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                         LISTADO DE SECUENCIAS

<110>  Universidad Autónoma de Madrid

<120>  Uso de cepas de Leishmania DHSP70-II como vacuna.

<130>  1595.13

<160>  10

<170>  PatentIn version 3.4

<210>  1
<211>  653
<212>  PRT
<213>  Leishmania infantum

<400>  1

Met Thr Phe Glu Gly Ala Ile Gly Ile Asp Leu Gly Thr Thr Tyr Ser 
1               5                   10                  15

Cys Val Gly Val Trp Gln Asn Glu Arg Val Asp Ile Ile Ala Asn Asp 
            20                  25                  30

Gln Gly Asn Arg Thr Thr Pro Ser Tyr Val Ala Phe Thr Asp Ser Glu 
        35                  40                  45

Arg Leu Ile Gly Asp Ala Ala Lys Asn Gln Val Ala Met Asn Pro His 
    50                  55                  60

Asn Thr Val Phe Asp Ala Lys Arg Leu Ile Gly Arg Lys Phe Asn Asp 
65                  70                  75                  80

Ser Val Val Gln Ser Asp Met Lys His Trp Pro Phe Lys Val Thr Thr 
                85                  90                  95

Lys Gly Ala Asp Lys Pro Val Ile Ser Val Gln Tyr Arg Gly Glu Glu 
            100                 105                 110

Lys Thr Phe Thr Pro Glu Glu Ile Ser Ser Met Val Leu Leu Lys Met 
        115                 120                 125

Lys Glu Thr Ala Glu Ala Tyr Leu Gly Lys Gln Val Lys Lys Ala Val 
    130                 135                 140

Val Thr Val Pro Ala Tyr Phe Asn Asp Ser Gln Arg Gln Ala Thr Lys 
145                 150                 155                 160 

Asp Ala Gly Thr Ile Ala Gly Leu Glu Val Leu Arg Ile Ile Asn Glu 
                165                 170                 175

Pro Thr Arg Ala Ile Ala Tyr Gly Leu Asp Lys Gly Asp Asp Gly Lys 
            180                 185                 190

Glu Arg Asn Val Leu Ile Phe Asp Leu Gly Gly Gly Thr Phe Asp Val 
        195                 200                 205
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Thr Leu Leu Thr Ile Asp Gly Gly Ile Phe Glu Val Lys Ala Thr Asn 
    210                 215                 220

Gly Asp Thr His Leu Gly Gly Glu Asp Phe Asp Asn Arg Leu Val Thr 
225                 230                 235                 240 

Phe Phe Thr Glu Glu Phe Lys Arg Lys Asn Lys Gly Lys Asn Leu Ala 
                245                 250                 255

Ser Ser His Arg Ala Leu Ala Arg Leu Arg Thr Ala Cys Glu Arg Ala 
            260                 265                 270

Lys Arg Thr Leu Ser Ser Ala Thr Gln Ala Thr Ile Glu Ile Asp Ala 
        275                 280                 285

Leu Phe Glu Asn Val Asp Phe Gln Ala Thr Ile Thr Ala Arg Ala Phe 
    290                 295                 300

Glu Glu Leu Cys Gly Asp Leu Phe Arg Ser Thr Ile Gln Pro Val Glu 
305                 310                 315                 320 

Arg Val Leu Gln Asp Ala Lys Met Asp Lys Arg Ser Val His Asp Val 
                325                 330                 335

Val Leu Val Gly Gly Ser Thr Arg Ile Pro Lys Val Gln Ser Leu Val 
            340                 345                 350

Ser Asp Phe Phe Gly Gly Lys Glu Leu Asn Lys Ser Ile Asn Pro Asp 
        355                 360                 365

Glu Ala Val Ala Tyr Gly Ala Ala Val Gln Ala Phe Ile Leu Thr Gly 
    370                 375                 380

Gly Lys Ser Lys Gln Thr Glu Gly Leu Leu Leu Leu Asp Val Thr Pro 
385                 390                 395                 400 

Leu Thr Leu Gly Ile Glu Thr Ala Gly Gly Val Met Thr Ala Leu Ile 
                405                 410                 415

Lys Arg Asn Thr Thr Ile Pro Thr Lys Lys Ser Gln Ile Phe Ser Thr 
            420                 425                 430

Tyr Ala Asp Asn Gln Pro Gly Val His Ile Gln Val Phe Glu Gly Glu 
        435                 440                 445

Arg Ala Met Thr Lys Asp Cys His Leu Leu Gly Thr Phe Asp Leu Ser 
    450                 455                 460

Gly Ile Pro Pro Ala Pro Arg Gly Leu Pro Gln Ile Glu Val Thr Phe 
465                 470                 475                 480 
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Asp Leu Asp Ala Asn Gly Ile Leu Asn Val Ser Ala Glu Glu Lys Gly 
                485                 490                 495

Thr Gly Lys Arg Asn Gln Ile Thr Ile Thr Asn Asp Lys Gly Arg Leu 
            500                 505                 510

Ser Lys Asp Glu Ile Glu Arg Met Val Asn Asp Ala Met Lys Tyr Glu 
        515                 520                 525

Glu Asp Asp Lys Ala Gln Arg Asp Arg Val Glu Ala Lys Asn Gly Leu 
    530                 535                 540

Glu Asn Tyr Ala Tyr Ser Met Lys Asn Thr Leu Ser Asp Ser Asn Val 
545                 550                 555                 560 

Ser Gly Lys Leu Glu Asp Ser Asp Lys Ala Thr Leu Asn Lys Glu Ile 
                565                 570                 575

Asp Val Val Leu Glu Trp Leu Ser Ser Asn Gln Glu Ala Ala Lys Glu 
            580                 585                 590

Glu Tyr Glu His Lys Gln Lys Glu Leu Glu Ser Val Cys Asn Pro Ile 
        595                 600                 605

Met Thr Lys Met Tyr Gln Ser Met Gly Gly Ala Ala Gly Gly Met Pro 
    610                 615                 620

Gly Gly Met Pro Gly Met Ser Gly Met Ser Gly Gly Ala Gly Pro Ala 
625                 630                 635                 640 

Gly Gly Ala Ser Ser Gly Pro Lys Val Glu Glu Val Asp 
                645                 650

<210>  2
<211>  1119
<212>  DNA
<213>  Leishmania infantum

<400>  2
agcggtggtg caggcccggc cggcggtgcg tcctccggcc ccaaggtcga ggaggtcgac     60

taaatcgccc gagtgctgtg aaacgtcagc tcatgttcgc actgcacttt tgttacggcg    120

ccaatgtgcc gaggtgatat gcgggggcgc cttcgcggtt cccccatgaa cgcacccgcg    180

cttgatagat tctgtgtgtg tgcgccctcc gtcgctctac cgcgctcgtc tccggcgcca    240

tcgctgcgcg ggtcgtttgt gtctattgtg aataatttct ttttgttgtt tttccatctt    300

atttcggaag attttcgcgc gcgctaaatc ccccctaccc taccccccat aactctcccc    360

accccctttt ttgtctgcgt ctgtttcgcc atatatatag acatattata tatgcatgtt    420

gccgccaccg ctcacgcgct cgcattcaca gcgcgccgtc cttctcccct ctccctccct    480

cgtgtccctc aaactgttcc tagtactacc caccccctcc cgcccccact tttccgctgt    540
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ggggcttccc agtccacacc caactaccac ggcgacggtg cgtgcggcac gttgtgtgtg    600

cgttggtgtg cacattgcag gcttgttgac tctctgtttg cgttatcatt ccccttccac    660

cagtcgccag ctttaggcgc acagccctgt ctggctagtg ctcgagggag gagaggccca    720

ctagcgctgc gtgtgtgcta cactctctgg tacggttgct tgccagcaga gtagcagagg    780

acatgggtag atcgcaccat gggaggcgaa gagaataggg agtgtgcagg gtgggtgaaa    840

gctcggcagg caggcgacgc acgcagtgct gtgatacacg caagcggcct cagcaatcta    900

cgcgtctgtg tgtgtgcgag agagcgaatt aaagaagaga ataagaagag atatgacgga    960

agtgcgcgag caaaccagga aagccaacgg gcttccacac cgacaaaccc cccgtcgcgt   1020

ccgatctctc gttgtctggc acttacatga gctctctccc tctgtctctc ctttatggag   1080

catgacgatg cggtaacatg cagtgcgtgc actggaaaa                          1119

<210>  3
<211>  30
<212>  DNA
<213>  Artificial

<220>
<223>  cebador

<400>  3
tctagaagat ctcggaagtg ctgcagagca                                      30

<210>  4
<211>  27
<212>  DNA
<213>  Artificial

<220>
<223>  cebador

<400>  4
gatatcgatg gcgccttcga atgtcat                                         27

<210>  5
<211>  25
<212>  DNA
<213>  Artificial

<220>
<223>  cebador

<400>  5
aagcttatcg cccgagtgct gtgaa                                           25

<210>  6
<211>  30
<212>  DNA
<213>  Artificial

<220>
<223>  cebador

<400>  6
gtcgacagat cttgacgggt gaatgtgttt                                      30
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<210>  7
<211>  28
<212>  DNA
<213>  Artificial

<220>
<223>  cebador

<400>  7
ggttcgaaat tgaacaagat ggattgca                                        28

<210>  8
<211>  30
<212>  DNA
<213>  Artificial

<220>
<223>  cebador

<400>  8
cccaagcttt cagaagaact cgtcaagaag                                      30

<210>  9
<211>  28
<212>  DNA
<213>  Artificial

<220>
<223>  cebador

<400>  9
ggttcgaaga tagatccgga aagcctga                                        28

<210>  10
<211>  29
<212>  DNA
<213>  Artificial

<220>
<223>  cebador

<400>  10
ccaagcttct attcctttgc cctcggacg                                       29


