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<210>  1
<211>  543
<212>  PRT
<213>  Pan troglodytes
 
<400>  1
 
Met Lys Arg Thr Lys Thr Ser Asp Glu Ser Phe
Asn Pro Val Tyr Pro
1               5                   10
15
 
 
Tyr Asp Thr Glu Ser Gly Pro Pro Ser Val Pro
Phe Leu Thr Pro Pro
            20                  25
30
 
 
Phe Val Ser Pro Asp Gly Phe Gln Glu Ser Pro
Pro Gly Val Leu Ser
        35                  40
45
 
 
Leu Asn Leu Ala Glu Pro Leu Val Thr Ser His
Gly Met Leu Ala Leu
    50                  55                  60
 
 
Lys Met Gly Ser Gly Leu Ser Leu Asp Asp Ala
Gly Asn Leu Thr Ser
65                  70                  75
80
 
 
Gln Asp Ile Thr Thr Ala Ser Pro Pro Leu Lys
Lys Thr Lys Thr Asn
                85                  90
95
 
 
Leu Ser Leu Glu Thr Ser Ser Pro Leu Thr Val
Ser Thr Ser Gly Ala
            100                 105
110
 
 
Leu Thr Val Ala Ala Ala Ala Pro Leu Ala Val
Ala Gly Thr Ser Leu
        115                 120
125
 
 
Thr Met Gln Ser Glu Ala Pro Leu Thr Val Gln
Asp Ala Lys Leu Thr
    130                 135
140
 
 
Leu Ala Thr Lys Gly Pro Leu Thr Val Ser Glu
Gly Lys Leu Ala Leu
145                 150                 155
160
 
 
Gln Thr Ser Ala Pro Leu Thr Ala Ala Asp Ser
Ser Thr Leu Thr Val
                165                 170
175
 
 
Ser Ala Thr Pro Pro Ile Asn Val Ser Ser Gly
Ser Leu Gly Leu Asp
            180                 185
190
 
 
Met Glu Asp Pro Met Tyr Thr His Asn Gly Lys
Leu Gly Ile Arg Ile
        195                 200
205
 
 
Gly Gly Pro Leu Arg Val Val Asp Ser Leu His
Thr Leu Thr Val Val
    210                 215
220
 
 
Thr Gly Asn Gly Leu Thr Val Asp Asn Asn Ala
Leu Gln Thr Lys Val
225                 230                 235
240
 
 
Thr Gly Ala Leu Gly Tyr Asp Thr Ser Gly Asn
Leu Gln Leu Arg Ala
                245                 250
255
 
 
Ala Gly Gly Met Arg Ile Asp Ala Asn Gly Gln
Leu Ile Leu Asn Val
            260                 265
270
 
 
Ala Tyr Pro Phe Asp Ala Gln Asn Asn Leu Ser
Leu Arg Leu Gly Gln
        275                 280
285
 
 
Gly Pro Leu Tyr Ile Asn Thr Asp His Asn Leu
Asp Leu Asn Cys Asn
    290                 295
300
 
 
Arg Gly Leu Thr Thr Thr Thr Thr Asn Asn Thr
Lys Lys Leu Glu Thr
305                 310                 315
320
 
 
Lys Ile Ser Ser Gly Leu Asp Tyr Asp Thr Asn
Gly Ala Val Ile Ile
                325                 330
335
 
 
Lys Leu Gly Thr Gly Leu Ser Phe Asp Asn Thr
Gly Ala Leu Thr Val
            340                 345
350
 
 
Gly Asn Thr Gly Asp Asp Lys Leu Thr Leu Trp
Thr Thr Pro Asp Pro
        355                 360
365
 
 
Ser Pro Asn Cys Arg Ile His Ser Asp Lys Asp
Cys Lys Phe Thr Leu
    370                 375
380
 
 
Val Leu Thr Lys Cys Gly Ser Gln Ile Leu Ala
Ser Val Ala Ala Leu
385                 390                 395
400
 
 
Ala Val Ser Gly Asn Leu Ala Ser Ile Thr Gly
Thr Val Ala Ser Val
                405                 410
415
 
 
Thr Ile Phe Leu Arg Phe Asp Gln Asn Gly Val
Leu Met Glu Asn Ser
            420                 425
430
 
 
Ser Leu Asp Arg Gln Tyr Trp Asn Phe Arg Asn
Gly Asn Ser Thr Asn
        435                 440
445
 
 
Ala Ala Pro Tyr Thr Asn Ala Val Gly Phe Met
Pro Asn Leu Ala Ala
    450                 455
460
 
 
Tyr Pro Lys Thr Gln Ser Gln Thr Ala Lys Asn
Asn Ile Val Ser Gln
465                 470                 475
480
 
 
Val Tyr Leu Asn Gly Asp Lys Ser Lys Pro Met
Thr Leu Thr Ile Thr
                485                 490
495
 
 
Leu Asn Gly Thr Asn Glu Ser Ser Glu Thr Ser
Gln Val Ser His Tyr
            500                 505
510
 
 
Ser Met Ser Phe Thr Trp Ala Trp Glu Ser Gly
Gln Tyr Ala Thr Glu
        515                 520
525
 
 
Thr Phe Ala Thr Asn Ser Phe Thr Phe Ser Tyr
Ile Ala Glu Gln
    530                 535
540
 
 
<210>  2
<211>  1629
<212>  DNA
<213>  Pan troglodytes
 
<400>  2
atgaagcgca ccaaaacgtc tgacgagagc ttcaaccccg
tgtaccccta tgacacggaa       60
 
agcggccctc cctccgtccc tttcctcacc cctcccttcg
tgtctcccga tggattccaa      120
 
gaaagtcccc ccggggtcct gtctctgaac ctggccgagc
ccctggtcac ttcccacggc      180
 
atgctcgccc tgaaaatggg aagtggcctc tccctggacg
acgctggcaa cctcacctct      240
 
caagatatca ccaccgctag ccctcccctc aaaaaaacca
agaccaacct cagcctagaa      300
 
acctcatccc ccctaactgt gagcacctca ggcgccctca
ccgtagcagc cgccgctccc      360
 
ctggcggtgg ccggcacctc cctcaccatg caatcagagg
cccccctgac agtacaggat      420
 
gcaaaactca ccctggccac caaaggcccc ctgaccgtgt
ctgaaggcaa actggccttg      480
 
caaacatcgg ccccgctgac ggccgctgac agcagcaccc
tcaccgttag cgccacacca      540
 
ccaattaatg taagcagtgg aagtttaggc ttagacatgg
aagaccctat gtatactcac      600
 
aatggaaaac tgggaataag aattgggggt ccactaagag
tagtagacag cttgcataca      660
 
ctcactgtag ttaccggaaa tggactaact gtagataaca
atgccctcca aactaaagtt      720
 
acgggcgccc taggttatga cacatcagga aatctacaat
taagagctgc aggaggtatg      780
 
cgaattgacg caaatggcca acttatcctt aatgtggcat
acccatttga tgctcagaac      840
 
aatctcagcc ttagacttgg tcagggaccc ctgtatataa
acacagacca caacctggat      900
 
ttgaattgca acagaggtct aaccacaact accaccaaca
acacaaaaaa acttgagact      960
 
aaaattagct caggcttaga ctatgacacc aatggtgctg
tcattattaa acttggcact     1020
 
ggtctaagct tcgacaacac aggcgcccta actgtgggaa
acactggtga tgataaactg     1080
 
actctgtgga cgaccccaga cccatctcca aattgcagaa
ttcactcaga caaagactgc     1140
 
aagtttactc tagtcctaac taagtgtgga agccaaatcc
tggcctctgt cgccgcccta     1200
 
gcggtatcag gaaatctggc ttcgataaca ggcaccgttg
ccagcgttac catctttctc     1260
 
agatttgatc agaatggagt gcttatggaa aactcctcgc
tagacaggca gtactggaac     1320
 
ttcagaaatg gcaactcaac taacgctgcc ccctacacca
atgcagttgg gttcatgcca     1380
 
aacctcgcag cataccccaa aacgcaaagc cagactgcta
aaaacaacat tgtaagtcag     1440
 
gtttacttga atggagacaa atccaaaccc atgaccctta
ccatcaccct caatggaact     1500
 
aatgaatcca gtgaaactag ccaggtgagt cactactcca
tgtcatttac atgggcttgg     1560
 
gaaagtgggc aatatgccac tgaaaccttt gccaccaact
ccttcacctt ttcttacatt     1620
 
gctgaacaa
1629
 
 
<210>  3
<211>  593
<212>  PRT
<213>  Pan troglodytes
 
<400>  3
 
Met Arg Arg Ala Ala Met Tyr Gln Glu Gly Pro
Pro Pro Ser Tyr Glu
1               5                   10
15
 
 
Ser Val Val Gly Ala Ala Ala Ala Ala Pro Ser
Ser Pro Phe Ala Ser
            20                  25
30
 
 
Gln Leu Leu Glu Pro Pro Tyr Val Pro Pro Arg
Tyr Leu Arg Pro Thr
        35                  40
45
 
 
Gly Gly Arg Asn Ser Ile Arg Tyr Ser Glu Leu
Ala Pro Leu Phe Asp
    50                  55                  60
 
 
Thr Thr Arg Val Tyr Leu Val Asp Asn Lys Ser
Ala Asp Val Ala Ser
65                  70                  75
80
 
 
Leu Asn Tyr Gln Asn Asp His Ser Asn Phe Leu
Thr Thr Val Ile Gln
                85                  90
95
 
 
Asn Asn Asp Tyr Ser Pro Ser Glu Ala Ser Thr
Gln Thr Ile Asn Leu
            100                 105
110
 
 
Asp Asp Arg Ser His Trp Gly Gly Asp Leu Lys
Thr Ile Leu His Thr
        115                 120
125
 
 
Asn Met Pro Asn Val Asn Glu Phe Met Phe Thr
Asn Lys Phe Lys Ala
    130                 135
140
 
 
Arg Val Met Val Ser Arg Ser His Thr Lys Glu
Asp Arg Val Glu Leu
145                 150                 155
160
 
 
Lys Tyr Glu Trp Val Glu Phe Glu Leu Pro Glu
Gly Asn Tyr Ser Glu
                165                 170
175
 
 
Thr Met Thr Ile Asp Leu Met Asn Asn Ala Ile
Val Glu His Tyr Leu
            180                 185
190
 
 
Lys Val Gly Arg Gln Asn Gly Val Leu Glu Ser
Asp Ile Gly Val Lys
        195                 200
205
 
 
Phe Asp Thr Arg Asn Phe Arg Leu Gly Leu Asp
Pro Val Thr Gly Leu
    210                 215
220
 
 
Val Met Pro Gly Val Tyr Thr Asn Glu Ala Phe
His Pro Asp Ile Ile
225                 230                 235
240
 
 
Leu Leu Pro Gly Cys Gly Val Asp Phe Thr Tyr
Ser Arg Leu Ser Asn
                245                 250
255
 
 
Leu Leu Gly Ile Arg Lys Arg Gln Pro Phe Gln
Glu Gly Phe Arg Ile
            260                 265
270
 
 
Thr Tyr Glu Asp Leu Glu Gly Gly Asn Ile Pro
Ala Leu Leu Asp Val
        275                 280
285
 
 
Glu Ala Tyr Gln Asp Ser Leu Lys Glu Asn Glu
Ala Gly Gln Glu Asp
    290                 295
300
 
 
Thr Ala Pro Ala Ala Ser Ala Ala Ala Glu Gln
Gly Glu Asp Ala Ala
305                 310                 315
320
 
 
Asp Thr Ala Ala Ala Asp Gly Ala Glu Ala Asp
Pro Ala Met Val Val
                325                 330
335
 
 
Glu Ala Ala Glu Gln Glu Glu Asp Met Asn Asp
Ser Ala Val Arg Gly
            340                 345
350
 
 
Asp Thr Phe Val Thr Arg Gly Glu Glu Lys Gln
Ala Glu Ala Glu Ala
        355                 360
365
 
 
Ala Ala Glu Glu Lys Gln Leu Ala Ala Ala Ala
Ala Ala Ala Ala Leu
    370                 375
380
 
 
Ala Ala Ala Glu Ala Glu Ser Glu Gly Thr Lys
Pro Ala Lys Glu Pro
385                 390                 395
400
 
 
Val Ile Lys Pro Leu Thr Glu Asp Ser Lys Lys
Arg Ser Tyr Asn Leu
                405                 410
415
 
 
Leu Lys Asp Ser Thr Asn Thr Ala Tyr Arg Ser
Trp Tyr Leu Ala Tyr
            420                 425
430
 
 
Asn Tyr Gly Asp Pro Ser Thr Gly Val Arg Ser
Trp Thr Leu Leu Cys
        435                 440
445
 
 
Thr Pro Asp Val Thr Cys Gly Ser Glu Gln Val
Tyr Trp Ser Leu Pro
    450                 455
460
 
 
Asp Met Met Gln Asp Pro Val Thr Phe Arg Ser
Thr Arg Gln Val Ser
465                 470                 475
480
 
 
Asn Phe Pro Val Val Gly Ala Glu Leu Leu Pro
Val His Ser Lys Ser
                485                 490
495
 
 
Phe Tyr Asn Asp Gln Ala Val Tyr Ser Gln Leu
Ile Arg Gln Phe Thr
            500                 505
510
 
 
Ser Leu Thr His Val Phe Asn Arg Phe Pro Glu
Asn Gln Ile Leu Ala
        515                 520
525
 
 
Arg Pro Pro Ala Pro Thr Ile Thr Thr Val Ser
Glu Asn Val Pro Ala
    530                 535
540
 
 
Leu Thr Asp His Gly Thr Leu Pro Leu Arg Asn
Ser Ile Gly Gly Val
545                 550                 555
560
 
 
Gln Arg Val Thr Val Thr Asp Ala Arg Arg Arg
Thr Cys Pro Tyr Val
                565                 570
575
 
 
Tyr Lys Ala Leu Gly Ile Val Ser Pro Arg Val
Leu Ser Ser Arg Thr
            580                 585
590
 
 
Phe
    
 
 
<210>  4
<211>  1779
<212>  DNA
<213>  Pan troglodytes
 
<400>  4
atgcggcgcg cggcgatgta ccaggaggga cctcctccct
cttacgagag cgtggtgggc       60
 
gcggcggcgg cggcgccctc ttctcccttt gcgtcgcagc
tgctggagcc gccgtacgtg      120
 
cctccgcgct acctgcggcc tacggggggg agaaacagca
tccgttactc ggagctggcg      180
 
cccctgttcg acaccacccg ggtgtacctg gtggacaaca
agtcggcgga cgtggcctcc      240
 
ctgaactacc agaacgacca cagcaatttt ttgaccacgg
tcatccagaa caatgactac      300
 
agcccgagcg aggccagcac ccagaccatc aatctggatg
accggtcgca ctggggcggc      360
 
gacctgaaaa ccatcctgca caccaacatg cccaacgtga
acgagttcat gttcaccaat      420
 
aagttcaagg cgcgggtgat ggtgtcgcgc tcgcacacca
aggaagaccg ggtggagctg      480
 
aagtacgagt gggtggagtt cgagctgcca gagggcaact
actccgagac catgaccatt      540
 
gacctgatga acaacgcgat cgtggagcac tatctgaaag
tgggcaggca gaacggggtc      600
 
ctggagagcg acatcggggt caagttcgac accaggaact
tccgcctggg gctggacccc      660
 
gtgaccgggc tggttatgcc cggggtgtac accaacgagg
ccttccatcc cgacatcatc      720
 
ctgctgcccg gctgcggggt ggacttcact tacagccgcc
tgagcaacct cctgggcatc      780
 
cgcaagcggc agcccttcca ggagggcttc aggatcacct
acgaggacct ggaggggggc      840
 
aacatccccg cgctcctcga tgtggaggcc taccaggata
gcttgaagga aaatgaggcg      900
 
ggacaggagg ataccgcccc cgccgcctcc gccgccgccg
agcagggcga ggatgctgct      960
 
gacaccgcgg ccgcggacgg ggcggaggcc gaccccgcta
tggtggtgga ggctgccgag     1020
 
caggaggagg acatgaatga cagtgcggtg cgcggagaca
ccttcgtcac ccggggggag     1080
 
gaaaagcaag cggaggccga ggccgcggcc gaggaaaagc
aactggcggc agcagcggcg     1140
 
gcggcggcgt tggccgcggc ggaggctgag tctgagggga
ccaagcccgc caaggagccc     1200
 
gtgattaagc ccctgaccga agatagcaag aagcgcagtt
acaacctgct caaggacagc     1260
 
accaacaccg cgtaccgcag ctggtacctg gcctacaact
acggcgaccc gtcgacgggg     1320
 
gtgcgctcct ggaccctgct gtgcacgccg gacgtgacct
gcggctcgga gcaggtgtac     1380
 
tggtcgctgc ccgacatgat gcaagacccc gtgaccttcc
gctccacgcg gcaggtcagc     1440
 
aacttcccgg tggtgggcgc cgagctgctg cccgtgcact
ccaagagctt ctacaacgac     1500
 
caggccgtct actcccagct catccgccag ttcacctctc
tgacccacgt gttcaatcgc     1560
 
tttcctgaga accagattct ggcgcgcccg cccgccccca
ccatcaccac cgtcagtgaa     1620
 
aacgttcctg ctctcacaga tcacgggacg ctaccgctgc
gcaacagcat cggaggagtc     1680
 
cagcgagtga ccgttactga cgccagacgc cgcacctgcc
cctacgttta caaggccttg     1740
 
ggcatagtct cgccgcgcgt cctttccagc cgcactttt
1779
 
 
<210>  5
<211>  958
<212>  PRT
<213>  Pan troglodytes
 
<400>  5
 
Met Ala Thr Pro Ser Met Met Pro Gln Trp Ser
Tyr Met His Ile Ser
1               5                   10
15
 
 
Gly Gln Asp Ala Ser Glu Tyr Leu Ser Pro Gly
Leu Val Gln Phe Ala
            20                  25
30
 
 
Arg Ala Thr Glu Ser Tyr Phe Ser Leu Ser Asn
Lys Phe Arg Asn Pro
        35                  40
45
 
 
Thr Val Ala Pro Thr His Asp Val Thr Thr Asp
Arg Ser Gln Arg Leu
    50                  55                  60
 
 
Thr Leu Arg Phe Ile Pro Val Asp Arg Glu Asp
Thr Ala Tyr Ser Tyr
65                  70                  75
80
 
 
Lys Ala Arg Phe Thr Leu Ala Val Gly Asp Asn
Arg Val Leu Asp Met
                85                  90
95
 
 
Ala Ser Thr Tyr Phe Asp Ile Arg Gly Val Leu
Asp Arg Gly Pro Thr
            100                 105
110
 
 
Phe Lys Pro Tyr Ser Gly Thr Ala Tyr Asn Ser
Leu Ala Pro Lys Gly
        115                 120
125
 
 
Ala Pro Asn Ser Cys Glu Trp Glu Gln Leu Glu
Glu Ala Gln Ala Ala
    130                 135
140
 
 
Val Glu Asp Glu Glu Leu Glu Asp Glu Asp Glu
Glu Pro Gln Asp Glu
145                 150                 155
160
 
 
Ala Pro Val Lys Lys Thr His Val Tyr Ala Gln
Ala Pro Leu Ser Gly
                165                 170
175
 
 
Glu Glu Ile Thr Lys Asn Gly Leu Gln Ile Gly
Ser Asp Asn Thr Glu
            180                 185
190
 
 
Ala Gln Ser Lys Pro Ile Tyr Ala Asp Pro Thr
Phe Gln Pro Glu Pro
        195                 200
205
 
 
Gln Ile Gly Glu Ser Gln Trp Asn Glu Ala Asp
Ala Thr Val Ala Gly
    210                 215
220
 
 
Gly Arg Val Leu Lys Lys Ser Thr Pro Met Lys
Pro Cys Tyr Gly Ser
225                 230                 235
240
 
 
Tyr Ala Arg Pro Thr Asn Ser Asn Gly Gly Gln
Gly Val Leu Val Ala
                245                 250
255
 
 
Asp Asp Lys Gly Val Leu Gln Ser Lys Val Glu
Leu Gln Phe Phe Ser
            260                 265
270
 
 
Asn Thr Thr Thr Leu Asn Gln Arg Glu Gly Asn
Asp Thr Lys Pro Lys
        275                 280
285
 
 
Val Val Leu Tyr Ser Glu Asp Val His Met Glu
Thr Pro Asp Thr His
    290                 295
300
 
 
Ile Ser Tyr Lys Pro Thr Lys Ser Asp Asp Asn
Ser Lys Ile Met Leu
305                 310                 315
320
 
 
Gly Gln Gln Ser Met Pro Asn Arg Pro Asn Tyr
Ile Gly Phe Arg Asp
                325                 330
335
 
 
Asn Phe Ile Gly Leu Met Tyr Tyr Asn Ser Thr
Gly Asn Met Gly Val
            340                 345
350
 
 
Leu Ala Gly Gln Ala Ser Gln Leu Asn Ala Val
Val Asp Leu Gln Asp
        355                 360
365
 
 
Arg Asn Thr Glu Leu Ser Tyr Gln Leu Leu Leu
Asp Ser Met Gly Asp
    370                 375
380
 
 
Arg Thr Arg Tyr Phe Ser Met Trp Asn Gln Ala
Val Asp Ser Tyr Asp
385                 390                 395
400
 
 
Pro Asp Val Arg Ile Ile Glu Asn His Gly Thr
Glu Asp Glu Leu Pro
                405                 410
415
 
 
Asn Tyr Cys Phe Pro Leu Gly Gly Ile Gly Val
Thr Asp Thr Tyr Gln
            420                 425
430
 
 
Ala Ile Lys Thr Asn Gly Asn Gly Gln Glu Asn
Pro Thr Trp Glu Lys
        435                 440
445
 
 
Asp Thr Glu Phe Ala Asp Arg Asn Glu Ile Gly
Val Gly Asn Asn Phe
    450                 455
460
 
 
Ala Met Glu Ile Asn Leu Ser Ala Asn Leu Trp
Arg Asn Phe Leu Tyr
465                 470                 475
480
 
 
Ser Asn Val Ala Leu Tyr Leu Pro Asp Lys Leu
Lys Tyr Asn Pro Ser
                485                 490
495
 
 
Asn Val Asp Ile Ser Asp Asn Pro Asn Thr Tyr
Asp Tyr Met Asn Lys
            500                 505
510
 
 
Arg Val Val Ala Pro Gly Leu Val Asp Cys Tyr
Ile Asn Leu Gly Ala
        515                 520
525
 
 
Arg Trp Ser Leu Asp Tyr Met Asp Asn Val Asn
Pro Phe Asn His His
    530                 535
540
 
 
Arg Asn Ala Gly Leu Arg Tyr Arg Ser Met Leu
Leu Gly Asn Gly Arg
545                 550                 555
560
 
 
Tyr Val Pro Phe His Ile Gln Val Pro Gln Lys
Phe Phe Ala Ile Lys
                565                 570
575
 
 
Asn Leu Leu Leu Leu Pro Gly Ser Tyr Thr Tyr
Glu Trp Asn Phe Arg
            580                 585
590
 
 
Lys Asp Val Asn Met Val Leu Gln Ser Ser Leu
Gly Asn Asp Leu Arg
        595                 600
605
 
 
Val Asp Gly Ala Ser Ile Lys Phe Glu Ser Ile
Cys Leu Tyr Ala Thr
    610                 615
620
 
 
Phe Phe Pro Met Ala His Asn Thr Ala Ser Thr
Leu Glu Ala Met Leu
625                 630                 635
640
 
 
Arg Asn Asp Thr Asn Asp Gln Ser Phe Asn Asp
Tyr Leu Ser Ala Ala
                645                 650
655
 
 
Asn Met Leu Tyr Pro Ile Pro Ala Asn Ala Thr
Asn Val Pro Ile Ser
            660                 665
670
 
 
Ile Pro Ser Arg Asn Trp Ala Ala Phe Arg Gly
Trp Ala Phe Thr Arg
        675                 680
685
 
 
Leu Lys Thr Lys Glu Thr Pro Ser Leu Gly Ser
Gly Phe Asp Pro Tyr
    690                 695
700
 
 
Tyr Thr Tyr Ser Gly Ser Ile Pro Tyr Leu Asp
Gly Thr Phe Tyr Leu
705                 710                 715
720
 
 
Asn His Thr Phe Lys Lys Val Ser Val Thr Phe
Asp Ser Ser Val Ser
                725                 730
735
 
 
Trp Pro Gly Asn Asp Arg Leu Leu Thr Pro Asn
Glu Phe Glu Ile Lys
            740                 745
750
 
 
Arg Ser Val Asp Gly Glu Gly Tyr Asn Val Ala
Gln Cys Asn Met Thr
        755                 760
765
 
 
Lys Asp Trp Phe Leu Val Gln Met Leu Ala Asn
Tyr Asn Ile Gly Tyr
    770                 775
780
 
 
Gln Gly Phe Tyr Ile Pro Glu Ser Tyr Lys Asp
Arg Met Tyr Ser Phe
785                 790                 795
800
 
 
Phe Arg Asn Phe Gln Pro Met Ser Arg Gln Val
Val Asp Gln Thr Lys
                805                 810
815
 
 
Tyr Lys Asp Tyr Gln Glu Val Gly Ile Ile His
Gln His Asn Asn Ser
            820                 825
830
 
 
Gly Phe Val Gly Tyr Leu Ala Pro Thr Met Arg
Glu Gly Gln Ala Tyr
        835                 840
845
 
 
Pro Ala Asn Phe Pro Tyr Pro Leu Ile Gly Lys
Thr Ala Val Asp Ser
    850                 855
860
 
 
Ile Thr Gln Lys Lys Phe Leu Cys Asp Arg Thr
Leu Trp Arg Ile Pro
865                 870                 875
880
 
 
Phe Ser Ser Asn Phe Met Ser Met Gly Ala Leu
Ser Asp Leu Gly Gln
                885                 890
895
 
 
Asn Leu Leu Tyr Ala Asn Ser Ala His Ala Leu
Asp Met Thr Phe Glu
            900                 905
910
 
 
Val Asp Pro Met Asp Glu Pro Thr Leu Leu Tyr
Val Leu Phe Glu Val
        915                 920
925
 
 
Phe Asp Val Val Arg Val His Gln Pro His Arg
Gly Val Ile Glu Thr
    930                 935
940
 
 
Val Tyr Leu Arg Thr Pro Phe Ser Ala Gly Asn
Ala Thr Thr
945                 950                 955
 
 
<210>  6
<211>  2874
<212>  DNA
<213>  Pan troglodytes
 
<400>  6
atggcgaccc catcgatgat gccgcagtgg tcgtacatgc
acatctcggg ccaggacgcc       60
 
tcggagtacc tgagccccgg gctggtgcag ttcgcccgcg
ccaccgagag ctacttcagc      120
 
ctgagtaaca agtttaggaa ccccacggtg gcgcccacgc
acgatgtgac caccgaccgg      180
 
tctcagcgcc tgacgctgcg gttcattccc gtggaccgcg
aggacaccgc gtactcgtac      240
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