac caaggctctt ctetgtceec tgeectteece 2162

ctectgecag ggggaggcete aggttggtee ccgagtgecg cetgtactca caaaggetge 2222
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ctttcctcta gagtcactaa ttttacctga tgctatgaga gaatcatatt gaagatgaaa 2282
tgtctaatat ataatgtata ttttaaagca gagactattt tggtggatag gtgggaggga 2342
gcaaggggag tttgagggaa tcagagettg atgctactgt acagaactgg acaggttggg 2402
ccggeagtgg tggggccaga gggcetetgtg ctetaggage taagecagea geececgaga 2462
ggggacttgg ctgggccttt cctatgggcea aggeccagtg ctettcetge ccaccaggga 2522
ccatggagca gtggcaccct atggggctat gatccctagg cetgggeetg ggectgecta 2582
tggcecagag ctaccetggg agtgtcagtg ctagcageac agetacctct ggtggcagga 2642
gaagagaggc ccagcacagce agecaggecag gectteetgt ccaggtetge atggageact 2702
cggtgaccca gagcagggac tggaggeacc cccageectg ccccaggeca cageaggaca 2762
ggeecgggaca ggectecacce aaggecaagg ctggeatcag ccaatcattc agagetgagg 2822
ccetgggect agectgecect tctcaggtge caataccace ccageectge cettggecte 2882
actttttccc agcaataagt ggggttcacc acccgecteg ggaatacttt ceecttctaa 2942
atgggacttg ctgttacctc aggaggcetec ttagtgcaaa tatgaccetg gtcagggett 3002
tgccaccgtt gaageectge agaaggtgea atgtaggget tetggggeca cagaggagag 3062
gccacttcee accaggacce ccaacatgaa gtctaggect caggggctee cgeecttett 3122
cctccageag cgggaactge cactgetcte ccaggeectg ttetggagge taaccttggt 3182
tcctggagag tgtgeececte cacecteect ccagecagecc tgatcacace atgagageca 3242
ggaacgggtc accctgetga agatcactet gtgeectggg ggaggageca ageectcace 3302
ccacaagggg caggtggegge cttggttget gacccggece aagtccecac agageacctt 3362
ctgtagctce agettgtcte cetggettct ctttgaagga gaaaaatgta aaatatgcac 3422
tgagaaagcc ageccccgect gettagtcag cceceggeage agggeageca tgggaactca 3482
ggaaaagcag gaaccctttc caaaagecca gagatgecct gggetcagat ctgtaattet 3542
cccaggagct gtgatagage aggecacaca aagtcectac gecteeetge tgecteceee 3602
agatgcatgt ggtggcatca ccattcceca aattgaatat cageatgegg cctgaccagg 3662

gactctttag atgcatgaat ttatttatat gaaggctctc acagagacac acacagcact 3722
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tcagtagcat ttgcattcct ggttaaagaa tcaccaatat ttaaaataaa aactttcctg 3782
aaattgggac tgtcatgtta tccagaaggg ctggtacatc cgeecaccat gteceectge 3842
tgggtcagga gccaacacag gaceetgegt gtgagegtge ctgacatete acgecacggee 3902
actccagagc cggtceetgt cettggaaag ctgtgaagece ttgegttgag ttecttctcg 3962
atactgacgg ctccgtgetg acattctgag ctetggagtc acaccagege aggggegtgg 4022
aggaactgag gtttggaagg aatgccaggt ctcgecacage ttggectcga gaaggtgaga 4082
ggaaggcaaa ggececagggag gggaccecaga gaggectgge acacaaggee caageaccac 4142
cgtcaacaca gcccagtcea tacagaaatg ggtttcatge ctgaaaagct ttttacagaa 4202
agatgccgec tgtagecagt gacagecgea accctacagg cctcagttee ttgcagaggt 4262
gaggggtaga gagtcagect cccteectte cagecagegac ccagetteee tecacttcca 4322
ggtggtectg ggctcaccga gggageactg gtgggtgcte tgaaaaccca caggatceca 4382
cctecaggec cacctgggte ceatctcact ctettettet ttcaccaatt getaacatag 4442
accttgttgg gatcacgatg gettcacaag ccagetgttg ggtttgctat gtcactgtgg 4502
ctcagtcaca tccectgegtg tatactgtet gecggggcaca tatgtateca tttagageta 4562
aaggaatcag tgtacactac agctaatcct aataaatccg atgttttcgg aaaaa 4617
<210> 2

<211> 313

<212> PRT

<213> Homo sapiens

<400> 2

Met Glu Thr Gly Pro Glu Asp Pro Ser Ser Met Pro Glu Glu Ser Ser

1 5 10 15

Pro Arg Arg Thr Pro GlIn Ser Ile Pro Tyr Gln Asp Leu Pro His Leu
20 25 30

Val Asn Ala Asp Gly GIn Tyr Leu Phe Cys Arg Tyr Trp Lys Pro Thr
35 40 45



10

15

20

25

30

35

40

45

Gly Thr Pro Lys Ala Leu Ile Phe Val Ser His Gly Ala Gly Glu His
50 55 60

Ser Gly Arg Tyr Glu Glu Leu Ala Arg Met Leu Met Gly Leu Asp Leu
65 70 75 80

Leu Val Phe Ala His Asp His Val Gly His Gly Gln Ser Glu Gly Glu
85 90 95

Arg Met Val Val Ser Asp Phe His Val Phe Val Arg Asp Val Leu Gln
100 105 110

His Val Asp Ser Met Gln Lys Asp Tyr Pro Gly Leu Pro Val Phe Leu
115 120 125

Leu Gly His Ser Met Gly Gly Ala Ile Ala Ile Leu Thr Ala Ala Glu
130 135 140

Arg Pro Gly His Phe Ala Gly Met Val Leu Ile Ser Pro Leu Val Leu
145 150 155 160

Ala Asn Pro Glu Ser Ala Thr Thr Phe Lys Val Leu Ala Ala Lys Val
165 170 175

Leu Asn Leu Val Leu Pro Asn Leu Ser Leu Gly Pro Ile Asp Ser Ser
180 185 190

Val Leu Ser Arg Asn Lys Thr Glu Val Asp Ile Tyr Asn Ser Asp Pro
195 200 205

Leu Ile Cys Arg Ala Gly Leu Lys Val Cys Phe Gly Ile Gln Leu Leu
210 215 220

Asn Ala Val Ser Arg Val Glu Arg Ala Leu Pro Lys Leu Thr Val Pro
225 230 235 240
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Phe Leu Leu Leu GIn Gly Ser Ala Asp Arg Leu Cys Asp Ser Lys Gly
245 250 255

Ala Tyr Leu Leu Met Glu Leu Ala Lys Ser Gln Asp Lys Thr Leu Lys
260 265 270

Ile Tyr Glu Gly Ala Tyr His Val Leu His Lys Glu Leu Pro Glu Val
275 280 285

Thr Asn Ser Val Phe His Glu Ile Asn Met Trp Val Ser Gln Arg Thr
290 295 300

Ala Thr Ala Gly Thr Ala Ser Pro Pro
305 310

<210> 3

<211> 4192

<212> DNA

<213> Homo sapiens

<220>
<221> CDS
<222> (146)..(1057)

<400> 3
tggecggegea gacgecgeac cetgtegecg cgaageeggt cgegegeage tegtecegge

cctggeecge cgecaaacgag gatccgetge getcggggaa cgegacageg gegetegtgg

ccecggaccet gaagaccectt ccage atg cca gag gaa agt tce ccc agg cgg 172
Met Pro Glu Glu Ser Ser Pro Arg Arg
1 5

acc ccg cag agc att ccc tac cag gac ctc cct cac ctg gtc aat gca 220
Thr Pro Gln Ser Ile Pro Tyr Gln Asp Leu Pro His Leu Val Asn Ala
10 15 20 25

gac gga cag tac ctc ttc tgc agg tac tgg aaa ccc aca ggc acaccc 268
Asp Gly Gln Tyr Leu Phe Cys Arg Tyr Trp Lys Pro Thr Gly Thr Pro
30 35 40

aag gcc ctc atc ttt gtg tcc cat gga gee gga gag cac agt ggccge 316
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Lys Ala Leu Ile Phe Val Ser His Gly Ala Gly Glu His Ser Gly Arg
45 50 55

tat gaa gag ctg gct cgg atg ctg atg ggg ctg gac ctg ctg gtg ttc 364
Tyr Glu Glu Leu Ala Arg Met Leu Met Gly Leu Asp Leu Leu Val Phe
60 65 70

gcc cac gac cat gtt ggc cac gga cag agc gaa ggg gag agg atg gta 412
Ala His Asp His Val Gly His Gly Gln Ser Glu Gly Glu Arg Met Val
75 80 85

gtg tct gac ttc cac gtt ttc gtc agg gat gtg ttg cag cat gtg gat 460
Val Ser Asp Phe His Val Phe Val Arg Asp Val Leu GlIn His Val Asp
90 95 100 105

tcc atg cag aaa gac tac cct ggg ctt cct gte tte ctt ctg ggccac 508
Ser Met Gln Lys Asp Tyr Pro Gly Leu Pro Val Phe Leu Leu Gly His
110 115 120

tcc atg gga ggce gec atc gec atc ctc acg gee gea gag agg ccg ggc - 556
Ser Met Gly Gly Ala Ile Ala Ile Leu Thr Ala Ala Glu Arg Pro Gly
125 130 135

cac ttc gcc gge atg gta cte att tcg cct ctg gtt ctt gcc aat cct 604
His Phe Ala Gly Met Val Leu Ile Ser Pro Leu Val Leu Ala Asn Pro
140 145 150

gaa tct gca aca act ttc aag gtc ctt gct gcg aaa gtg ctc aacctt 652
Glu Ser Ala Thr Thr Phe Lys Val Leu Ala Ala Lys Val Leu Asn Leu
155 160 165

gtg ctg cca aac ttg tcc ctc ggg ccc ate gac tce age gtg cte tet 700
Val Leu Pro Asn Leu Ser Leu Gly Pro Ile Asp Ser Ser Val Leu Ser
170 175 180 185

cgg aat aag aca gag gtc gac att tat aac tca gac ccc ctg atc tge 748
Arg Asn Lys Thr Glu Val Asp Ile Tyr Asn Ser Asp Pro Leu Ile Cys
190 195 200

cgg gea ggg ctg aag gtg tgc ttc gge atc caa ctg ctg aat gcc gtc - 796
Arg Ala Gly Leu Lys Val Cys Phe Gly Ile Gln Leu Leu Asn Ala Val
205 210 215

tca cgg gtg gag cgc gec cte cee aag ctg act gtg cec ttc ctgctg 844
Ser Arg Val Glu Arg Ala Leu Pro Lys Leu Thr Val Pro Phe Leu Leu
220 225 230

ctc cag gge tct gee gat cge cta tgt gac age aaa ggg gectacctg 8§92
Leu Gln Gly Ser Ala Asp Arg Leu Cys Asp Ser Lys Gly Ala Tyr Leu
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235 240 245

ctc atg gag tta gcc aag agc cag gac aag act ctc aag att tat gaa 940
Leu Met Glu Leu Ala Lys Ser Gln Asp Lys Thr Leu Lys Ile Tyr Glu
250 255 260 265

ggt gce tac cat gtt ctc cac aag gag ctt cct gaa gtc acc aactcc 988
Gly Ala Tyr His Val Leu His Lys Glu Leu Pro Glu Val Thr Asn Ser
270 275 280

gtc ttc cat gaa ata aac atg tgg gtc tct caa agg aca gcc acg gca 1036
Val Phe His Glu Ile Asn Met Trp Val Ser Gln Arg Thr Ala Thr Ala

285 290 295
gga act gcg tce cca cec tga atgeattgge cggtgeccgg ctecatggtet 1087
Gly Thr Ala Ser Pro Pro
300

gggggatgea ggecaggggaa gggecagagat ggettctcag atatggettg ccaaaaaaaa 1147
aaaaaaaaaa aaatcagaaa ttggagaaat ccttagcaca attttctaaa aaataacaga 1207
catttttgtt atacattaga ctatcagaca ctggacctac cttaatggtt agacacttta 1267
tgcaaaaaaa gagaaaggtc ccaggtgatt ttccacaaag aatgtgetaa aatgtccact 1327
gaaaacaaag ccaagcctct geeetgecte tcccagetee cacaagggtt ccaggaatte 1387
ctggtgttcc caggacacca gactgcaata actggaggeg cctecttect gecccacectt 1447
cgctcacgec ccagegecect ctetgaccag ceteegettg gtggecttee tetggeegtg 1507
tgatgaggtg gttgctgtct ccatagggge cagetcececa gggeagacte acgtgecect 1567
ctgaggctca gaaaatgecc ageccttect caaaatgage agecacccat gactttgtgg 1627
gcteettgtt agectgagac caggetttge agaggggegg ggggtgagge ttagececcaga 1687
aggagaactg agcaggaaac caaggctctt ctetgteece tgeectteee ctectgecag 1747
ggggaggcte aggttggtee ccgagtgecg cetgtactca caaaggetge ctttecteta 1807
gagtcactaa ttttacctga tgctatgaga gaatcatatt gaagatgaaa tgtctaatat 1867
ataatgtata ttttaaagca gagactattt tggtggatag gtgggaggga gcaaggggag 1927
tttgagggaa tcagagcttg atgctactgt acagaactgg acaggttggg ccggecagtgg 1987

tggggccaga gggetetgtg ctetaggage taagecagea geceecgaga ggggacttgg 2047
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10

ctgggccttt cctatgggea aggeccagtg ctettcetge ccaccaggga ccatggagea 2107
gtggcaccet atggggctat gatccctagg cetgggectg ggectgecta tggeecagag 2167
ctaccctggg agtgtcagtg ctagcagcac agctacctct ggtggecagga gaagagagge 2227
ccagcacagc agcaggcecag gectteetgt ccaggtctge atggageact cggtgaccca 2287
gagcagggac tggaggcacc cccageectg ccccaggeca cageaggaca ggeegggaca 2347
ggcectcacce aaggecaagg ctggeatcag ccaatcattc agagetgagg cectgggeet 2407
agectgecct tctcaggtge caataccace ccageeetge cettggecte actttttcee 2467
agcaataagt ggggttcacc acccgecteg ggaatacttt ccecttctaa atgggacttg 2527
ctgttacctc aggaggctcce ttagtgcaaa tatgaccetg gtcagggctt tgccaccgtt 2587
gaagccctge agaaggtgea atgtaggggt tctggggeca cagaggagag gecacttcee 2647
accaggaccc ccaacatgaa gtctaggect caggggctee cgeccttett ccteccageag 2707
cgggaactgc cactgcetcte ccaggecctg ttetggagge taaccttggt tectggagag 2767
tgtgcececte caccceteect ccagecagecec tgatcacace atgagageca ggaacgggte 2827
accctgetga agatcactct gtgcectggg ggaggageca agecctcace ccacaagggg 2887
caggtggggge cttggttgct gacccggecc aagtcececac agageacctt ctgtagetee 2947
agcttgtctc cctggettct ctttgaagga gaaaaatgta aaatatgcac tgagaaagec 3007
ageccccgect gettagtcag ccccggeage agggeageca tgggaactca ggaaaageag 3067
gaaccctttc caaaagccca gagatgecct gggetcagat ctgtaattct cccaggaget 3127
gtgatagagc aggccacaca aagtcectac gecteeetge tgectceeee agatgeatgt 3187
ggtggcatca ccattccecca aattgaatat cageatgegg cctgaccagg gactetttag 3247
atgcatgaat ttatttatat gaaggctctc acagagacac acacagcact tcagtagcat 3307
ttgcattcct ggttaaagaa tcaccaatat ttaaaataaa aactttcctg aaattgggac 3367
tgtcatgtta tccagaaggg ctggtacatc cgeccaccat gteeeectge tgggtcagga 3427

gccaacacag gaccctgegt gtgagegtge ctgacatetc acgecacggee actccagage 3487
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11

cggteectgt cettggaaag ctgtgaagece ttgegttgag ttectteteg atactgacgg 3547
ctccgtgetg acattetgag ctetggagtc acaccagege aggggegtgg aggaactgag 3607
gtttggaagg aatgccaggt ctcgecacage ttggectcga gaaggtgaga ggaaggeaaa 3667
ggeccagggag gggacccaga gaggectgge acacaaggec caageaccac cgtcaacaca 3727
gcccagtcca tacagaaatg ggtttcatge ctgaaaagcet ttttacagaa agatgecgee 3787
tgtagccagt gacagecgea accctacagg cetcagttee ttgcagaggt gaggggtaga 3847
gagtcagcct cccteectte cageagegac ccagettecce tccacttceca ggtggtgetg 3907
ggctcaccga gggageactg gtgggtecte tgaaaaccca caggatecca cctccaggee 3967
cacctgggtc ccatctcact ctcttcttct ttcaccaatt gctaacatag accttgttgg 4027
gatcacgatg gcttcacaag ccagetgttg ggtttgetat gtcactgtgg ctcagtcaca 4087
tccetgegtg tatactgtet geggggceaca tatgtateca tttagagceta aaggaatcag 4147
tgtacactac agctaatcct aataaatccg atgttttcgg aaaaa 4192

<210> 4

<211> 303

<212> PRT

<213> Homo sapiens

<400> 4

Met Pro Glu Glu Ser Ser Pro Arg Arg Thr Pro Gln Ser Ile Pro Tyr

1 5 10 15

Gln Asp Leu Pro His Leu Val Asn Ala Asp Gly Gln Tyr Leu Phe Cys
20 25 30

Arg Tyr Trp Lys Pro Thr Gly Thr Pro Lys Ala Leu Ile Phe Val Ser
35 40 45

His Gly Ala Gly Glu His Ser Gly Arg Tyr Glu Glu Leu Ala Arg Met
50 55 60

Leu Met Gly Leu Asp Leu Leu Val Phe Ala His Asp His Val Gly His
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12

65 70 75 80

Gly GIn Ser Glu Gly Glu Arg Met Val Val Ser Asp Phe His Val Phe
85 90 95

Val Arg Asp Val Leu GlIn His Val Asp Ser Met Gln Lys Asp Tyr Pro
100 105 110

Gly Leu Pro Val Phe Leu Leu Gly His Ser Met Gly Gly Ala Ile Ala
115 120 125

Ile Leu Thr Ala Ala Glu Arg Pro Gly His Phe Ala Gly Met Val Leu
130 135 140

Ile Ser Pro Leu Val Leu Ala Asn Pro Glu Ser Ala Thr Thr Phe Lys
145 150 155 160

Val Leu Ala Ala Lys Val Leu Asn Leu Val Leu Pro Asn Leu Ser Leu
165 170 175

Gly Pro Ile Asp Ser Ser Val Leu Ser Arg Asn Lys Thr Glu Val Asp
180 185 190

Ile Tyr Asn Ser Asp Pro Leu Ile Cys Arg Ala Gly Leu Lys Val Cys
195 200 205

Phe Gly Ile GIn Leu Leu Asn Ala Val Ser Arg Val Glu Arg Ala Leu
210 215 220

Pro Lys Leu Thr Val Pro Phe Leu Leu Leu Gln Gly Ser Ala Asp Arg
225 230 235 240

Leu Cys Asp Ser Lys Gly Ala Tyr Leu Leu Met Glu Leu Ala Lys Ser
245 250 255

Gln Asp Lys Thr Leu Lys Ile Tyr Glu Gly Ala Tyr His Val Leu His
260 265 270
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Lys Glu Leu Pro Glu Val Thr Asn Ser Val Phe His Glu Ile Asn Met
275 280 285

Trp Val Ser Gln Arg Thr Ala Thr Ala Gly Thr Ala Ser Pro Pro
290 295 300



