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<220>
<223> CCR5-Uco-L

<400> 3
Met Asp Tyr Lys Asp His Asp Gly Asp Tyr Lys Asp His
1 5 10
Tyr Lys Asp Asp Asp Asp Lys Met Ala Pro Lys Lys Lys
20 25
Gly lle His Gly Val Pro Ala Ala Val Asp Leu Arg Thr
35 40 45
Ser GIn GIn GIn GIn Glu Lys lle Lys Pro Lys Val Arg
50 55 60
Ala GIn His His Glu Ala Leu Val Gly His Gly Phe Thr
65 70 75
lle Val Ala Leu Ser GIn His Pro Ala Ala Leu Gly Thr
85 90
Lys Tyr GIn Asp Met lle Ala Ala Leu Pro Glu Ala Thr
100 105
lle Val Gly Val Gly Lys GIn Trp Ser Gly Ala Arg Ala
115 120 125
Leu Leu Thr Val Ala Gly Glu Leu Arg Gly Pro Pro Leu
130 135 140
Thr Gly GIn Leu Leu Lys lle Ala Lys Arg Gly Gly Val
145 150 155
Glu Ala Val His Ala Trp Arg Asn Ala Leu Thr Gly Ala
165 170
Leu Thr Pro Glu GIn Val Val Ala lle Ala Ser Asn His
180 185
GIn Ala Leu Glu Thr Val GIn Arg Leu Leu Pro Val Leu
195 200 205
His Gly Leu Thr Pro Glu GIn Val Val Ala lle Ala Ser
210 215 220
Gly Lys GIn Ala Leu Glu Thr Val GIn Arg Leu Leu Pro
225 230 235
GIn Ala His Gly Leu Thr Pro Glu GIn Val Val Ala lle
245 250
Gly Gly Gly Lys GIn Ala Leu Glu Thr Val GIn Arg Leu
260 265
Leu Cys GIn Ala His Gly Leu Thr Pro Glu GIn Val Val

Asp lle Asp
15

Arg Lys Val

30

Leu Gly Tyr

Ser Thr Val

His Ala His
80
Val Ala Val
95
His Glu Ala
110
Leu Glu Ala

GIn Leu Asp

Thr Ala Val
160
Pro Leu Asn
175
Gly Gly Lys
190
Cys GIn Ala

His Asp Gly

Val Leu Cys
240
Ala Ser Asn
255
Leu Pro Val
270
Ala lle Ala
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275 280 285
Ser Asn His Gly Gly Lys GIn Ala Leu Glu Thr Val GIn
290 295 300
Pro Val Leu Cys GIn Ala His Gly Leu Thr Pro Glu GIn
305 310 315
lle Ala Ser Asn His Gly Gly Lys GIn Ala Leu Glu Thr
325 330
Leu Leu Pro Val Leu Cys GIn Ala His Gly Leu Thr Pro
340 345
Val Ala lle Ala Ser Asn Gly Gly Gly Lys GIn Ala Leu
355 360 365
GIn Arg Leu Leu Pro Val Leu Cys GIn Ala His Gly Leu
370 375 380
GIn Val Val Ala lle Ala Ser His Asp Gly Gly Lys GIn
385 390 395
Thr Val GIn Arg Leu Leu Pro Val Leu Cys GIn Ala His
405 410
Pro Glu GIn Val Val Ala lle Ala Ser Asn lle Gly Gly
420 425
Leu Glu Thr Val GIn Arg Leu Leu Pro Val Leu Cys GIn
435 440 445
Leu Thr Pro Glu GIn Val Val Ala lle Val Ser Asn Gly
450 455 460
GIn Ala Leu Glu Thr Val GIn Arg Leu Leu Pro Val Leu
465 470 475
His Gly Leu Thr Pro Glu GIn Val Val Ala lle Ala Ser
485 490
Gly Lys GIn Ala Leu Glu Thr Val GIn Arg Leu Leu Pro
500 505
GIn Ala His Gly Leu Thr Pro Glu GIn Val Val Ala lle
515 520 525
Asp Gly Gly Lys GIn Ala Leu Glu Thr Val GIn Arg Leu
530 535 540
Leu Cys GIn Ala His Gly Leu Thr Pro Glu GIn Val Val
545 550 555
Ser Asn Gly Gly Gly Lys GIn Ala Leu Glu Thr Val GIn
565 570
Pro Val Leu Cys GIn Ala His Gly Leu Thr Pro Glu GIn
580 585

Arg Leu Leu

Val Val Ala
320
Val GIn Arg
335
Glu GIn Val
350
Glu Thr Val

Thr Pro Glu

Ala Leu Glu
400
Gly Leu Thr
415
Lys GIn Ala
430
Ala His Gly

Gly Gly Lys

Cys GIn Ala
480
His Asp Gly
495
Val Leu Cys
510
Ala Ser His

Leu Pro Val

Ala lle Ala
560
Arg Leu Leu
575
Val Val Ala
590
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lle Ala Ser His Asp Gly Gly Lys GIn Ala Leu Glu Thr
595 600 605
Leu Leu Pro Val Leu Cys GIn Ala His Gly Leu Thr Pro
610 615 620
Val Ala lle Ala Ser Asn lle Gly Gly Lys GIn Ala Leu
625 630 635
GIn Arg Leu Leu Pro Val Leu Cys GIn Ala His Gly Leu
645 650
GIn Val Val Ala lle Ala Ser Asn Gly Gly Gly Lys GlIn
660 665
Thr Val GIn Arg Leu Leu Pro Val Leu Cys GIn Ala His
675 680 685
Pro Glu GIn Val Val Ala lle Ala Ser His Asp Gly Gly
690 695 700
Leu Glu Thr Val GIn Arg Leu Leu Pro Val Leu Cys GIn
705 710 715
Leu Thr Pro Glu GIn Val Val Ala lle Ala Ser His Asp
725 730
GIn Ala Leu Glu Thr Val GIn Arg Leu Leu Pro Val Leu
740 745
His Gly Leu Thr Pro Glu GIn Val Val Ala lle Ala Ser
755 760 765
Gly Lys GIn Ala Leu Glu Thr Val GIn Arg Leu Leu Pro
770 775 780
GIn Ala His Gly Leu Thr Pro Glu GIn Val Val Ala lle
785 790 795
Asn Gly Gly Arg Pro Ala Leu Glu Ser lle Val Ala GIn
805 810
Pro Asp Pro Ala Leu Ala Ala Leu Thr Asn Asp His Leu
820 825
Ala Cys Leu Gly Gly Arg Pro Ala Leu Asp Ala Val Lys
835 840 845
Pro His Ala Pro Ala Leu lle Lys Arg Thr Asn Arg Arg
850 855 860
Arg Thr Ser His Arg Val Ala Gly Ser GIn Leu Val Lys
865 870 875
Glu Glu Lys Lys Ser Glu Leu Arg His Lys Leu Lys Tyr
885 890
Glu Tyr lle Glu Leu lle Glu lle Ala Arg Asn Ser Thr

Val GIn Arg

Glu GIn Vval

Glu Thr Val
640
Thr Pro Glu
655
Ala Leu Glu
670
Gly Leu Thr

Lys GIn Ala

Ala His Gly
720
Gly Gly Lys
735
Cys GIn Ala
750
Asn Gly Gly

Val Leu Cys

Ala Ser Asn
800
Leu Ser Arg
815
Val Ala Leu
830
Lys Gly Leu

lle Pro Glu

Ser Glu Leu
880
Val Pro His
895
GIn Asp Arg
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900 905
lle Leu Glu Met Lys Val Met Glu Phe Phe Met Lys Val
915 920 925
Arg Gly Lys His Leu Gly Gly Ser Arg Lys Pro Asp Gly
930 935 940
Thr Val Gly Ser Pro lle Asp Tyr Gly Val lle Val Asp
945 950 955
Tyr Ser Gly Gly Tyr Asn Leu Pro lle Gly GIn Ala Asp
965 970
Arg Tyr Val Glu Glu Asn GIn Thr Arg Asn Lys His lle
980 985
Glu Trp Trp Lys Val Tyr Pro Ser Ser Val Thr Glu Phe
995 1000 100
Phe Val Ser Gly His Phe Lys Gly Asn Tyr Lys Ala GIn
1010 1015 1020
Leu Asn His lle Thr Asn Cys Asn Gly Ala Val Leu Ser
1025 1030 1035
Leu Leu lle Gly Gly Glu Met lle Lys Ala Gly Thr Leu
1045 1050
Glu Val Arg Arg Lys Phe Asn Asn Gly Glu lle Asn Phe
1060 1065

<210>4

<211> 1071

<212> PRT

<213> Secuencia artificial

<220>
<223> CCR5-Uco-R

<400> 4
Met Asp Tyr Lys Asp His Asp Gly Asp Tyr Lys Asp His
1 5 10
Tyr Lys Asp Asp Asp Asp Lys Met Ala Pro Lys Lys Lys
20 25
Gly lle His Gly Val Pro Ala Ala Val Asp Leu Arg Thr
35 40 45
Ser GIn GIn GIn GIn Glu Lys lle Lys Pro Lys Val Arg
50 55 60

910
Tyr Gly Tyr

Ala lle Tyr

Thr Lys Ala
960

Glu Met GIn
975

Asn Pro Asn

990

Lys Phe Leu

5

Leu Thr Arg

Val Glu Glu
1040
Thr Leu Glu
1055
Arg Ser
1070

Asp lle Asp
15

Arg Lys Val

30

Leu Gly Tyr

Ser Thr Val
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Ala GIn His His Glu Ala Leu Val Gly His Gly Phe Thr
65 70 75
lle Val Ala Leu Ser GIn His Pro Ala Ala Leu Gly Thr
85 90
Lys Tyr GIn Asp Met lle Ala Ala Leu Pro Glu Ala Thr
100 105
lle Val Gly Val Gly Lys GIn Trp Ser Gly Ala Arg Ala
115 120 125
Leu Leu Thr Val Ala Gly Glu Leu Arg Gly Pro Pro Leu
130 135 140
Thr Gly GIn Leu Leu Lys lle Ala Lys Arg Gly Gly Val
145 150 155
Glu Ala Val His Ala Trp Arg Asn Ala Leu Thr Gly Ala
165 170
Leu Thr Pro Glu GIn Val Val Ala lle Ala Ser Asn lle
180 185
GIn Ala Leu Glu Thr Val GIn Arg Leu Leu Pro Val Leu
195 200 205
His Gly Leu Thr Pro Glu GIn Val Val Ala lle Ala Ser
210 215 220
Gly Lys GIn Ala Leu Glu Thr Val GIn Arg Leu Leu Pro
225 230 235
GIn Ala His Gly Leu Thr Pro Glu GIn Val Val Ala lle
245 250
lle Gly Gly Lys GIn Ala Leu Glu Thr Val GIn Arg Leu
260 265
Leu Cys GIn Ala His Gly Leu Thr Pro Glu GIn Val Val
275 280 285
Ser Asn Gly Gly Gly Lys GIn Ala Leu Glu Thr Val GIn
290 295 300
Pro Val Leu Cys GIn Ala His Gly Leu Thr Pro Glu GIn
305 310 315
lle Ala Ser Asn Asn Gly Gly Lys GIn Ala Leu Glu Thr
325 330
Leu Leu Pro Val Leu Cys GIn Ala His Gly Leu Thr Pro
340 345
Val Ala lle Ala Ser Asn Gly Gly Gly Lys GIn Ala Leu
355 360 365
GIn Arg Leu Leu Pro Val Leu Cys GIn Ala His Gly Leu

His Ala His
80
Val Ala Val
95
His Glu Ala
110
Leu Glu Ala

GIn Leu Asp

Thr Ala Val
160
Pro Leu Asn
175
Gly Gly Lys
190
Cys GIn Ala

Asn Asn Gly

Val Leu Cys
240
Ala Ser Asn
255
Leu Pro Val
270
Ala lle Ala

Arg Leu Leu

Val Val Ala
320
Val GIn Arg
335
Glu GIn Val
350
Glu Thr Val

Thr Pro Glu
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370 375 380
GIn Val Val Ala lle Ala Ser His Asp Gly Gly Lys GIn
385 390 395
Thr Val GIn Arg Leu Leu Pro Val Leu Cys GIn Ala His
405 410
Pro Glu GIn Val Val Ala lle Ala Ser Asn lle Gly Gly
420 425
Leu Glu Thr Val GIn Arg Leu Leu Pro Val Leu Cys GIn
435 440 445
Leu Thr Pro Glu GIn Val Val Ala lle Ala Ser Asn His
450 455 460
GIn Ala Leu Glu Thr Val GIn Arg Leu Leu Pro Val Leu
465 470 475
His Gly Leu Thr Pro Glu GIn Val Val Ala lle Ala Ser
485 490
Gly Lys GIn Ala Leu Glu Thr Val GIn Arg Leu Leu Pro
500 505
GIn Ala His Gly Leu Thr Pro Glu GIn Val Val Ala lle
515 520 525
Asp Gly Gly Lys GIn Ala Leu Glu Thr Val GIn Arg Leu
530 535 540
Leu Cys GIn Ala His Gly Leu Thr Pro Glu GIn Val Val
545 550 555
Ser Asn lle Gly Gly Lys GIn Ala Leu Glu Thr Val GIn
565 570
Pro Val Leu Cys GIn Ala His Gly Leu Thr Pro Glu GIn
580 585
lle Ala Ser Asn Gly Gly Gly Lys GIn Ala Leu Glu Thr
595 600 605
Leu Leu Pro Val Leu Cys GIn Ala His Gly Leu Thr Pro
610 615 620
Val Ala lle Ala Ser Asn His Gly Gly Lys GIn Ala Leu
625 630 635
GIn Arg Leu Leu Pro Val Leu Cys GIn Ala His Gly Leu
645 650
GIn Val Val Ala lle Ala Ser His Asp Gly Gly Lys GIn
660 665
Thr Val GIn Arg Leu Leu Pro Val Leu Cys GIn Ala His
675 680 685

Ala Leu Glu
400
Gly Leu Thr
415
Lys GIn Ala
430
Ala His Gly

Gly Gly Lys

Cys GIn Ala
480
Asn Gly Gly
495
Val Leu Cys
510
Ala Ser His

Leu Pro Val

Ala lle Ala
560
Arg Leu Leu
575
Val Val Ala
590
Val GIn Arg

Glu GIn Vval

Glu Thr Val
640
Thr Pro Glu
655
Ala Leu Glu
670
Gly Leu Thr
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Pro Glu GIn Val Val Ala lle Ala Ser Asn Gly Gly Gly
690 695 700
Leu Glu Thr Val GIn Arg Leu Leu Pro Val Leu Cys GIn
705 710 715
Leu Thr Pro Glu GIn Val Val Ala lle Ala Ser His Asp
725 730
GIn Ala Leu Glu Thr Val GIn Arg Leu Leu Pro Val Leu
740 745
His Gly Leu Thr Pro Glu GIn Val Val Ala lle Ala Ser
755 760 765
Gly Lys GIn Ala Leu Glu Thr Val GIn Arg Leu Leu Pro
770 775 780
GIn Ala His Gly Leu Thr Pro Glu GIn Val Val Ala lle
785 790 795
Gly Gly Gly Arg Pro Ala Leu Glu Ser lle Val Ala GIn
805 810
Pro Asp Pro Ala Leu Ala Ala Leu Thr Asn Asp His Leu
820 825
Ala Cys Leu Gly Gly Arg Pro Ala Leu Asp Ala Val Lys
835 840 845
Pro His Ala Pro Ala Leu lle Lys Arg Thr Asn Arg Arg
850 855 860
Arg Thr Ser His Arg Val Ala Gly Ser GIn Leu Val Lys
865 870 875
Glu Glu Lys Lys Ser Glu Leu Arg His Lys Leu Lys Tyr
885 890
Glu Tyr lle Glu Leu lle Glu lle Ala Arg Asn Ser Thr
900 905
lle Leu Glu Met Lys Val Met Glu Phe Phe Met Lys Val
915 920 925
Arg Gly Lys His Leu Gly Gly Ser Arg Lys Pro Asp Gly
930 935 940
Thr Val Gly Ser Pro lle Asp Tyr Gly Val lle Val Asp
945 950 955
Tyr Ser Gly Gly Tyr Asn Leu Pro lle Gly GIn Ala Asp
965 970
Arg Tyr Val Glu Glu Asn GIn Thr Arg Asn Lys His lle
980 985
Glu Trp Trp Lys Val Tyr Pro Ser Ser Val Thr Glu Phe

Lys GIn Ala

Ala His Gly
720
Gly Gly Lys
735
Cys GIn Ala
750
Asn Gly Gly

Val Leu Cys

Ala Ser Asn
800
Leu Ser Arg
815
Val Ala Leu
830
Lys Gly Leu

lle Pro Glu

Ser Glu Leu
880
Val Pro His
895
GIn Asp Arg
910
Tyr Gly Tyr

Ala lle Tyr

Thr Lys Ala
960
Glu Met GIn
975
Asn Pro Asn
990
Lys Phe Leu
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995 1000 100
Phe Val Ser Gly His Phe Lys Gly Asn Tyr Lys Ala GIn
1010 1015 1020
Leu Asn His lle Thr Asn Cys Asn Gly Ala Val Leu Ser
1025 1030 1035
Leu Leu lle Gly Gly Glu Met lle Lys Ala Gly Thr Leu
1045 1050
Glu Val Arg Arg Lys Phe Asn Asn Gly Glu lle Asn Phe
1060 1065

<210>5
<211> 34
<212> PRT

<213> Secuencia artificial

<220>
<223> Repeticion de TALEN

<220>
<221> SITIO
<222>4

<223> Xaa = cualquier aminoacidoo E, Q,Do A

<220>

<221> SITIO

<222> 10

<223> Xaa = cualquier aminoacidoo Ao V

<220>

<221> SITIO

<222>12..13

<223> Par de aminoécidos variable de la repeticion

<220>

<221> SITIO

<222> 32

<223> Xaa = cualquier aminoacidoo Ao D

<400> 5

5
Leu Thr Arg

Val Glu Glu
1040
Thr Leu Glu
1055
Arg Ser
1070

(RVD)
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—10 -

Leu Thr Pro Xaa GIn Val Val Ala lle Xaa Ser Xaa Xaa Gly Gly Lys

1 5 10 15

GIn Ala Leu Glu Thr Val GIn Arg Leu Leu Pro Val Leu Cys GIn Xaa
20 25 30

His Gly

<210>6

<211> 34

<212> PRT

<213> Secuencia artificial

<220>
<223> Repeticion de TALEN

<220>
<221> SITIO
<222>12..13

<223> Par de aminodcidos variable de la repeticién (RVD)

<400> 6

Leu Thr Pro Glu GIn Val Val Ala lle Ala Ser Xaa Xaa Gly Gly Lys

1 5 10 15

GIn Ala Leu Glu Thr Val GIn Arg Leu Leu Pro Val Leu Cys GIn Ala
20 25 30

His Gly

<210>7

<211> 34

<212> PRT

<213> Secuencia artificial

<220>
<223> Repeticion de TALEN

<220>
<221> SITIO
<222>12..13
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<223> Par de aminoécidos variable de la repeticion

<400> 7

Leu Thr Pro GIn GIn Val Val Ala lle Ala Ser Xaa Xaa

1 5 10

GIn Ala Leu Glu Thr Val GIn Arg Leu Leu Pro Val Leu
20 25

His Gly

<210>8
<211> 34
<212> PRT

<213> Secuencia artificial

<220>
<223> Repeticion de TALEN

<220>

<221> SITIO

<222>12..13

<223> Par de aminoécidos variable de la repeticion

<400> 8

Leu Thr Pro Asp GIn Val Val Ala lle Ala Ser Xaa Xaa

1 5 10

GIn Ala Leu Glu Thr Val GIn Arg Leu Leu Pro Val Leu
20 25

His Gly

<210>9
<211> 34
<212> PRT

<213> Secuencia artificial

<220>
<223> Repeticion de TALEN

(RVD)

Gly Gly Lys
15

Cys GIn Ala

30

(RVD)

Gly Gly Lys
15

Cys GIn Asp

30
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<220>
<221> SITIO
<222>12..13

<223> Par de aminoécidos variable de la repeticién

<400> 9

Leu Thr Pro Ala GIn Val Val Ala lle Ala Ser Xaa Xaa

1 5 10

GIn Ala Leu Glu Thr Val GIn Arg Leu Leu Pro Val Leu
20 25

His Gly

<210> 10

<211> 34

<212> PRT

<213> Secuencia artificial

<220>
<223> Repeticion de TALEN

<220>
<221> SITIO
<222>12..13

<223> Par de aminoécidos variable de la repeticién

<400> 10

Leu Thr Pro Glu GIn Val Val Ala lle Val Ser Xaa Xaa

1 5 10

GIn Ala Leu Glu Thr Val GIn Arg Leu Leu Pro Val Leu
20 25

His Gly

<210>11

<211> 1059

<212> ADN

<213> Homo sapiens

(RVD)

Gly Gly Lys
15

Cys GIn Asp

30

(RVD)

Gly Gly Lys
15

Cys GIn Ala

30
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<220>
<223> ADN de hCCR5

<400> 11

atggattatc aagtgtcaag tccaatctat gacatcaatt attatac

caaaaaatca atgtgaagca aatcgcagcc cgectectge cteegct

ttcatctttg gttttgtggg caacatgctg gtcatcctca tcctgat

ctgaagagca tgactgacat ctacctgctc aacctggcca tctctga

cttactgtcc ccttctggge tcactatget gccgeccagt gggactt

tgtcaactct tgacagggct ctattttata ggcttcttct ctggaat

ctcctgacaa tcgataggta cctggcetgte gtccatgcetg tgtttge

acggtcacct ttggggtggt gacaagtgtg atcacttggg tggtgge

ctcccaggaa tcatctttac cagatctcaa aaagaaggtc ttcatta

cattttccat acagtcagta tcaattctgg aagaatttcc agacatt

ttggggctgg tcctgecgcet gettgtcatg gtcatctget actcggg

ctgcttcggt gtcgaaatga gaagaagagg cacagggctg tgaggct

atgattgttt attttctctt ctgggctcce tacaacattg tccttct

caggaattct ttggcctgaa taattgcagt agctctaaca ggttgga

gtgacagaga ctcttgggat gacgcactgc tgcatcaacc ccatcat

ggggagaagt tcagaaacta cctcttagtc ttcttccaaa agcacat

tgcaaatgct gttctatttt ccagcaagag gctcccgage gagcaag

cgatccactg gggagcagga aatatctgtg ggcttgtga

atc ggagccctgc 60

cta ctcactggtg 120

aaa ctgcaaaagg 180

cct gtttttcctt 240

tgg aaatacaatg 300

ctt cttcatcatc 360

ttt aaaagccagg 420

tgt gtttgcgtct 480

cac ctgcagctct 540

aaa gatagtcatc 600

aat cctaaaaact 660

tat cttcaccatc 720

cct gaacaccttc 780

cca agctatgcag 840

cta tgcctttgtc 900

tgc caaacgcttc 960

ctc agtttacacc 1020

1059
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<210> 12

<211> 198

<212> PRT

<213> Planomicrobium okeanokoites

<220>

<223> Dominio de escision de Fokl

<400> 12
GIn Leu Val Lys Ser Glu Leu Glu Glu Lys Lys Ser Glu
1 5 10
Lys Leu Lys Tyr Val Pro His Glu Tyr lle Glu Leu lle
20 25
Arg Asn Ser Thr GIn Asp Arg lle Leu Glu Met Lys Val
35 40 45
Phe Met Lys Val Tyr Gly Tyr Arg Gly Lys His Leu Gly
50 55 60
Lys Pro Asp Gly Ala lle Tyr Thr Val Gly Ser Pro lle
65 70 75
Val lle Val Asp Thr Lys Ala Tyr Ser Gly Gly Tyr Asn
85 90
Gly GIn Ala Asp Glu Met GIn Arg Tyr Val Glu Glu Asn
100 105
Asn Lys His lle Asn Pro Asn Glu Trp Trp Lys Val Tyr
115 120 125
Val Thr Glu Phe Lys Phe Leu Phe Val Ser Gly His Phe
130 135 140
Tyr Lys Ala GIn Leu Thr Arg Leu Asn His lle Thr Asn
145 150 155
Ala Val Leu Ser Val Glu Glu Leu Leu lle Gly Gly Glu
165 170
Ala Gly Thr Leu Thr Leu Glu Glu Val Arg Arg Lys Phe
180 185
Glu lle Asn Phe Arg Ser
195

<210> 13

Leu Arg His
15

Glu lle Ala

30

Met Glu Phe

Gly Ser Arg

Asp Tyr Gly
80
Leu Pro lle
95
GIn Thr Arg
110
Pro Ser Ser

Lys Gly Asn

Cys Asn Gly
160
Met lle Lys
175
Asn Asn Gly
190
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<211> 1037
<212> PRT
<213> Secuencia artificial

<220>
<223> CCR5-Mco-L

<400> 13
Met Asp Tyr Lys Asp His Asp Gly Asp Tyr Lys Asp His
1 5 10
Tyr Lys Asp Asp Asp Asp Lys Met Ala Pro Lys Lys Lys
20 25
Gly lle His Gly Val Pro Ala Ala Val Asp Leu Arg Thr
35 40 45
Ser GIn GIn GIn GIn Glu Lys lle Lys Pro Lys Val Arg
50 55 60
Ala GIn His His Glu Ala Leu Val Gly His Gly Phe Thr
65 70 75
lle Val Ala Leu Ser GIn His Pro Ala Ala Leu Gly Thr
85 90
Lys Tyr GIn Asp Met lle Ala Ala Leu Pro Glu Ala Thr
100 105
lle Val Gly Val Gly Lys GIn Trp Ser Gly Ala Arg Ala
115 120 125
Leu Leu Thr Val Ala Gly Glu Leu Arg Gly Pro Pro Leu
130 135 140
Thr Gly GIn Leu Leu Lys lle Ala Lys Arg Gly Gly Val
145 150 155
Glu Ala Val His Ala Trp Arg Asn Ala Leu Thr Gly Ala
165 170
Leu Thr Pro Glu GIn Val Val Ala lle Ala Ser Asn Asn
180 185
GIn Ala Leu Glu Thr Val GIn Arg Leu Leu Pro Val Leu
195 200 205
His Gly Leu Thr Pro Glu GIn Val Val Ala lle Ala Ser
210 215 220
Gly Lys GIn Ala Leu Glu Thr Val GIn Arg Leu Leu Pro
225 230 235
GIn Ala His Gly Leu Thr Pro Glu GIn Val Val Ala lle

Asp lle Asp
15

Arg Lys Val

30

Leu Gly Tyr

Ser Thr Val

His Ala His
80
Val Ala Val
95
His Glu Ala
110
Leu Glu Ala

GIn Leu Asp

Thr Ala Val
160
Pro Leu Asn
175
Gly Gly Lys
190
Cys GIn Ala

Asn Gly Gly

Val Leu Cys

240
Ala Ser Asn
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245 250
Asn Gly Gly Lys GIn Ala Leu Glu Thr Val GIn Arg Leu
260 265
Leu Cys GIn Ala His Gly Leu Thr Pro Glu GIn Val Val
275 280 285
Ser Asn Asn Gly Gly Lys GIn Ala Leu Glu Thr Val GIn
290 295 300
Pro Val Leu Cys GIn Ala His Gly Leu Thr Pro Glu GIn
305 310 315
lle Ala Ser Asn Asn Gly Gly Lys GIn Ala Leu Glu Thr
325 330
Leu Leu Pro Val Leu Cys GIn Ala His Gly Leu Thr Pro
340 345
Val Ala lle Ala Ser His Asp Gly Gly Lys GIn Ala Leu
355 360 365
GIn Arg Leu Leu Pro Val Leu Cys GIn Ala His Gly Leu
370 375 380
GIn Val Val Ala lle Ala Ser Asn lle Gly Gly Lys GIn
385 390 395
Thr Val GIn Arg Leu Leu Pro Val Leu Cys GIn Ala His
405 410
Pro Glu GIn Val Val Ala lle Ala Ser Asn lle Gly Gly
420 425
Leu Glu Thr Val GIn Arg Leu Leu Pro Val Leu Cys GIn
435 440 445
Leu Thr Pro Glu GIn Val Val Ala lle Ala Ser His Asp
450 455 460
GIn Ala Leu Glu Thr Val GIn Arg Leu Leu Pro Val Leu
465 470 475
His Gly Leu Thr Pro Glu GIn Val Val Ala lle Ala Ser
485 490
Gly Lys GIn Ala Leu Glu Thr Val GIn Arg Leu Leu Pro
500 505
GIn Ala His Gly Leu Thr Pro Glu GIn Val Val Ala lle
515 520 525
Gly Gly Gly Lys GIn Ala Leu Glu Thr Val GIn Arg Leu
530 535 540
Leu Cys GIn Ala His Gly Leu Thr Pro Glu GIn Val Val
545 550 555

255
Leu Pro Val
270
Ala lle Ala

Arg Leu Leu

Val Val Ala
320
Val GIn Arg
335
Glu GIn Val
350
Glu Thr Val

Thr Pro Glu

Ala Leu Glu
400
Gly Leu Thr
415
Lys GIn Ala
430
Ala His Gly

Gly Gly Lys

Cys GIn Ala
480
Asn lle Gly
495
Val Leu Cys
510
Ala Ser Asn

Leu Pro Val

Ala lle Ala
560
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Ser Asn Asn Gly Gly Lys GIn Ala Leu Glu Thr Val GIn
565 570
Pro Val Leu Cys GIn Ala His Gly Leu Thr Pro Glu GIn
580 585
lle Ala Ser His Asp Gly Gly Lys GIn Ala Leu Glu Thr
595 600 605
Leu Leu Pro Val Leu Cys GIn Ala His Gly Leu Thr Pro
610 615 620
Val Ala lle Ala Ser Asn Gly Gly Gly Lys GIn Ala Leu
625 630 635
GIn Arg Leu Leu Pro Val Leu Cys GIn Ala His Gly Leu
645 650
GIn Val Val Ala lle Ala Ser Asn Asn Gly Gly Lys GIn
660 665
Thr Val GIn Arg Leu Leu Pro Val Leu Cys GIn Ala His
675 680 685
Pro Glu GIn Val Val Ala lle Ala Ser Asn Asn Gly Gly
690 695 700
Leu Glu Thr Val GIn Arg Leu Leu Pro Val Leu Cys GIn
705 710 715
Leu Thr Pro Glu GIn Val Val Ala lle Ala Ser Asn Gly
725 730
GIn Ala Leu Glu Thr Val GIn Arg Leu Leu Pro Val Leu
740 745
His Gly Leu Thr Pro Glu GIn Val Val Ala lle Ala Ser
755 760 765
Gly Arg Pro Ala Leu Glu Ser lle Val Ala GIn Leu Ser
770 775 780
Pro Ala Leu Ala Ala Leu Thr Asn Asp His Leu Val Ala
785 790 795
Leu Gly Gly Arg Pro Ala Leu Asp Ala Val Lys Lys Gly
805 810
Ala Pro Ala Leu lle Lys Arg Thr Asn Arg Arg lle Pro
820 825
Ser His Arg Val Ala Gly Ser GIn Leu Val Lys Ser Glu
835 840 845
Lys Lys Ser Glu Leu Arg His Lys Leu Lys Tyr Val Pro
850 855 860
lle Glu Leu lle Glu lle Ala Arg Asn Ser Thr GIn Asp

Arg Leu Leu
575

Val Val Ala

590

Val GIn Arg

Glu GIn Vval

Glu Thr Val
640
Thr Pro Glu
655
Ala Leu Glu
670
Gly Leu Thr

Lys GIn Ala

Ala His Gly
720
Gly Gly Lys
735
Cys GIn Ala
750
His Asp Gly

Arg Pro Asp

Leu Ala Cys
800
Leu Pro His
815
Glu Arg Thr
830
Leu Glu Glu

His Glu Tyr

Arg lle Leu
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865 870 875
Glu Met Lys Val Met Glu Phe Phe Met Lys Val Tyr Gly
885 890
Lys His Leu Gly Gly Ser Arg Lys Pro Asp Gly Ala lle
900 905

Gly Ser Pro lle Asp Tyr Gly Val lle Val Asp Thr Lys
915 920 925

Gly Gly Tyr Asn Leu Pro lle Gly GIn Ala Asp Glu Met

930 935 940

Val Glu Glu Asn GIn Thr Arg Asn Lys His lle Asn Pro

945 950 955

Trp Lys Val Tyr Pro Ser Ser Val Thr Glu Phe Lys Phe

965 970
Ser Gly His Phe Lys Gly Asn Tyr Lys Ala GIn Leu Thr
980 985

His lle Thr Asn Cys Asn Gly Ala Val Leu Ser Val Glu
995 1000 100

lle Gly Gly Glu Met lle Lys Ala Gly Thr Leu Thr Leu

1010 1015 1020
Arg Arg Lys Phe Asn Asn Gly Glu lle Asn Phe Arg Ser
1025 1030 1035

<210> 14

<211> 1037

<212> PRT

<213> Secuencia artificial

<220>
<223> CCR5-Mco-R

<400> 14
Met Asp Tyr Lys Asp His Asp Gly Asp Tyr Lys Asp His
1 5 10
Tyr Lys Asp Asp Asp Asp Lys Met Ala Pro Lys Lys Lys
20 25
Gly lle His Gly Val Pro Ala Ala Val Asp Leu Arg Thr
35 40 45
Ser GIn GIn GIn GIn Glu Lys lle Lys Pro Lys Val Arg
50 55 60

880
Tyr Arg Gly
895
Tyr Thr Val
910
Ala Tyr Ser

GIn Arg Tyr

Asn Glu Trp
960

Leu Phe Val
975

Arg Leu Asn

990

Glu Leu Leu

5

Glu Glu Val

Asp lle Asp
15

Arg Lys Val

30

Leu Gly Tyr

Ser Thr Val
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Ala GIn His His Glu Ala Leu Val Gly His Gly Phe Thr
65 70 75
lle Val Ala Leu Ser GIn His Pro Ala Ala Leu Gly Thr
85 90
Lys Tyr GIn Asp Met lle Ala Ala Leu Pro Glu Ala Thr
100 105
lle Val Gly Val Gly Lys GIn Trp Ser Gly Ala Arg Ala
115 120 125
Leu Leu Thr Val Ala Gly Glu Leu Arg Gly Pro Pro Leu
130 135 140
Thr Gly GIn Leu Leu Lys lle Ala Lys Arg Gly Gly Val
145 150 155
Glu Ala Val His Ala Trp Arg Asn Ala Leu Thr Gly Ala
165 170
Leu Thr Pro Glu GIn Val Val Ala lle Ala Ser His Asp
180 185
GIn Ala Leu Glu Thr Val GIn Arg Leu Leu Pro Val Leu
195 200 205
His Gly Leu Thr Pro Glu GIn Val Val Ala lle Ala Ser
210 215 220
Gly Lys GIn Ala Leu Glu Thr Val GIn Arg Leu Leu Pro
225 230 235
GIn Ala His Gly Leu Thr Pro Glu GIn Val Val Ala lle
245 250
Gly Gly Gly Lys GIn Ala Leu Glu Thr Val GIn Arg Leu
260 265
Leu Cys GIn Ala His Gly Leu Thr Pro Glu GIn Val Val
275 280 285
Ser His Asp Gly Gly Lys GIn Ala Leu Glu Thr Val GIn
290 295 300
Pro Val Leu Cys GIn Ala His Gly Leu Thr Pro Glu GIn
305 310 315
lle Ala Ser Asn lle Gly Gly Lys GIn Ala Leu Glu Thr
325 330
Leu Leu Pro Val Leu Cys GIn Ala His Gly Leu Thr Pro
340 345
Val Ala lle Ala Ser Asn Asn Gly Gly Lys GIn Ala Leu
355 360 365
GIn Arg Leu Leu Pro Val Leu Cys GIn Ala His Gly Leu

His Ala His
80
Val Ala Val
95
His Glu Ala
110
Leu Glu Ala

GIn Leu Asp

Thr Ala Val
160
Pro Leu Asn
175
Gly Gly Lys
190
Cys GIn Ala

Asn Gly Gly

Val Leu Cys
240
Ala Ser Asn
255
Leu Pro Val
270
Ala lle Ala

Arg Leu Leu

Val Val Ala
320
Val GIn Arg
335
Glu GIn Val
350
Glu Thr Val

Thr Pro Glu
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370 375 380
GIn Val Val Ala lle Ala Ser His Asp Gly Gly Lys GIn
385 390 395
Thr Val GIn Arg Leu Leu Pro Val Leu Cys GIn Ala His
405 410
Pro Glu GIn Val Val Ala lle Ala Ser His Asp Gly Gly
420 425
Leu Glu Thr Val GIn Arg Leu Leu Pro Val Leu Cys GIn
435 440 445
Leu Thr Pro Glu GIn Val Val Ala lle Ala Ser Asn Gly
450 455 460
GIn Ala Leu Glu Thr Val GIn Arg Leu Leu Pro Val Leu
465 470 475
His Gly Leu Thr Pro Glu GIn Val Val Ala lle Ala Ser
485 490
Gly Lys GIn Ala Leu Glu Thr Val GIn Arg Leu Leu Pro
500 505
GIn Ala His Gly Leu Thr Pro Glu GIn Val Val Ala lle
515 520 525
Gly Gly Gly Lys GIn Ala Leu Glu Thr Val GIn Arg Leu
530 535 540
Leu Cys GIn Ala His Gly Leu Thr Pro Glu GIn Val Val
545 550 555
Ser Asn Gly Gly Gly Lys GIn Ala Leu Glu Thr Val GIn
565 570
Pro Val Leu Cys GIn Ala His Gly Leu Thr Pro Glu GIn
580 585
lle Ala Ser Asn Asn Gly Gly Lys GIn Ala Leu Glu Thr
595 600 605
Leu Leu Pro Val Leu Cys GIn Ala His Gly Leu Thr Pro
610 615 620
Val Ala lle Ala Ser His Asp Gly Gly Lys GIn Ala Leu
625 630 635
GIn Arg Leu Leu Pro Val Leu Cys GIn Ala His Gly Leu
645 650
GIn Val Val Ala lle Ala Ser Asn lle Gly Gly Lys GIn
660 665
Thr Val GIn Arg Leu Leu Pro Val Leu Cys GIn Ala His
675 680 685

Ala Leu Glu
400
Gly Leu Thr
415
Lys GIn Ala
430
Ala His Gly

Gly Gly Lys

Cys GIn Ala
480
Asn Gly Gly
495
Val Leu Cys
510
Ala Ser Asn

Leu Pro Val

Ala lle Ala
560
Arg Leu Leu
575
Val Val Ala
590
Val GIn Arg

Glu GIn Vval

Glu Thr Val
640
Thr Pro Glu
655
Ala Leu Glu
670
Gly Leu Thr
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Pro Glu GIn Val Val Ala lle Ala Ser Asn Asn Gly Gly
690 695 700
Leu Glu Thr Val GIn Arg Leu Leu Pro Val Leu Cys GIn
705 710 715
Leu Thr Pro Glu GIn Val Val Ala lle Ala Ser Asn Gly
725 730
GIn Ala Leu Glu Thr Val GIn Arg Leu Leu Pro Val Leu
740 745
His Gly Leu Thr Pro Glu GIn Val Val Ala lle Ala Ser
755 760 765
Gly Arg Pro Ala Leu Glu Ser lle Val Ala GIn Leu Ser
770 775 780
Pro Ala Leu Ala Ala Leu Thr Asn Asp His Leu Val Ala
785 790 795
Leu Gly Gly Arg Pro Ala Leu Asp Ala Val Lys Lys Gly
805 810
Ala Pro Ala Leu lle Lys Arg Thr Asn Arg Arg lle Pro
820 825
Ser His Arg Val Ala Gly Ser GIn Leu Val Lys Ser Glu
835 840 845
Lys Lys Ser Glu Leu Arg His Lys Leu Lys Tyr Val Pro
850 855 860
lle Glu Leu lle Glu lle Ala Arg Asn Ser Thr GIn Asp
865 870 875
Glu Met Lys Val Met Glu Phe Phe Met Lys Val Tyr Gly
885 890
Lys His Leu Gly Gly Ser Arg Lys Pro Asp Gly Ala lle
900 905
Gly Ser Pro lle Asp Tyr Gly Val lle Val Asp Thr Lys
915 920 925
Gly Gly Tyr Asn Leu Pro lle Gly GIn Ala Asp Glu Met
930 935 940
Val Glu Glu Asn GIn Thr Arg Asn Lys His lle Asn Pro
945 950 955
Trp Lys Val Tyr Pro Ser Ser Val Thr Glu Phe Lys Phe
965 970
Ser Gly His Phe Lys Gly Asn Tyr Lys Ala GIn Leu Thr
980 985
His lle Thr Asn Cys Asn Gly Ala Val Leu Ser Val Glu

Lys GIn Ala

Ala His Gly
720
Gly Gly Lys
735
Cys GIn Ala
750
Asn Gly Gly

Arg Pro Asp

Leu Ala Cys
800
Leu Pro His
815
Glu Arg Thr
830
Leu Glu Glu

His Glu Tyr

Arg lle Leu
880
Tyr Arg Gly
895
Tyr Thr Val
910
Ala Tyr Ser

GIn Arg Tyr

Asn Glu Trp
960
Leu Phe Val
975
Arg Leu Asn
990

Glu Leu Leu
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995 1000 100
lle Gly Gly Glu Met lle Lys Ala Gly Thr Leu Thr Leu
1010 1015 1020
Arg Arg Lys Phe Asn Asn Gly Glu lle Asn Phe Arg Ser
1025 1030 1035
<210> 15
<211> 18
<212> ADN

<213> Homo sapiens

<400> 15
gtgggcaaca tgctggtc

<210> 16
<211>18
<212> PRT

<213> Homo sapiens

<400> 16

Cys Thr Thr Cys Ala Gly Cys Cys Thr Thr Thr Thr Gly
1 5 10

Thr Thr

<210> 17
<211> 3788
<212> ARN

<213> Secuencia artificial

<220>
<223> ARNm de CCR5-Uco-L

<400> 17

ggggccacca uggacuauaa ggaccacgac ggagacuaca aggauca

aaagacgaug acgauaagau ggccccaaag aagaagcgga aggucgg

5
Glu Glu Vval

18

Cys Ala Gly
15

uga uauugauuac

uau ccacggaguc

60

120



PCT/DE2015/200295

- 23—

ccagcagccg uagauuugag aacuuuggga uauucacagc agcagca

cccaaaguga ggucgacagu cgcgcagcau cacgaagege ugguggg

caugcccaca ucguagccuu gucgcageac ccugcagcecce uuggeac

uaccaggaca ugauugcggce guugccggaa gccacacaug aggcgau

aaacagugga gcggagceccg agcgcuugag geccuguuga cggucge

gggccuccce uucagecugga cacgggecag uugcugaaga ucgcegaa

acggcggucg aggcggugea cgcguggege aaugegeuca cgggage

accccagagce aggucgugge aauugcgage aaccacgggg gaaagcea

guccagaggu ugcugccugu geugugecaa gcgecacggac uuacgcec

gcaauugcga gccaugacgg gggaaagcag gcacucgaaa ccgucca

gugcugugcc aagcgcacgg acuaacccca gagcaggucg uggcaau

gggggaaagc aggcacucga aaccguccag agguugcuge cugugcu

ggguugaccc cagagcaggu cguggcaauu gcgagcaace acggggg

gaaaccgucc agagguugcu gccugugeug ugccaagege acggecu

gucguggcaa uugcgagcaa ccacggggga aagcaggcac ucgaaac

cugccugugc ugugccaage gcacggacug acaccagage aggucgu

aacggagggg gaaagcaggc acucgaaacc guccagaggu ugcugec

gcgcacggac uuacacccga acaagucgug gcaauugcga gecauga

gcacucgaaa ccguccagag guugcugcecu gugcugugec aagcgea

gagcaggucg uggcaauugc gagcaacauc gggggaaagc aggcacu

gga aaagaucaag

uca uggguuuaca

ggu cgccgucaag

Cgu cggugugggg

ggg agagcugaga

gcg gggaggaguc

acc ccucaaccug

ggc acucgaaacc

aga gcaggucgug

gag guugcugccu

ugc gagcaacgga

gug ccaagcgcac

aaa gcaggcacuc

gac cccagagcag

cgu ccagagguug

ggc aauugcgagc

ugu gcugugcecaa

€gg gggaaagcag

cgg acuuacgcca

cga aaccguccag

180

240

300

360

420

480

540

600

660

720

780

840

900

960

1020

1080

1140

1200

1260

1320
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agguugcugc cugugcugug ccaagcgeac ggacuaacce cagagcea

gugagcaacg gagggggaaa gcaggcacuc gaaaccgucc agagguu

ugccaagcge acggguugac cccagagcag gucguggeaa uugcgag

aagcaggcac ucgaaaccgu ccagagguug cugccuguge ugugeca

accccagagc aggucgugge aauugcgage caugacgggg gaaagca

guccagaggu ugcugccugu geugugecaa gcgecacggac ugacace

gcaauugcga gcaacggagg gggaaagcag gcacucgaaa ccgucca

gugcugugcc aagcgcacgg ccucacccca gagcaggucg uggcaau

gggggaaagc aggcacucga aaccguccag agguugcuge cugugcu

ggacuuacgc cagagcaggu cguggcaauu gcgagcaaca ucggggg

gaaaccgucc agagguugcu gecugugeug ugccaagege acggacu

gucguggcaa uugcgagcaa cggaggggga aagcaggcac ucgaaac

cugccugugc ugugccaage gcacggguug accccagage aggucgu

caugacgggg gaaagcaggc acucgaaacc guccagaggu ugcugcc

gcgcacggcc ugaccccaga gcaggucgug gcaauugcga gecauga

gcacucgaaa ccguccagag guugcugcecu gugcugugec aagcgea

gagcaggucg uggcaauugc gagcaacgga gggggaaagc aggcacu

agguugcugc cugugcugug ccaagcgeac ggacucacge cugagea

gcauccaaca acgggggcag acccgcacug gagucaaucg uggecca

ggu cguggcaauu

gcu gececugugeug

cca ugacggggga

agc gcacggcecug

ggc acucgaaacc

aga gcaggucgug

gag guugcugccu

ugc gagccaugac

gug ccaagcgcac

aaa gcaggcacuc

aac cccagagcag

cgu ccagagguug

ggc aauugcgagc

ugu gcugugcecaa

€gg gggaaagcag

cgg acugacacca

cga aaccguccag

ggu aguggcuauu

gcu uucgaggccg

1380

1440

1500

1560

1620

1680

1740

1800

1860

1920

1980

2040

2100

2160

2220

2280

2340

2400

2460



PCT/DE2015/200295

- 25—

gaccccgege uggecgeacu cacuaaugau caucuuguag cgcugge

cgacccgccu uggaugeggu gaagaagggg cucccgcacy cgecuge

accaacagaa ggauucccga gaggacauca caucgagugg cagguuc

agugaacuug aggagaaaaa gucggagcug cggcacaaau ugaaaua

uacaucgaac uuaucgaaau ugcuaggaac ucgacucaag acagaau

guaauggagu ucuuuaugaa gguuuaugga uaccgaggga agcaucu

aaacccgacg gagcaaucua uacggugggg agcccgauug auuacgg

acgaaagccu acagcggugg guacaaucuu cccaucggge aggcaga

uaugucgaag aaaaucagac caggaacaaa cacaucaauc caaauga

uauccuucau cagugaccga guuuaaguuu uuguuugucu cugggcea

uauaaggccc agecucacacg guugaaucac auuacgaacu gcaaugg

guagaggaac ugcucauugg uggagaaaug aucaaagcgg gaacucu

gucagacgca aguuuaacaa uggcgagauc aauuuccgcu cauaaaa

ugugccuucu aguugccage caucuguugu uugccccuce cccguge

ggaaggugcc acucccacug uccuuuccua auaaaaugag gaaauug

aacccuaucu cggucuauuc uuuugauuua uaagggauuu ugccgau

uuaaaaaaug agcugauuua acaaaaauuu aacgcgaauu aauucug

aguuagggug uggaaagucc ccaggcuccc cagcaggcag aaguaug

ucaauuaguc agcaaccagg uguggaaagu ccccaggeuc cccagea

aaagcCaugcCa ucucaauuag ucagCaacca uagucccgcc ccuaacu

cug ccucggegga

auu gauuaagcgg

cca acucgugaag

cgu accgcaugaa

ccu ugagaugaag

cgg uggaucacga

agu gaucgucgac

uga gaugcaacgu

gug guggaaagug

uuu Caaaggcaac

ugc gguuuugucc

gac acuggaagaa

aau cagccucgac

Cuu ccuugacccu

cau cacaacacuc

uuc ggccuauugg

ugg aauguguguc

Caa agcaugcauc

ggc agaaguaugc

CCg cccaucccgce

2520

2580

2640

2700

2760

2820

2880

2940

3000

3060

3120

3180

3240

3300

3360

3420

3480

3540

3600

3660
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cccuaacuce geccaguuce geccauucuc cgeecccaugg cugacua

augcagaggc cgaggccgec ucugccucug agcuauucca gaaguag

uuggaggc

<210> 18

<211> 3788

<212> ARN

<213> Secuencia artificial

<220>
<223> ARNm de CCR5-Uco-R

<400> 18
ggggccacca uggacuauaa ggaccacgac ggagacuaca aggauca

aaagacgaug acgauaagau ggccccaaag aagaagcgga aggucgg

ccagcagccg uagauuugag aacuuuggga uauucacagc agcagca

cccaaaguga ggucgacagu cgcgcagcau cacgaagege ugguggg

caugcccaca ucguagccuu gucgcagcac ccugcagece uuggeac

uaccaggaca ugauugcggce guugccggaa gccacacaug aggcgau

aaacagugga gcggagceccg agcgcuugag geccuguuga cggucge

gggccuccee uucagecugga cacgggecag uugcugaaga ucgcegaa

acggcggucg aggcggugca cgcguggcgce aaugcgcuca cgggagce

accccagagce aggucgugge aauugcgage aacaucgggg gaaagca

guccagaggu ugcugccugu gcugugecaa gcgecacggac uuacgcec

auu uuuuuuauuu

uga ggaggcuuuu

3788

uga uauugauuac

uau ccacggaguc

gga aaagaucaag

uca uggguuuaca

ggu cgccgucaag

¢gu cggugugggg

ggg agagcugaga

gcg gggaggaguc

acc ccucaaccug

ggc acucgaaacc

aga gcaggucgug

3720

3780

60

120

180

240

300

360

420

480

540

600

660
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gcaauugcga gcaacaacgg gggaaagcag gcacucgaaa ccgucca

gugcugugcc aagcgcacgg acuaacccca gagcaggucg uggcaau

gggggaaagc aggcacucga aaccguccag agguugcuge cugugcu

ggguugaccc cagagcaggu cguggcaauu gcgagcaacg gaggggg

gaaaccgucc agagguugcu gccugugeug ugccaagege acggecu

gucguggcaa uugcgagcaa caacggggga aagcaggcac ucgaaac

cugccugugc ugugccaage gcacggacug acaccagage aggucgu

aacggagggyg gaaagcaggc acucgaaacc guccagaggu ugcugec

gcgcacggac uuacacccga acaagucgug gcaauugcga gccauga

gcacucgaaa ccguccagag guugcugcecu gugcugugcc aagegea

gagcaggucg uggcaauugc gagcaacauc gggggaaagce aggcacu

agguugcugc cugugcugug ccaagcgeac ggacuaacce cagagcea

gcgagcaacc acgggggaaa gcaggcacuc gaaaccgucc agagguu

ugccaagcge acggguugac cccagagcag gucguggeaa uugcgag

aagcaggcac ucgaaaccgu ccagagguug cugccuguge ugugcca

accccagagce aggucgugge aauugcgage caugacgggg gaaagca

guccagaggu ugcugccugu geugugecaa gcgecacggac ugacace

gcaauugcga gcaacaucgg gggaaagcag gcacucgaaa ccgucca

gugcugugcc aagcgcacgg ccucacccca gagcaggucg uggcaau

gggggaaagc aggcacucga aaccguccag agguugcuge cugugcu

gag guugcugccu

ugc gagcaacauc

gug ccaagcgcac

aaa gcaggcacuc

gac cccagagcag

cgu ccagagguug

ggc aauugcgagc

ugu gcugugccaa

€gg gggaaagcag

cgg acuuacgcca

cga aaccguccag

ggu cguggcaauu

gcu gececugugeug

caa cggaggggga

agc gcacggcecug

ggc acucgaaacc

aga gcaggucgug

gag guugcugccu

ugc gagcaacgga

gug ccaagcgcac

720

780

840

900

960

1020

1080

1140

1200

1260

1320

1380

1440

1500

1560

1620

1680

1740

1800

1860
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ggacuuacgc cagagcaggu cguggcaauu gcgagcaacc acggggg

gaaaccgucc agagguugcu gccugugeug ugccaagege acggacu

gucguggcaa uugcgageca ugacggggga aagcaggcac ucgaaac

cugccugugc ugugccaage gcacggguug accccagage aggucgu

aacggagggyg gaaagcaggc acucgaaacc guccagaggu ugcugec

gcgcacggcec ugaccccaga gcaggucgug gcaauugcga gecauga

gcacucgaaa ccguccagag guugcugcecu gugcugugec aagegea

gagcaggucg uggcaauugc gagcaacgga gggggaaagc aggcacu

agguugcugc cugugcugug ccaagcgeac ggacucacge cugagea

gcauccaacg gagggggcag acccgcacug gagucaaucg uggccca

gaccccgege uggecgeacu cacuaaugau caucuuguag cgcugge

cgacccgecu uggaugcggu gaagaagggg cucccgeacg cgecuge

accaacagaa ggauucccga gaggacauca caucgagugg cagguuc

agugaacuug aggagaaaaa gucggagcug cggcacaaau ugaaaua

uacaucgaac uuaucgaaau ugcuaggaac ucgacucaag acagaau

guaauggagu ucuuuaugaa gguuuaugga uaccgaggga agcaucu

aaacccgacg gagcaaucua uacggugggg agcccgauug auuacgg

acgaaagccu acagcggugg guacaaucuu cccaucggge aggcaga

uaugucgaag aaaaucagac caggaacaaa cacaucaauc caaauga

aaa gcaggcacuc

aac cccagagcag

cgu ccagagguug

ggc aauugcgagc

ugu gcugugccaa

€gg gggaaagcag

cgg acugacacca

cga aaccguccag

ggu aguggcuauu

gcu uucgaggcecg

cug ccucggegga

auu gauuaagcgg

cca acucgugaag

cgu accgcaugaa

ccu ugagaugaag

cgg uggaucacga

agu gaucgucgac

uga gaugcaacgu

gug guggaaagug

1920

1980

2040

2100

2160

2220

2280

2340

2400

2460

2520

2580

2640

2700

2760

2820

2880

2940

3000



PCT/DE2015/200295

—29 —

uauccuucau cagugaccga guuuaaguuu uuguuugucu cugggea

uauaaggccc agcucacacg guugaaucac auuacgaacu gcaaugg

guagaggaac ugcucauugg uggagaaaug aucaaagcgg gaacucu

gucagacgca aguuuaacaa uggcgagauc aauuuccgcu cauaaaa

ugugccuucu aguugccage caucuguugu uugccccuce cccguge

ggaaggugcc acucccacug uccuuuccua auaaaaugag gaaauug

aacccuaucu cggucuauuc uuuugauuua uaagggauuu ugccgau

uuaaaaaaug agcugauuua aCaaaaauuu aacgcgaauu aauucug

aguuagggug uggaaagucc ccaggcucce cagcaggcag aaguaug

ucaauuaguc agcaaccagg uguggaaagu ccccaggcuc cccagea

aaagcaugca ucucaauuag ucagcaacca uagucccgcc ccuaacu

cccuaacuce geccaguuce geccauucuc cgeecccaugg cugacua

augcagaggc cgaggccgec ucugccucug agcuauucca gaaguag

uuggaggc

uuu caaaggcaac

ugc gguuuugucc

gac acuggaagaa

aau cagccucgac

Cuu ccuugacccu

cau cacaacacuc

uuc ggccuauugg

ugg aauguguguc

caa agcaugcauc

ggc agaaguaugc

ccg cccauccege

auu uuuuuuauuu

uga ggaggcuuuu

3788

3060

3120

3180

3240

3300

3360

3420

3480

3540

3600

3660

3720

3780



