
SEQUENCE LISTING 

<110> Deutsches Institut fur Ernahrungsforschung 
Pot sdam-Rehbrucke 

<120> Agonists of Bitter Taste Receptors and Uses thereof 

<130> 504-07 PCT 

<140> 
<141> 2008-03-31 

<150> EP 07006595.8 
<151> 2007-03-29 

<150> US 60/921,157 
<151> 2007-03-29 

<160> 6 

<170> Patentin version 3.3 

<210> 1 
<211> 951 
<212> DNA 
<213> Homo sapiens 

<400> 1 
atgggtggtg tcataaagag catatttaca ttcgttttaa ttgtggaatt tataattgga 60 

aatttaggaa atagtttcat agcactggtg aactgtattg actgggtcaa gggaagaaag 120 

atctcttcgg ttgatcggat cctcactgct ttggcaatct ctcgaattag cctggtttgg 180 

ttaatattcg gaagctggtg tgtgtctgtg tttttcccag ctttatttgc cactgaaaaa 240 

atgttcagaa tgcttactaa tatctggaca gtgatcaatc attttagtgt ctggttagct 300 

acaggcctcg gtacttttta ttttctcaag atagccaatt tttctaactc tatttttctc 360 

tacctaaagt ggagagttaa aaaggtggtt ttggtgctgc ttcttgtgac ttcggtcttc 420 

ttgtttttaa atattgcact gataaacatc catataaatg ccagtatcaa tggatacaga 480 

agaaacaaga cttgcagttc tgattcaagt aactttacac gattttccag tcttattgta 540 

ttaaccagca ctgtgttcat tttcataccc tttactttgt ccctggcaat gtttcttctc 600 

ctcatcttct ccatgtggaa acatcgcaag aagatgcagc acactgtcaa aatatccgga 660 

gacgccagca ccaaagccca cagaggagtt aaaagtgtga tcactttctt cctactctat 720 

gccattttct ctctgtcttt tttcatatca gtttggacct ctgaaaggtt ggaggaaaat 780 

ctaattattc tttcccaggt gatgggaatg gcttatcctt catgtcactc atgtgttctg 840 

attcttggaa acaagaagct gagacaggcc tctctgtcag tgctactgtg gctgaggtac 900 

atgttcaaag atggggagcc ctcaggtcac aaagaattta gagaatcatc t 951 

<210> 2 
<211> 317 



<212 > PRT 
<213> Homo sapiens 

<400> 2 

Met Gly Gly Val lie Lys Ser lie Phe Thr Phe Val Leu lie Val Glu 
15 10 15 

Phe lie lie Gly Asn Leu Gly Asn Ser Phe lie Ala Leu Val Asn Cys 
20 25 30 

lie Asp Trp Val Lys Gly Arg Lys lie Ser Ser Val Asp Arg lie Leu 
35 40 45 

Thr Ala Leu Ala lie Ser Arg lie Ser Leu Val Trp Leu lie Phe Gly 
50 55 60 

Ser Trp Cys Val Ser Val Phe Phe Pro Ala Leu Phe Ala Thr Glu Lys 
65 70 75 80 

Met Phe Arg Met Leu Thr Asn lie Trp Thr Val lie Asn His Phe Ser 
85 90 95 

Val Trp Leu Ala Thr Gly Leu Gly Thr Phe Tyr Phe Leu Lys lie Ala 
100 105 110 

Asn Phe Ser Asn Ser lie Phe Leu Tyr Leu Lys Trp Arg Val Lys Lys 
115 120 125 

Val Val Leu Val Leu Leu Leu Val Thr Ser Val Phe Leu Phe Leu Asn 
130 135 140 

lie Ala Leu lie Asn lie His lie Asn Ala Ser lie Asn Gly Tyr Arg 
145 150 155 160 

Arg Asn Lys Thr Cys Ser Ser Asp Ser Ser Asn Phe Thr Arg Phe Ser 
165 170 175 

Ser Leu lie Val Leu Thr Ser Thr Val Phe lie Phe lie Pro Phe Thr 
180 185 190 

Leu Ser Leu Ala Met Phe Leu Leu Leu lie Phe Ser Met Trp Lys His 
195 200 205 

Arg Lys Lys Met Gin His Thr Val Lys He Ser Gly Asp Ala Ser Thr 
210 215 220 

Lys Ala His Arg Gly Val Lys Ser Val lie Thr Phe Phe Leu Leu Tyr 
225 230 235 240 



Ala lie Phe Ser Leu Ser Phe Phe lie Ser Val Trp Thr Ser Glu Arg 

Leu Glu Glu Asn Leu lie lie Leu Ser Gin Val Met Gly Met Ala Tyr 

Pro Ser Cys His Ser Cys Val Leu lie Leu Gly Asn Lys Lys Leu Arg 

Gin Ala Ser Leu Ser Val Leu Leu Trp Leu Arg Tyr Met Phe Lys Asp 

Gly Glu Pro Ser Gly His Lys Glu Phe Arg Glu Ser Ser 

<210> 3 
<211> 921 
<212> DNA 
<213> Homo sapiens 

<400> 3 
atgctacgtg tagtggaagg catcttcatt tttgttgtag ttagtgagtc agtgtttggg 60 

gttttgggga atggatttat tggacttgta aactgcattg actgtgccaa gaataagtta 120 

tctacgattg gctttattct caccggctta gctatttcaa gaatttttct gatatggata 180 

ataattacag atggatttat acagatattc tctccaaata tatatgcctc cggtaaccta 240 

attgaatata ttagttactt ttgggtaatt ggtaatcaat caagtatgtg gtttgccacc 300 

agcctcagca tcttctattt cctgaagata gcaaattttt ccaactacat atttctctgg 360 

ttgaagagca gaacaaatat ggttcttccc ttcatgatag tattcttact tatttcatcg 420 

ttacttaatt ttgcatacat tgcgaagatt cttaatgatt ataaaatgaa gaatgacaca 480 

gtctgggatc tcaacatgta taaaagtgaa tactttatta aacagatttt gctaaatctg 540 

ggagtcattt tcttctttac actatcccta attacatgta tttttttaat catttccctt 600 

tggagacaca acaggcagat gcaatcgaat gtgacaggat tgagagactc caacacagaa 660 

gctcatgtga aggcaatgaa agttttgata tctttcatca tcctctttat cttgtatttt 720 

ataggcatgg ccatagaaat atcatgtttt actgtgcgag aaaacaaact gctgcttatg 780 

tttggaatga caaccacagc catctatccc tggggtcact catttatctt aattctagga 84 0 

aacagcaagc taaagcaagc ctctttgagg gtactgcagc aattgaagtg ctgtgagaaa 900 

aggaaaaatc tcagagtcac a 921 

<210> 4 
<211> 307 



<212> PRT 
<213> Homo sapiens 

<400> 4 

Met Leu Arg Val Val Glu Gly lie Phe lie Phe Val Val Val Ser Glu 
15 10 15 

Ser Val Phe Gly Val Leu Gly Asn Gly Phe lie Gly Leu Val Asn Cys 
20 25 30 

lie Asp Cys Ala Lys Asn Lys Leu Ser Thr lie Gly Phe lie Leu Thr 
35 40 45 

Gly Leu Ala lie Ser Arg lie Phe Leu lie Trp lie lie lie Thr Asp 
50 55 60 

Gly Phe lie Gin lie Phe Ser Pro Asn lie Tyr Ala Ser Gly Asn Leu 
65 70 75 80 

lie Glu Tyr lie Ser Tyr Phe Trp Val lie Gly Asn Gin Ser Ser Met 
85 90 95 

Trp Phe Ala Thr Ser Leu Ser lie Phe Tyr Phe Leu Lys lie Ala Asn 
100 105 110 

Phe Ser Asn Tyr lie Phe Leu Trp Leu Lys Ser Arg Thr Asn Met Val 
115 120 125 

Leu Pro Phe Met lie Val Phe Leu Leu lie Ser Ser Leu Leu Asn Phe 
130 135 140 

Ala Tyr lie Ala Lys lie Leu Asn Asp Tyr Lys Met Lys Asn Asp Thr 
145 150 155 160 

Val Trp Asp Leu Asn Met Tyr Lys Ser Glu Tyr Phe lie Lys Gin lie 
165 170 175 

Leu Leu Asn Leu Gly Val lie Phe Phe Phe Thr Leu Ser Leu lie Thr 
180 185 190 

Cys lie Phe Leu lie lie Ser Leu Trp Arg His Asn Arg Gin Met Gin 
195 200 205 

Ser Asn Val Thr Gly Leu Arg Asp Ser Asn Thr Glu Ala His Val Lys 
210 215 220 

Ala Met Lys Val Leu lie Ser Phe lie lie Leu Phe lie Leu Tyr Phe 
225 230 235 240 



lie Gly Met Ala lie Glu lie Ser Cys Phe Thr Val Arg Glu Asn Lys 
245 250 255 

Leu Leu Leu Met Phe Gly Met Thr Thr Thr Ala lie Tyr Pro Trp Gly 
260 265 270 

His Ser Phe lie Leu lie Leu Gly Asn Ser Lys Leu Lys Gin Ala Ser 
275 280 285 

Leu Arg Val Leu Gin Gin Leu Lys Cys Cys Glu Lys Arg Lys Asn Leu 
290 295 300 

Arg Val Thr 
305 

<210> 5 
<211> 897 
<212 > DNA 
<213> Homo sapiens 

<400> 5 
atgcttcggt tattctattt ctctgctatt attgcctcag ttattttaaa ttttgtagga 60 

atcattatga atctgtttat tacagtggtc aattgcaaaa cttgggtcaa aagccataga 120 

atctcctctt ctgataggat tctgttcagc ctgggcatca ccaggtttct tatgctggga 180 

ctatttctgg tgaacaccat ctacttcgtc tcttcaaata cggaaaggtc agtctacctg 240 

tctgcttttt ttgtgttgtg tttcatgttt ttggactcga gcagtgtctg gtttgtgacc 300 

ttgctcaata tcttgtactg tgtgaagatt actaacttcc aacactcagt gtttctcctg 360 

ctgaagcgga atatctcccc aaagatcccc aggctgctgc tggcctgtgt gctgatttct 420 

gctttcacca cttgcctgta catcacgctt agccaggcat caccttttcc tgaacttgtg 480 

actacgagaa ataacacatc atttaatatc agtgagggca tcttgtcttt agtggtttct 540 

ttggtcttga gctcatctct ccagttcatc attaatgtga cttctgcttc cttgctaata 600 

cactccttga ggagacatat acagaagatg cagaaaaatg ccactggttt ctggaatccc 660 

cagacggaag ctcatgtagg tgctatgaag ctgatggtct atttcctcat cctctacatt 720 

ccatattcag ttgctaccct ggtccagtat ctcccctttt atgcagggat ggatatgggg 780 

accaaatcca tttgtctgat ttttgccacc ctttactctc caggacattc tgttctcatt 840 

attatcacac atcctaaact gaaaacaaca gcaaagaaga ttctttgttt caaaaaa 897 

<210> 6 
<211> 299 
<212> PRT 
<213> Homo sapiens 



<40Q> 6 

Met Leu Arg Leu Phe Tyr Phe Ser Ala lie lie Ala Ser Val lie Leu 
15 10 15 

Asn Phe Val Gly lie lie Met Asn Leu Phe lie Thr Val Val Asn Cys 
20 25 30 

Lys Thr Trp Val Lys Ser His Arg lie Ser Ser Ser Asp Arg lie Leu 
35 40 45 

Phe Ser Leu Gly lie Thr Arg Phe Leu Met Leu Gly Leu Phe Leu Val 
50 55 60 

Asn Thr lie Tyr Phe Val Ser Ser Asn Thr Glu Arg Ser Val Tyr Leu 
65 70 75 80 

Ser Ala Phe Phe Val Leu Cys Phe Met Phe Leu Asp Ser Ser Ser Val 
85 90 95 

Trp Phe Val Thr Leu Leu Asn lie Leu Tyr Cys Val Lys lie Thr Asn 
100 105 110 

Phe Gin His Ser Val Phe Leu Leu Leu Lys Arg Asn lie Ser Pro Lys 
115 120 125 

lie Pro Arg Leu Leu Leu Ala Cys Val Leu lie Ser Ala Phe Thr Thr 
130 135 140 

Cys Leu Tyr lie Thr Leu Ser Gin Ala Ser Pro Phe Pro Glu Leu Val 
145 150 155 160 

Thr Thr Arg Asn Asn Thr Ser Phe Asn lie Ser Glu Gly lie Leu Ser 
165 170 175 

Leu Val Val Ser Leu Val Leu Ser Ser Ser Leu Gin Phe lie He Asn 
180 185 190 

Val Thr Ser Ala Ser Leu Leu lie His Ser Leu Arg Arg His lie Gin 
195 200 205 

Lys Met Gin Lys Asn Ala Thr Gly Phe Trp Asn Pro Gin Thr Glu Ala 
210 215 220 

His Val Gly Ala Met Lys Leu Met Val Tyr Phe Leu He Leu Tyr lie 
225 230 235 240 



Pro Tyr Ser Val Ala Thr Leu Val Gin Tyr Leu Pro Phe Tyr Ala Gly 
245 250 255 

Met Asp Met Gly Thr Lys Ser lie Cys Leu lie Phe Ala Thr Leu Tyr 
260 265 270 

Ser Pro Gly His Ser Val Leu lie lie lie Thr His Pro Lys Leu Lys 
275 280 285 

Thr Thr Ala Lys Lys lie Leu Cys Phe Lys Lys 
290 295 


