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<160> 85

<170> PatentIn version 3.5

<210> 1
<211> 6
<212> PRT
<213> Artificial Sequence

<220>
<223> Barcode 1

<400> 1

Trp Leu Phe Pro Val Gly
1 5

<210> 2
<211> 6
<212> PRT
<213> Artificial Sequence

<220>
<223> Barcode 2

<400> 2

Phe Val Gly Ala Arg Leu
1 5

<210> 3
<211> 8
<212> PRT
<213> Artificial Sequence

<220>
<223> FLAG

<400> 3

Asp Tyr Lys Asp Asp Asp Asp Lys
1 5

<210> 4
<211> 22
<212> PRT
<213> Artificial Sequence
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<220>
<223> FLAG-Barcode 1-FLAG

<400> 4

Asp Tyr Lys Asp Asp Asp Asp Lys Trp Leu Phe Pro Val Gly Asp Tyr
1 5 10 15

Lys Asp Asp Asp Asp Lys
20

<210> 5
<211> 22
<212> PRT
<213> Artificial Sequence

<220>
<223> FLAG-barcode 2-FLAG

<400> 5

Asp Tyr Lys Asp Asp Asp Asp Lys Phe Val Gly Ala Arg Leu Asp Tyr
1 5 10 15

Lys Asp Asp Asp Asp Lys
20

<210> 6
<211> 9681
<212> DNA
<213> Artificial Sequence

<220>
<223> Anti-CD4-FLAG plasmid

<220>
<221> promoter
<222> (2)..(937)
<223> AOX1 promoter

<220>
<221> CDS
<222> (949)..(1638)
<223> (949)..(1215) alpha-factor secretion signal 1

(1228)..(1602) anti-CD4 nanobody
(1612)..(1635) FLAG

<220>
<221> terminator
<222> (1726)..(1972)
<223> AOX1 terminator

<220>
<221> rep_origin
<222> (7734)..(8416)
<223> ColE1 origin

<220>
<221> misc_feature
<222> (8514)..(9173)
<223> AmpR
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<400> 6
agatctaaca tccaaagacg aaaggttgaa tgaaaccttt ttgccatccg acatccacag 60

gtccattctc acacataagt gccaaacgca acaggagggg atacactagc agcagaccgt 120

tgcaaacgca ggacctccac tcctcttctc ctcaacaccc acttttgcca tcgaaaaacc 180

agcccagtta ttgggcttga ttggagctcg ctcattccaa ttccttctat taggctacta 240

acaccatgac tttattagcc tgtctatcct ggcccccctg gcgaggttca tgtttgttta 300

tttccgaatg caacaagctc cgcattacac ccgaacatca ctccagatga gggctttctg 360

agtgtggggt caaatagttt catgttcccc aaatggccca aaactgacag tttaaacgct 420

gtcttggaac ctaatatgac aaaagcgtga tctcatccaa gatgaactaa gtttggttcg 480

ttgaaatgct aacggccagt tggtcaaaaa gaaacttcca aaagtcgcca taccgtttgt 540

cttgtttggt attgattgac gaatgctcaa aaataatctc attaatgctt agcgcagtct 600

ctctatcgct tctgaacccc ggtgcacctg tgccgaaacg caaatgggga aacacccgct 660

ttttggatga ttatgcattg tctccacatt gtatgcttcc aagattctgg tgggaatact 720

gctgatagcc taacgttcat gatcaaaatt taactgttct aacccctact tgacagcaat 780

atataaacag aaggaagctg ccctgtctta aacctttttt tttatcatca ttattagctt 840

actttcataa ttgcgactgg ttccaattga caagcttttg attttaacga cttttaacga 900

caacttgaga agatcaaaaa acaactaatt attcgaagga tccaaacg atg aga ttt 957
Met Arg Phe
1

cct tca att ttt act gca gtt tta ttc gca gca tcc tcc gca tta gct 1005
Pro Ser Ile Phe Thr Ala Val Leu Phe Ala Ala Ser Ser Ala Leu Ala

5 10 15

gct cca gtc aac act aca aca gaa gat gaa acg gca caa att ccg gct 1053
Ala Pro Val Asn Thr Thr Thr Glu Asp Glu Thr Ala Gln Ile Pro Ala
20 25 30 35

gaa gct gtc atc ggt tac tca gat tta gaa ggg gat ttc gat gtt gct 1101
Glu Ala Val Ile Gly Tyr Ser Asp Leu Glu Gly Asp Phe Asp Val Ala

40 45 50

gtt ttg cca ttt tcc aac agc aca aat aac ggg tta ttg ttt ata aat 1149
Val Leu Pro Phe Ser Asn Ser Thr Asn Asn Gly Leu Leu Phe Ile Asn

55 60 65

act act att gcc agc att gct gct aaa gaa gaa ggg gta tct ctc gag 1197
Thr Thr Ile Ala Ser Ile Ala Ala Lys Glu Glu Gly Val Ser Leu Glu

70 75 80

aaa aga gag gct gaa gct tac gta gaa ttc gaa gtt cag tta gtt gaa 1245
Lys Arg Glu Ala Glu Ala Tyr Val Glu Phe Glu Val Gln Leu Val Glu

85 90 95

tct ggt ggt ggc tct gtc caa cct ggt ggt tct ctt act ttg tcc tgt 1293
Ser Gly Gly Gly Ser Val Gln Pro Gly Gly Ser Leu Thr Leu Ser Cys
100 105 110 115

ggt act tcc ggt aga acc ttc aac gtt atg gga tgg ttc aga caa gct 1341
Gly Thr Ser Gly Arg Thr Phe Asn Val Met Gly Trp Phe Arg Gln Ala
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120 125 130

cct gga aag gaa cgt gag ttt gtc gct gct gtt agg tgg tct tct act 1389
Pro Gly Lys Glu Arg Glu Phe Val Ala Ala Val Arg Trp Ser Ser Thr

135 140 145

ggt atc tat tat acc caa tat gct gac tca gtt aaa agt aga ttt act 1437
Gly Ile Tyr Tyr Thr Gln Tyr Ala Asp Ser Val Lys Ser Arg Phe Thr

150 155 160

att tca aga gac aat gca aag aac acc gta tac ttg gag atg aat tca 1485
Ile Ser Arg Asp Asn Ala Lys Asn Thr Val Tyr Leu Glu Met Asn Ser

165 170 175

ctg aag cca gag gac acg gct gtc tac tac tgc gca gcc gac aca tat 1533
Leu Lys Pro Glu Asp Thr Ala Val Tyr Tyr Cys Ala Ala Asp Thr Tyr
180 185 190 195

aac tcc aat cca gcc aga tgg gac gga tat gac ttt cga ggt caa gga 1581
Asn Ser Asn Pro Ala Arg Trp Asp Gly Tyr Asp Phe Arg Gly Gln Gly

200 205 210

aca cag gtg aca gtg tcc agt gga ggc agt gac tac aaa gat gac gac 1629
Thr Gln Val Thr Val Ser Ser Gly Gly Ser Asp Tyr Lys Asp Asp Asp

215 220 225

gat aaa taa gcggccgcga attaattcgc cttagacatg actgttcctc 1678
Asp Lys

agttcaagtt gggcacttac gagaagaccg gtcttgctag attctaatca agaggatgtc 1738

agaatgccat ttgcctgaga gatgcaggct tcatttttga tactttttta tttgtaacct 1798

atatagtata ggattttttt tgtcattttg tttcttctcg tacgagcttg ctcctgatca 1858

gcctatctcg cagctgatga atatcttgtg gtaggggttt gggaaaatca ttcgagtttg 1918

atgtttttct tggtatttcc cactcctctt cagagtacag aagattaagt gagaagttcg 1978

tttgtgcaag cttatcgata agctttaatg cggtagttta tcacagttaa attgctaacg 2038

cagtcaggca ccgtgtatga aatctaacaa tgcgctcatc gtcatcctcg gcaccgtcac 2098

cctggatgct gtaggcatag gcttggttat gccggtactg ccgggcctct tgcgggatat 2158

cgtccattcc gacagcatcg ccagtcacta tggcgtgctg ctagcgctat atgcgttgat 2218

gcaatttcta tgcgcacccg ttctcggagc actgtccgac cgctttggcc gccgcccagt 2278

cctgctcgct tcgctacttg gagccactat cgactacgcg atcatggcga ccacacccgt 2338

cctgtggatc tatcgaatct aaatgtaagt taaaatctct aaataattaa ataagtccca 2398

gtttctccat acgaacctta acagcattgc ggtgagcatc tagaccttca acagcagcca 2458

gatccatcac tgcttggcca atatgtttca gtccctcagg agttacgtct tgtgaagtga 2518

tgaacttctg gaaggttgca gtgttaactc cgctgtattg acgggcatat ccgtacgttg 2578

gcaaagtgtg gttggtaccg gaggagtaat ctccacaact ctctggagag taggcaccaa 2638

caaacacaga tccagcgtgt tgtacttgat caacataaga agaagcattc tcgatttgca 2698

ggatcaagtg ttcaggagcg tactgattgg acatttccaa agcctgctcg taggttgcaa 2758
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ccgatagggt tgtagagtgt gcaatacact tgcgtacaat ttcaaccctt ggcaactgca 2818

cagcttggtt gtgaacagca tcttcaattc tggcaagctc cttgtctgtc atatcgacag 2878

ccaacagaat cacctgggaa tcaataccat gttcagcttg agacagaagg tctgaggcaa 2938

cgaaatctgg atcagcgtat ttatcagcaa taactagaac ttcagaaggc ccagcaggca 2998

tgtcaatact acacagggct gatgtgtcat tttgaaccat catcttggca gcagtaacga 3058

actggtttcc tggaccaaat attttgtcac acttaggaac agtttctgtt ccgtaagcca 3118

tagcagctac tgcctgggcg cctcctgcta gcacgataca cttagcacca accttgtggg 3178

caacgtagat gacttctggg gtaagggtac catccttctt aggtggagat gcaaaaacaa 3238

tttctttgca accagcaact ttggcaggaa cacccagcat cagggaagtg gaaggcagaa 3298

ttgcggttcc accaggaata tagaggccaa ctttctcaat aggtcttgca aaacgagagc 3358

agactacacc agggcaagtc tcaacttgca acgtctccgt tagttgagct tcatggaatt 3418

tcctgacgtt atctatagag agatcaatgg ctctcttaac gttatctggc aattgcataa 3478

gttcctctgg gaaaggagct tctaacacag gtgtcttcaa agcgactcca tcaaacttgg 3538

cagttagttc taaaagggct ttgtcaccat tttgacgaac attgtcgaca attggtttga 3598

ctaattccat aatctgttcc gttttctgga taggacgacg aagggcatct tcaatttctt 3658

gtgaggaggc cttagaaacg tcaattttgc acaattcaat acgaccttca gaagggactt 3718

ctttaggttt ggattcttct ttaggttgtt ccttggtgta tcctggcttg gcatctcctt 3778

tccttctagt gacctttagg gacttcatat ccaggtttct ctccacctcg tccaacgtca 3838

caccgtactt ggcacatcta actaatgcaa aataaaataa gtcagcacat tcccaggcta 3898

tatcttcctt ggatttagct tctgcaagtt catcagcttc ctccctaatt ttagcgttca 3958

acaaaacttc gtcgtcaaat aaccgtttgg tataagaacc ttctggagca ttgctcttac 4018

gatcccacaa ggtggcttcc atggctctaa gaccctttga ttggccaaaa caggaagtgc 4078

gttccaagtg acagaaacca acacctgttt gttcaaccac aaatttcaag cagtctccat 4138

cacaatccaa ttcgataccc agcaactttt gagttgctcc agatgtagca cctttatacc 4198

acaaaccgtg acgacgagat tggtagactc cagtttgtgt ccttatagcc tccggaatag 4258

actttttgga cgagtacacc aggcccaacg agtaattaga agagtcagcc accaaagtag 4318

tgaatagacc atcggggcgg tcagtagtca aagacgccaa caaaatttca ctgacaggga 4378

actttttgac atcttcagaa agttcgtatt cagtagtcaa ttgccgagca tcaataatgg 4438

ggattatacc agaagcaaca gtggaagtca catctaccaa ctttgcggtc tcagaaaaag 4498

cataaacagt tctactaccg ccattagtga aacttttcaa atcgcccagt ggagaagaaa 4558

aaggcacagc gatactagca ttagcgggca aggatgcaac tttatcaacc agggtcctat 4618

agataaccct agcgcctggg atcatccttt ggacaactct ttctgccaaa tctaggtcca 4678

aaatcacttc attgatacca ttattgtaca acttgagcaa gttgtcgatc agctcctcaa 4738
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attggtcctc tgtaacggat gactcaactt gcacattaac ttgaagctca gtcgattgag 4798

tgaacttgat caggttgtgc agctggtcag cagcataggg aaacacggct tttcctacca 4858

aactcaagga attatcaaac tctgcaacac ttgcgtatgc aggtagcaag ggaaatgtca 4918

tacttgaagt cggacagtga gtgtagtctt gagaaattct gaagccgtat ttttattatc 4978

agtgagtcag tcatcaggag atcctctacg ccggacgcat cgtggccgac ctgcaggggg 5038

ggggggggcg ctgaggtctg cctcgtgaag aaggtgttgc tgactcatac caggcctgaa 5098

tcgccccatc atccagccag aaagtgaggg agccacggtt gatgagagct ttgttgtagg 5158

tggaccagtt ggtgattttg aacttttgct ttgccacgga acggtctgcg ttgtcgggaa 5218

gatgcgtgat ctgatccttc aactcagcaa aagttcgatt tattcaacaa agccgccgtc 5278

ccgtcaagtc agcgtaatgc tctgccagtg ttacaaccaa ttaaccaatt ctgattagaa 5338

aaactcatcg agcatcaaat gaaactgcaa tttattcata tcaggattat caataccata 5398

tttttgaaaa agccgtttct gtaatgaagg agaaaactca ccgaggcagt tccataggat 5458

ggcaagatcc tggtatcggt ctgcgattcc gactcgtcca acatcaatac aacctattaa 5518

tttcccctcg tcaaaaataa ggttatcaag tgagaaatca ccatgagtga cgactgaatc 5578

cggtgagaat ggcaaaagct tatgcatttc tttccagact tgttcaacag gccagccatt 5638

acgctcgtca tcaaaatcac tcgcatcaac caaaccgtta ttcattcgtg attgcgcctg 5698

agcgagacga aatacgcgat cgctgttaaa aggacaatta caaacaggaa tcgaatgcaa 5758

ccggcgcagg aacactgcca gcgcatcaac aatattttca cctgaatcag gatattcttc 5818

taatacctgg aatgctgttt tcccggggat cgcagtggtg agtaaccatg catcatcagg 5878

agtacggata aaatgcttga tggtcggaag aggcataaat tccgtcagcc agtttagtct 5938

gaccatctca tctgtaacat cattggcaac gctacctttg ccatgtttca gaaacaactc 5998

tggcgcatcg ggcttcccat acaatcgata gattgtcgca cctgattgcc cgacattatc 6058

gcgagcccat ttatacccat ataaatcagc atccatgttg gaatttaatc gcggcctcga 6118

gcaagacgtt tcccgttgaa tatggctcat aacacccctt gtattactgt ttatgtaagc 6178

agacagtttt attgttcatg atgatatatt tttatcttgt gcaatgtaac atcagagatt 6238

ttgagacaca acgtggcttt cccccccccc cctgcaggtc ggcatcaccg gcgccacagg 6298

tgcggttgct ggcgcctata tcgccgacat caccgatggg gaagatcggg ctcgccactt 6358

cgggctcatg agcgcttgtt tcggcgtggg tatggtggca ggccccgtgg ccgggggact 6418

gttgggcgcc atctccttgc atgcaccatt ccttgcggcg gcggtgctca acggcctcaa 6478

cctactactg ggctgcttcc taatgcagga gtcgcataag ggagagcgtc gagtatctat 6538

gattggaagt atgggaatgg tgatacccgc attcttcagt gtcttgaggt ctcctatcag 6598

attatgccca actaaagcaa ccggaggagg agatttcatg gtaaatttct ctgacttttg 6658

gtcatcagta gactcgaact gtgagactat ctcggttatg acagcagaaa tgtccttctt 6718
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ggagacagta aatgaagtcc caccaataaa gaaatccttg ttatcaggaa caaacttctt 6778

gtttcgaact ttttcggtgc cttgaactat aaaatgtaga gtggatatgt cgggtaggaa 6838

tggagcgggc aaatgcttac cttctggacc ttcaagaggt atgtagggtt tgtagatact 6898

gatgccaact tcagtgacaa cgttgctatt tcgttcaaac cattccgaat ccagagaaat 6958

caaagttgtt tgtctactat tgatccaagc cagtgcggtc ttgaaactga caatagtgtg 7018

ctcgtgtttt gaggtcatct ttgtatgaat aaatctagtc tttgatctaa ataatcttga 7078

cgagccaagg cgataaatac ccaaatctaa aactctttta aaacgttaaa aggacaagta 7138

tgtctgcctg tattaaaccc caaatcagct cgtagtctga tcctcatcaa cttgaggggc 7198

actatcttgt tttagagaaa tttgcggaga tgcgatatcg agaaaaaggt acgctgattt 7258

taaacgtgaa atttatctca agatctctgc ctcgcgcgtt tcggtgatga cggtgaaaac 7318

ctctgacaca tgcagctccc ggagacggtc acagcttgtc tgtaagcgga tgccgggagc 7378

agacaagccc gtcagggcgc gtcagcgggt gttggcgggt gtcggggcgc agccatgacc 7438

cagtcacgta gcgatagcgg agtgtatact ggcttaacta tgcggcatca gagcagattg 7498

tactgagagt gcaccatatg cggtgtgaaa taccgcacag atgcgtaagg agaaaatacc 7558

gcatcaggcg ctcttccgct tcctcgctca ctgactcgct gcgctcggtc gttcggctgc 7618

ggcgagcggt atcagctcac tcaaaggcgg taatacggtt atccacagaa tcaggggata 7678

acgcaggaaa gaacatgtga gcaaaaggcc agcaaaaggc caggaaccgt aaaaaggccg 7738

cgttgctggc gtttttccat aggctccgcc cccctgacga gcatcacaaa aatcgacgct 7798

caagtcagag gtggcgaaac ccgacaggac tataaagata ccaggcgttt ccccctggaa 7858

gctccctcgt gcgctctcct gttccgaccc tgccgcttac cggatacctg tccgcctttc 7918

tcccttcggg aagcgtggcg ctttctcaat gctcacgctg taggtatctc agttcggtgt 7978

aggtcgttcg ctccaagctg ggctgtgtgc acgaaccccc cgttcagccc gaccgctgcg 8038

ccttatccgg taactatcgt cttgagtcca acccggtaag acacgactta tcgccactgg 8098

cagcagccac tggtaacagg attagcagag cgaggtatgt aggcggtgct acagagttct 8158

tgaagtggtg gcctaactac ggctacacta gaaggacagt atttggtatc tgcgctctgc 8218

tgaagccagt taccttcgga aaaagagttg gtagctcttg atccggcaaa caaaccaccg 8278

ctggtagcgg tggttttttt gtttgcaagc agcagattac gcgcagaaaa aaaggatctc 8338

aagaagatcc tttgatcttt tctacggggt ctgacgctca gtggaacgaa aactcacgtt 8398

aagggatttt ggtcatgaga ttatcaaaaa ggatcttcac ctagatcctt ttaaattaaa 8458

aatgaagttt taaatcaatc taaagtatat atgagtaaac ttggtctgac agttaccaat 8518

gcttaatcag tgaggcacct atctcagcga tctgtctatt tcgttcatcc atagttgcct 8578

gactccccgt cgtgtagata actacgatac gggagggctt accatctggc cccagtgctg 8638

caatgatacc gcgagaccca cgctcaccgg ctccagattt atcagcaata aaccagccag 8698
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ccggaagggc cgagcgcaga agtggtcctg caactttatc cgcctccatc cagtctatta 8758

attgttgccg ggaagctaga gtaagtagtt cgccagttaa tagtttgcgc aacgttgttg 8818

ccattgctgc aggcatcgtg gtgtcacgct cgtcgtttgg tatggcttca ttcagctccg 8878

gttcccaacg atcaaggcga gttacatgat cccccatgtt gtgcaaaaaa gcggttagct 8938

ccttcggtcc tccgatcgtt gtcagaagta agttggccgc agtgttatca ctcatggtta 8998

tggcagcact gcataattct cttactgtca tgccatccgt aagatgcttt tctgtgactg 9058

gtgagtactc aaccaagtca ttctgagaat agtgtatgcg gcgaccgagt tgctcttgcc 9118

cggcgtcaac acgggataat accgcgccac atagcagaac tttaaaagtg ctcatcattg 9178

gaaaacgttc ttcggggcga aaactctcaa ggatcttacc gctgttgaga tccagttcga 9238

tgtaacccac tcgtgcaccc aactgatctt cagcatcttt tactttcacc agcgtttctg 9298

ggtgagcaaa aacaggaagg caaaatgccg caaaaaaggg aataagggcg acacggaaat 9358

gttgaatact catactcttc ctttttcaat attattgaag catttatcag ggttattgtc 9418

tcatgagcgg atacatattt gaatgtattt agaaaaataa acaaataggg gttccgcgca 9478

catttccccg aaaagtgcca cctgacgtct aagaaaccat tattatcatg acattaacct 9538

ataaaaatag gcgtatcacg aggccctttc gtcttcaaga attaattctc atgtttgaca 9598

gcttatcatc gataagctga ctcatgttgg tattgtgaaa tagacgcaga tcgggaacac 9658

tgaaaaataa cagttattat tcg 9681

<210> 7
<211> 229
<212> PRT
<213> Artificial Sequence

<220>
<223> Synthetic Construct

<400> 7

Met Arg Phe Pro Ser Ile Phe Thr Ala Val Leu Phe Ala Ala Ser Ser
1 5 10 15

Ala Leu Ala Ala Pro Val Asn Thr Thr Thr Glu Asp Glu Thr Ala Gln
20 25 30

Ile Pro Ala Glu Ala Val Ile Gly Tyr Ser Asp Leu Glu Gly Asp Phe
35 40 45

Asp Val Ala Val Leu Pro Phe Ser Asn Ser Thr Asn Asn Gly Leu Leu
50 55 60

Phe Ile Asn Thr Thr Ile Ala Ser Ile Ala Ala Lys Glu Glu Gly Val
65 70 75 80

Ser Leu Glu Lys Arg Glu Ala Glu Ala Tyr Val Glu Phe Glu Val Gln
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85 90 95

Leu Val Glu Ser Gly Gly Gly Ser Val Gln Pro Gly Gly Ser Leu Thr
100 105 110

Leu Ser Cys Gly Thr Ser Gly Arg Thr Phe Asn Val Met Gly Trp Phe
115 120 125

Arg Gln Ala Pro Gly Lys Glu Arg Glu Phe Val Ala Ala Val Arg Trp
130 135 140

Ser Ser Thr Gly Ile Tyr Tyr Thr Gln Tyr Ala Asp Ser Val Lys Ser
145 150 155 160

Arg Phe Thr Ile Ser Arg Asp Asn Ala Lys Asn Thr Val Tyr Leu Glu
165 170 175

Met Asn Ser Leu Lys Pro Glu Asp Thr Ala Val Tyr Tyr Cys Ala Ala
180 185 190

Asp Thr Tyr Asn Ser Asn Pro Ala Arg Trp Asp Gly Tyr Asp Phe Arg
195 200 205

Gly Gln Gly Thr Gln Val Thr Val Ser Ser Gly Gly Ser Asp Tyr Lys
210 215 220

Asp Asp Asp Asp Lys
225

<210> 8
<211> 229
<212> PRT
<213> Artificial Sequence

<220>
<223> Anti-CD4-FLAG

<220>
<221> MISC_FEATURE
<222> (1)..(89)
<223> alpha-factor secretion signal

<220>
<221> MISC_FEATURE
<222> (94)..(218)
<223> anti-CD4 nanobody

<220>
<221> MISC_FEATURE
<222> (222)..(229)
<223> FLAG

<400> 8

Met Arg Phe Pro Ser Ile Phe Thr Ala Val Leu Phe Ala Ala Ser Ser
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1 5 10 15

Ala Leu Ala Ala Pro Val Asn Thr Thr Thr Glu Asp Glu Thr Ala Gln
20 25 30

Ile Pro Ala Glu Ala Val Ile Gly Tyr Ser Asp Leu Glu Gly Asp Phe
35 40 45

Asp Val Ala Val Leu Pro Phe Ser Asn Ser Thr Asn Asn Gly Leu Leu
50 55 60

Phe Ile Asn Thr Thr Ile Ala Ser Ile Ala Ala Lys Glu Glu Gly Val
65 70 75 80

Ser Leu Glu Lys Arg Glu Ala Glu Ala Tyr Val Glu Phe Glu Val Gln
85 90 95

Leu Val Glu Ser Gly Gly Gly Ser Val Gln Pro Gly Gly Ser Leu Thr
100 105 110

Leu Ser Cys Gly Thr Ser Gly Arg Thr Phe Asn Val Met Gly Trp Phe
115 120 125

Arg Gln Ala Pro Gly Lys Glu Arg Glu Phe Val Ala Ala Val Arg Trp
130 135 140

Ser Ser Thr Gly Ile Tyr Tyr Thr Gln Tyr Ala Asp Ser Val Lys Ser
145 150 155 160

Arg Phe Thr Ile Ser Arg Asp Asn Ala Lys Asn Thr Val Tyr Leu Glu
165 170 175

Met Asn Ser Leu Lys Pro Glu Asp Thr Ala Val Tyr Tyr Cys Ala Ala
180 185 190

Asp Thr Tyr Asn Ser Asn Pro Ala Arg Trp Asp Gly Tyr Asp Phe Arg
195 200 205

Gly Gln Gly Thr Gln Val Thr Val Ser Ser Gly Gly Ser Asp Tyr Lys
210 215 220

Asp Asp Asp Asp Lys
225

<210> 9
<211> 9723
<212> DNA
<213> Artificial Sequence

<220>
<223> Anti-CD4-FLAG-barcode 1 plasmid
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<220>
<221> promoter
<222> (1)..(937)
<223> AOX1 promoter

<220>
<221> CDS
<222> (949)..(1680)
<223> (949)..(1215) alpha-factor secretion signal

(1228)..(1602) anti-CD4 nanobody
(1612)..(1635) FLAG (1636)..(1653) barcode 1 (1612)..(1635)
FLAG

<220>
<221> terminator
<222> (1768)..(2014)
<223> AOX1 terminator

<220>
<221> rep_origin
<222> (7776)..(8458)
<223> ColE1 origin

<220>
<221> misc_feature
<222> (8556)..(9218)
<223> AmpR

<400> 9
agatctaaca tccaaagacg aaaggttgaa tgaaaccttt ttgccatccg acatccacag 60

gtccattctc acacataagt gccaaacgca acaggagggg atacactagc agcagaccgt 120

tgcaaacgca ggacctccac tcctcttctc ctcaacaccc acttttgcca tcgaaaaacc 180

agcccagtta ttgggcttga ttggagctcg ctcattccaa ttccttctat taggctacta 240

acaccatgac tttattagcc tgtctatcct ggcccccctg gcgaggttca tgtttgttta 300

tttccgaatg caacaagctc cgcattacac ccgaacatca ctccagatga gggctttctg 360

agtgtggggt caaatagttt catgttcccc aaatggccca aaactgacag tttaaacgct 420

gtcttggaac ctaatatgac aaaagcgtga tctcatccaa gatgaactaa gtttggttcg 480

ttgaaatgct aacggccagt tggtcaaaaa gaaacttcca aaagtcgcca taccgtttgt 540

cttgtttggt attgattgac gaatgctcaa aaataatctc attaatgctt agcgcagtct 600

ctctatcgct tctgaacccc ggtgcacctg tgccgaaacg caaatgggga aacacccgct 660

ttttggatga ttatgcattg tctccacatt gtatgcttcc aagattctgg tgggaatact 720

gctgatagcc taacgttcat gatcaaaatt taactgttct aacccctact tgacagcaat 780

atataaacag aaggaagctg ccctgtctta aacctttttt tttatcatca ttattagctt 840

actttcataa ttgcgactgg ttccaattga caagcttttg attttaacga cttttaacga 900

caacttgaga agatcaaaaa acaactaatt attcgaagga tccaaacg atg aga ttt 957
Met Arg Phe
1

cct tca att ttt act gca gtt tta ttc gca gca tcc tcc gca tta gct 1005
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Pro Ser Ile Phe Thr Ala Val Leu Phe Ala Ala Ser Ser Ala Leu Ala
5 10 15

gct cca gtc aac act aca aca gaa gat gaa acg gca caa att ccg gct 1053
Ala Pro Val Asn Thr Thr Thr Glu Asp Glu Thr Ala Gln Ile Pro Ala
20 25 30 35

gaa gct gtc atc ggt tac tca gat tta gaa ggg gat ttc gat gtt gct 1101
Glu Ala Val Ile Gly Tyr Ser Asp Leu Glu Gly Asp Phe Asp Val Ala

40 45 50

gtt ttg cca ttt tcc aac agc aca aat aac ggg tta ttg ttt ata aat 1149
Val Leu Pro Phe Ser Asn Ser Thr Asn Asn Gly Leu Leu Phe Ile Asn

55 60 65

act act att gcc agc att gct gct aaa gaa gaa ggg gta tct ctc gag 1197
Thr Thr Ile Ala Ser Ile Ala Ala Lys Glu Glu Gly Val Ser Leu Glu

70 75 80

aaa aga gag gct gaa gct tac gta gaa ttc gaa gtt cag tta gtt gaa 1245
Lys Arg Glu Ala Glu Ala Tyr Val Glu Phe Glu Val Gln Leu Val Glu

85 90 95

tct ggt ggt ggc tct gtc caa cct ggt ggt tct ctt act ttg tcc tgt 1293
Ser Gly Gly Gly Ser Val Gln Pro Gly Gly Ser Leu Thr Leu Ser Cys
100 105 110 115

ggt act tcc ggt aga acc ttc aac gtt atg gga tgg ttc aga caa gct 1341
Gly Thr Ser Gly Arg Thr Phe Asn Val Met Gly Trp Phe Arg Gln Ala

120 125 130

cct gga aag gaa cgt gag ttt gtc gct gct gtt agg tgg tct tct act 1389
Pro Gly Lys Glu Arg Glu Phe Val Ala Ala Val Arg Trp Ser Ser Thr

135 140 145

ggt atc tat tat acc caa tat gct gac tca gtt aaa agt aga ttt act 1437
Gly Ile Tyr Tyr Thr Gln Tyr Ala Asp Ser Val Lys Ser Arg Phe Thr

150 155 160

att tca aga gac aat gca aag aac acc gta tac ttg gag atg aat tca 1485
Ile Ser Arg Asp Asn Ala Lys Asn Thr Val Tyr Leu Glu Met Asn Ser

165 170 175

ctg aag cca gag gac acg gct gtc tac tac tgc gca gcc gac aca tat 1533
Leu Lys Pro Glu Asp Thr Ala Val Tyr Tyr Cys Ala Ala Asp Thr Tyr
180 185 190 195

aac tcc aat cca gcc aga tgg gac gga tat gac ttt cga ggt caa gga 1581
Asn Ser Asn Pro Ala Arg Trp Asp Gly Tyr Asp Phe Arg Gly Gln Gly

200 205 210

aca cag gtg aca gtg tcc agt gga ggc agt gac tac aaa gat gac gac 1629
Thr Gln Val Thr Val Ser Ser Gly Gly Ser Asp Tyr Lys Asp Asp Asp

215 220 225

gat aaa tgg ctg ttc cct gtc gga gac tat aag gat gat gat gat aag 1677
Asp Lys Trp Leu Phe Pro Val Gly Asp Tyr Lys Asp Asp Asp Asp Lys

230 235 240

taa gcggccgcga attaattcgc cttagacatg actgttcctc agttcaagtt 1730

gggcacttac gagaagaccg gtcttgctag attctaatca agaggatgtc agaatgccat 1790

ttgcctgaga gatgcaggct tcatttttga tactttttta tttgtaacct atatagtata 1850

ggattttttt tgtcattttg tttcttctcg tacgagcttg ctcctgatca gcctatctcg 1910
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cagctgatga atatcttgtg gtaggggttt gggaaaatca ttcgagtttg atgtttttct 1970

tggtatttcc cactcctctt cagagtacag aagattaagt gagaagttcg tttgtgcaag 2030

cttatcgata agctttaatg cggtagttta tcacagttaa attgctaacg cagtcaggca 2090

ccgtgtatga aatctaacaa tgcgctcatc gtcatcctcg gcaccgtcac cctggatgct 2150

gtaggcatag gcttggttat gccggtactg ccgggcctct tgcgggatat cgtccattcc 2210

gacagcatcg ccagtcacta tggcgtgctg ctagcgctat atgcgttgat gcaatttcta 2270

tgcgcacccg ttctcggagc actgtccgac cgctttggcc gccgcccagt cctgctcgct 2330

tcgctacttg gagccactat cgactacgcg atcatggcga ccacacccgt cctgtggatc 2390

tatcgaatct aaatgtaagt taaaatctct aaataattaa ataagtccca gtttctccat 2450

acgaacctta acagcattgc ggtgagcatc tagaccttca acagcagcca gatccatcac 2510

tgcttggcca atatgtttca gtccctcagg agttacgtct tgtgaagtga tgaacttctg 2570

gaaggttgca gtgttaactc cgctgtattg acgggcatat ccgtacgttg gcaaagtgtg 2630

gttggtaccg gaggagtaat ctccacaact ctctggagag taggcaccaa caaacacaga 2690

tccagcgtgt tgtacttgat caacataaga agaagcattc tcgatttgca ggatcaagtg 2750

ttcaggagcg tactgattgg acatttccaa agcctgctcg taggttgcaa ccgatagggt 2810

tgtagagtgt gcaatacact tgcgtacaat ttcaaccctt ggcaactgca cagcttggtt 2870

gtgaacagca tcttcaattc tggcaagctc cttgtctgtc atatcgacag ccaacagaat 2930

cacctgggaa tcaataccat gttcagcttg agacagaagg tctgaggcaa cgaaatctgg 2990

atcagcgtat ttatcagcaa taactagaac ttcagaaggc ccagcaggca tgtcaatact 3050

acacagggct gatgtgtcat tttgaaccat catcttggca gcagtaacga actggtttcc 3110

tggaccaaat attttgtcac acttaggaac agtttctgtt ccgtaagcca tagcagctac 3170

tgcctgggcg cctcctgcta gcacgataca cttagcacca accttgtggg caacgtagat 3230

gacttctggg gtaagggtac catccttctt aggtggagat gcaaaaacaa tttctttgca 3290

accagcaact ttggcaggaa cacccagcat cagggaagtg gaaggcagaa ttgcggttcc 3350

accaggaata tagaggccaa ctttctcaat aggtcttgca aaacgagagc agactacacc 3410

agggcaagtc tcaacttgca acgtctccgt tagttgagct tcatggaatt tcctgacgtt 3470

atctatagag agatcaatgg ctctcttaac gttatctggc aattgcataa gttcctctgg 3530

gaaaggagct tctaacacag gtgtcttcaa agcgactcca tcaaacttgg cagttagttc 3590

taaaagggct ttgtcaccat tttgacgaac attgtcgaca attggtttga ctaattccat 3650

aatctgttcc gttttctgga taggacgacg aagggcatct tcaatttctt gtgaggaggc 3710

cttagaaacg tcaattttgc acaattcaat acgaccttca gaagggactt ctttaggttt 3770

ggattcttct ttaggttgtt ccttggtgta tcctggcttg gcatctcctt tccttctagt 3830

gacctttagg gacttcatat ccaggtttct ctccacctcg tccaacgtca caccgtactt 3890
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ggcacatcta actaatgcaa aataaaataa gtcagcacat tcccaggcta tatcttcctt 3950

ggatttagct tctgcaagtt catcagcttc ctccctaatt ttagcgttca acaaaacttc 4010

gtcgtcaaat aaccgtttgg tataagaacc ttctggagca ttgctcttac gatcccacaa 4070

ggtggcttcc atggctctaa gaccctttga ttggccaaaa caggaagtgc gttccaagtg 4130

acagaaacca acacctgttt gttcaaccac aaatttcaag cagtctccat cacaatccaa 4190

ttcgataccc agcaactttt gagttgctcc agatgtagca cctttatacc acaaaccgtg 4250

acgacgagat tggtagactc cagtttgtgt ccttatagcc tccggaatag actttttgga 4310

cgagtacacc aggcccaacg agtaattaga agagtcagcc accaaagtag tgaatagacc 4370

atcggggcgg tcagtagtca aagacgccaa caaaatttca ctgacaggga actttttgac 4430

atcttcagaa agttcgtatt cagtagtcaa ttgccgagca tcaataatgg ggattatacc 4490

agaagcaaca gtggaagtca catctaccaa ctttgcggtc tcagaaaaag cataaacagt 4550

tctactaccg ccattagtga aacttttcaa atcgcccagt ggagaagaaa aaggcacagc 4610

gatactagca ttagcgggca aggatgcaac tttatcaacc agggtcctat agataaccct 4670

agcgcctggg atcatccttt ggacaactct ttctgccaaa tctaggtcca aaatcacttc 4730

attgatacca ttattgtaca acttgagcaa gttgtcgatc agctcctcaa attggtcctc 4790

tgtaacggat gactcaactt gcacattaac ttgaagctca gtcgattgag tgaacttgat 4850

caggttgtgc agctggtcag cagcataggg aaacacggct tttcctacca aactcaagga 4910

attatcaaac tctgcaacac ttgcgtatgc aggtagcaag ggaaatgtca tacttgaagt 4970

cggacagtga gtgtagtctt gagaaattct gaagccgtat ttttattatc agtgagtcag 5030

tcatcaggag atcctctacg ccggacgcat cgtggccgac ctgcaggggg ggggggggcg 5090

ctgaggtctg cctcgtgaag aaggtgttgc tgactcatac caggcctgaa tcgccccatc 5150

atccagccag aaagtgaggg agccacggtt gatgagagct ttgttgtagg tggaccagtt 5210

ggtgattttg aacttttgct ttgccacgga acggtctgcg ttgtcgggaa gatgcgtgat 5270

ctgatccttc aactcagcaa aagttcgatt tattcaacaa agccgccgtc ccgtcaagtc 5330

agcgtaatgc tctgccagtg ttacaaccaa ttaaccaatt ctgattagaa aaactcatcg 5390

agcatcaaat gaaactgcaa tttattcata tcaggattat caataccata tttttgaaaa 5450

agccgtttct gtaatgaagg agaaaactca ccgaggcagt tccataggat ggcaagatcc 5510

tggtatcggt ctgcgattcc gactcgtcca acatcaatac aacctattaa tttcccctcg 5570

tcaaaaataa ggttatcaag tgagaaatca ccatgagtga cgactgaatc cggtgagaat 5630

ggcaaaagct tatgcatttc tttccagact tgttcaacag gccagccatt acgctcgtca 5690

tcaaaatcac tcgcatcaac caaaccgtta ttcattcgtg attgcgcctg agcgagacga 5750

aatacgcgat cgctgttaaa aggacaatta caaacaggaa tcgaatgcaa ccggcgcagg 5810

aacactgcca gcgcatcaac aatattttca cctgaatcag gatattcttc taatacctgg 5870
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aatgctgttt tcccggggat cgcagtggtg agtaaccatg catcatcagg agtacggata 5930

aaatgcttga tggtcggaag aggcataaat tccgtcagcc agtttagtct gaccatctca 5990

tctgtaacat cattggcaac gctacctttg ccatgtttca gaaacaactc tggcgcatcg 6050

ggcttcccat acaatcgata gattgtcgca cctgattgcc cgacattatc gcgagcccat 6110

ttatacccat ataaatcagc atccatgttg gaatttaatc gcggcctcga gcaagacgtt 6170

tcccgttgaa tatggctcat aacacccctt gtattactgt ttatgtaagc agacagtttt 6230

attgttcatg atgatatatt tttatcttgt gcaatgtaac atcagagatt ttgagacaca 6290

acgtggcttt cccccccccc cctgcaggtc ggcatcaccg gcgccacagg tgcggttgct 6350

ggcgcctata tcgccgacat caccgatggg gaagatcggg ctcgccactt cgggctcatg 6410

agcgcttgtt tcggcgtggg tatggtggca ggccccgtgg ccgggggact gttgggcgcc 6470

atctccttgc atgcaccatt ccttgcggcg gcggtgctca acggcctcaa cctactactg 6530

ggctgcttcc taatgcagga gtcgcataag ggagagcgtc gagtatctat gattggaagt 6590

atgggaatgg tgatacccgc attcttcagt gtcttgaggt ctcctatcag attatgccca 6650

actaaagcaa ccggaggagg agatttcatg gtaaatttct ctgacttttg gtcatcagta 6710

gactcgaact gtgagactat ctcggttatg acagcagaaa tgtccttctt ggagacagta 6770

aatgaagtcc caccaataaa gaaatccttg ttatcaggaa caaacttctt gtttcgaact 6830

ttttcggtgc cttgaactat aaaatgtaga gtggatatgt cgggtaggaa tggagcgggc 6890

aaatgcttac cttctggacc ttcaagaggt atgtagggtt tgtagatact gatgccaact 6950

tcagtgacaa cgttgctatt tcgttcaaac cattccgaat ccagagaaat caaagttgtt 7010

tgtctactat tgatccaagc cagtgcggtc ttgaaactga caatagtgtg ctcgtgtttt 7070

gaggtcatct ttgtatgaat aaatctagtc tttgatctaa ataatcttga cgagccaagg 7130

cgataaatac ccaaatctaa aactctttta aaacgttaaa aggacaagta tgtctgcctg 7190

tattaaaccc caaatcagct cgtagtctga tcctcatcaa cttgaggggc actatcttgt 7250

tttagagaaa tttgcggaga tgcgatatcg agaaaaaggt acgctgattt taaacgtgaa 7310

atttatctca agatctctgc ctcgcgcgtt tcggtgatga cggtgaaaac ctctgacaca 7370

tgcagctccc ggagacggtc acagcttgtc tgtaagcgga tgccgggagc agacaagccc 7430

gtcagggcgc gtcagcgggt gttggcgggt gtcggggcgc agccatgacc cagtcacgta 7490

gcgatagcgg agtgtatact ggcttaacta tgcggcatca gagcagattg tactgagagt 7550

gcaccatatg cggtgtgaaa taccgcacag atgcgtaagg agaaaatacc gcatcaggcg 7610

ctcttccgct tcctcgctca ctgactcgct gcgctcggtc gttcggctgc ggcgagcggt 7670

atcagctcac tcaaaggcgg taatacggtt atccacagaa tcaggggata acgcaggaaa 7730

gaacatgtga gcaaaaggcc agcaaaaggc caggaaccgt aaaaaggccg cgttgctggc 7790

gtttttccat aggctccgcc cccctgacga gcatcacaaa aatcgacgct caagtcagag 7850
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gtggcgaaac ccgacaggac tataaagata ccaggcgttt ccccctggaa gctccctcgt 7910

gcgctctcct gttccgaccc tgccgcttac cggatacctg tccgcctttc tcccttcggg 7970

aagcgtggcg ctttctcaat gctcacgctg taggtatctc agttcggtgt aggtcgttcg 8030

ctccaagctg ggctgtgtgc acgaaccccc cgttcagccc gaccgctgcg ccttatccgg 8090

taactatcgt cttgagtcca acccggtaag acacgactta tcgccactgg cagcagccac 8150

tggtaacagg attagcagag cgaggtatgt aggcggtgct acagagttct tgaagtggtg 8210

gcctaactac ggctacacta gaaggacagt atttggtatc tgcgctctgc tgaagccagt 8270

taccttcgga aaaagagttg gtagctcttg atccggcaaa caaaccaccg ctggtagcgg 8330

tggttttttt gtttgcaagc agcagattac gcgcagaaaa aaaggatctc aagaagatcc 8390

tttgatcttt tctacggggt ctgacgctca gtggaacgaa aactcacgtt aagggatttt 8450

ggtcatgaga ttatcaaaaa ggatcttcac ctagatcctt ttaaattaaa aatgaagttt 8510

taaatcaatc taaagtatat atgagtaaac ttggtctgac agttaccaat gcttaatcag 8570

tgaggcacct atctcagcga tctgtctatt tcgttcatcc atagttgcct gactccccgt 8630

cgtgtagata actacgatac gggagggctt accatctggc cccagtgctg caatgatacc 8690

gcgagaccca cgctcaccgg ctccagattt atcagcaata aaccagccag ccggaagggc 8750

cgagcgcaga agtggtcctg caactttatc cgcctccatc cagtctatta attgttgccg 8810

ggaagctaga gtaagtagtt cgccagttaa tagtttgcgc aacgttgttg ccattgctgc 8870

aggcatcgtg gtgtcacgct cgtcgtttgg tatggcttca ttcagctccg gttcccaacg 8930

atcaaggcga gttacatgat cccccatgtt gtgcaaaaaa gcggttagct ccttcggtcc 8990

tccgatcgtt gtcagaagta agttggccgc agtgttatca ctcatggtta tggcagcact 9050

gcataattct cttactgtca tgccatccgt aagatgcttt tctgtgactg gtgagtactc 9110

aaccaagtca ttctgagaat agtgtatgcg gcgaccgagt tgctcttgcc cggcgtcaac 9170

acgggataat accgcgccac atagcagaac tttaaaagtg ctcatcattg gaaaacgttc 9230

ttcggggcga aaactctcaa ggatcttacc gctgttgaga tccagttcga tgtaacccac 9290

tcgtgcaccc aactgatctt cagcatcttt tactttcacc agcgtttctg ggtgagcaaa 9350

aacaggaagg caaaatgccg caaaaaaggg aataagggcg acacggaaat gttgaatact 9410

catactcttc ctttttcaat attattgaag catttatcag ggttattgtc tcatgagcgg 9470

atacatattt gaatgtattt agaaaaataa acaaataggg gttccgcgca catttccccg 9530

aaaagtgcca cctgacgtct aagaaaccat tattatcatg acattaacct ataaaaatag 9590

gcgtatcacg aggccctttc gtcttcaaga attaattctc atgtttgaca gcttatcatc 9650

gataagctga ctcatgttgg tattgtgaaa tagacgcaga tcgggaacac tgaaaaataa 9710

cagttattat tcg 9723

16/80



<210> 10
<211> 243
<212> PRT
<213> Artificial Sequence

<220>
<223> Synthetic Construct

<400> 10

Met Arg Phe Pro Ser Ile Phe Thr Ala Val Leu Phe Ala Ala Ser Ser
1 5 10 15

Ala Leu Ala Ala Pro Val Asn Thr Thr Thr Glu Asp Glu Thr Ala Gln
20 25 30

Ile Pro Ala Glu Ala Val Ile Gly Tyr Ser Asp Leu Glu Gly Asp Phe
35 40 45

Asp Val Ala Val Leu Pro Phe Ser Asn Ser Thr Asn Asn Gly Leu Leu
50 55 60

Phe Ile Asn Thr Thr Ile Ala Ser Ile Ala Ala Lys Glu Glu Gly Val
65 70 75 80

Ser Leu Glu Lys Arg Glu Ala Glu Ala Tyr Val Glu Phe Glu Val Gln
85 90 95

Leu Val Glu Ser Gly Gly Gly Ser Val Gln Pro Gly Gly Ser Leu Thr
100 105 110

Leu Ser Cys Gly Thr Ser Gly Arg Thr Phe Asn Val Met Gly Trp Phe
115 120 125

Arg Gln Ala Pro Gly Lys Glu Arg Glu Phe Val Ala Ala Val Arg Trp
130 135 140

Ser Ser Thr Gly Ile Tyr Tyr Thr Gln Tyr Ala Asp Ser Val Lys Ser
145 150 155 160

Arg Phe Thr Ile Ser Arg Asp Asn Ala Lys Asn Thr Val Tyr Leu Glu
165 170 175

Met Asn Ser Leu Lys Pro Glu Asp Thr Ala Val Tyr Tyr Cys Ala Ala
180 185 190

Asp Thr Tyr Asn Ser Asn Pro Ala Arg Trp Asp Gly Tyr Asp Phe Arg
195 200 205

Gly Gln Gly Thr Gln Val Thr Val Ser Ser Gly Gly Ser Asp Tyr Lys
210 215 220
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Asp Asp Asp Asp Lys Trp Leu Phe Pro Val Gly Asp Tyr Lys Asp Asp
225 230 235 240

Asp Asp Lys

<210> 11
<211> 243
<212> PRT
<213> Artificial Sequence

<220>
<223> Anti-CD4-FLAG-barcode 1

<220>
<221> MISC_FEATURE
<222> (1)..(89)
<223> alpha-factor secretion signal

<220>
<221> MISC_FEATURE
<222> (94)..(218)
<223> anti-CD4 nanobody

<220>
<221> MISC_FEATURE
<222> (222)..(229)
<223> FLAG

<220>
<221> MISC_FEATURE
<222> (230)..(235)
<223> barcode 1

<220>
<221> MISC_FEATURE
<222> (236)..(243)
<223> FLAG

<400> 11

Met Arg Phe Pro Ser Ile Phe Thr Ala Val Leu Phe Ala Ala Ser Ser
1 5 10 15

Ala Leu Ala Ala Pro Val Asn Thr Thr Thr Glu Asp Glu Thr Ala Gln
20 25 30

Ile Pro Ala Glu Ala Val Ile Gly Tyr Ser Asp Leu Glu Gly Asp Phe
35 40 45

Asp Val Ala Val Leu Pro Phe Ser Asn Ser Thr Asn Asn Gly Leu Leu
50 55 60

Phe Ile Asn Thr Thr Ile Ala Ser Ile Ala Ala Lys Glu Glu Gly Val
65 70 75 80

Ser Leu Glu Lys Arg Glu Ala Glu Ala Tyr Val Glu Phe Glu Val Gln
85 90 95
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Leu Val Glu Ser Gly Gly Gly Ser Val Gln Pro Gly Gly Ser Leu Thr
100 105 110

Leu Ser Cys Gly Thr Ser Gly Arg Thr Phe Asn Val Met Gly Trp Phe
115 120 125

Arg Gln Ala Pro Gly Lys Glu Arg Glu Phe Val Ala Ala Val Arg Trp
130 135 140

Ser Ser Thr Gly Ile Tyr Tyr Thr Gln Tyr Ala Asp Ser Val Lys Ser
145 150 155 160

Arg Phe Thr Ile Ser Arg Asp Asn Ala Lys Asn Thr Val Tyr Leu Glu
165 170 175

Met Asn Ser Leu Lys Pro Glu Asp Thr Ala Val Tyr Tyr Cys Ala Ala
180 185 190

Asp Thr Tyr Asn Ser Asn Pro Ala Arg Trp Asp Gly Tyr Asp Phe Arg
195 200 205

Gly Gln Gly Thr Gln Val Thr Val Ser Ser Gly Gly Ser Asp Tyr Lys
210 215 220

Asp Asp Asp Asp Lys Trp Leu Phe Pro Val Gly Asp Tyr Lys Asp Asp
225 230 235 240

Asp Asp Lys

<210> 12
<211> 9654
<212> DNA
<213> Artificial Sequence

<220>
<223> Anti-GFP-FLAG plasmid

<220>
<221> promoter
<222> (2)..(937)
<223> AOX1 promoter

<220>
<221> CDS
<222> (949)..(1611)
<223> (949)..(1215) alpha-factor secretion signal 1

(1234)..(1575) anti-GFP nanobody
(1585)..(1608) FLAG

<220>
<221> terminator
<222> (1699)..(1945)
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<223> AOX1 terminator

<220>
<221> rep_origin
<222> (7707)..(8389)
<223> ColE1 origin

<220>
<221> misc_feature
<222> (8487)..(9146)
<223> AmpR

<400> 12
agatctaaca tccaaagacg aaaggttgaa tgaaaccttt ttgccatccg acatccacag 60

gtccattctc acacataagt gccaaacgca acaggagggg atacactagc agcagaccgt 120

tgcaaacgca ggacctccac tcctcttctc ctcaacaccc acttttgcca tcgaaaaacc 180

agcccagtta ttgggcttga ttggagctcg ctcattccaa ttccttctat taggctacta 240

acaccatgac tttattagcc tgtctatcct ggcccccctg gcgaggttca tgtttgttta 300

tttccgaatg caacaagctc cgcattacac ccgaacatca ctccagatga gggctttctg 360

agtgtggggt caaatagttt catgttcccc aaatggccca aaactgacag tttaaacgct 420

gtcttggaac ctaatatgac aaaagcgtga tctcatccaa gatgaactaa gtttggttcg 480

ttgaaatgct aacggccagt tggtcaaaaa gaaacttcca aaagtcgcca taccgtttgt 540

cttgtttggt attgattgac gaatgctcaa aaataatctc attaatgctt agcgcagtct 600

ctctatcgct tctgaacccc ggtgcacctg tgccgaaacg caaatgggga aacacccgct 660

ttttggatga ttatgcattg tctccacatt gtatgcttcc aagattctgg tgggaatact 720

gctgatagcc taacgttcat gatcaaaatt taactgttct aacccctact tgacagcaat 780

atataaacag aaggaagctg ccctgtctta aacctttttt tttatcatca ttattagctt 840

actttcataa ttgcgactgg ttccaattga caagcttttg attttaacga cttttaacga 900

caacttgaga agatcaaaaa acaactaatt attcgaagga tccaaacg atg aga ttt 957
Met Arg Phe
1

cct tca att ttt act gca gtt tta ttc gca gca tcc tcc gca tta gct 1005
Pro Ser Ile Phe Thr Ala Val Leu Phe Ala Ala Ser Ser Ala Leu Ala

5 10 15

gct cca gtc aac act aca aca gaa gat gaa acg gca caa att ccg gct 1053
Ala Pro Val Asn Thr Thr Thr Glu Asp Glu Thr Ala Gln Ile Pro Ala
20 25 30 35

gaa gct gtc atc ggt tac tca gat tta gaa ggg gat ttc gat gtt gct 1101
Glu Ala Val Ile Gly Tyr Ser Asp Leu Glu Gly Asp Phe Asp Val Ala

40 45 50

gtt ttg cca ttt tcc aac agc aca aat aac ggg tta ttg ttt ata aat 1149
Val Leu Pro Phe Ser Asn Ser Thr Asn Asn Gly Leu Leu Phe Ile Asn

55 60 65

act act att gcc agc att gct gct aaa gaa gaa ggg gta tct ctc gag 1197
Thr Thr Ile Ala Ser Ile Ala Ala Lys Glu Glu Gly Val Ser Leu Glu

70 75 80
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aaa aga gag gct gaa gct tac gta gaa ttc atg cag gtt caa ttg gtt 1245
Lys Arg Glu Ala Glu Ala Tyr Val Glu Phe Met Gln Val Gln Leu Val

85 90 95

gaa tct ggt ggt gcc ctt gtt caa cct gga gga tca cta aga tta tcc 1293
Glu Ser Gly Gly Ala Leu Val Gln Pro Gly Gly Ser Leu Arg Leu Ser
100 105 110 115

tgt gct gcc tcc gga ttt cct gtt aac agg tac tcc atg aga tgg tat 1341
Cys Ala Ala Ser Gly Phe Pro Val Asn Arg Tyr Ser Met Arg Trp Tyr

120 125 130

aga cag gct cca ggt aaa gaa aga gag tgg gtc gct ggt atg tca tct 1389
Arg Gln Ala Pro Gly Lys Glu Arg Glu Trp Val Ala Gly Met Ser Ser

135 140 145

gct gga gat aga tcc tca tac gag gat tct gtc aaa gga agg ttt act 1437
Ala Gly Asp Arg Ser Ser Tyr Glu Asp Ser Val Lys Gly Arg Phe Thr

150 155 160

att agt cgt gac gac gca cgt aat acc gtt tat ttg caa atg aat tct 1485
Ile Ser Arg Asp Asp Ala Arg Asn Thr Val Tyr Leu Gln Met Asn Ser

165 170 175

ctg aaa cca gaa gac act gca gta tat tac tgc aac gtc aac gta ggt 1533
Leu Lys Pro Glu Asp Thr Ala Val Tyr Tyr Cys Asn Val Asn Val Gly
180 185 190 195

ttc gag tac tgg ggc caa ggt aca cag gtg acg gtg tct agt ggc ggt 1581
Phe Glu Tyr Trp Gly Gln Gly Thr Gln Val Thr Val Ser Ser Gly Gly

200 205 210

agt gac tat aaa gat gat gat gat aag taa gcggccgcga attaattcgc 1631
Ser Asp Tyr Lys Asp Asp Asp Asp Lys

215 220

cttagacatg actgttcctc agttcaagtt gggcacttac gagaagaccg gtcttgctag 1691

attctaatca agaggatgtc agaatgccat ttgcctgaga gatgcaggct tcatttttga 1751

tactttttta tttgtaacct atatagtata ggattttttt tgtcattttg tttcttctcg 1811

tacgagcttg ctcctgatca gcctatctcg cagctgatga atatcttgtg gtaggggttt 1871

gggaaaatca ttcgagtttg atgtttttct tggtatttcc cactcctctt cagagtacag 1931

aagattaagt gagaagttcg tttgtgcaag cttatcgata agctttaatg cggtagttta 1991

tcacagttaa attgctaacg cagtcaggca ccgtgtatga aatctaacaa tgcgctcatc 2051

gtcatcctcg gcaccgtcac cctggatgct gtaggcatag gcttggttat gccggtactg 2111

ccgggcctct tgcgggatat cgtccattcc gacagcatcg ccagtcacta tggcgtgctg 2171

ctagcgctat atgcgttgat gcaatttcta tgcgcacccg ttctcggagc actgtccgac 2231

cgctttggcc gccgcccagt cctgctcgct tcgctacttg gagccactat cgactacgcg 2291

atcatggcga ccacacccgt cctgtggatc tatcgaatct aaatgtaagt taaaatctct 2351

aaataattaa ataagtccca gtttctccat acgaacctta acagcattgc ggtgagcatc 2411

tagaccttca acagcagcca gatccatcac tgcttggcca atatgtttca gtccctcagg 2471

agttacgtct tgtgaagtga tgaacttctg gaaggttgca gtgttaactc cgctgtattg 2531
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acgggcatat ccgtacgttg gcaaagtgtg gttggtaccg gaggagtaat ctccacaact 2591

ctctggagag taggcaccaa caaacacaga tccagcgtgt tgtacttgat caacataaga 2651

agaagcattc tcgatttgca ggatcaagtg ttcaggagcg tactgattgg acatttccaa 2711

agcctgctcg taggttgcaa ccgatagggt tgtagagtgt gcaatacact tgcgtacaat 2771

ttcaaccctt ggcaactgca cagcttggtt gtgaacagca tcttcaattc tggcaagctc 2831

cttgtctgtc atatcgacag ccaacagaat cacctgggaa tcaataccat gttcagcttg 2891

agacagaagg tctgaggcaa cgaaatctgg atcagcgtat ttatcagcaa taactagaac 2951

ttcagaaggc ccagcaggca tgtcaatact acacagggct gatgtgtcat tttgaaccat 3011

catcttggca gcagtaacga actggtttcc tggaccaaat attttgtcac acttaggaac 3071

agtttctgtt ccgtaagcca tagcagctac tgcctgggcg cctcctgcta gcacgataca 3131

cttagcacca accttgtggg caacgtagat gacttctggg gtaagggtac catccttctt 3191

aggtggagat gcaaaaacaa tttctttgca accagcaact ttggcaggaa cacccagcat 3251

cagggaagtg gaaggcagaa ttgcggttcc accaggaata tagaggccaa ctttctcaat 3311

aggtcttgca aaacgagagc agactacacc agggcaagtc tcaacttgca acgtctccgt 3371

tagttgagct tcatggaatt tcctgacgtt atctatagag agatcaatgg ctctcttaac 3431

gttatctggc aattgcataa gttcctctgg gaaaggagct tctaacacag gtgtcttcaa 3491

agcgactcca tcaaacttgg cagttagttc taaaagggct ttgtcaccat tttgacgaac 3551

attgtcgaca attggtttga ctaattccat aatctgttcc gttttctgga taggacgacg 3611

aagggcatct tcaatttctt gtgaggaggc cttagaaacg tcaattttgc acaattcaat 3671

acgaccttca gaagggactt ctttaggttt ggattcttct ttaggttgtt ccttggtgta 3731

tcctggcttg gcatctcctt tccttctagt gacctttagg gacttcatat ccaggtttct 3791

ctccacctcg tccaacgtca caccgtactt ggcacatcta actaatgcaa aataaaataa 3851

gtcagcacat tcccaggcta tatcttcctt ggatttagct tctgcaagtt catcagcttc 3911

ctccctaatt ttagcgttca acaaaacttc gtcgtcaaat aaccgtttgg tataagaacc 3971

ttctggagca ttgctcttac gatcccacaa ggtggcttcc atggctctaa gaccctttga 4031

ttggccaaaa caggaagtgc gttccaagtg acagaaacca acacctgttt gttcaaccac 4091

aaatttcaag cagtctccat cacaatccaa ttcgataccc agcaactttt gagttgctcc 4151

agatgtagca cctttatacc acaaaccgtg acgacgagat tggtagactc cagtttgtgt 4211

ccttatagcc tccggaatag actttttgga cgagtacacc aggcccaacg agtaattaga 4271

agagtcagcc accaaagtag tgaatagacc atcggggcgg tcagtagtca aagacgccaa 4331

caaaatttca ctgacaggga actttttgac atcttcagaa agttcgtatt cagtagtcaa 4391

ttgccgagca tcaataatgg ggattatacc agaagcaaca gtggaagtca catctaccaa 4451

ctttgcggtc tcagaaaaag cataaacagt tctactaccg ccattagtga aacttttcaa 4511

22/80



atcgcccagt ggagaagaaa aaggcacagc gatactagca ttagcgggca aggatgcaac 4571

tttatcaacc agggtcctat agataaccct agcgcctggg atcatccttt ggacaactct 4631

ttctgccaaa tctaggtcca aaatcacttc attgatacca ttattgtaca acttgagcaa 4691

gttgtcgatc agctcctcaa attggtcctc tgtaacggat gactcaactt gcacattaac 4751

ttgaagctca gtcgattgag tgaacttgat caggttgtgc agctggtcag cagcataggg 4811

aaacacggct tttcctacca aactcaagga attatcaaac tctgcaacac ttgcgtatgc 4871

aggtagcaag ggaaatgtca tacttgaagt cggacagtga gtgtagtctt gagaaattct 4931

gaagccgtat ttttattatc agtgagtcag tcatcaggag atcctctacg ccggacgcat 4991

cgtggccgac ctgcaggggg ggggggggcg ctgaggtctg cctcgtgaag aaggtgttgc 5051

tgactcatac caggcctgaa tcgccccatc atccagccag aaagtgaggg agccacggtt 5111

gatgagagct ttgttgtagg tggaccagtt ggtgattttg aacttttgct ttgccacgga 5171

acggtctgcg ttgtcgggaa gatgcgtgat ctgatccttc aactcagcaa aagttcgatt 5231

tattcaacaa agccgccgtc ccgtcaagtc agcgtaatgc tctgccagtg ttacaaccaa 5291

ttaaccaatt ctgattagaa aaactcatcg agcatcaaat gaaactgcaa tttattcata 5351

tcaggattat caataccata tttttgaaaa agccgtttct gtaatgaagg agaaaactca 5411

ccgaggcagt tccataggat ggcaagatcc tggtatcggt ctgcgattcc gactcgtcca 5471

acatcaatac aacctattaa tttcccctcg tcaaaaataa ggttatcaag tgagaaatca 5531

ccatgagtga cgactgaatc cggtgagaat ggcaaaagct tatgcatttc tttccagact 5591

tgttcaacag gccagccatt acgctcgtca tcaaaatcac tcgcatcaac caaaccgtta 5651

ttcattcgtg attgcgcctg agcgagacga aatacgcgat cgctgttaaa aggacaatta 5711

caaacaggaa tcgaatgcaa ccggcgcagg aacactgcca gcgcatcaac aatattttca 5771

cctgaatcag gatattcttc taatacctgg aatgctgttt tcccggggat cgcagtggtg 5831

agtaaccatg catcatcagg agtacggata aaatgcttga tggtcggaag aggcataaat 5891

tccgtcagcc agtttagtct gaccatctca tctgtaacat cattggcaac gctacctttg 5951

ccatgtttca gaaacaactc tggcgcatcg ggcttcccat acaatcgata gattgtcgca 6011

cctgattgcc cgacattatc gcgagcccat ttatacccat ataaatcagc atccatgttg 6071

gaatttaatc gcggcctcga gcaagacgtt tcccgttgaa tatggctcat aacacccctt 6131

gtattactgt ttatgtaagc agacagtttt attgttcatg atgatatatt tttatcttgt 6191

gcaatgtaac atcagagatt ttgagacaca acgtggcttt cccccccccc cctgcaggtc 6251

ggcatcaccg gcgccacagg tgcggttgct ggcgcctata tcgccgacat caccgatggg 6311

gaagatcggg ctcgccactt cgggctcatg agcgcttgtt tcggcgtggg tatggtggca 6371

ggccccgtgg ccgggggact gttgggcgcc atctccttgc atgcaccatt ccttgcggcg 6431

gcggtgctca acggcctcaa cctactactg ggctgcttcc taatgcagga gtcgcataag 6491
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ggagagcgtc gagtatctat gattggaagt atgggaatgg tgatacccgc attcttcagt 6551

gtcttgaggt ctcctatcag attatgccca actaaagcaa ccggaggagg agatttcatg 6611

gtaaatttct ctgacttttg gtcatcagta gactcgaact gtgagactat ctcggttatg 6671

acagcagaaa tgtccttctt ggagacagta aatgaagtcc caccaataaa gaaatccttg 6731

ttatcaggaa caaacttctt gtttcgaact ttttcggtgc cttgaactat aaaatgtaga 6791

gtggatatgt cgggtaggaa tggagcgggc aaatgcttac cttctggacc ttcaagaggt 6851

atgtagggtt tgtagatact gatgccaact tcagtgacaa cgttgctatt tcgttcaaac 6911

cattccgaat ccagagaaat caaagttgtt tgtctactat tgatccaagc cagtgcggtc 6971

ttgaaactga caatagtgtg ctcgtgtttt gaggtcatct ttgtatgaat aaatctagtc 7031

tttgatctaa ataatcttga cgagccaagg cgataaatac ccaaatctaa aactctttta 7091

aaacgttaaa aggacaagta tgtctgcctg tattaaaccc caaatcagct cgtagtctga 7151

tcctcatcaa cttgaggggc actatcttgt tttagagaaa tttgcggaga tgcgatatcg 7211

agaaaaaggt acgctgattt taaacgtgaa atttatctca agatctctgc ctcgcgcgtt 7271

tcggtgatga cggtgaaaac ctctgacaca tgcagctccc ggagacggtc acagcttgtc 7331

tgtaagcgga tgccgggagc agacaagccc gtcagggcgc gtcagcgggt gttggcgggt 7391

gtcggggcgc agccatgacc cagtcacgta gcgatagcgg agtgtatact ggcttaacta 7451

tgcggcatca gagcagattg tactgagagt gcaccatatg cggtgtgaaa taccgcacag 7511

atgcgtaagg agaaaatacc gcatcaggcg ctcttccgct tcctcgctca ctgactcgct 7571

gcgctcggtc gttcggctgc ggcgagcggt atcagctcac tcaaaggcgg taatacggtt 7631

atccacagaa tcaggggata acgcaggaaa gaacatgtga gcaaaaggcc agcaaaaggc 7691

caggaaccgt aaaaaggccg cgttgctggc gtttttccat aggctccgcc cccctgacga 7751

gcatcacaaa aatcgacgct caagtcagag gtggcgaaac ccgacaggac tataaagata 7811

ccaggcgttt ccccctggaa gctccctcgt gcgctctcct gttccgaccc tgccgcttac 7871

cggatacctg tccgcctttc tcccttcggg aagcgtggcg ctttctcaat gctcacgctg 7931

taggtatctc agttcggtgt aggtcgttcg ctccaagctg ggctgtgtgc acgaaccccc 7991

cgttcagccc gaccgctgcg ccttatccgg taactatcgt cttgagtcca acccggtaag 8051

acacgactta tcgccactgg cagcagccac tggtaacagg attagcagag cgaggtatgt 8111

aggcggtgct acagagttct tgaagtggtg gcctaactac ggctacacta gaaggacagt 8171

atttggtatc tgcgctctgc tgaagccagt taccttcgga aaaagagttg gtagctcttg 8231

atccggcaaa caaaccaccg ctggtagcgg tggttttttt gtttgcaagc agcagattac 8291

gcgcagaaaa aaaggatctc aagaagatcc tttgatcttt tctacggggt ctgacgctca 8351

gtggaacgaa aactcacgtt aagggatttt ggtcatgaga ttatcaaaaa ggatcttcac 8411

ctagatcctt ttaaattaaa aatgaagttt taaatcaatc taaagtatat atgagtaaac 8471

24/80



ttggtctgac agttaccaat gcttaatcag tgaggcacct atctcagcga tctgtctatt 8531

tcgttcatcc atagttgcct gactccccgt cgtgtagata actacgatac gggagggctt 8591

accatctggc cccagtgctg caatgatacc gcgagaccca cgctcaccgg ctccagattt 8651

atcagcaata aaccagccag ccggaagggc cgagcgcaga agtggtcctg caactttatc 8711

cgcctccatc cagtctatta attgttgccg ggaagctaga gtaagtagtt cgccagttaa 8771

tagtttgcgc aacgttgttg ccattgctgc aggcatcgtg gtgtcacgct cgtcgtttgg 8831

tatggcttca ttcagctccg gttcccaacg atcaaggcga gttacatgat cccccatgtt 8891

gtgcaaaaaa gcggttagct ccttcggtcc tccgatcgtt gtcagaagta agttggccgc 8951

agtgttatca ctcatggtta tggcagcact gcataattct cttactgtca tgccatccgt 9011

aagatgcttt tctgtgactg gtgagtactc aaccaagtca ttctgagaat agtgtatgcg 9071

gcgaccgagt tgctcttgcc cggcgtcaac acgggataat accgcgccac atagcagaac 9131

tttaaaagtg ctcatcattg gaaaacgttc ttcggggcga aaactctcaa ggatcttacc 9191

gctgttgaga tccagttcga tgtaacccac tcgtgcaccc aactgatctt cagcatcttt 9251

tactttcacc agcgtttctg ggtgagcaaa aacaggaagg caaaatgccg caaaaaaggg 9311

aataagggcg acacggaaat gttgaatact catactcttc ctttttcaat attattgaag 9371

catttatcag ggttattgtc tcatgagcgg atacatattt gaatgtattt agaaaaataa 9431

acaaataggg gttccgcgca catttccccg aaaagtgcca cctgacgtct aagaaaccat 9491

tattatcatg acattaacct ataaaaatag gcgtatcacg aggccctttc gtcttcaaga 9551

attaattctc atgtttgaca gcttatcatc gataagctga ctcatgttgg tattgtgaaa 9611

tagacgcaga tcgggaacac tgaaaaataa cagttattat tcg 9654

<210> 13
<211> 220
<212> PRT
<213> Artificial Sequence

<220>
<223> Synthetic Construct

<400> 13

Met Arg Phe Pro Ser Ile Phe Thr Ala Val Leu Phe Ala Ala Ser Ser
1 5 10 15

Ala Leu Ala Ala Pro Val Asn Thr Thr Thr Glu Asp Glu Thr Ala Gln
20 25 30

Ile Pro Ala Glu Ala Val Ile Gly Tyr Ser Asp Leu Glu Gly Asp Phe
35 40 45

Asp Val Ala Val Leu Pro Phe Ser Asn Ser Thr Asn Asn Gly Leu Leu
50 55 60
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Phe Ile Asn Thr Thr Ile Ala Ser Ile Ala Ala Lys Glu Glu Gly Val
65 70 75 80

Ser Leu Glu Lys Arg Glu Ala Glu Ala Tyr Val Glu Phe Met Gln Val
85 90 95

Gln Leu Val Glu Ser Gly Gly Ala Leu Val Gln Pro Gly Gly Ser Leu
100 105 110

Arg Leu Ser Cys Ala Ala Ser Gly Phe Pro Val Asn Arg Tyr Ser Met
115 120 125

Arg Trp Tyr Arg Gln Ala Pro Gly Lys Glu Arg Glu Trp Val Ala Gly
130 135 140

Met Ser Ser Ala Gly Asp Arg Ser Ser Tyr Glu Asp Ser Val Lys Gly
145 150 155 160

Arg Phe Thr Ile Ser Arg Asp Asp Ala Arg Asn Thr Val Tyr Leu Gln
165 170 175

Met Asn Ser Leu Lys Pro Glu Asp Thr Ala Val Tyr Tyr Cys Asn Val
180 185 190

Asn Val Gly Phe Glu Tyr Trp Gly Gln Gly Thr Gln Val Thr Val Ser
195 200 205

Ser Gly Gly Ser Asp Tyr Lys Asp Asp Asp Asp Lys
210 215 220

<210> 14
<211> 220
<212> PRT
<213> Artificial Sequence

<220>
<223> Anti-GFP-FLAG

<220>
<221> MISC_FEATURE
<222> (1)..(89)
<223> alpha-factor secretion signal

<220>
<221> MISC_FEATURE
<222> (96)..(209)
<223> anti-GFP nanobody

<220>
<221> MISC_FEATURE
<222> (213)..(220)
<223> FLAG
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<400> 14

Met Arg Phe Pro Ser Ile Phe Thr Ala Val Leu Phe Ala Ala Ser Ser
1 5 10 15

Ala Leu Ala Ala Pro Val Asn Thr Thr Thr Glu Asp Glu Thr Ala Gln
20 25 30

Ile Pro Ala Glu Ala Val Ile Gly Tyr Ser Asp Leu Glu Gly Asp Phe
35 40 45

Asp Val Ala Val Leu Pro Phe Ser Asn Ser Thr Asn Asn Gly Leu Leu
50 55 60

Phe Ile Asn Thr Thr Ile Ala Ser Ile Ala Ala Lys Glu Glu Gly Val
65 70 75 80

Ser Leu Glu Lys Arg Glu Ala Glu Ala Tyr Val Glu Phe Met Gln Val
85 90 95

Gln Leu Val Glu Ser Gly Gly Ala Leu Val Gln Pro Gly Gly Ser Leu
100 105 110

Arg Leu Ser Cys Ala Ala Ser Gly Phe Pro Val Asn Arg Tyr Ser Met
115 120 125

Arg Trp Tyr Arg Gln Ala Pro Gly Lys Glu Arg Glu Trp Val Ala Gly
130 135 140

Met Ser Ser Ala Gly Asp Arg Ser Ser Tyr Glu Asp Ser Val Lys Gly
145 150 155 160

Arg Phe Thr Ile Ser Arg Asp Asp Ala Arg Asn Thr Val Tyr Leu Gln
165 170 175

Met Asn Ser Leu Lys Pro Glu Asp Thr Ala Val Tyr Tyr Cys Asn Val
180 185 190

Asn Val Gly Phe Glu Tyr Trp Gly Gln Gly Thr Gln Val Thr Val Ser
195 200 205

Ser Gly Gly Ser Asp Tyr Lys Asp Asp Asp Asp Lys
210 215 220

<210> 15
<211> 9696
<212> DNA
<213> Artificial Sequence

<220>
<223> Anti-GFP-FLAG-barcode 2
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<220>
<221> promoter
<222> (2)..(937)
<223> AOX1 promoter

<220>
<221> CDS
<222> (949)..(1653)
<223> (949)..(1215) alpha-factor secretion signal 1

(1234)..(1575) anti-GFP nanobody
(1585)..(1608) FLAG (1609)..(1626) barcode 2 (1627)..(1650)
FLAG

<220>
<221> terminator
<222> (1741)..(1987)
<223> AOX1 terminator

<220>
<221> rep_origin
<222> (7749)..(8431)
<223> ColE1 origin

<220>
<221> misc_feature
<222> (8529)..(9188)
<223> AmpR

<400> 15
agatctaaca tccaaagacg aaaggttgaa tgaaaccttt ttgccatccg acatccacag 60

gtccattctc acacataagt gccaaacgca acaggagggg atacactagc agcagaccgt 120

tgcaaacgca ggacctccac tcctcttctc ctcaacaccc acttttgcca tcgaaaaacc 180

agcccagtta ttgggcttga ttggagctcg ctcattccaa ttccttctat taggctacta 240

acaccatgac tttattagcc tgtctatcct ggcccccctg gcgaggttca tgtttgttta 300

tttccgaatg caacaagctc cgcattacac ccgaacatca ctccagatga gggctttctg 360

agtgtggggt caaatagttt catgttcccc aaatggccca aaactgacag tttaaacgct 420

gtcttggaac ctaatatgac aaaagcgtga tctcatccaa gatgaactaa gtttggttcg 480

ttgaaatgct aacggccagt tggtcaaaaa gaaacttcca aaagtcgcca taccgtttgt 540

cttgtttggt attgattgac gaatgctcaa aaataatctc attaatgctt agcgcagtct 600

ctctatcgct tctgaacccc ggtgcacctg tgccgaaacg caaatgggga aacacccgct 660

ttttggatga ttatgcattg tctccacatt gtatgcttcc aagattctgg tgggaatact 720

gctgatagcc taacgttcat gatcaaaatt taactgttct aacccctact tgacagcaat 780

atataaacag aaggaagctg ccctgtctta aacctttttt tttatcatca ttattagctt 840

actttcataa ttgcgactgg ttccaattga caagcttttg attttaacga cttttaacga 900

caacttgaga agatcaaaaa acaactaatt attcgaagga tccaaacg atg aga ttt 957
Met Arg Phe
1

cct tca att ttt act gca gtt tta ttc gca gca tcc tcc gca tta gct 1005
Pro Ser Ile Phe Thr Ala Val Leu Phe Ala Ala Ser Ser Ala Leu Ala

28/80



5 10 15

gct cca gtc aac act aca aca gaa gat gaa acg gca caa att ccg gct 1053
Ala Pro Val Asn Thr Thr Thr Glu Asp Glu Thr Ala Gln Ile Pro Ala
20 25 30 35

gaa gct gtc atc ggt tac tca gat tta gaa ggg gat ttc gat gtt gct 1101
Glu Ala Val Ile Gly Tyr Ser Asp Leu Glu Gly Asp Phe Asp Val Ala

40 45 50

gtt ttg cca ttt tcc aac agc aca aat aac ggg tta ttg ttt ata aat 1149
Val Leu Pro Phe Ser Asn Ser Thr Asn Asn Gly Leu Leu Phe Ile Asn

55 60 65

act act att gcc agc att gct gct aaa gaa gaa ggg gta tct ctc gag 1197
Thr Thr Ile Ala Ser Ile Ala Ala Lys Glu Glu Gly Val Ser Leu Glu

70 75 80

aaa aga gag gct gaa gct tac gta gaa ttc atg cag gtt caa ttg gtt 1245
Lys Arg Glu Ala Glu Ala Tyr Val Glu Phe Met Gln Val Gln Leu Val

85 90 95

gaa tct ggt ggt gcc ctt gtt caa cct gga gga tca cta aga tta tcc 1293
Glu Ser Gly Gly Ala Leu Val Gln Pro Gly Gly Ser Leu Arg Leu Ser
100 105 110 115

tgt gct gcc tcc gga ttt cct gtt aac agg tac tcc atg aga tgg tat 1341
Cys Ala Ala Ser Gly Phe Pro Val Asn Arg Tyr Ser Met Arg Trp Tyr

120 125 130

aga cag gct cca ggt aaa gaa aga gag tgg gtc gct ggt atg tca tct 1389
Arg Gln Ala Pro Gly Lys Glu Arg Glu Trp Val Ala Gly Met Ser Ser

135 140 145

gct gga gat aga tcc tca tac gag gat tct gtc aaa gga agg ttt act 1437
Ala Gly Asp Arg Ser Ser Tyr Glu Asp Ser Val Lys Gly Arg Phe Thr

150 155 160

att agt cgt gac gac gca cgt aat acc gtt tat ttg caa atg aat tct 1485
Ile Ser Arg Asp Asp Ala Arg Asn Thr Val Tyr Leu Gln Met Asn Ser

165 170 175

ctg aaa cca gaa gac act gca gta tat tac tgc aac gtc aac gta ggt 1533
Leu Lys Pro Glu Asp Thr Ala Val Tyr Tyr Cys Asn Val Asn Val Gly
180 185 190 195

ttc gag tac tgg ggc caa ggt aca cag gtg acg gtg tct agt ggc ggt 1581
Phe Glu Tyr Trp Gly Gln Gly Thr Gln Val Thr Val Ser Ser Gly Gly

200 205 210

agt gac tac aaa gat gac gac gat aaa ttt gtc ggt gcc cgt cta gac 1629
Ser Asp Tyr Lys Asp Asp Asp Asp Lys Phe Val Gly Ala Arg Leu Asp

215 220 225

tac aag gat gat gat gac aag taa gcggccgcga attaattcgc cttagacatg 1683
Tyr Lys Asp Asp Asp Asp Lys

230

actgttcctc agttcaagtt gggcacttac gagaagaccg gtcttgctag attctaatca 1743

agaggatgtc agaatgccat ttgcctgaga gatgcaggct tcatttttga tactttttta 1803

tttgtaacct atatagtata ggattttttt tgtcattttg tttcttctcg tacgagcttg 1863

ctcctgatca gcctatctcg cagctgatga atatcttgtg gtaggggttt gggaaaatca 1923
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ttcgagtttg atgtttttct tggtatttcc cactcctctt cagagtacag aagattaagt 1983

gagaagttcg tttgtgcaag cttatcgata agctttaatg cggtagttta tcacagttaa 2043

attgctaacg cagtcaggca ccgtgtatga aatctaacaa tgcgctcatc gtcatcctcg 2103

gcaccgtcac cctggatgct gtaggcatag gcttggttat gccggtactg ccgggcctct 2163

tgcgggatat cgtccattcc gacagcatcg ccagtcacta tggcgtgctg ctagcgctat 2223

atgcgttgat gcaatttcta tgcgcacccg ttctcggagc actgtccgac cgctttggcc 2283

gccgcccagt cctgctcgct tcgctacttg gagccactat cgactacgcg atcatggcga 2343

ccacacccgt cctgtggatc tatcgaatct aaatgtaagt taaaatctct aaataattaa 2403

ataagtccca gtttctccat acgaacctta acagcattgc ggtgagcatc tagaccttca 2463

acagcagcca gatccatcac tgcttggcca atatgtttca gtccctcagg agttacgtct 2523

tgtgaagtga tgaacttctg gaaggttgca gtgttaactc cgctgtattg acgggcatat 2583

ccgtacgttg gcaaagtgtg gttggtaccg gaggagtaat ctccacaact ctctggagag 2643

taggcaccaa caaacacaga tccagcgtgt tgtacttgat caacataaga agaagcattc 2703

tcgatttgca ggatcaagtg ttcaggagcg tactgattgg acatttccaa agcctgctcg 2763

taggttgcaa ccgatagggt tgtagagtgt gcaatacact tgcgtacaat ttcaaccctt 2823

ggcaactgca cagcttggtt gtgaacagca tcttcaattc tggcaagctc cttgtctgtc 2883

atatcgacag ccaacagaat cacctgggaa tcaataccat gttcagcttg agacagaagg 2943

tctgaggcaa cgaaatctgg atcagcgtat ttatcagcaa taactagaac ttcagaaggc 3003

ccagcaggca tgtcaatact acacagggct gatgtgtcat tttgaaccat catcttggca 3063

gcagtaacga actggtttcc tggaccaaat attttgtcac acttaggaac agtttctgtt 3123

ccgtaagcca tagcagctac tgcctgggcg cctcctgcta gcacgataca cttagcacca 3183

accttgtggg caacgtagat gacttctggg gtaagggtac catccttctt aggtggagat 3243

gcaaaaacaa tttctttgca accagcaact ttggcaggaa cacccagcat cagggaagtg 3303

gaaggcagaa ttgcggttcc accaggaata tagaggccaa ctttctcaat aggtcttgca 3363

aaacgagagc agactacacc agggcaagtc tcaacttgca acgtctccgt tagttgagct 3423

tcatggaatt tcctgacgtt atctatagag agatcaatgg ctctcttaac gttatctggc 3483

aattgcataa gttcctctgg gaaaggagct tctaacacag gtgtcttcaa agcgactcca 3543

tcaaacttgg cagttagttc taaaagggct ttgtcaccat tttgacgaac attgtcgaca 3603

attggtttga ctaattccat aatctgttcc gttttctgga taggacgacg aagggcatct 3663

tcaatttctt gtgaggaggc cttagaaacg tcaattttgc acaattcaat acgaccttca 3723

gaagggactt ctttaggttt ggattcttct ttaggttgtt ccttggtgta tcctggcttg 3783

gcatctcctt tccttctagt gacctttagg gacttcatat ccaggtttct ctccacctcg 3843

tccaacgtca caccgtactt ggcacatcta actaatgcaa aataaaataa gtcagcacat 3903
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tcccaggcta tatcttcctt ggatttagct tctgcaagtt catcagcttc ctccctaatt 3963

ttagcgttca acaaaacttc gtcgtcaaat aaccgtttgg tataagaacc ttctggagca 4023

ttgctcttac gatcccacaa ggtggcttcc atggctctaa gaccctttga ttggccaaaa 4083

caggaagtgc gttccaagtg acagaaacca acacctgttt gttcaaccac aaatttcaag 4143

cagtctccat cacaatccaa ttcgataccc agcaactttt gagttgctcc agatgtagca 4203

cctttatacc acaaaccgtg acgacgagat tggtagactc cagtttgtgt ccttatagcc 4263

tccggaatag actttttgga cgagtacacc aggcccaacg agtaattaga agagtcagcc 4323

accaaagtag tgaatagacc atcggggcgg tcagtagtca aagacgccaa caaaatttca 4383

ctgacaggga actttttgac atcttcagaa agttcgtatt cagtagtcaa ttgccgagca 4443

tcaataatgg ggattatacc agaagcaaca gtggaagtca catctaccaa ctttgcggtc 4503

tcagaaaaag cataaacagt tctactaccg ccattagtga aacttttcaa atcgcccagt 4563

ggagaagaaa aaggcacagc gatactagca ttagcgggca aggatgcaac tttatcaacc 4623

agggtcctat agataaccct agcgcctggg atcatccttt ggacaactct ttctgccaaa 4683

tctaggtcca aaatcacttc attgatacca ttattgtaca acttgagcaa gttgtcgatc 4743

agctcctcaa attggtcctc tgtaacggat gactcaactt gcacattaac ttgaagctca 4803

gtcgattgag tgaacttgat caggttgtgc agctggtcag cagcataggg aaacacggct 4863

tttcctacca aactcaagga attatcaaac tctgcaacac ttgcgtatgc aggtagcaag 4923

ggaaatgtca tacttgaagt cggacagtga gtgtagtctt gagaaattct gaagccgtat 4983

ttttattatc agtgagtcag tcatcaggag atcctctacg ccggacgcat cgtggccgac 5043

ctgcaggggg ggggggggcg ctgaggtctg cctcgtgaag aaggtgttgc tgactcatac 5103

caggcctgaa tcgccccatc atccagccag aaagtgaggg agccacggtt gatgagagct 5163

ttgttgtagg tggaccagtt ggtgattttg aacttttgct ttgccacgga acggtctgcg 5223

ttgtcgggaa gatgcgtgat ctgatccttc aactcagcaa aagttcgatt tattcaacaa 5283

agccgccgtc ccgtcaagtc agcgtaatgc tctgccagtg ttacaaccaa ttaaccaatt 5343

ctgattagaa aaactcatcg agcatcaaat gaaactgcaa tttattcata tcaggattat 5403

caataccata tttttgaaaa agccgtttct gtaatgaagg agaaaactca ccgaggcagt 5463

tccataggat ggcaagatcc tggtatcggt ctgcgattcc gactcgtcca acatcaatac 5523

aacctattaa tttcccctcg tcaaaaataa ggttatcaag tgagaaatca ccatgagtga 5583

cgactgaatc cggtgagaat ggcaaaagct tatgcatttc tttccagact tgttcaacag 5643

gccagccatt acgctcgtca tcaaaatcac tcgcatcaac caaaccgtta ttcattcgtg 5703

attgcgcctg agcgagacga aatacgcgat cgctgttaaa aggacaatta caaacaggaa 5763

tcgaatgcaa ccggcgcagg aacactgcca gcgcatcaac aatattttca cctgaatcag 5823

gatattcttc taatacctgg aatgctgttt tcccggggat cgcagtggtg agtaaccatg 5883
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catcatcagg agtacggata aaatgcttga tggtcggaag aggcataaat tccgtcagcc 5943

agtttagtct gaccatctca tctgtaacat cattggcaac gctacctttg ccatgtttca 6003

gaaacaactc tggcgcatcg ggcttcccat acaatcgata gattgtcgca cctgattgcc 6063

cgacattatc gcgagcccat ttatacccat ataaatcagc atccatgttg gaatttaatc 6123

gcggcctcga gcaagacgtt tcccgttgaa tatggctcat aacacccctt gtattactgt 6183

ttatgtaagc agacagtttt attgttcatg atgatatatt tttatcttgt gcaatgtaac 6243

atcagagatt ttgagacaca acgtggcttt cccccccccc cctgcaggtc ggcatcaccg 6303

gcgccacagg tgcggttgct ggcgcctata tcgccgacat caccgatggg gaagatcggg 6363

ctcgccactt cgggctcatg agcgcttgtt tcggcgtggg tatggtggca ggccccgtgg 6423

ccgggggact gttgggcgcc atctccttgc atgcaccatt ccttgcggcg gcggtgctca 6483

acggcctcaa cctactactg ggctgcttcc taatgcagga gtcgcataag ggagagcgtc 6543

gagtatctat gattggaagt atgggaatgg tgatacccgc attcttcagt gtcttgaggt 6603

ctcctatcag attatgccca actaaagcaa ccggaggagg agatttcatg gtaaatttct 6663

ctgacttttg gtcatcagta gactcgaact gtgagactat ctcggttatg acagcagaaa 6723

tgtccttctt ggagacagta aatgaagtcc caccaataaa gaaatccttg ttatcaggaa 6783

caaacttctt gtttcgaact ttttcggtgc cttgaactat aaaatgtaga gtggatatgt 6843

cgggtaggaa tggagcgggc aaatgcttac cttctggacc ttcaagaggt atgtagggtt 6903

tgtagatact gatgccaact tcagtgacaa cgttgctatt tcgttcaaac cattccgaat 6963

ccagagaaat caaagttgtt tgtctactat tgatccaagc cagtgcggtc ttgaaactga 7023

caatagtgtg ctcgtgtttt gaggtcatct ttgtatgaat aaatctagtc tttgatctaa 7083

ataatcttga cgagccaagg cgataaatac ccaaatctaa aactctttta aaacgttaaa 7143

aggacaagta tgtctgcctg tattaaaccc caaatcagct cgtagtctga tcctcatcaa 7203

cttgaggggc actatcttgt tttagagaaa tttgcggaga tgcgatatcg agaaaaaggt 7263

acgctgattt taaacgtgaa atttatctca agatctctgc ctcgcgcgtt tcggtgatga 7323

cggtgaaaac ctctgacaca tgcagctccc ggagacggtc acagcttgtc tgtaagcgga 7383

tgccgggagc agacaagccc gtcagggcgc gtcagcgggt gttggcgggt gtcggggcgc 7443

agccatgacc cagtcacgta gcgatagcgg agtgtatact ggcttaacta tgcggcatca 7503

gagcagattg tactgagagt gcaccatatg cggtgtgaaa taccgcacag atgcgtaagg 7563

agaaaatacc gcatcaggcg ctcttccgct tcctcgctca ctgactcgct gcgctcggtc 7623

gttcggctgc ggcgagcggt atcagctcac tcaaaggcgg taatacggtt atccacagaa 7683

tcaggggata acgcaggaaa gaacatgtga gcaaaaggcc agcaaaaggc caggaaccgt 7743

aaaaaggccg cgttgctggc gtttttccat aggctccgcc cccctgacga gcatcacaaa 7803

aatcgacgct caagtcagag gtggcgaaac ccgacaggac tataaagata ccaggcgttt 7863
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ccccctggaa gctccctcgt gcgctctcct gttccgaccc tgccgcttac cggatacctg 7923

tccgcctttc tcccttcggg aagcgtggcg ctttctcaat gctcacgctg taggtatctc 7983

agttcggtgt aggtcgttcg ctccaagctg ggctgtgtgc acgaaccccc cgttcagccc 8043

gaccgctgcg ccttatccgg taactatcgt cttgagtcca acccggtaag acacgactta 8103

tcgccactgg cagcagccac tggtaacagg attagcagag cgaggtatgt aggcggtgct 8163

acagagttct tgaagtggtg gcctaactac ggctacacta gaaggacagt atttggtatc 8223

tgcgctctgc tgaagccagt taccttcgga aaaagagttg gtagctcttg atccggcaaa 8283

caaaccaccg ctggtagcgg tggttttttt gtttgcaagc agcagattac gcgcagaaaa 8343

aaaggatctc aagaagatcc tttgatcttt tctacggggt ctgacgctca gtggaacgaa 8403

aactcacgtt aagggatttt ggtcatgaga ttatcaaaaa ggatcttcac ctagatcctt 8463

ttaaattaaa aatgaagttt taaatcaatc taaagtatat atgagtaaac ttggtctgac 8523

agttaccaat gcttaatcag tgaggcacct atctcagcga tctgtctatt tcgttcatcc 8583

atagttgcct gactccccgt cgtgtagata actacgatac gggagggctt accatctggc 8643

cccagtgctg caatgatacc gcgagaccca cgctcaccgg ctccagattt atcagcaata 8703

aaccagccag ccggaagggc cgagcgcaga agtggtcctg caactttatc cgcctccatc 8763

cagtctatta attgttgccg ggaagctaga gtaagtagtt cgccagttaa tagtttgcgc 8823

aacgttgttg ccattgctgc aggcatcgtg gtgtcacgct cgtcgtttgg tatggcttca 8883

ttcagctccg gttcccaacg atcaaggcga gttacatgat cccccatgtt gtgcaaaaaa 8943

gcggttagct ccttcggtcc tccgatcgtt gtcagaagta agttggccgc agtgttatca 9003

ctcatggtta tggcagcact gcataattct cttactgtca tgccatccgt aagatgcttt 9063

tctgtgactg gtgagtactc aaccaagtca ttctgagaat agtgtatgcg gcgaccgagt 9123

tgctcttgcc cggcgtcaac acgggataat accgcgccac atagcagaac tttaaaagtg 9183

ctcatcattg gaaaacgttc ttcggggcga aaactctcaa ggatcttacc gctgttgaga 9243

tccagttcga tgtaacccac tcgtgcaccc aactgatctt cagcatcttt tactttcacc 9303

agcgtttctg ggtgagcaaa aacaggaagg caaaatgccg caaaaaaggg aataagggcg 9363

acacggaaat gttgaatact catactcttc ctttttcaat attattgaag catttatcag 9423

ggttattgtc tcatgagcgg atacatattt gaatgtattt agaaaaataa acaaataggg 9483

gttccgcgca catttccccg aaaagtgcca cctgacgtct aagaaaccat tattatcatg 9543

acattaacct ataaaaatag gcgtatcacg aggccctttc gtcttcaaga attaattctc 9603

atgtttgaca gcttatcatc gataagctga ctcatgttgg tattgtgaaa tagacgcaga 9663

tcgggaacac tgaaaaataa cagttattat tcg 9696

<210> 16
<211> 234
<212> PRT
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<213> Artificial Sequence

<220>
<223> Synthetic Construct

<400> 16

Met Arg Phe Pro Ser Ile Phe Thr Ala Val Leu Phe Ala Ala Ser Ser
1 5 10 15

Ala Leu Ala Ala Pro Val Asn Thr Thr Thr Glu Asp Glu Thr Ala Gln
20 25 30

Ile Pro Ala Glu Ala Val Ile Gly Tyr Ser Asp Leu Glu Gly Asp Phe
35 40 45

Asp Val Ala Val Leu Pro Phe Ser Asn Ser Thr Asn Asn Gly Leu Leu
50 55 60

Phe Ile Asn Thr Thr Ile Ala Ser Ile Ala Ala Lys Glu Glu Gly Val
65 70 75 80

Ser Leu Glu Lys Arg Glu Ala Glu Ala Tyr Val Glu Phe Met Gln Val
85 90 95

Gln Leu Val Glu Ser Gly Gly Ala Leu Val Gln Pro Gly Gly Ser Leu
100 105 110

Arg Leu Ser Cys Ala Ala Ser Gly Phe Pro Val Asn Arg Tyr Ser Met
115 120 125

Arg Trp Tyr Arg Gln Ala Pro Gly Lys Glu Arg Glu Trp Val Ala Gly
130 135 140

Met Ser Ser Ala Gly Asp Arg Ser Ser Tyr Glu Asp Ser Val Lys Gly
145 150 155 160

Arg Phe Thr Ile Ser Arg Asp Asp Ala Arg Asn Thr Val Tyr Leu Gln
165 170 175

Met Asn Ser Leu Lys Pro Glu Asp Thr Ala Val Tyr Tyr Cys Asn Val
180 185 190

Asn Val Gly Phe Glu Tyr Trp Gly Gln Gly Thr Gln Val Thr Val Ser
195 200 205

Ser Gly Gly Ser Asp Tyr Lys Asp Asp Asp Asp Lys Phe Val Gly Ala
210 215 220

Arg Leu Asp Tyr Lys Asp Asp Asp Asp Lys
225 230
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<210> 17
<211> 234
<212> PRT
<213> Artificial Sequence

<220>
<223> Anti-GFP-FLAG-barcode 2

<220>
<221> MISC_FEATURE
<222> (1)..(89)
<223> alpha-factor secretion signal

<220>
<221> MISC_FEATURE
<222> (96)..(209)
<223> anti-GFP nanobody

<220>
<221> MISC_FEATURE
<222> (213)..(220)
<223> FLAG

<220>
<221> MISC_FEATURE
<222> (221)..(226)
<223> barcode 2

<220>
<221> MISC_FEATURE
<222> (227)..(234)
<223> FLAG

<400> 17

Met Arg Phe Pro Ser Ile Phe Thr Ala Val Leu Phe Ala Ala Ser Ser
1 5 10 15

Ala Leu Ala Ala Pro Val Asn Thr Thr Thr Glu Asp Glu Thr Ala Gln
20 25 30

Ile Pro Ala Glu Ala Val Ile Gly Tyr Ser Asp Leu Glu Gly Asp Phe
35 40 45

Asp Val Ala Val Leu Pro Phe Ser Asn Ser Thr Asn Asn Gly Leu Leu
50 55 60

Phe Ile Asn Thr Thr Ile Ala Ser Ile Ala Ala Lys Glu Glu Gly Val
65 70 75 80

Ser Leu Glu Lys Arg Glu Ala Glu Ala Tyr Val Glu Phe Met Gln Val
85 90 95

Gln Leu Val Glu Ser Gly Gly Ala Leu Val Gln Pro Gly Gly Ser Leu
100 105 110

Arg Leu Ser Cys Ala Ala Ser Gly Phe Pro Val Asn Arg Tyr Ser Met
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115 120 125

Arg Trp Tyr Arg Gln Ala Pro Gly Lys Glu Arg Glu Trp Val Ala Gly
130 135 140

Met Ser Ser Ala Gly Asp Arg Ser Ser Tyr Glu Asp Ser Val Lys Gly
145 150 155 160

Arg Phe Thr Ile Ser Arg Asp Asp Ala Arg Asn Thr Val Tyr Leu Gln
165 170 175

Met Asn Ser Leu Lys Pro Glu Asp Thr Ala Val Tyr Tyr Cys Asn Val
180 185 190

Asn Val Gly Phe Glu Tyr Trp Gly Gln Gly Thr Gln Val Thr Val Ser
195 200 205

Ser Gly Gly Ser Asp Tyr Lys Asp Asp Asp Asp Lys Phe Val Gly Ala
210 215 220

Arg Leu Asp Tyr Lys Asp Asp Asp Asp Lys
225 230

<210> 18
<211> 14
<212> PRT
<213> Artificial Sequence

<220>
<223> Barcode 1-FLAG

<400> 18

Trp Leu Phe Pro Val Gly Asp Tyr Lys Asp Asp Asp Asp Lys
1 5 10

<210> 19
<211> 14
<212> PRT
<213> Artificial Sequence

<220>
<223> Bardose 2-FLAG

<400> 19

Phe Val Gly Ala Arg Leu Asp Tyr Lys Asp Asp Asp Asp Lys
1 5 10

<210> 20
<211> 9
<212> PRT
<213> Artificial Sequence

<220>
<223> Barcode 4-1
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<400> 20

Asp Ile Val Val Leu Gly Val Glu Lys
1 5

<210> 21
<211> 9
<212> PRT
<213> Artificial Sequence

<220>
<223> Barcode 4-2

<400> 21

Leu Ile His Val Leu Asp Ala Gly Arg
1 5

<210> 22
<211> 10
<212> PRT
<213> Artificial Sequence

<220>
<223> Barcode 4-3

<400> 22

Leu His Ala Ile Leu Phe Gly Leu Pro Arg
1 5 10

<210> 23
<211> 8
<212> PRT
<213> Artificial Sequence

<220>
<223> Barcode4-4

<400> 23

Leu Glu Asp Leu Leu Leu Asp Arg
1 5

<210> 24
<211> 9
<212> PRT
<213> Artificial Sequence

<220>
<223> Barcode 4-5

<400> 24

Leu Ala Glu Ile His Gly Val Pro Arg
1 5

<210> 25
<211> 8
<212> PRT
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<213> Artificial Sequence

<220>
<223> Barcode 4-6

<400> 25

Phe Gln Phe Leu Trp Gly Pro Arg
1 5

<210> 26
<211> 9
<212> PRT
<213> Artificial Sequence

<220>
<223> Barcode 4-7

<400> 26

Val Glu Leu Gln Gln Glu Val Glu Lys
1 5

<210> 27
<211> 8
<212> PRT
<213> Artificial Sequence

<220>
<223> Barcode 4-8

<400> 27

Asn Ile Phe Glu Gln Leu His Arg
1 5

<210> 28
<211> 438
<212> DNA
<213> Artificial Sequence

<220>
<223> Anti-CD4-FLAG-barcode 4-1

<220>
<221> CDS
<222> (1)..(438)

<400> 28
gaa gtt cag tta gtt gaa tct ggt ggt ggc tct gtc caa cct ggt ggt 48
Glu Val Gln Leu Val Glu Ser Gly Gly Gly Ser Val Gln Pro Gly Gly
1 5 10 15

tct ctt act ttg tcc tgt ggt act tcc ggt aga acc ttc aac gtt atg 96
Ser Leu Thr Leu Ser Cys Gly Thr Ser Gly Arg Thr Phe Asn Val Met

20 25 30

gga tgg ttc aga caa gct cct gga aag gaa cgt gag ttt gtc gct gct 144
Gly Trp Phe Arg Gln Ala Pro Gly Lys Glu Arg Glu Phe Val Ala Ala

35 40 45

gtt agg tgg tct tct act ggt atc tat tat acc caa tat gct gac tca 192
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Val Arg Trp Ser Ser Thr Gly Ile Tyr Tyr Thr Gln Tyr Ala Asp Ser
50 55 60

gtt aaa agt aga ttt act att tca aga gac aat gca aag aac acc gta 240
Val Lys Ser Arg Phe Thr Ile Ser Arg Asp Asn Ala Lys Asn Thr Val
65 70 75 80

tac ttg gag atg aat tca ctg aag cca gag gac acg gct gtc tac tac 288
Tyr Leu Glu Met Asn Ser Leu Lys Pro Glu Asp Thr Ala Val Tyr Tyr

85 90 95

tgc gca gcc gac aca tat aac tcc aat cca gcc aga tgg gac gga tat 336
Cys Ala Ala Asp Thr Tyr Asn Ser Asn Pro Ala Arg Trp Asp Gly Tyr

100 105 110

gac ttt cga ggt caa gga aca cag gtg aca gtg tcc agt gga ggc agt 384
Asp Phe Arg Gly Gln Gly Thr Gln Val Thr Val Ser Ser Gly Gly Ser

115 120 125

gac tac aaa gat gac gac gat aaa gac atc gtc gtt tta gga gtt gag 432
Asp Tyr Lys Asp Asp Asp Asp Lys Asp Ile Val Val Leu Gly Val Glu

130 135 140

aag taa 438
Lys
145

<210> 29
<211> 145
<212> PRT
<213> Artificial Sequence

<220>
<223> Synthetic Construct

<400> 29

Glu Val Gln Leu Val Glu Ser Gly Gly Gly Ser Val Gln Pro Gly Gly
1 5 10 15

Ser Leu Thr Leu Ser Cys Gly Thr Ser Gly Arg Thr Phe Asn Val Met
20 25 30

Gly Trp Phe Arg Gln Ala Pro Gly Lys Glu Arg Glu Phe Val Ala Ala
35 40 45

Val Arg Trp Ser Ser Thr Gly Ile Tyr Tyr Thr Gln Tyr Ala Asp Ser
50 55 60

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

Tyr Leu Glu Met Asn Ser Leu Lys Pro Glu Asp Thr Ala Val Tyr Tyr
85 90 95

Cys Ala Ala Asp Thr Tyr Asn Ser Asn Pro Ala Arg Trp Asp Gly Tyr
100 105 110

39/80



Asp Phe Arg Gly Gln Gly Thr Gln Val Thr Val Ser Ser Gly Gly Ser
115 120 125

Asp Tyr Lys Asp Asp Asp Asp Lys Asp Ile Val Val Leu Gly Val Glu
130 135 140

Lys
145

<210> 30
<211> 145
<212> PRT
<213> Artificial Sequence

<220>
<223> Anti-CD4-FLAG-barcode 4-1

<220>
<221> MISC_FEATURE
<222> (1)..(125)
<223> Anti-CD4

<220>
<221> MISC_FEATURE
<222> (129)..(136)
<223> FLAG

<220>
<221> MISC_FEATURE
<222> (137)..(145)
<223> Barcode 4-1

<400> 30

Glu Val Gln Leu Val Glu Ser Gly Gly Gly Ser Val Gln Pro Gly Gly
1 5 10 15

Ser Leu Thr Leu Ser Cys Gly Thr Ser Gly Arg Thr Phe Asn Val Met
20 25 30

Gly Trp Phe Arg Gln Ala Pro Gly Lys Glu Arg Glu Phe Val Ala Ala
35 40 45

Val Arg Trp Ser Ser Thr Gly Ile Tyr Tyr Thr Gln Tyr Ala Asp Ser
50 55 60

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

Tyr Leu Glu Met Asn Ser Leu Lys Pro Glu Asp Thr Ala Val Tyr Tyr
85 90 95

Cys Ala Ala Asp Thr Tyr Asn Ser Asn Pro Ala Arg Trp Asp Gly Tyr
100 105 110
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Asp Phe Arg Gly Gln Gly Thr Gln Val Thr Val Ser Ser Gly Gly Ser
115 120 125

Asp Tyr Lys Asp Asp Asp Asp Lys Asp Ile Val Val Leu Gly Val Glu
130 135 140

Lys
145

<210> 31
<211> 438
<212> DNA
<213> Artificial Sequence

<220>
<223> Anti-CD4-FLAG-barcode 4-2

<220>
<221> CDS
<222> (1)..(438)

<400> 31
gaa gtt cag tta gtt gaa tct ggt ggt ggc tct gtc caa cct ggt ggt 48
Glu Val Gln Leu Val Glu Ser Gly Gly Gly Ser Val Gln Pro Gly Gly
1 5 10 15

tct ctt act ttg tcc tgt ggt act tcc ggt aga acc ttc aac gtt atg 96
Ser Leu Thr Leu Ser Cys Gly Thr Ser Gly Arg Thr Phe Asn Val Met

20 25 30

gga tgg ttc aga caa gct cct gga aag gaa cgt gag ttt gtc gct gct 144
Gly Trp Phe Arg Gln Ala Pro Gly Lys Glu Arg Glu Phe Val Ala Ala

35 40 45

gtt agg tgg tct tct act ggt atc tat tat acc caa tat gct gac tca 192
Val Arg Trp Ser Ser Thr Gly Ile Tyr Tyr Thr Gln Tyr Ala Asp Ser

50 55 60

gtt aaa agt aga ttt act att tca aga gac aat gca aag aac acc gta 240
Val Lys Ser Arg Phe Thr Ile Ser Arg Asp Asn Ala Lys Asn Thr Val
65 70 75 80

tac ttg gag atg aat tca ctg aag cca gag gac acg gct gtc tac tac 288
Tyr Leu Glu Met Asn Ser Leu Lys Pro Glu Asp Thr Ala Val Tyr Tyr

85 90 95

tgc gca gcc gac aca tat aac tcc aat cca gcc aga tgg gac gga tat 336
Cys Ala Ala Asp Thr Tyr Asn Ser Asn Pro Ala Arg Trp Asp Gly Tyr

100 105 110

gac ttt cga ggt caa gga aca cag gtg aca gtg tcc agt gga ggc agt 384
Asp Phe Arg Gly Gln Gly Thr Gln Val Thr Val Ser Ser Gly Gly Ser

115 120 125

gac tac aaa gat gac gac gat aaa ctt atc cac gtt ctt gac gcc ggt 432
Asp Tyr Lys Asp Asp Asp Asp Lys Leu Ile His Val Leu Asp Ala Gly

130 135 140

aga taa 438
Arg
145

41/80



<210> 32
<211> 145
<212> PRT
<213> Artificial Sequence

<220>
<223> Synthetic Construct

<400> 32

Glu Val Gln Leu Val Glu Ser Gly Gly Gly Ser Val Gln Pro Gly Gly
1 5 10 15

Ser Leu Thr Leu Ser Cys Gly Thr Ser Gly Arg Thr Phe Asn Val Met
20 25 30

Gly Trp Phe Arg Gln Ala Pro Gly Lys Glu Arg Glu Phe Val Ala Ala
35 40 45

Val Arg Trp Ser Ser Thr Gly Ile Tyr Tyr Thr Gln Tyr Ala Asp Ser
50 55 60

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

Tyr Leu Glu Met Asn Ser Leu Lys Pro Glu Asp Thr Ala Val Tyr Tyr
85 90 95

Cys Ala Ala Asp Thr Tyr Asn Ser Asn Pro Ala Arg Trp Asp Gly Tyr
100 105 110

Asp Phe Arg Gly Gln Gly Thr Gln Val Thr Val Ser Ser Gly Gly Ser
115 120 125

Asp Tyr Lys Asp Asp Asp Asp Lys Leu Ile His Val Leu Asp Ala Gly
130 135 140

Arg
145

<210> 33
<211> 145
<212> PRT
<213> Artificial Sequence

<220>
<223> Anti-CD4-FLAG-barcode 4-2

<220>
<221> MISC_FEATURE
<222> (1)..(125)
<223> CD4

<220>
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<221> MISC_FEATURE
<222> (129)..(136)
<223> FLAG

<220>
<221> MISC_FEATURE
<222> (137)..(145)
<223> Barcode 4-2

<400> 33

Glu Val Gln Leu Val Glu Ser Gly Gly Gly Ser Val Gln Pro Gly Gly
1 5 10 15

Ser Leu Thr Leu Ser Cys Gly Thr Ser Gly Arg Thr Phe Asn Val Met
20 25 30

Gly Trp Phe Arg Gln Ala Pro Gly Lys Glu Arg Glu Phe Val Ala Ala
35 40 45

Val Arg Trp Ser Ser Thr Gly Ile Tyr Tyr Thr Gln Tyr Ala Asp Ser
50 55 60

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

Tyr Leu Glu Met Asn Ser Leu Lys Pro Glu Asp Thr Ala Val Tyr Tyr
85 90 95

Cys Ala Ala Asp Thr Tyr Asn Ser Asn Pro Ala Arg Trp Asp Gly Tyr
100 105 110

Asp Phe Arg Gly Gln Gly Thr Gln Val Thr Val Ser Ser Gly Gly Ser
115 120 125

Asp Tyr Lys Asp Asp Asp Asp Lys Leu Ile His Val Leu Asp Ala Gly
130 135 140

Arg
145

<210> 34
<211> 441
<212> DNA
<213> Artificial Sequence

<220>
<223> Anti-CD4-FLAG-barcode 4-3

<220>
<221> CDS
<222> (1)..(441)

<400> 34
gaa gtt cag tta gtt gaa tct ggt ggt ggc tct gtc caa cct ggt ggt 48
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Glu Val Gln Leu Val Glu Ser Gly Gly Gly Ser Val Gln Pro Gly Gly
1 5 10 15

tct ctt act ttg tcc tgt ggt act tcc ggt aga acc ttc aac gtt atg 96
Ser Leu Thr Leu Ser Cys Gly Thr Ser Gly Arg Thr Phe Asn Val Met

20 25 30

gga tgg ttc aga caa gct cct gga aag gaa cgt gag ttt gtc gct gct 144
Gly Trp Phe Arg Gln Ala Pro Gly Lys Glu Arg Glu Phe Val Ala Ala

35 40 45

gtt agg tgg tct tct act ggt atc tat tat acc caa tat gct gac tca 192
Val Arg Trp Ser Ser Thr Gly Ile Tyr Tyr Thr Gln Tyr Ala Asp Ser

50 55 60

gtt aaa agt aga ttt act att tca aga gac aat gca aag aac acc gta 240
Val Lys Ser Arg Phe Thr Ile Ser Arg Asp Asn Ala Lys Asn Thr Val
65 70 75 80

tac ttg gag atg aat tca ctg aag cca gag gac acg gct gtc tac tac 288
Tyr Leu Glu Met Asn Ser Leu Lys Pro Glu Asp Thr Ala Val Tyr Tyr

85 90 95

tgc gca gcc gac aca tat aac tcc aat cca gcc aga tgg gac gga tat 336
Cys Ala Ala Asp Thr Tyr Asn Ser Asn Pro Ala Arg Trp Asp Gly Tyr

100 105 110

gac ttt cga ggt caa gga aca cag gtg aca gtg tcc agt gga ggc agt 384
Asp Phe Arg Gly Gln Gly Thr Gln Val Thr Val Ser Ser Gly Gly Ser

115 120 125

gac tac aaa gat gac gac gat aaa tta cat gcc ata cta ttt gga ctt 432
Asp Tyr Lys Asp Asp Asp Asp Lys Leu His Ala Ile Leu Phe Gly Leu

130 135 140

ccc aga taa 441
Pro Arg
145

<210> 35
<211> 146
<212> PRT
<213> Artificial Sequence

<220>
<223> Synthetic Construct

<400> 35

Glu Val Gln Leu Val Glu Ser Gly Gly Gly Ser Val Gln Pro Gly Gly
1 5 10 15

Ser Leu Thr Leu Ser Cys Gly Thr Ser Gly Arg Thr Phe Asn Val Met
20 25 30

Gly Trp Phe Arg Gln Ala Pro Gly Lys Glu Arg Glu Phe Val Ala Ala
35 40 45

Val Arg Trp Ser Ser Thr Gly Ile Tyr Tyr Thr Gln Tyr Ala Asp Ser
50 55 60
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Val Lys Ser Arg Phe Thr Ile Ser Arg Asp Asn Ala Lys Asn Thr Val
65 70 75 80

Tyr Leu Glu Met Asn Ser Leu Lys Pro Glu Asp Thr Ala Val Tyr Tyr
85 90 95

Cys Ala Ala Asp Thr Tyr Asn Ser Asn Pro Ala Arg Trp Asp Gly Tyr
100 105 110

Asp Phe Arg Gly Gln Gly Thr Gln Val Thr Val Ser Ser Gly Gly Ser
115 120 125

Asp Tyr Lys Asp Asp Asp Asp Lys Leu His Ala Ile Leu Phe Gly Leu
130 135 140

Pro Arg
145

<210> 36
<211> 146
<212> PRT
<213> Artificial Sequence

<220>
<223> Anti-CD4-FLAG-barcode 4-3

<220>
<221> MISC_FEATURE
<222> (1)..(125)
<223> CD4

<220>
<221> MISC_FEATURE
<222> (129)..(136)
<223> FLAG

<220>
<221> MISC_FEATURE
<222> (137)..(146)
<223> Barcode 4-3

<400> 36

Glu Val Gln Leu Val Glu Ser Gly Gly Gly Ser Val Gln Pro Gly Gly
1 5 10 15

Ser Leu Thr Leu Ser Cys Gly Thr Ser Gly Arg Thr Phe Asn Val Met
20 25 30

Gly Trp Phe Arg Gln Ala Pro Gly Lys Glu Arg Glu Phe Val Ala Ala
35 40 45

Val Arg Trp Ser Ser Thr Gly Ile Tyr Tyr Thr Gln Tyr Ala Asp Ser
50 55 60
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Val Lys Ser Arg Phe Thr Ile Ser Arg Asp Asn Ala Lys Asn Thr Val
65 70 75 80

Tyr Leu Glu Met Asn Ser Leu Lys Pro Glu Asp Thr Ala Val Tyr Tyr
85 90 95

Cys Ala Ala Asp Thr Tyr Asn Ser Asn Pro Ala Arg Trp Asp Gly Tyr
100 105 110

Asp Phe Arg Gly Gln Gly Thr Gln Val Thr Val Ser Ser Gly Gly Ser
115 120 125

Asp Tyr Lys Asp Asp Asp Asp Lys Leu His Ala Ile Leu Phe Gly Leu
130 135 140

Pro Arg
145

<210> 37
<211> 435
<212> DNA
<213> Artificial Sequence

<220>
<223> Anti-CD4-FLAG-barcode 4-4

<220>
<221> CDS
<222> (1)..(435)

<400> 37
gaa gtt cag tta gtt gaa tct ggt ggt ggc tct gtc caa cct ggt ggt 48
Glu Val Gln Leu Val Glu Ser Gly Gly Gly Ser Val Gln Pro Gly Gly
1 5 10 15

tct ctt act ttg tcc tgt ggt act tcc ggt aga acc ttc aac gtt atg 96
Ser Leu Thr Leu Ser Cys Gly Thr Ser Gly Arg Thr Phe Asn Val Met

20 25 30

gga tgg ttc aga caa gct cct gga aag gaa cgt gag ttt gtc gct gct 144
Gly Trp Phe Arg Gln Ala Pro Gly Lys Glu Arg Glu Phe Val Ala Ala

35 40 45

gtt agg tgg tct tct act ggt atc tat tat acc caa tat gct gac tca 192
Val Arg Trp Ser Ser Thr Gly Ile Tyr Tyr Thr Gln Tyr Ala Asp Ser

50 55 60

gtt aaa agt aga ttt act att tca aga gac aat gca aag aac acc gta 240
Val Lys Ser Arg Phe Thr Ile Ser Arg Asp Asn Ala Lys Asn Thr Val
65 70 75 80

tac ttg gag atg aat tca ctg aag cca gag gac acg gct gtc tac tac 288
Tyr Leu Glu Met Asn Ser Leu Lys Pro Glu Asp Thr Ala Val Tyr Tyr

85 90 95

tgc gca gcc gac aca tat aac tcc aat cca gcc aga tgg gac gga tat 336
Cys Ala Ala Asp Thr Tyr Asn Ser Asn Pro Ala Arg Trp Asp Gly Tyr

100 105 110
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gac ttt cga ggt caa gga aca cag gtg aca gtg tcc agt gga ggc agt 384
Asp Phe Arg Gly Gln Gly Thr Gln Val Thr Val Ser Ser Gly Gly Ser

115 120 125

gac tac aaa gat gac gac gat aaa ttg gag gat ctg ttg ctt gat aga 432
Asp Tyr Lys Asp Asp Asp Asp Lys Leu Glu Asp Leu Leu Leu Asp Arg

130 135 140

taa 435

<210> 38
<211> 144
<212> PRT
<213> Artificial Sequence

<220>
<223> Synthetic Construct

<400> 38

Glu Val Gln Leu Val Glu Ser Gly Gly Gly Ser Val Gln Pro Gly Gly
1 5 10 15

Ser Leu Thr Leu Ser Cys Gly Thr Ser Gly Arg Thr Phe Asn Val Met
20 25 30

Gly Trp Phe Arg Gln Ala Pro Gly Lys Glu Arg Glu Phe Val Ala Ala
35 40 45

Val Arg Trp Ser Ser Thr Gly Ile Tyr Tyr Thr Gln Tyr Ala Asp Ser
50 55 60

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

Tyr Leu Glu Met Asn Ser Leu Lys Pro Glu Asp Thr Ala Val Tyr Tyr
85 90 95

Cys Ala Ala Asp Thr Tyr Asn Ser Asn Pro Ala Arg Trp Asp Gly Tyr
100 105 110

Asp Phe Arg Gly Gln Gly Thr Gln Val Thr Val Ser Ser Gly Gly Ser
115 120 125

Asp Tyr Lys Asp Asp Asp Asp Lys Leu Glu Asp Leu Leu Leu Asp Arg
130 135 140

<210> 39
<211> 144
<212> PRT
<213> Artificial Sequence

<220>
<223> Anti-CD4-FLAG-barcode 4-4
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<220>
<221> MISC_FEATURE
<222> (1)..(125)
<223> Anti-CD4

<220>
<221> MISC_FEATURE
<222> (129)..(136)
<223> FLAG

<220>
<221> MISC_FEATURE
<222> (137)..(144)
<223> Barcode 4-4

<400> 39

Glu Val Gln Leu Val Glu Ser Gly Gly Gly Ser Val Gln Pro Gly Gly
1 5 10 15

Ser Leu Thr Leu Ser Cys Gly Thr Ser Gly Arg Thr Phe Asn Val Met
20 25 30

Gly Trp Phe Arg Gln Ala Pro Gly Lys Glu Arg Glu Phe Val Ala Ala
35 40 45

Val Arg Trp Ser Ser Thr Gly Ile Tyr Tyr Thr Gln Tyr Ala Asp Ser
50 55 60

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

Tyr Leu Glu Met Asn Ser Leu Lys Pro Glu Asp Thr Ala Val Tyr Tyr
85 90 95

Cys Ala Ala Asp Thr Tyr Asn Ser Asn Pro Ala Arg Trp Asp Gly Tyr
100 105 110

Asp Phe Arg Gly Gln Gly Thr Gln Val Thr Val Ser Ser Gly Gly Ser
115 120 125

Asp Tyr Lys Asp Asp Asp Asp Lys Leu Glu Asp Leu Leu Leu Asp Arg
130 135 140

<210> 40
<211> 438
<212> DNA
<213> Artificial Sequence

<220>
<223> Anti-CD4-FLAG-barcode 4-5

<220>
<221> CDS
<222> (1)..(438)
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<400> 40
gaa gtt cag tta gtt gaa tct ggt ggt ggc tct gtc caa cct ggt ggt 48
Glu Val Gln Leu Val Glu Ser Gly Gly Gly Ser Val Gln Pro Gly Gly
1 5 10 15

tct ctt act ttg tcc tgt ggt act tcc ggt aga acc ttc aac gtt atg 96
Ser Leu Thr Leu Ser Cys Gly Thr Ser Gly Arg Thr Phe Asn Val Met

20 25 30

gga tgg ttc aga caa gct cct gga aag gaa cgt gag ttt gtc gct gct 144
Gly Trp Phe Arg Gln Ala Pro Gly Lys Glu Arg Glu Phe Val Ala Ala

35 40 45

gtt agg tgg tct tct act ggt atc tat tat acc caa tat gct gac tca 192
Val Arg Trp Ser Ser Thr Gly Ile Tyr Tyr Thr Gln Tyr Ala Asp Ser

50 55 60

gtt aaa agt aga ttt act att tca aga gac aat gca aag aac acc gta 240
Val Lys Ser Arg Phe Thr Ile Ser Arg Asp Asn Ala Lys Asn Thr Val
65 70 75 80

tac ttg gag atg aat tca ctg aag cca gag gac acg gct gtc tac tac 288
Tyr Leu Glu Met Asn Ser Leu Lys Pro Glu Asp Thr Ala Val Tyr Tyr

85 90 95

tgc gca gcc gac aca tat aac tcc aat cca gcc aga tgg gac gga tat 336
Cys Ala Ala Asp Thr Tyr Asn Ser Asn Pro Ala Arg Trp Asp Gly Tyr

100 105 110

gac ttt cga ggt caa gga aca cag gtg aca gtg tcc agt gga ggc agt 384
Asp Phe Arg Gly Gln Gly Thr Gln Val Thr Val Ser Ser Gly Gly Ser

115 120 125

gac tac aaa gat gac gac gat aaa tta gca gag att cat ggt gtt cca 432
Asp Tyr Lys Asp Asp Asp Asp Lys Leu Ala Glu Ile His Gly Val Pro

130 135 140

agg taa 438
Arg
145

<210> 41
<211> 145
<212> PRT
<213> Artificial Sequence

<220>
<223> Synthetic Construct

<400> 41

Glu Val Gln Leu Val Glu Ser Gly Gly Gly Ser Val Gln Pro Gly Gly
1 5 10 15

Ser Leu Thr Leu Ser Cys Gly Thr Ser Gly Arg Thr Phe Asn Val Met
20 25 30

Gly Trp Phe Arg Gln Ala Pro Gly Lys Glu Arg Glu Phe Val Ala Ala
35 40 45

Val Arg Trp Ser Ser Thr Gly Ile Tyr Tyr Thr Gln Tyr Ala Asp Ser
50 55 60
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Val Lys Ser Arg Phe Thr Ile Ser Arg Asp Asn Ala Lys Asn Thr Val
65 70 75 80

Tyr Leu Glu Met Asn Ser Leu Lys Pro Glu Asp Thr Ala Val Tyr Tyr
85 90 95

Cys Ala Ala Asp Thr Tyr Asn Ser Asn Pro Ala Arg Trp Asp Gly Tyr
100 105 110

Asp Phe Arg Gly Gln Gly Thr Gln Val Thr Val Ser Ser Gly Gly Ser
115 120 125

Asp Tyr Lys Asp Asp Asp Asp Lys Leu Ala Glu Ile His Gly Val Pro
130 135 140

Arg
145

<210> 42
<211> 145
<212> PRT
<213> Artificial Sequence

<220>
<223> Anti-CD4-FLAG-barcode 4-5

<220>
<221> MISC_FEATURE
<222> (1)..(125)
<223> Anti-CD4

<220>
<221> MISC_FEATURE
<222> (129)..(136)
<223> FLAG

<220>
<221> MISC_FEATURE
<222> (137)..(145)
<223> Barcode 4-5

<400> 42

Glu Val Gln Leu Val Glu Ser Gly Gly Gly Ser Val Gln Pro Gly Gly
1 5 10 15

Ser Leu Thr Leu Ser Cys Gly Thr Ser Gly Arg Thr Phe Asn Val Met
20 25 30

Gly Trp Phe Arg Gln Ala Pro Gly Lys Glu Arg Glu Phe Val Ala Ala
35 40 45

Val Arg Trp Ser Ser Thr Gly Ile Tyr Tyr Thr Gln Tyr Ala Asp Ser
50 55 60
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Val Lys Ser Arg Phe Thr Ile Ser Arg Asp Asn Ala Lys Asn Thr Val
65 70 75 80

Tyr Leu Glu Met Asn Ser Leu Lys Pro Glu Asp Thr Ala Val Tyr Tyr
85 90 95

Cys Ala Ala Asp Thr Tyr Asn Ser Asn Pro Ala Arg Trp Asp Gly Tyr
100 105 110

Asp Phe Arg Gly Gln Gly Thr Gln Val Thr Val Ser Ser Gly Gly Ser
115 120 125

Asp Tyr Lys Asp Asp Asp Asp Lys Leu Ala Glu Ile His Gly Val Pro
130 135 140

Arg
145

<210> 43
<211> 435
<212> DNA
<213> Artificial Sequence

<220>
<223> Anti-CD4-FLAG-barcode 4-6

<220>
<221> CDS
<222> (1)..(435)

<400> 43
gaa gtt cag tta gtt gaa tct ggt ggt ggc tct gtc caa cct ggt ggt 48
Glu Val Gln Leu Val Glu Ser Gly Gly Gly Ser Val Gln Pro Gly Gly
1 5 10 15

tct ctt act ttg tcc tgt ggt act tcc ggt aga acc ttc aac gtt atg 96
Ser Leu Thr Leu Ser Cys Gly Thr Ser Gly Arg Thr Phe Asn Val Met

20 25 30

gga tgg ttc aga caa gct cct gga aag gaa cgt gag ttt gtc gct gct 144
Gly Trp Phe Arg Gln Ala Pro Gly Lys Glu Arg Glu Phe Val Ala Ala

35 40 45

gtt agg tgg tct tct act ggt atc tat tat acc caa tat gct gac tca 192
Val Arg Trp Ser Ser Thr Gly Ile Tyr Tyr Thr Gln Tyr Ala Asp Ser

50 55 60

gtt aaa agt aga ttt act att tca aga gac aat gca aag aac acc gta 240
Val Lys Ser Arg Phe Thr Ile Ser Arg Asp Asn Ala Lys Asn Thr Val
65 70 75 80

tac ttg gag atg aat tca ctg aag cca gag gac acg gct gtc tac tac 288
Tyr Leu Glu Met Asn Ser Leu Lys Pro Glu Asp Thr Ala Val Tyr Tyr

85 90 95

tgc gca gcc gac aca tat aac tcc aat cca gcc aga tgg gac gga tat 336
Cys Ala Ala Asp Thr Tyr Asn Ser Asn Pro Ala Arg Trp Asp Gly Tyr
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100 105 110

gac ttt cga ggt caa gga aca cag gtg aca gtg tcc agt gga ggc agt 384
Asp Phe Arg Gly Gln Gly Thr Gln Val Thr Val Ser Ser Gly Gly Ser

115 120 125

gac tac aaa gat gac gac gat aaa ttt cag ttc ttg tgg ggc cct agg 432
Asp Tyr Lys Asp Asp Asp Asp Lys Phe Gln Phe Leu Trp Gly Pro Arg

130 135 140

taa 435

<210> 44
<211> 144
<212> PRT
<213> Artificial Sequence

<220>
<223> Synthetic Construct

<400> 44

Glu Val Gln Leu Val Glu Ser Gly Gly Gly Ser Val Gln Pro Gly Gly
1 5 10 15

Ser Leu Thr Leu Ser Cys Gly Thr Ser Gly Arg Thr Phe Asn Val Met
20 25 30

Gly Trp Phe Arg Gln Ala Pro Gly Lys Glu Arg Glu Phe Val Ala Ala
35 40 45

Val Arg Trp Ser Ser Thr Gly Ile Tyr Tyr Thr Gln Tyr Ala Asp Ser
50 55 60

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

Tyr Leu Glu Met Asn Ser Leu Lys Pro Glu Asp Thr Ala Val Tyr Tyr
85 90 95

Cys Ala Ala Asp Thr Tyr Asn Ser Asn Pro Ala Arg Trp Asp Gly Tyr
100 105 110

Asp Phe Arg Gly Gln Gly Thr Gln Val Thr Val Ser Ser Gly Gly Ser
115 120 125

Asp Tyr Lys Asp Asp Asp Asp Lys Phe Gln Phe Leu Trp Gly Pro Arg
130 135 140

<210> 45
<211> 144
<212> PRT
<213> Artificial Sequence

<220>
<223> Anti-CD4-FLAG-barcode 4-6
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<220>
<221> MISC_FEATURE
<222> (1)..(125)
<223> Anti-CD4

<220>
<221> MISC_FEATURE
<222> (129)..(136)
<223> FLAG

<220>
<221> MISC_FEATURE
<222> (137)..(144)
<223> Barcode 4-6

<400> 45

Glu Val Gln Leu Val Glu Ser Gly Gly Gly Ser Val Gln Pro Gly Gly
1 5 10 15

Ser Leu Thr Leu Ser Cys Gly Thr Ser Gly Arg Thr Phe Asn Val Met
20 25 30

Gly Trp Phe Arg Gln Ala Pro Gly Lys Glu Arg Glu Phe Val Ala Ala
35 40 45

Val Arg Trp Ser Ser Thr Gly Ile Tyr Tyr Thr Gln Tyr Ala Asp Ser
50 55 60

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

Tyr Leu Glu Met Asn Ser Leu Lys Pro Glu Asp Thr Ala Val Tyr Tyr
85 90 95

Cys Ala Ala Asp Thr Tyr Asn Ser Asn Pro Ala Arg Trp Asp Gly Tyr
100 105 110

Asp Phe Arg Gly Gln Gly Thr Gln Val Thr Val Ser Ser Gly Gly Ser
115 120 125

Asp Tyr Lys Asp Asp Asp Asp Lys Phe Gln Phe Leu Trp Gly Pro Arg
130 135 140

<210> 46
<211> 438
<212> DNA
<213> Artificial Sequence

<220>
<223> Anti-CD4-FLAG-barcode 4-7

<220>
<221> CDS
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<222> (1)..(438)

<400> 46
gaa gtt cag tta gtt gaa tct ggt ggt ggc tct gtc caa cct ggt ggt 48
Glu Val Gln Leu Val Glu Ser Gly Gly Gly Ser Val Gln Pro Gly Gly
1 5 10 15

tct ctt act ttg tcc tgt ggt act tcc ggt aga acc ttc aac gtt atg 96
Ser Leu Thr Leu Ser Cys Gly Thr Ser Gly Arg Thr Phe Asn Val Met

20 25 30

gga tgg ttc aga caa gct cct gga aag gaa cgt gag ttt gtc gct gct 144
Gly Trp Phe Arg Gln Ala Pro Gly Lys Glu Arg Glu Phe Val Ala Ala

35 40 45

gtt agg tgg tct tct act ggt atc tat tat acc caa tat gct gac tca 192
Val Arg Trp Ser Ser Thr Gly Ile Tyr Tyr Thr Gln Tyr Ala Asp Ser

50 55 60

gtt aaa agt aga ttt act att tca aga gac aat gca aag aac acc gta 240
Val Lys Ser Arg Phe Thr Ile Ser Arg Asp Asn Ala Lys Asn Thr Val
65 70 75 80

tac ttg gag atg aat tca ctg aag cca gag gac acg gct gtc tac tac 288
Tyr Leu Glu Met Asn Ser Leu Lys Pro Glu Asp Thr Ala Val Tyr Tyr

85 90 95

tgc gca gcc gac aca tat aac tcc aat cca gcc aga tgg gac gga tat 336
Cys Ala Ala Asp Thr Tyr Asn Ser Asn Pro Ala Arg Trp Asp Gly Tyr

100 105 110

gac ttt cga ggt caa gga aca cag gtg aca gtg tcc agt gga ggc agt 384
Asp Phe Arg Gly Gln Gly Thr Gln Val Thr Val Ser Ser Gly Gly Ser

115 120 125

gac tac aaa gat gac gac gat aaa gta gaa cta cag caa gaa gtg gaa 432
Asp Tyr Lys Asp Asp Asp Asp Lys Val Glu Leu Gln Gln Glu Val Glu

130 135 140

aaa taa 438
Lys
145

<210> 47
<211> 145
<212> PRT
<213> Artificial Sequence

<220>
<223> Synthetic Construct

<400> 47

Glu Val Gln Leu Val Glu Ser Gly Gly Gly Ser Val Gln Pro Gly Gly
1 5 10 15

Ser Leu Thr Leu Ser Cys Gly Thr Ser Gly Arg Thr Phe Asn Val Met
20 25 30

Gly Trp Phe Arg Gln Ala Pro Gly Lys Glu Arg Glu Phe Val Ala Ala
35 40 45
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Val Arg Trp Ser Ser Thr Gly Ile Tyr Tyr Thr Gln Tyr Ala Asp Ser
50 55 60

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

Tyr Leu Glu Met Asn Ser Leu Lys Pro Glu Asp Thr Ala Val Tyr Tyr
85 90 95

Cys Ala Ala Asp Thr Tyr Asn Ser Asn Pro Ala Arg Trp Asp Gly Tyr
100 105 110

Asp Phe Arg Gly Gln Gly Thr Gln Val Thr Val Ser Ser Gly Gly Ser
115 120 125

Asp Tyr Lys Asp Asp Asp Asp Lys Val Glu Leu Gln Gln Glu Val Glu
130 135 140

Lys
145

<210> 48
<211> 145
<212> PRT
<213> Artificial Sequence

<220>
<223> Anti-CD4-FLAG-barcode 4-7

<220>
<221> MISC_FEATURE
<222> (1)..(125)
<223> Anti-CD4

<220>
<221> MISC_FEATURE
<222> (129)..(136)
<223> FLAG

<220>
<221> MISC_FEATURE
<222> (137)..(145)
<223> Barcode 4-7

<400> 48

Glu Val Gln Leu Val Glu Ser Gly Gly Gly Ser Val Gln Pro Gly Gly
1 5 10 15

Ser Leu Thr Leu Ser Cys Gly Thr Ser Gly Arg Thr Phe Asn Val Met
20 25 30

Gly Trp Phe Arg Gln Ala Pro Gly Lys Glu Arg Glu Phe Val Ala Ala
35 40 45
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Val Arg Trp Ser Ser Thr Gly Ile Tyr Tyr Thr Gln Tyr Ala Asp Ser
50 55 60

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

Tyr Leu Glu Met Asn Ser Leu Lys Pro Glu Asp Thr Ala Val Tyr Tyr
85 90 95

Cys Ala Ala Asp Thr Tyr Asn Ser Asn Pro Ala Arg Trp Asp Gly Tyr
100 105 110

Asp Phe Arg Gly Gln Gly Thr Gln Val Thr Val Ser Ser Gly Gly Ser
115 120 125

Asp Tyr Lys Asp Asp Asp Asp Lys Val Glu Leu Gln Gln Glu Val Glu
130 135 140

Lys
145

<210> 49
<211> 435
<212> DNA
<213> Artificial Sequence

<220>
<223> Anti-CD4-FLAG-barcode 4-8

<220>
<221> CDS
<222> (1)..(435)

<400> 49
gaa gtt cag tta gtt gaa tct ggt ggt ggc tct gtc caa cct ggt ggt 48
Glu Val Gln Leu Val Glu Ser Gly Gly Gly Ser Val Gln Pro Gly Gly
1 5 10 15

tct ctt act ttg tcc tgt ggt act tcc ggt aga acc ttc aac gtt atg 96
Ser Leu Thr Leu Ser Cys Gly Thr Ser Gly Arg Thr Phe Asn Val Met

20 25 30

gga tgg ttc aga caa gct cct gga aag gaa cgt gag ttt gtc gct gct 144
Gly Trp Phe Arg Gln Ala Pro Gly Lys Glu Arg Glu Phe Val Ala Ala

35 40 45

gtt agg tgg tct tct act ggt atc tat tat acc caa tat gct gac tca 192
Val Arg Trp Ser Ser Thr Gly Ile Tyr Tyr Thr Gln Tyr Ala Asp Ser

50 55 60

gtt aaa agt aga ttt act att tca aga gac aat gca aag aac acc gta 240
Val Lys Ser Arg Phe Thr Ile Ser Arg Asp Asn Ala Lys Asn Thr Val
65 70 75 80

tac ttg gag atg aat tca ctg aag cca gag gac acg gct gtc tac tac 288
Tyr Leu Glu Met Asn Ser Leu Lys Pro Glu Asp Thr Ala Val Tyr Tyr

85 90 95
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tgc gca gcc gac aca tat aac tcc aat cca gcc aga tgg gac gga tat 336
Cys Ala Ala Asp Thr Tyr Asn Ser Asn Pro Ala Arg Trp Asp Gly Tyr

100 105 110

gac ttt cga ggt caa gga aca cag gtg aca gtg tcc agt gga ggc agt 384
Asp Phe Arg Gly Gln Gly Thr Gln Val Thr Val Ser Ser Gly Gly Ser

115 120 125

gac tac aaa gat gac gac gat aaa aat ata ttc gag cag ctt cac cgt 432
Asp Tyr Lys Asp Asp Asp Asp Lys Asn Ile Phe Glu Gln Leu His Arg

130 135 140

taa 435

<210> 50
<211> 144
<212> PRT
<213> Artificial Sequence

<220>
<223> Synthetic Construct

<400> 50

Glu Val Gln Leu Val Glu Ser Gly Gly Gly Ser Val Gln Pro Gly Gly
1 5 10 15

Ser Leu Thr Leu Ser Cys Gly Thr Ser Gly Arg Thr Phe Asn Val Met
20 25 30

Gly Trp Phe Arg Gln Ala Pro Gly Lys Glu Arg Glu Phe Val Ala Ala
35 40 45

Val Arg Trp Ser Ser Thr Gly Ile Tyr Tyr Thr Gln Tyr Ala Asp Ser
50 55 60

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

Tyr Leu Glu Met Asn Ser Leu Lys Pro Glu Asp Thr Ala Val Tyr Tyr
85 90 95

Cys Ala Ala Asp Thr Tyr Asn Ser Asn Pro Ala Arg Trp Asp Gly Tyr
100 105 110

Asp Phe Arg Gly Gln Gly Thr Gln Val Thr Val Ser Ser Gly Gly Ser
115 120 125

Asp Tyr Lys Asp Asp Asp Asp Lys Asn Ile Phe Glu Gln Leu His Arg
130 135 140

<210> 51
<211> 144
<212> PRT
<213> Artificial Sequence
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<220>
<223> Anti-CD4-FLAG-barcode 4-8

<220>
<221> MISC_FEATURE
<222> (1)..(125)
<223> Anti-CD4

<220>
<221> MISC_FEATURE
<222> (129)..(136)
<223> FLAG

<220>
<221> MISC_FEATURE
<222> (137)..(144)
<223> Barcode 4-8

<400> 51

Glu Val Gln Leu Val Glu Ser Gly Gly Gly Ser Val Gln Pro Gly Gly
1 5 10 15

Ser Leu Thr Leu Ser Cys Gly Thr Ser Gly Arg Thr Phe Asn Val Met
20 25 30

Gly Trp Phe Arg Gln Ala Pro Gly Lys Glu Arg Glu Phe Val Ala Ala
35 40 45

Val Arg Trp Ser Ser Thr Gly Ile Tyr Tyr Thr Gln Tyr Ala Asp Ser
50 55 60

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

Tyr Leu Glu Met Asn Ser Leu Lys Pro Glu Asp Thr Ala Val Tyr Tyr
85 90 95

Cys Ala Ala Asp Thr Tyr Asn Ser Asn Pro Ala Arg Trp Asp Gly Tyr
100 105 110

Asp Phe Arg Gly Gln Gly Thr Gln Val Thr Val Ser Ser Gly Gly Ser
115 120 125

Asp Tyr Lys Asp Asp Asp Asp Lys Asn Ile Phe Glu Gln Leu His Arg
130 135 140

<210> 52
<211> 405
<212> DNA
<213> Artificial Sequence

<220>
<223> Anti-GFP-FLAG-barcode 4-1
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<220>
<221> CDS
<222> (1)..(405)

<400> 52
gtt caa ttg gtt gaa tct ggt ggt gcc ctt gtt caa cct gga gga tca 48
Val Gln Leu Val Glu Ser Gly Gly Ala Leu Val Gln Pro Gly Gly Ser
1 5 10 15

cta aga tta tcc tgt gct gcc tcc gga ttt cct gtt aac agg tac tcc 96
Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Pro Val Asn Arg Tyr Ser

20 25 30

atg aga tgg tat aga cag gct cca ggt aaa gaa aga gag tgg gtc gct 144
Met Arg Trp Tyr Arg Gln Ala Pro Gly Lys Glu Arg Glu Trp Val Ala

35 40 45

ggt atg tca tct gct gga gat aga tcc tca tac gag gat tct gtc aaa 192
Gly Met Ser Ser Ala Gly Asp Arg Ser Ser Tyr Glu Asp Ser Val Lys

50 55 60

gga agg ttt act att agt cgt gac gac gca cgt aat acc gtt tat ttg 240
Gly Arg Phe Thr Ile Ser Arg Asp Asp Ala Arg Asn Thr Val Tyr Leu
65 70 75 80

caa atg aat tct ctg aaa cca gaa gac act gca gta tat tac tgc aac 288
Gln Met Asn Ser Leu Lys Pro Glu Asp Thr Ala Val Tyr Tyr Cys Asn

85 90 95

gtc aac gta ggt ttc gag tac tgg ggc caa ggt aca cag gtg acg gtg 336
Val Asn Val Gly Phe Glu Tyr Trp Gly Gln Gly Thr Gln Val Thr Val

100 105 110

tct agt ggc ggt agt gac tat aaa gat gat gat gat aag gac atc gtc 384
Ser Ser Gly Gly Ser Asp Tyr Lys Asp Asp Asp Asp Lys Asp Ile Val

115 120 125

gtt tta gga gtt gag aag taa 405
Val Leu Gly Val Glu Lys

130

<210> 53
<211> 134
<212> PRT
<213> Artificial Sequence

<220>
<223> Synthetic Construct

<400> 53

Val Gln Leu Val Glu Ser Gly Gly Ala Leu Val Gln Pro Gly Gly Ser
1 5 10 15

Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Pro Val Asn Arg Tyr Ser
20 25 30

Met Arg Trp Tyr Arg Gln Ala Pro Gly Lys Glu Arg Glu Trp Val Ala
35 40 45

Gly Met Ser Ser Ala Gly Asp Arg Ser Ser Tyr Glu Asp Ser Val Lys
50 55 60
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Gly Arg Phe Thr Ile Ser Arg Asp Asp Ala Arg Asn Thr Val Tyr Leu
65 70 75 80

Gln Met Asn Ser Leu Lys Pro Glu Asp Thr Ala Val Tyr Tyr Cys Asn
85 90 95

Val Asn Val Gly Phe Glu Tyr Trp Gly Gln Gly Thr Gln Val Thr Val
100 105 110

Ser Ser Gly Gly Ser Asp Tyr Lys Asp Asp Asp Asp Lys Asp Ile Val
115 120 125

Val Leu Gly Val Glu Lys
130

<210> 54
<211> 134
<212> PRT
<213> Artificial Sequence

<220>
<223> Anti-GFP-FLAG-barcode 4-1

<220>
<221> MISC_FEATURE
<222> (1)..(114)
<223> Anti-GFP

<220>
<221> MISC_FEATURE
<222> (118)..(125)
<223> FLAG

<220>
<221> MISC_FEATURE
<222> (126)..(134)
<223> Barcode 4-1

<400> 54

Val Gln Leu Val Glu Ser Gly Gly Ala Leu Val Gln Pro Gly Gly Ser
1 5 10 15

Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Pro Val Asn Arg Tyr Ser
20 25 30

Met Arg Trp Tyr Arg Gln Ala Pro Gly Lys Glu Arg Glu Trp Val Ala
35 40 45

Gly Met Ser Ser Ala Gly Asp Arg Ser Ser Tyr Glu Asp Ser Val Lys
50 55 60

Gly Arg Phe Thr Ile Ser Arg Asp Asp Ala Arg Asn Thr Val Tyr Leu
65 70 75 80
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Gln Met Asn Ser Leu Lys Pro Glu Asp Thr Ala Val Tyr Tyr Cys Asn
85 90 95

Val Asn Val Gly Phe Glu Tyr Trp Gly Gln Gly Thr Gln Val Thr Val
100 105 110

Ser Ser Gly Gly Ser Asp Tyr Lys Asp Asp Asp Asp Lys Asp Ile Val
115 120 125

Val Leu Gly Val Glu Lys
130

<210> 55
<211> 405
<212> DNA
<213> Artificial Sequence

<220>
<223> Anti-GFP-FLAG-barcode 4-2

<220>
<221> CDS
<222> (1)..(405)

<400> 55
gtt caa ttg gtt gaa tct ggt ggt gcc ctt gtt caa cct gga gga tca 48
Val Gln Leu Val Glu Ser Gly Gly Ala Leu Val Gln Pro Gly Gly Ser
1 5 10 15

cta aga tta tcc tgt gct gcc tcc gga ttt cct gtt aac agg tac tcc 96
Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Pro Val Asn Arg Tyr Ser

20 25 30

atg aga tgg tat aga cag gct cca ggt aaa gaa aga gag tgg gtc gct 144
Met Arg Trp Tyr Arg Gln Ala Pro Gly Lys Glu Arg Glu Trp Val Ala

35 40 45

ggt atg tca tct gct gga gat aga tcc tca tac gag gat tct gtc aaa 192
Gly Met Ser Ser Ala Gly Asp Arg Ser Ser Tyr Glu Asp Ser Val Lys

50 55 60

gga agg ttt act att agt cgt gac gac gca cgt aat acc gtt tat ttg 240
Gly Arg Phe Thr Ile Ser Arg Asp Asp Ala Arg Asn Thr Val Tyr Leu
65 70 75 80

caa atg aat tct ctg aaa cca gaa gac act gca gta tat tac tgc aac 288
Gln Met Asn Ser Leu Lys Pro Glu Asp Thr Ala Val Tyr Tyr Cys Asn

85 90 95

gtc aac gta ggt ttc gag tac tgg ggc caa ggt aca cag gtg acg gtg 336
Val Asn Val Gly Phe Glu Tyr Trp Gly Gln Gly Thr Gln Val Thr Val

100 105 110

tct agt ggc ggt agt gac tat aaa gat gat gat gat aag ctt atc cac 384
Ser Ser Gly Gly Ser Asp Tyr Lys Asp Asp Asp Asp Lys Leu Ile His

115 120 125

gtt ctt gac gcc ggt aga taa 405
Val Leu Asp Ala Gly Arg
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130

<210> 56
<211> 134
<212> PRT
<213> Artificial Sequence

<220>
<223> Synthetic Construct

<400> 56

Val Gln Leu Val Glu Ser Gly Gly Ala Leu Val Gln Pro Gly Gly Ser
1 5 10 15

Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Pro Val Asn Arg Tyr Ser
20 25 30

Met Arg Trp Tyr Arg Gln Ala Pro Gly Lys Glu Arg Glu Trp Val Ala
35 40 45

Gly Met Ser Ser Ala Gly Asp Arg Ser Ser Tyr Glu Asp Ser Val Lys
50 55 60

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

Gln Met Asn Ser Leu Lys Pro Glu Asp Thr Ala Val Tyr Tyr Cys Asn
85 90 95

Val Asn Val Gly Phe Glu Tyr Trp Gly Gln Gly Thr Gln Val Thr Val
100 105 110

Ser Ser Gly Gly Ser Asp Tyr Lys Asp Asp Asp Asp Lys Leu Ile His
115 120 125

Val Leu Asp Ala Gly Arg
130

<210> 57
<211> 134
<212> PRT
<213> Artificial Sequence

<220>
<223> Anti-GFP-FLAG-barcode 4-2

<220>
<221> MISC_FEATURE
<222> (1)..(114)
<223> Anti-GFP

<220>
<221> MISC_FEATURE
<222> (118)..(125)
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<223> FLAG

<220>
<221> MISC_FEATURE
<222> (126)..(134)
<223> Barcode 4-2

<400> 57

Val Gln Leu Val Glu Ser Gly Gly Ala Leu Val Gln Pro Gly Gly Ser
1 5 10 15

Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Pro Val Asn Arg Tyr Ser
20 25 30

Met Arg Trp Tyr Arg Gln Ala Pro Gly Lys Glu Arg Glu Trp Val Ala
35 40 45

Gly Met Ser Ser Ala Gly Asp Arg Ser Ser Tyr Glu Asp Ser Val Lys
50 55 60

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

Gln Met Asn Ser Leu Lys Pro Glu Asp Thr Ala Val Tyr Tyr Cys Asn
85 90 95

Val Asn Val Gly Phe Glu Tyr Trp Gly Gln Gly Thr Gln Val Thr Val
100 105 110

Ser Ser Gly Gly Ser Asp Tyr Lys Asp Asp Asp Asp Lys Leu Ile His
115 120 125

Val Leu Asp Ala Gly Arg
130

<210> 58
<211> 408
<212> DNA
<213> Artificial Sequence

<220>
<223> Anti-GFP-FLAG-barcode 4-3

<220>
<221> CDS
<222> (1)..(408)

<400> 58
gtt caa ttg gtt gaa tct ggt ggt gcc ctt gtt caa cct gga gga tca 48
Val Gln Leu Val Glu Ser Gly Gly Ala Leu Val Gln Pro Gly Gly Ser
1 5 10 15

cta aga tta tcc tgt gct gcc tcc gga ttt cct gtt aac agg tac tcc 96
Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Pro Val Asn Arg Tyr Ser

20 25 30
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atg aga tgg tat aga cag gct cca ggt aaa gaa aga gag tgg gtc gct 144
Met Arg Trp Tyr Arg Gln Ala Pro Gly Lys Glu Arg Glu Trp Val Ala

35 40 45

ggt atg tca tct gct gga gat aga tcc tca tac gag gat tct gtc aaa 192
Gly Met Ser Ser Ala Gly Asp Arg Ser Ser Tyr Glu Asp Ser Val Lys

50 55 60

gga agg ttt act att agt cgt gac gac gca cgt aat acc gtt tat ttg 240
Gly Arg Phe Thr Ile Ser Arg Asp Asp Ala Arg Asn Thr Val Tyr Leu
65 70 75 80

caa atg aat tct ctg aaa cca gaa gac act gca gta tat tac tgc aac 288
Gln Met Asn Ser Leu Lys Pro Glu Asp Thr Ala Val Tyr Tyr Cys Asn

85 90 95

gtc aac gta ggt ttc gag tac tgg ggc caa ggt aca cag gtg acg gtg 336
Val Asn Val Gly Phe Glu Tyr Trp Gly Gln Gly Thr Gln Val Thr Val

100 105 110

tct agt ggc ggt agt gac tat aaa gat gat gat gat aag tta cat gcc 384
Ser Ser Gly Gly Ser Asp Tyr Lys Asp Asp Asp Asp Lys Leu His Ala

115 120 125

ata cta ttt gga ctt ccc aga taa 408
Ile Leu Phe Gly Leu Pro Arg

130 135

<210> 59
<211> 135
<212> PRT
<213> Artificial Sequence

<220>
<223> Synthetic Construct

<400> 59

Val Gln Leu Val Glu Ser Gly Gly Ala Leu Val Gln Pro Gly Gly Ser
1 5 10 15

Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Pro Val Asn Arg Tyr Ser
20 25 30

Met Arg Trp Tyr Arg Gln Ala Pro Gly Lys Glu Arg Glu Trp Val Ala
35 40 45

Gly Met Ser Ser Ala Gly Asp Arg Ser Ser Tyr Glu Asp Ser Val Lys
50 55 60

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

Gln Met Asn Ser Leu Lys Pro Glu Asp Thr Ala Val Tyr Tyr Cys Asn
85 90 95

Val Asn Val Gly Phe Glu Tyr Trp Gly Gln Gly Thr Gln Val Thr Val
100 105 110
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Ser Ser Gly Gly Ser Asp Tyr Lys Asp Asp Asp Asp Lys Leu His Ala
115 120 125

Ile Leu Phe Gly Leu Pro Arg
130 135

<210> 60
<211> 135
<212> PRT
<213> Artificial Sequence

<220>
<223> Anti-GFP-FLAG-barcode 4-3

<220>
<221> MISC_FEATURE
<222> (1)..(114)
<223> Anti-GFP

<220>
<221> MISC_FEATURE
<222> (118)..(125)
<223> FLAG

<220>
<221> MISC_FEATURE
<222> (126)..(135)
<223> Barcode 4-3

<400> 60

Val Gln Leu Val Glu Ser Gly Gly Ala Leu Val Gln Pro Gly Gly Ser
1 5 10 15

Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Pro Val Asn Arg Tyr Ser
20 25 30

Met Arg Trp Tyr Arg Gln Ala Pro Gly Lys Glu Arg Glu Trp Val Ala
35 40 45

Gly Met Ser Ser Ala Gly Asp Arg Ser Ser Tyr Glu Asp Ser Val Lys
50 55 60

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

Gln Met Asn Ser Leu Lys Pro Glu Asp Thr Ala Val Tyr Tyr Cys Asn
85 90 95

Val Asn Val Gly Phe Glu Tyr Trp Gly Gln Gly Thr Gln Val Thr Val
100 105 110

Ser Ser Gly Gly Ser Asp Tyr Lys Asp Asp Asp Asp Lys Leu His Ala
115 120 125
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Ile Leu Phe Gly Leu Pro Arg
130 135

<210> 61
<211> 402
<212> DNA
<213> Artificial Sequence

<220>
<223> Anti-GFP-FLAG-barcode 4-4

<220>
<221> CDS
<222> (1)..(402)

<400> 61
gtt caa ttg gtt gaa tct ggt ggt gcc ctt gtt caa cct gga gga tca 48
Val Gln Leu Val Glu Ser Gly Gly Ala Leu Val Gln Pro Gly Gly Ser
1 5 10 15

cta aga tta tcc tgt gct gcc tcc gga ttt cct gtt aac agg tac tcc 96
Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Pro Val Asn Arg Tyr Ser

20 25 30

atg aga tgg tat aga cag gct cca ggt aaa gaa aga gag tgg gtc gct 144
Met Arg Trp Tyr Arg Gln Ala Pro Gly Lys Glu Arg Glu Trp Val Ala

35 40 45

ggt atg tca tct gct gga gat aga tcc tca tac gag gat tct gtc aaa 192
Gly Met Ser Ser Ala Gly Asp Arg Ser Ser Tyr Glu Asp Ser Val Lys

50 55 60

gga agg ttt act att agt cgt gac gac gca cgt aat acc gtt tat ttg 240
Gly Arg Phe Thr Ile Ser Arg Asp Asp Ala Arg Asn Thr Val Tyr Leu
65 70 75 80

caa atg aat tct ctg aaa cca gaa gac act gca gta tat tac tgc aac 288
Gln Met Asn Ser Leu Lys Pro Glu Asp Thr Ala Val Tyr Tyr Cys Asn

85 90 95

gtc aac gta ggt ttc gag tac tgg ggc caa ggt aca cag gtg acg gtg 336
Val Asn Val Gly Phe Glu Tyr Trp Gly Gln Gly Thr Gln Val Thr Val

100 105 110

tct agt ggc ggt agt gac tat aaa gat gat gat gat aag ttg gag gat 384
Ser Ser Gly Gly Ser Asp Tyr Lys Asp Asp Asp Asp Lys Leu Glu Asp

115 120 125

ctg ttg ctt gat aga taa 402
Leu Leu Leu Asp Arg

130

<210> 62
<211> 133
<212> PRT
<213> Artificial Sequence

<220>
<223> Synthetic Construct

<400> 62
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Val Gln Leu Val Glu Ser Gly Gly Ala Leu Val Gln Pro Gly Gly Ser
1 5 10 15

Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Pro Val Asn Arg Tyr Ser
20 25 30

Met Arg Trp Tyr Arg Gln Ala Pro Gly Lys Glu Arg Glu Trp Val Ala
35 40 45

Gly Met Ser Ser Ala Gly Asp Arg Ser Ser Tyr Glu Asp Ser Val Lys
50 55 60

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

Gln Met Asn Ser Leu Lys Pro Glu Asp Thr Ala Val Tyr Tyr Cys Asn
85 90 95

Val Asn Val Gly Phe Glu Tyr Trp Gly Gln Gly Thr Gln Val Thr Val
100 105 110

Ser Ser Gly Gly Ser Asp Tyr Lys Asp Asp Asp Asp Lys Leu Glu Asp
115 120 125

Leu Leu Leu Asp Arg
130

<210> 63
<211> 133
<212> PRT
<213> Artificial Sequence

<220>
<223> Anti-GFP-FLAG-barcode 4-4

<220>
<221> MISC_FEATURE
<222> (1)..(114)
<223> Anti-GFP

<220>
<221> MISC_FEATURE
<222> (118)..(125)
<223> FLAG

<220>
<221> MISC_FEATURE
<222> (126)..(133)
<223> Barcode 4-4

<400> 63

Val Gln Leu Val Glu Ser Gly Gly Ala Leu Val Gln Pro Gly Gly Ser
1 5 10 15
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Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Pro Val Asn Arg Tyr Ser
20 25 30

Met Arg Trp Tyr Arg Gln Ala Pro Gly Lys Glu Arg Glu Trp Val Ala
35 40 45

Gly Met Ser Ser Ala Gly Asp Arg Ser Ser Tyr Glu Asp Ser Val Lys
50 55 60

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

Gln Met Asn Ser Leu Lys Pro Glu Asp Thr Ala Val Tyr Tyr Cys Asn
85 90 95

Val Asn Val Gly Phe Glu Tyr Trp Gly Gln Gly Thr Gln Val Thr Val
100 105 110

Ser Ser Gly Gly Ser Asp Tyr Lys Asp Asp Asp Asp Lys Leu Glu Asp
115 120 125

Leu Leu Leu Asp Arg
130

<210> 64
<211> 405
<212> DNA
<213> Artificial Sequence

<220>
<223> Anti-GFP-FLAG-barcode 4-5

<220>
<221> CDS
<222> (1)..(405)

<400> 64
gtt caa ttg gtt gaa tct ggt ggt gcc ctt gtt caa cct gga gga tca 48
Val Gln Leu Val Glu Ser Gly Gly Ala Leu Val Gln Pro Gly Gly Ser
1 5 10 15

cta aga tta tcc tgt gct gcc tcc gga ttt cct gtt aac agg tac tcc 96
Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Pro Val Asn Arg Tyr Ser

20 25 30

atg aga tgg tat aga cag gct cca ggt aaa gaa aga gag tgg gtc gct 144
Met Arg Trp Tyr Arg Gln Ala Pro Gly Lys Glu Arg Glu Trp Val Ala

35 40 45

ggt atg tca tct gct gga gat aga tcc tca tac gag gat tct gtc aaa 192
Gly Met Ser Ser Ala Gly Asp Arg Ser Ser Tyr Glu Asp Ser Val Lys

50 55 60

gga agg ttt act att agt cgt gac gac gca cgt aat acc gtt tat ttg 240
Gly Arg Phe Thr Ile Ser Arg Asp Asp Ala Arg Asn Thr Val Tyr Leu
65 70 75 80
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caa atg aat tct ctg aaa cca gaa gac act gca gta tat tac tgc aac 288
Gln Met Asn Ser Leu Lys Pro Glu Asp Thr Ala Val Tyr Tyr Cys Asn

85 90 95

gtc aac gta ggt ttc gag tac tgg ggc caa ggt aca cag gtg acg gtg 336
Val Asn Val Gly Phe Glu Tyr Trp Gly Gln Gly Thr Gln Val Thr Val

100 105 110

tct agt ggc ggt agt gac tat aaa gat gat gat gat aag tta gca gag 384
Ser Ser Gly Gly Ser Asp Tyr Lys Asp Asp Asp Asp Lys Leu Ala Glu

115 120 125

att cat ggt gtt cca agg taa 405
Ile His Gly Val Pro Arg

130

<210> 65
<211> 134
<212> PRT
<213> Artificial Sequence

<220>
<223> Synthetic Construct

<400> 65

Val Gln Leu Val Glu Ser Gly Gly Ala Leu Val Gln Pro Gly Gly Ser
1 5 10 15

Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Pro Val Asn Arg Tyr Ser
20 25 30

Met Arg Trp Tyr Arg Gln Ala Pro Gly Lys Glu Arg Glu Trp Val Ala
35 40 45

Gly Met Ser Ser Ala Gly Asp Arg Ser Ser Tyr Glu Asp Ser Val Lys
50 55 60

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

Gln Met Asn Ser Leu Lys Pro Glu Asp Thr Ala Val Tyr Tyr Cys Asn
85 90 95

Val Asn Val Gly Phe Glu Tyr Trp Gly Gln Gly Thr Gln Val Thr Val
100 105 110

Ser Ser Gly Gly Ser Asp Tyr Lys Asp Asp Asp Asp Lys Leu Ala Glu
115 120 125

Ile His Gly Val Pro Arg
130

<210> 66
<211> 134
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<212> PRT
<213> Artificial Sequence

<220>
<223> Anti-GFP-FLAG-barcode 4-5

<220>
<221> MISC_FEATURE
<222> (1)..(114)
<223> Anti-GFP

<220>
<221> MISC_FEATURE
<222> (118)..(125)
<223> FLAG

<220>
<221> MISC_FEATURE
<222> (126)..(134)
<223> Barcode 4-5

<400> 66

Val Gln Leu Val Glu Ser Gly Gly Ala Leu Val Gln Pro Gly Gly Ser
1 5 10 15

Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Pro Val Asn Arg Tyr Ser
20 25 30

Met Arg Trp Tyr Arg Gln Ala Pro Gly Lys Glu Arg Glu Trp Val Ala
35 40 45

Gly Met Ser Ser Ala Gly Asp Arg Ser Ser Tyr Glu Asp Ser Val Lys
50 55 60

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

Gln Met Asn Ser Leu Lys Pro Glu Asp Thr Ala Val Tyr Tyr Cys Asn
85 90 95

Val Asn Val Gly Phe Glu Tyr Trp Gly Gln Gly Thr Gln Val Thr Val
100 105 110

Ser Ser Gly Gly Ser Asp Tyr Lys Asp Asp Asp Asp Lys Leu Ala Glu
115 120 125

Ile His Gly Val Pro Arg
130

<210> 67
<211> 402
<212> DNA
<213> Artificial Sequence

<220>
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<223> Anti-GFP-FLAG-barcode 4-6

<220>
<221> CDS
<222> (1)..(402)

<400> 67
gtt caa ttg gtt gaa tct ggt ggt gcc ctt gtt caa cct gga gga tca 48
Val Gln Leu Val Glu Ser Gly Gly Ala Leu Val Gln Pro Gly Gly Ser
1 5 10 15

cta aga tta tcc tgt gct gcc tcc gga ttt cct gtt aac agg tac tcc 96
Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Pro Val Asn Arg Tyr Ser

20 25 30

atg aga tgg tat aga cag gct cca ggt aaa gaa aga gag tgg gtc gct 144
Met Arg Trp Tyr Arg Gln Ala Pro Gly Lys Glu Arg Glu Trp Val Ala

35 40 45

ggt atg tca tct gct gga gat aga tcc tca tac gag gat tct gtc aaa 192
Gly Met Ser Ser Ala Gly Asp Arg Ser Ser Tyr Glu Asp Ser Val Lys

50 55 60

gga agg ttt act att agt cgt gac gac gca cgt aat acc gtt tat ttg 240
Gly Arg Phe Thr Ile Ser Arg Asp Asp Ala Arg Asn Thr Val Tyr Leu
65 70 75 80

caa atg aat tct ctg aaa cca gaa gac act gca gta tat tac tgc aac 288
Gln Met Asn Ser Leu Lys Pro Glu Asp Thr Ala Val Tyr Tyr Cys Asn

85 90 95

gtc aac gta ggt ttc gag tac tgg ggc caa ggt aca cag gtg acg gtg 336
Val Asn Val Gly Phe Glu Tyr Trp Gly Gln Gly Thr Gln Val Thr Val

100 105 110

tct agt ggc ggt agt gac tat aaa gat gat gat gat aag ttt cag ttc 384
Ser Ser Gly Gly Ser Asp Tyr Lys Asp Asp Asp Asp Lys Phe Gln Phe

115 120 125

ttg tgg ggc cct agg taa 402
Leu Trp Gly Pro Arg

130

<210> 68
<211> 133
<212> PRT
<213> Artificial Sequence

<220>
<223> Synthetic Construct

<400> 68

Val Gln Leu Val Glu Ser Gly Gly Ala Leu Val Gln Pro Gly Gly Ser
1 5 10 15

Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Pro Val Asn Arg Tyr Ser
20 25 30

Met Arg Trp Tyr Arg Gln Ala Pro Gly Lys Glu Arg Glu Trp Val Ala
35 40 45
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Gly Met Ser Ser Ala Gly Asp Arg Ser Ser Tyr Glu Asp Ser Val Lys
50 55 60

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

Gln Met Asn Ser Leu Lys Pro Glu Asp Thr Ala Val Tyr Tyr Cys Asn
85 90 95

Val Asn Val Gly Phe Glu Tyr Trp Gly Gln Gly Thr Gln Val Thr Val
100 105 110

Ser Ser Gly Gly Ser Asp Tyr Lys Asp Asp Asp Asp Lys Phe Gln Phe
115 120 125

Leu Trp Gly Pro Arg
130

<210> 69
<211> 133
<212> PRT
<213> Artificial Sequence

<220>
<223> Anti-GFP-FLAG-barcode 4-6

<220>
<221> MISC_FEATURE
<222> (1)..(114)
<223> Anti-GFP

<220>
<221> MISC_FEATURE
<222> (118)..(125)
<223> FLAG

<220>
<221> MISC_FEATURE
<222> (126)..(133)
<223> Barcode 4-6

<400> 69

Val Gln Leu Val Glu Ser Gly Gly Ala Leu Val Gln Pro Gly Gly Ser
1 5 10 15

Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Pro Val Asn Arg Tyr Ser
20 25 30

Met Arg Trp Tyr Arg Gln Ala Pro Gly Lys Glu Arg Glu Trp Val Ala
35 40 45

Gly Met Ser Ser Ala Gly Asp Arg Ser Ser Tyr Glu Asp Ser Val Lys
50 55 60
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Gly Arg Phe Thr Ile Ser Arg Asp Asp Ala Arg Asn Thr Val Tyr Leu
65 70 75 80

Gln Met Asn Ser Leu Lys Pro Glu Asp Thr Ala Val Tyr Tyr Cys Asn
85 90 95

Val Asn Val Gly Phe Glu Tyr Trp Gly Gln Gly Thr Gln Val Thr Val
100 105 110

Ser Ser Gly Gly Ser Asp Tyr Lys Asp Asp Asp Asp Lys Phe Gln Phe
115 120 125

Leu Trp Gly Pro Arg
130

<210> 70
<211> 405
<212> DNA
<213> Artificial Sequence

<220>
<223> Anti-GFP-FLAG-barcode 4-7

<220>
<221> CDS
<222> (1)..(405)

<400> 70
gtt caa ttg gtt gaa tct ggt ggt gcc ctt gtt caa cct gga gga tca 48
Val Gln Leu Val Glu Ser Gly Gly Ala Leu Val Gln Pro Gly Gly Ser
1 5 10 15

cta aga tta tcc tgt gct gcc tcc gga ttt cct gtt aac agg tac tcc 96
Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Pro Val Asn Arg Tyr Ser

20 25 30

atg aga tgg tat aga cag gct cca ggt aaa gaa aga gag tgg gtc gct 144
Met Arg Trp Tyr Arg Gln Ala Pro Gly Lys Glu Arg Glu Trp Val Ala

35 40 45

ggt atg tca tct gct gga gat aga tcc tca tac gag gat tct gtc aaa 192
Gly Met Ser Ser Ala Gly Asp Arg Ser Ser Tyr Glu Asp Ser Val Lys

50 55 60

gga agg ttt act att agt cgt gac gac gca cgt aat acc gtt tat ttg 240
Gly Arg Phe Thr Ile Ser Arg Asp Asp Ala Arg Asn Thr Val Tyr Leu
65 70 75 80

caa atg aat tct ctg aaa cca gaa gac act gca gta tat tac tgc aac 288
Gln Met Asn Ser Leu Lys Pro Glu Asp Thr Ala Val Tyr Tyr Cys Asn

85 90 95

gtc aac gta ggt ttc gag tac tgg ggc caa ggt aca cag gtg acg gtg 336
Val Asn Val Gly Phe Glu Tyr Trp Gly Gln Gly Thr Gln Val Thr Val

100 105 110

tct agt ggc ggt agt gac tat aaa gat gat gat gat aag gta gaa cta 384
Ser Ser Gly Gly Ser Asp Tyr Lys Asp Asp Asp Asp Lys Val Glu Leu

115 120 125
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cag caa gaa gtg gaa aaa taa 405
Gln Gln Glu Val Glu Lys

130

<210> 71
<211> 134
<212> PRT
<213> Artificial Sequence

<220>
<223> Synthetic Construct

<400> 71

Val Gln Leu Val Glu Ser Gly Gly Ala Leu Val Gln Pro Gly Gly Ser
1 5 10 15

Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Pro Val Asn Arg Tyr Ser
20 25 30

Met Arg Trp Tyr Arg Gln Ala Pro Gly Lys Glu Arg Glu Trp Val Ala
35 40 45

Gly Met Ser Ser Ala Gly Asp Arg Ser Ser Tyr Glu Asp Ser Val Lys
50 55 60

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

Gln Met Asn Ser Leu Lys Pro Glu Asp Thr Ala Val Tyr Tyr Cys Asn
85 90 95

Val Asn Val Gly Phe Glu Tyr Trp Gly Gln Gly Thr Gln Val Thr Val
100 105 110

Ser Ser Gly Gly Ser Asp Tyr Lys Asp Asp Asp Asp Lys Val Glu Leu
115 120 125

Gln Gln Glu Val Glu Lys
130

<210> 72
<211> 134
<212> PRT
<213> Artificial Sequence

<220>
<223> Anti-GFP-FLAG-barcode 4-7

<220>
<221> MISC_FEATURE
<222> (1)..(114)
<223> Anti-GFP
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<220>
<221> MISC_FEATURE
<222> (118)..(125)
<223> FLAG

<220>
<221> MISC_FEATURE
<222> (126)..(134)
<223> Barcode 4-7

<400> 72

Val Gln Leu Val Glu Ser Gly Gly Ala Leu Val Gln Pro Gly Gly Ser
1 5 10 15

Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Pro Val Asn Arg Tyr Ser
20 25 30

Met Arg Trp Tyr Arg Gln Ala Pro Gly Lys Glu Arg Glu Trp Val Ala
35 40 45

Gly Met Ser Ser Ala Gly Asp Arg Ser Ser Tyr Glu Asp Ser Val Lys
50 55 60

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

Gln Met Asn Ser Leu Lys Pro Glu Asp Thr Ala Val Tyr Tyr Cys Asn
85 90 95

Val Asn Val Gly Phe Glu Tyr Trp Gly Gln Gly Thr Gln Val Thr Val
100 105 110

Ser Ser Gly Gly Ser Asp Tyr Lys Asp Asp Asp Asp Lys Val Glu Leu
115 120 125

Gln Gln Glu Val Glu Lys
130

<210> 73
<211> 402
<212> DNA
<213> Artificial Sequence

<220>
<223> Anti-GFP-FLAG-barcode 4-8

<220>
<221> CDS
<222> (1)..(402)

<400> 73
gtt caa ttg gtt gaa tct ggt ggt gcc ctt gtt caa cct gga gga tca 48
Val Gln Leu Val Glu Ser Gly Gly Ala Leu Val Gln Pro Gly Gly Ser
1 5 10 15
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cta aga tta tcc tgt gct gcc tcc gga ttt cct gtt aac agg tac tcc 96
Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Pro Val Asn Arg Tyr Ser

20 25 30

atg aga tgg tat aga cag gct cca ggt aaa gaa aga gag tgg gtc gct 144
Met Arg Trp Tyr Arg Gln Ala Pro Gly Lys Glu Arg Glu Trp Val Ala

35 40 45

ggt atg tca tct gct gga gat aga tcc tca tac gag gat tct gtc aaa 192
Gly Met Ser Ser Ala Gly Asp Arg Ser Ser Tyr Glu Asp Ser Val Lys

50 55 60

gga agg ttt act att agt cgt gac gac gca cgt aat acc gtt tat ttg 240
Gly Arg Phe Thr Ile Ser Arg Asp Asp Ala Arg Asn Thr Val Tyr Leu
65 70 75 80

caa atg aat tct ctg aaa cca gaa gac act gca gta tat tac tgc aac 288
Gln Met Asn Ser Leu Lys Pro Glu Asp Thr Ala Val Tyr Tyr Cys Asn

85 90 95

gtc aac gta ggt ttc gag tac tgg ggc caa ggt aca cag gtg acg gtg 336
Val Asn Val Gly Phe Glu Tyr Trp Gly Gln Gly Thr Gln Val Thr Val

100 105 110

tct agt ggc ggt agt gac tat aaa gat gat gat gat aag aat ata ttc 384
Ser Ser Gly Gly Ser Asp Tyr Lys Asp Asp Asp Asp Lys Asn Ile Phe

115 120 125

gag cag ctt cac cgt taa 402
Glu Gln Leu His Arg

130

<210> 74
<211> 133
<212> PRT
<213> Artificial Sequence

<220>
<223> Synthetic Construct

<400> 74

Val Gln Leu Val Glu Ser Gly Gly Ala Leu Val Gln Pro Gly Gly Ser
1 5 10 15

Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Pro Val Asn Arg Tyr Ser
20 25 30

Met Arg Trp Tyr Arg Gln Ala Pro Gly Lys Glu Arg Glu Trp Val Ala
35 40 45

Gly Met Ser Ser Ala Gly Asp Arg Ser Ser Tyr Glu Asp Ser Val Lys
50 55 60

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

Gln Met Asn Ser Leu Lys Pro Glu Asp Thr Ala Val Tyr Tyr Cys Asn
85 90 95
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Val Asn Val Gly Phe Glu Tyr Trp Gly Gln Gly Thr Gln Val Thr Val
100 105 110

Ser Ser Gly Gly Ser Asp Tyr Lys Asp Asp Asp Asp Lys Asn Ile Phe
115 120 125

Glu Gln Leu His Arg
130

<210> 75
<211> 133
<212> PRT
<213> Artificial Sequence

<220>
<223> Anti-GFP-FLAG-barcode 4-8

<220>
<221> MISC_FEATURE
<222> (1)..(114)
<223> Anti-GFP

<220>
<221> MISC_FEATURE
<222> (118)..(125)
<223> FLAG

<220>
<221> MISC_FEATURE
<222> (126)..(133)
<223> Barcode 4-8

<400> 75

Val Gln Leu Val Glu Ser Gly Gly Ala Leu Val Gln Pro Gly Gly Ser
1 5 10 15

Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Pro Val Asn Arg Tyr Ser
20 25 30

Met Arg Trp Tyr Arg Gln Ala Pro Gly Lys Glu Arg Glu Trp Val Ala
35 40 45

Gly Met Ser Ser Ala Gly Asp Arg Ser Ser Tyr Glu Asp Ser Val Lys
50 55 60

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

Gln Met Asn Ser Leu Lys Pro Glu Asp Thr Ala Val Tyr Tyr Cys Asn
85 90 95

Val Asn Val Gly Phe Glu Tyr Trp Gly Gln Gly Thr Gln Val Thr Val
100 105 110
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Ser Ser Gly Gly Ser Asp Tyr Lys Asp Asp Asp Asp Lys Asn Ile Phe
115 120 125

Glu Gln Leu His Arg
130

<210> 76
<211> 21
<212> PRT
<213> Artificial Sequence

<220>
<223> Peptide 1

<400> 76

Gly Leu Val Leu Ile Ala Phe Ser Gln Tyr Leu Gln Gln Cys Pro Phe
1 5 10 15

Asp Glu His Val Lys
20

<210> 77
<211> 10
<212> PRT
<213> Artificial Sequence

<220>
<223> Peptide 2

<400> 77

Leu Val Asn Glu Leu Thr Glu Phe Ala Lys
1 5 10

<210> 78
<211> 12
<212> PRT
<213> Artificial Sequence

<220>
<223> Peptide 3

<400> 78

Ser Leu His Thr Leu Phe Gly Asp Glu Leu Cys Lys
1 5 10

<210> 79
<211> 13
<212> PRT
<213> Artificial Sequence

<220>
<223> Peptide 4

<400> 79

Leu Lys Pro Asp Pro Asn Thr Leu Cys Asp Glu Phe Lys
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1 5 10

<210> 80
<211> 14
<212> PRT
<213> Artificial Sequence

<220>
<223> Peptide 5

<400> 80

Glu Cys Cys His Gly Asp Leu Leu Glu Cys Ala Asp Asp Arg
1 5 10

<210> 81
<211> 13
<212> PRT
<213> Artificial Sequence

<220>
<223> Peptide 6

<400> 81

Asp Ala Phe Leu Gly Ser Phe Leu Tyr Glu Tyr Ser Arg
1 5 10

<210> 82
<211> 13
<212> PRT
<213> Artificial Sequence

<220>
<223> Peptide 7

<400> 82

Asp Asp Pro His Ala Cys Tyr Ser Thr Val Phe Asp Lys
1 5 10

<210> 83
<211> 13
<212> PRT
<213> Artificial Sequence

<220>
<223> Peptide 8

<400> 83

Leu Gly Glu Tyr Gly Phe Gln Asn Ala Leu Ile Val Arg
1 5 10

<210> 84
<211> 16
<212> PRT
<213> Artificial Sequence

<220>
<223> Peptide 9
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<400> 84

Arg Pro Cys Phe Ser Ala Leu Thr Pro Asp Glu Thr Tyr Val Pro Lys
1 5 10 15

<210> 85
<211> 16
<212> PRT
<213> Artificial Sequence

<220>
<223> Peptide 10

<400> 85

Leu Phe Thr Phe His Ala Asp Ile Cys Thr Leu Pro Asp Thr Glu Lys
1 5 10 15
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