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Project Objective

To modify the FluorAbody plasmid previously developed by Sandia Biotech to include a binding site for
biotin by introducing the biotin carboxyl carrier protein (BCCP)and a gold binding protein (GBP) into a
loop of the red fluorescent protein (mRFP).

Plasmid Design

Previous work has demonstrated that protein fragments, such as regions of lightchain antibody
fragments, can be inserted into loop 9 of green fluorescent protein (GFP) to enable binding without loss
of the fluorescent properties [1, 2]. Therefore, we will target the corresponding loop 9 of mRFP for
insertion of BCCP and GBP.

As BCCP (86 amino acids) is much longer than the previously inserted lightchain fragment (11 amino
acids), functional insertion of the biotin binding site may be more difficult. To reduce this risk, we
propose 3 different constructs:

e BCCP directly inserted into loop 9
e Fusion of BCCP with flexible linkers flanking BCCP: (GGGGS),
e Fusion of BCCP with rigid linkers flanking BCCP: (EAAAK),

Both flexible and rigid linkers have been shown to improvethe activity of fusion proteins [3], thus these
linkers may provide additional space needed to enable both functional biotin binding and mRFP
fluorescence. Plasmid sequences for the proposed constructs are included in Appendix A.

The GBP domain was computationally derived [4] and 3 repeats of this 14 amino acid sequence was
experimentally demonstrated to bind gold nanoparticles[5]. This binding site will also be introduced
into loop 9 of mRFP in the FluorAbody plasmid with the following constructs:

e Fusion of three GBP repeats with two flexible linkers flanking GBP: (GGGGS),

e Fusion of four GBP repeats with two flexible linkers flanking GBP: (GGGGS),

e Fusion of four GBP repeats with three flexible linkers flanking GBP: (GGGGS);
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The FluorAbody plasmid (pFluorAbody) was provided by Sandia Biotech, and the three BCCP and three
GBP inserts (BCCP, BCCPflex, BCCPrigid, GBP3flex2, GBP4flex2, and GBP4flex3) were codon optimized for
expression in Escherichia coli, modified with overlap regions for Gibson Assembly,and synthesized by
Integrated DNA Technologies (IDT). The plasmid was amplified using the primers in Table 1 (primers
ordered from IDT). After gel purification of the linear plasmid (Zymo DNA gel isolation kit), the plasmid
(0.1 pmol) and associated BCCP or GBP fragment (0.2 pmol) were combined for Gibson Assembly (NEB
Gibson Assembly master mix). Gibson Assembly mixes were then transformed intoE. coli DH5a
competent cells (NEB) using heat shock transformation.

Table 1: Primers used in Gibson Assembly of modified FluorAbody plasmids, PCR screening, and DNA
sequencing

Primer Name | Sequence Description

pFluorAbodyF | GGCGGCCACTACGACGC Primers for amplification of pFluorAbody for
pFluorAbodyR | GTCCTTCAGCTTCAGCCTCATC Gibson Assembly

InsertF CCTTCCCCGAGGGCTTC Primers for PCR screening of inserts; the forward
InsertR GTTGCTGACAGTAATAAGTTGCG primer was used for DNA sequencing

Construct Confirmation

Transformants were screened using PCR amplification of the inserted fragment(Figure 1). The plasmids
from three positive transformants were isolated and sent for DNA sequencing at Eurofins Genomics.
DNA sequencing confirmed successful integration of the BCCP and GBP fragments(with some mutations
in the GBP constructs). Plasmids with no sequence mutations were selected for the BCCP constructs and
with minimal mutations in the GBP constructs (see Appendix B for DNA sequencing results). Mutations
in the GBP constructs were due to the repetitive nature of the GBP, which led to diffialties in both DNA
synthesis and Gibson assembly. The sequencedtransformants were provided to Sandia Biotech for
functional testing.

Figure 1: PCR screening of BCCPrigid inserts in pFluorAbody. Positive bands are expected at1.011 kb
(circled in red). L — 1kb ladder, 1 — pFluorAbody control, 2—- DH5a gDNA control, 3 - 10 candidates for
screening.
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Appendix A: Plasmid Sequences and Maps

pFluorAbody
Description: Plasmid provided by Sandia Biotech.

beta-lactamase pFluorAbody (2)

Lacl
8775 bp ac

Light-chain fragment Heavy-chain fragment

mRFP
Figure 2. Plasmid map for pFluorAbody
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ATGCCGCATA

AGCTACCAAC
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ACCTCGCTCT
CCGGGTTGGA
GTTCGTGCAC
GTGAGCTATG
GCGGCAGGGT
TTTATAGTCC
CAGGGGGGCG
TTTGCTGGCC
GTATTACCGC
AGTCAGTGAG
GCGGTATTTC
GTTAAGCCAG

Description: pFluorAbody with BCCP inserted into loop 9 of mRFP.
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aaaatgatga
tctggtcagce
GCCGAGGTCA
ACCGACATCA
GAGCGCGCCG
AGCTCCCTGT
GTGAATACTG
TACTCGGCAT

CGCCATGCCG
GAAGGCTTGA
CGCGCTCCAG
TACGAGTTGC
CCACCGGAAG
CTAATGAGTG
AAACCTGTCG
TATTGGGCGC
TCACCGCCTG
GAAAATCCTG
CGTATCCCAC
TTGCGCCCAG
TCAGCATTTG
CTATCGGCTG
CCGAGACAGA
GATGCTCCAC
TCTGGTCAGA
TGGCATCCTG
GATTGTGCAC
CGCTGGCACC
GCAGGGCCAG
GTGCCACGCG
TTTTCGCAGA
CGGCATACTC
TCTCTTCCGG
GGATCTCGAC
AGGCCGTTGA
CCCccaGeea
TGGCGAGCCC
GTGGCGCCGG
CCCGCGAAAT
GAAATAATTT
TGGAGTCTGG
CTGGCTTCAA
TGGAATGGGT
AGGGCCGTTT
GCCTGCGTGC
ATGCTATGGA
CCGAGGACGT
GCCACGAGTT
CCAAGCTGAA
AGTTCCAGTA
AGCTGTCCTT
TGGTGACCGT
TGCGCGGCAC
AGGCCTCCAC
GGCTGAAGCT
ccccgatggt
tgggtcagaa
accagatcga
cggttgaatt
AGACCACCTA
AGCTGGACAT
AGGGCCGCAC
CCGCCTCTGT
CTGTAGCCTG
CCTTCCTCTA

GCGATAATGG
GCGAGGGCGT
CGAAAGCGGT
ATGATAAAGA
GAGCTGACTG
AGCTAACTTA
TGCCAGCTGC
CAGGGTGGTT
GCCCTGAGAG
TTTGATGGTG
TACCGAGATG
CGCCATCTGA
CATGGTTTGT
AATTTGATTG
ACTTAATGGG
GCCCAGTCGC
GACATCAAGA
GTCATCCAGC
CGCCGCTTTA
CAGTTGATCG
ACTGGAGGTG
GTTGGGAATG
AACGTGGCTG
TGCGACATCG
GCGCTATCAT
GCTCTCCCTT
GCACCGCCGC
CGGGGCCTGC
GATCTTCCCC
TGATGCCGGC
TAATACGACT
TGTTTAACTT
CGGTGGCCTG
CATTAAAGAC
TGCAAGGATT
CACTATAAGC
TGAGGACACT
CTACTGGGGT
CATCAAGGAG
CGAGATCGAG
GGTGACCAAG
CGGCTCCAAG
CCCCGAGGGC
GACCCAGGAC
CAACTTCCCC
CGAGCGGATG
GAAGGACgaa
tggtactttc
agtcaacgtg
agcggacaaa
cgacgaaccg
CATGGCCAAG
CACCTCCCAC
AGGCGGAGGC
GGGCGATAGG
GTATCAACAG
CTCTGGAGTC

CCTGCTTCTC
GCAAGATTCC
CCTCGCCGAA
AGACAGTCAT
GGTTGAAGGC
CATTAATTGC
ATTAATGAAT
TTTCTTTTCA
AGTTGCAGCA
GTTAACGGCG
TCCGCACCAA
TCGTTGGCAA
TGAAAACCGG
CGAGTGAGAT
CCCGCTAACA
GTACCGTCTT
AATAACGCCG
GGATAGTTAA
CAGGCTTCGA
GCGCGAGATT
GCAACGCCAA
TAATTCAGCT
GCCTGGTTCA
TATAACGTTA
GCCATACCGC
ATGCGACTCC
CGCAAGGAAT
CACCATACCC
ATCGGTGATG
CACGATGCGT
CACTATAGGG
TAAGAAGGAG
GTGCAGCCAG
ACCTATATAC
TATCCTACGA
GCAGACACAT
GCCGTCTATT
CAAGGAACCC
TTCATGCGCT
GGCGAGGGCG
GGCGGCCeee
GCCTACGTGA
TTCAAGTGGG
TCCTCCCTGC
TCCGACGGCC
TACCCCGAGG
gcgccagcag
taccgcaccc
ggcgataccc
tccggtaccg
cttgttgtta
AAGCCCGTGC
AACGAGGACT
GGATCCGATA
GTCACCATCA
AAACCAGGAA
CTTTCTCGCT

GCCGAAACGT
GAATACCGCA
AATGACCCAG
AAGTGCGGCG
TCTCAAGGGC
GTTGCGCTCA
CGGCCAACGC
CCAGTGAGAC
AGCGGTCCAC
GGATATAACA
CGCGCAGCCC
CCAGCATCGC
ACATGGCACT
ATTTATGCCA
GCGCGATTTG
CATGGGAGAA
GAACATTAGT
TGATCAGCCC
CGCCGCTTCG
TAATCGCCGC
TCAGCAACGA
CCGCCATCGC
CCACGCGGGA
CTGGTTTCAC
GAAAGGTTTT
TGCATTAGGA
GGTGCATGCA
ACGCCGAAAC
TCGGCGATAT
CCGGCGTAGA
GAATTGTGAG
ATATACCATG
GGGGCTCACT
ACTGGGTGCG
ATGGTTATGC
CCAAAAACAC
ATTGTTCTAG
TGGTCACCGT
TCAAGGTGCG
AGGGCCGCCC
TGCCCTTCGC
AGCACCCCGC
AGCGCGTGAT
AGGACGGCGA
CCGTAATGCA
ACGGTGCCCT
cagcggaaat
caagcccgga
tgtgcatcgt
ttaaagctat
tcgaaGGCGG
AGCTGCCCGG
ACACCATCGT
TCCAGATGAC
CCTGCCGTGC
AAGCTCCGAA
TCTCTGGGTC

TTGGTGGCGG
AGCGACAGGC
AGCGCTGCCG
ACGATAGTCA
ATCGGTCGAG
CTGCCCGCTT
GCGGGGAGAG
GGGCAACAGC
GCTGGTTTGC
TGAGCTGTCT
GGACTCGGTA
AGTGGGAACG
CCAGTCGCCT
GCCAGCCAGA
CTGGTGACCC
AATAATACTG
GCAGGCAGCT
ACTGACGCGT
TTCTACCATC
GACAATTTGC
CTGTTTGCCC
CGCTTCCACT
AACGGTCTGA
ATTCACCACC
GCGCCATTCG
AGCAGCCCAG
AGGAGATGGC
AAGCGCTCAT
AGGCGCCAGC
GGATCGAGAT
CGGATAACAA
GATGGCCGAG
CCGTTTGTCC
TCAGGCCCCG
TAGATATGCC
AGCCTACCTG
ATGGGGAGGG
CTCCTCGGGC
CATGGAGGGC
CTACGAGGGC
CTGGGACATC
CGACATCCCC
GAACTTCGAG
GTTCATCTAC
GAAGAAGACT
GAAGGGCGAG
cagtggtcac
cgcaaaagcg
tgaagccatg
ccttgttgaa
CCACTACGAC
CGCCTACAAG
GGAACAGTAC
CCAGTCCCCG
CAGTCAGGAT
ACTACTGATT
CAGATCTGGG
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4261
4321
4381
4441
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4561
4621
4681
4741
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4861
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5041
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5221
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5341
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5641
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6241
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ACGGATTTCA
CAGCAACATT
GCGGATGCGG
CCGGCTGCTA
CTAGCATAAC
ACTATATCCG
TGGTGGTTAC
CTTTCTTCCC
GGCTCCCTTT
AGGGTGATGG
TGGAGTCCAC
TCTCGGTCTA
ATGAGCTGAT
CAGGTGGCAC
ATTCAAATAT
AAAGGAAGAG
TTTGCCTTCC
AGTTGGGTGC
GTTTTCGCCC
CGGTATTATC
AGAATGACTT
TAAGAGAATT
TGACAACGAT
TAACTCGCCT
ACACCACGAT
TTACTCTAGC
CACTTCTGCG
AGCGTGGGTC
TAGTTATCTA
AGATAGGTGC
TTTAGATTGA
ATAATCTCAT
TAGAAAAGAT
AAACAAAAAA
TTTTTCCGAA
AGCCGTAGTT
TAATCCTGTT
CAAGACGATA
AGCCCAGCTT
AAAGCGCCAC
GAACAGGAGA
TCGGGTTTCG
GCCTATGGAA
TTGCTCACAT
TTGAGTGAGC
AGGAAGCGGA
ACCGCATATA
TACACTCCGC

CTCTGACCAT
ATACTACTCC
CCGCACTCGA
ACAAAGCCCG
CCCTTGGGGC
GATTGGCGAA
GCGCAGCGTG
TTCCTTTCTC
AGGGTTCCGA
TTCACGTAGT
GTTCTTTAAT
TTCTTTTGAT
TTAACAAAAA
TTTTCGGGGA
GTATCCGCTC
TATGAGTATT
TGTTTTTGCT
ACGAGTGGGT
CGAAGAACGT
CCGTATTGAC
GGTTGAGTAC
ATGCAGTGCT
CGGAGGACCG
TGATCGTTGG
GCCTGCAGCA
TTCCCGGCAA
CTCGGCCCTT
TCGCGGTATC
CACGACGGGG
CTCACTGATT
TTTAAAACTT
GACCAAAATC
CAAAGGATCT
ACCACCGCTA
GGTAACTGGC
AGGCCACCAC
ACCAGTGGCT
GTTACCGGAT
GGAGCGAACG
GCTTCCCGAA
GCGCACGAGG
CCACCTCTGA
AAACGCCAGC
GTTCTTTCCT
TGATACCGCT
AGAGCGCCTG
TGGTGCACTC
TAT

CAGCAGTCTG
TCCCACGTTC
GGCGGCCGCA
AAAGGAAGCT
CTCTAAACGG
TGGGACGCGC
ACCGCTACAC
GCCACGTTCG
TTTAGTGCTT
GGGCCATCGC
AGTGGACTCT
TTATAAGGGA
TTTAACGCGA
AATGTGCGCG
ATGAGACAAT
CAACATTTCC
CACCCAGAAA
TACATCGAAC
TTTCCAATGA
GCCGGGCAAG
TCACCAGTCA
GCCATAACCA
AAGGAGCTAA
GAACCGGAGC
ATGGCAACAA
CAATTAATAG
CCGGCTGGCT
ATTGCAGCAC
AGTCAGGCAA
AAGCATTGGT
CATTTTTAAT
CCTTAACGTG
TCTTGAGATC
CCAGCGGTGG
TTCAGCAGAG
TTCAAGAACT
GCTGCCAGTG
AAGGCGCAGC
ACCTACACCG
GGGAGAAAGG
GAGCTTCCAG
CTTGAGCGTC
AACGCGGCCT
GCGTTATCCC
CGCCGCAGCC
ATGCGGTATT
TCAGTACAAT

CAGCCGGAGG
GGACAGGGTA
CTCGAGCACC
GAGTTGGCTG
GTCTTGAGGG
CCTGTAGCGG
TTGCCAGCGC
CCGGCTTTCC
TACGGCACCT
CCTGATAGAC
TGTTCCAAAC
TTTTGCCGAT
ATTTTAACAA
GAACCCCTAT
AACCCTGATA
GTGTCGCCCT
CGCTGGTGAA
TGGATCTCAA
TGAGCACTTT
AGCAACTCGG
CAGAAAAGCA
TGAGTGATAA
CCGCTTTTTT
TGAATGAAGC
CGTTGCGCAA
ACTGGATGGA
GGTTTATTGC
TGGGGCCAGA
CTATGGATGA
AACTGTCAGA
TTAAAAGGAT
AGTTTTCGTT
CTTTTTTTCT
TTTGTTTGCC
CGCAGATACC
CTGTAGCACC
GCGATAAGTC
GGTCGGGCTG
AACTGAGATA
CGGACAGGTA
GGGGAAACGC
GATTTTTGTG
TTTTACGGTT
CTGATTCTGT
GAACGACCGA
TTCTCCTTAC
CTGCTCTGAT

ACTTCGCAAC
CCAAGGTGGA
ACCACCACCA
CTGCCACCGC
GTTTTTTGCT
CGCATTAAGC
CCTAGCGCCC
CCGTCAAGCT
CGACCCCAAA
GGTTTTTCGC
TGGAACAACA
TTCGGCCTAT
AATATTAACG
TTGTTTATTT
AATGCTTCAA
TATTCCCTTT
AGTAAAAGAT
CAGCGGTAAG
TAAAGTTCTG
TCGCCGCATA
TCTTACGGAT
CACTGCGGCC
GCACAACATG
CATACCAAAC
ACTATTAACT
GGCGGATAAA
TGATAAATCT
TGGTAAGCCC
ACGAAATAGA
CCAAGTTTAC
CTAGGTGAAG
CCACTGAGCG
GCGCGTAATC
GGATCAAGAG
AAATACTGTC
GCCTACATAC
GTGTCTTACC
AACGGGGGGT
CCTACAGCGT
TCCGGTAAGC
CTGGTATCTT
ATGCTCGTCA
CCTGGCCTTT
GGATAACCGT
GCGCAGCGAG
GCATCTGTGC
GCCGCATAGT

TTATTACTGT
GATCAAACGC
CCACTGAGAT
TGAGCAATAA
GAAAGGAGGA
GCGGCGGGTG
GCTCCTTTCG
CTAAATCGGG
AAACTTGATT
CCTTTGACGT
CTCAACCCTA
TGGTTAAAAA
TTTACAATTT
TTCTAAATAC
TAATATTGAA
TTTGCGGCAT
GCTGAAGATC
ATCCTTGAGA
CTATGTGGCG
CACTATTCTC
GGCATGACAG
AACTTACTTC
GGGGATCATG
GACGAGCGTG
GGCGAACTAC
GTTGCAGGAC
GGAGCCGGTG
TCCCGTATCG
CAGATCGCTG
TCATATATAC
ATCCTTTTTG
TCAGACCCCG
TGCTGCTTGC
CTACCAACTC
CTTCTAGTGT
CTCGCTCTGC
GGGTTGGACT
TCGTGCACAC
GAGCTATGAG
GGCAGGGTCG
TATAGTCCTG
GGGGGGCGGA
TGCTGGCCTT
ATTACCGCCT
TCAGTGAGCG
GGTATTTCAC
TAAGCCAGTA



pFluorAbody-BCCPflex
Description: pFluorAbody with BCCP flanked by flexible linkers and inserted into loop 9 of mRFP.

beta-lactamase
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Light-chain fragment Heavy-chain fragment
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Figure 4. Plasmid map for pFluorAbody-BCCPflex.
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241

301

361

421

481

541

601

661

721

781

841

901

961
1021
1081
1141
1201
1261
1321
1381
1441
1501
1561
1621
1681
1741
1801
1861
1921
1981
2041
2101
2161
2221
2281
2341
2401
24061
2521
2581
2641
2701
2761
2821
2881
2941
3001
3061
3121
3181
3241
3301
3361
3421
3481
3541
3601

TGAGTTTCTC
TTTTTTCCTG
TGATACCGAT
GGTTACTGGA
AAATCACTCA
GCCAGCAGCA
TTTCCAGACT
ACGTTTTGCA
CAGTAAGGCA
CCCGTGGGGC
GACCAGTGAC
CGATCATCGT
GCACCTGTCC
TGCCCCGCGC
ATCCCGGTGC
TCCAGTCGGG
GCGGTTTGCG
TGATTGCCCT
CCCAGCAGGC
TCGGTATCGT
ATGGCGCGCA
ATGCCCTCAT
TCCCGTTCCG
CGCAGACGCG
AATGCGACCA
TTGATGGGTG
TCCACAGCAA
TGCGCGAGAA
GACACCACCA
GACGGCGCGT
GCCAGTTGTT
TTTTCCCGCG
TAAGAGACAC
CTGAATTGAC
ATGGTGTCCG
TAGTAGGTTG
GCCCAACAGT
GAGCCCGAAG
AACCGCACCT
CGATCTCGAT
TTCCCCTCTA
GTTCAGCTGG
TGTGCAGCTT
GGTAAGGGCC
GATAGCGTCA
CAGATGAACA
GACGGCTTCT
GGAGGCGGAT
TCCGTGAACG
ACCCAGACCG
CTGTCCCCTC
GACTACTTGA
GACGGCGGCG
AAGGTGAAGC
ATGGGCTGGG
ATCAAGATGA
gcgccagcag

CAGAAGCGTT
TTTGGTCACT
GAAACGAGAG
ACGTTGTGAG
GGGTCAATGC
TCCTGCGATG
TTACGAAACA
GCAGCAGTCG
ACCCCGCCAG
CGCCATGCCG
GAAGGCTTGA
CGCGCTCCAG
TACGAGTTGC
CCACCGGAAG
CTAATGAGTG
AAACCTGTCG
TATTGGGCGC
TCACCGCCTG
GAAAATCCTG
CGTATCCCAC
TTGCGCCCAG
TCAGCATTTG
CTATCGGCTG
CCGAGACAGA
GATGCTCCAC
TCTGGTCAGA
TGGCATCCTG
GATTGTGCAC
CGCTGGCACC
GCAGGGCCAG
GTGCCACGCG
TTTTCGCAGA
CGGCATACTC
TCTCTTCCGG
GGATCTCGAC
AGGCCGTTGA
CCCceaGeea
TGGCGAGCCC
GTGGCGCCGG
CCCGCGAAAT
GAAATAATTT
TGGAGTCTGG
CTGGCTTCAA
TGGAATGGGT
AGGGCCGTTT
GCCTGCGTGC
ATGCTATGGA
CCGAGGACGT
GCCACGAGTT
CCAAGCTGAA
AGTTCCAGTA
AGCTGTCCTT
TGGTGACCGT
TGCGCGGCAC
AGGCCTCCAC
GGCTGAAGCT
cagcggaaat

AATGTCTGGC
GATGCCTCCG
AGGATGCTCA
GGTAAACAAC
CAGCGCTTCG
CAGATCCGGA
CGGAAACCGA
CTTCACGTTC
CCTAGCCGGG
GCGATAATGG
GCGAGGGCGT
CGAAAGCGGT
ATGATAAAGA
GAGCTGACTG
AGCTAACTTA
TGCCAGCTGC
CAGGGTGGTT
GCCCTGAGAG
TTTGATGGTG
TACCGAGATG
CGCCATCTGA
CATGGTTTGT
AATTTGATTG
ACTTAATGGG
GCCCAGTCGC
GACATCAAGA
GTCATCCAGC
CGCCGCTTTA
CAGTTGATCG
ACTGGAGGTG
GTTGGGAATG
AACGTGGCTG
TGCGACATCG
GCGCTATCAT
GCTCTCCCTT
GCACCGCCGC
CGGGGCCTGC
GATCTTCCCC
TGATGCCGGC
TAATACGACT
TGTTTAACTT
CGGTGGCCTG
CATTAAAGAC
TGCAAGGATT
CACTATAAGC
TGAGGACACT
CTACTGGGGT
CATCAAGGAG
CGAGATCGAG
GGTGACCAAG
CGGCTCCAAG
CCCCGAGGGC
GACCCAGGAC
CAACTTCCCC
CGAGCGGATG
GAAGGACGGA
cagtggtcac

TTCTGATAAA
TGTAAGGGGG
CGATACGGGT
TGGCGGTATG
TTAATACAGA
ACATAATGGT
AGACCATTCA
GCTCGCGTAT
TCCTCAACGA
CCTGCTTCTC
GCAAGATTCC
CCTCGCCGAA
AGACAGTCAT
GGTTGAAGGC
CATTAATTGC
ATTAATGAAT
TTTCTTTTCA
AGTTGCAGCA
GTTAACGGCG
TCCGCACCAA
TCGTTGGCAA
TGAAAACCGG
CGAGTGAGAT
CCCGCTAACA
GTACCGTCTT
AATAACGCCG
GGATAGTTAA
CAGGCTTCGA
GCGCGAGATT
GCAACGCCAA
TAATTCAGCT
GCCTGGTTCA
TATAACGTTA
GCCATACCGC
ATGCGACTCC
CGCAAGGAAT
CACCATACCC
ATCGGTGATG
CACGATGCGT
CACTATAGGG
TAAGAAGGAG
GTGCAGCCAG
ACCTATATAC
TATCCTACGA
GCAGACACAT
GCCGTCTATT
CAAGGAACCC
TTCATGCGCT
GGCGAGGGCG
GGCGGCCeee
GCCTACGTGA
TTCAAGTGGG
TCCTCCCTGC
TCCGACGGCC
TACCCCGAGG
GGTGGTGGTT
atcgtacgtt

GCGGGCCATG
ATTTCTGTTC
TACTGATGAT
GATGCGGCGG
TGTAGGTGTT
GCAGGGCGCT
TGTTGTTGCT
CGGTGATTCA
CAGGAGCACG
GCCGAAACGT
GAATACCGCA
AATGACCCAG
AAGTGCGGCG
TCTCAAGGGC
GTTGCGCTCA
CGGCCAACGC
CCAGTGAGAC
AGCGGTCCAC
GGATATAACA
CGCGCAGCCC
CCAGCATCGC
ACATGGCACT
ATTTATGCCA
GCGCGATTTG
CATGGGAGAA
GAACATTAGT
TGATCAGCCC
CGCCGCTTCG
TAATCGCCGC
TCAGCAACGA
CCGCCATCGC
CCACGCGGGA
CTGGTTTCAC
GAAAGGTTTT
TGCATTAGGA
GGTGCATGCA
ACGCCGAAAC
TCGGCGATAT
CCGGCGTAGA
GAATTGTGAG
ATATACCATG
GGGGCTCACT
ACTGGGTGCG
ATGGTTATGC
CCAAAAACAC
ATTGTTCTAG
TGGTCACCGT
TCAAGGTGCG
AGGGCCGCCC
TGCCCTTCGC
AGCACCCCGC
AGCGCGTGAT
AGGACGGCGA
CCGTAATGCA
ACGGTGCCCT
CTGGTGGAGG
ccccgatggt

TTAAGGGCGG
ATGGGGGTAA
GAACATGCCC
GACCAGAGAA
CCACAGGGTA
GACTTCCGCG
CAGGTCGCAG
TTCTGCTAAC
ATCATGCGCA
TTGGTGGCGG
AGCGACAGGC
AGCGCTGCCG
ACGATAGTCA
ATCGGTCGAG
CTGCCCGCTT
GCGGGGAGAG
GGGCAACAGC
GCTGGTTTGC
TGAGCTGTCT
GGACTCGGTA
AGTGGGAACG
CCAGTCGCCT
GCCAGCCAGA
CTGGTGACCC
AATAATACTG
GCAGGCAGCT
ACTGACGCGT
TTCTACCATC
GACAATTTGC
CTGTTTGCCC
CGCTTCCACT
AACGGTCTGA
ATTCACCACC
GCGCCATTCG
AGCAGCCCAG
AGGAGATGGC
AAGCGCTCAT
AGGCGCCAGC
GGATCGAGAT
CGGATAACAA
GATGGCCGAG
CCGTTTGTCC
TCAGGCCCCG
TAGATATGCC
AGCCTACCTG
ATGGGGAGGG
CTCCTCGGGC
CATGGAGGGC
CTACGAGGGC
CTGGGACATC
CGACATCCCC
GAACTTCGAG
GTTCATCTAC
GAAGAAGACT
GAAGGGCGAG
AGGATCAgaa
tggtactttc
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taccgcaccc
ggcgataccc
tccggtaccg
cttgttgtta
GCCGAGGTCA
ACCGACATCA
GAGCGCGCCG
AGCTCCCTGT
GTGAATACTG
TACTCGGCAT
ACGGATTTCA
CAGCAACATT
GCGGATGCGG
CCGGCTGCTA
CTAGCATAAC
ACTATATCCG
TGGTGGTTAC
CTTTCTTCCC
GGCTCCCTTT
AGGGTGATGG
TGGAGTCCAC
TCTCGGTCTA
ATGAGCTGAT
CAGGTGGCAC
ATTCAAATAT
AAAGGAAGAG
TTTGCCTTCC
AGTTGGGTGC
GTTTTCGCCC
CGGTATTATC
AGAATGACTT
TAAGAGAATT
TGACAACGAT
TAACTCGCCT
ACACCACGAT
TTACTCTAGC
CACTTCTGCG
AGCGTGGGTC
TAGTTATCTA
AGATAGGTGC
TTTAGATTGA
ATAATCTCAT
TAGAAAAGAT
AAACAAAAAA
TTTTTCCGAA
AGCCGTAGTT
TAATCCTGTT
CAAGACGATA
AGCCCAGCTT
AAAGCGCCAC
GAACAGGAGA
TCGGGTTTCG
GCCTATGGAA
TTGCTCACAT
TTGAGTGAGC
AGGAAGCGGA
ACCGCATATA

caagcccgga
tgtgcatcgt
ttaaagctat
tcgaaGGAGG
AGACCACCTA
AGCTGGACAT
AGGGCCGCAC
CCGCCTCTGT
CTGTAGCCTG
CCTTCCTCTA
CTCTGACCAT
ATACTACTCC
CCGCACTCGA
ACAAAGCCCG
CCCTTGGGGC
GATTGGCGAA
GCGCAGCGTG
TTCCTTTCTC
AGGGTTCCGA
TTCACGTAGT
GTTCTTTAAT
TTCTTTTGAT
TTAACAAAAA
TTTTCGGGGA
GTATCCGCTC
TATGAGTATT
TGTTTTTGCT
ACGAGTGGGT
CGAAGAACGT
CCGTATTGAC
GGTTGAGTAC
ATGCAGTGCT
CGGAGGACCG
TGATCGTTGG
GCCTGCAGCA
TTCCCGGCAA
CTCGGCCCTT
TCGCGGTATC
CACGACGGGG
CTCACTGATT
TTTAAAACTT
GACCAAAATC
CAAAGGATCT
ACCACCGCTA
GGTAACTGGC
AGGCCACCAC
ACCAGTGGCT
GTTACCGGAT
GGAGCGAACG
GCTTCCCGAA
GCGCACGAGG
CCACCTCTGA
AAACGCCAGC
GTTCTTTCCT
TGATACCGCT
AGAGCGCCTG
TGGTGCACTC

cgcaaaagcg
tgaagccatg
ccttgttgaa
TGGTGGTTCT
CATGGCCAAG
CACCTCCCAC
AGGCGGAGGC
GGGCGATAGG
GTATCAACAG
CTCTGGAGTC
CAGCAGTCTG
TCCCACGTTC
GGCGGCCGCA
AAAGGAAGCT
CTCTAAACGG
TGGGACGCGC
ACCGCTACAC
GCCACGTTCG
TTTAGTGCTT
GGGCCATCGC
AGTGGACTCT
TTATAAGGGA
TTTAACGCGA
AATGTGCGCG
ATGAGACAAT
CAACATTTCC
CACCCAGAAA
TACATCGAAC
TTTCCAATGA
GCCGGGCAAG
TCACCAGTCA
GCCATAACCA
AAGGAGCTAA
GAACCGGAGC
ATGGCAACAA
CAATTAATAG
CCGGCTGGCT
ATTGCAGCAC
AGTCAGGCAA
AAGCATTGGT
CATTTTTAAT
CCTTAACGTG
TCTTGAGATC
CCAGCGGTGG
TTCAGCAGAG
TTCAAGAACT
GCTGCCAGTG
AAGGCGCAGC
ACCTACACCG
GGGAGAAAGG
GAGCTTCCAG
CTTGAGCGTC
AACGCGGCCT
GCGTTATCCC
CGCCGCAGCC
ATGCGGTATT
TCAGTACAAT

ttcatcgaag
aaaatgatga
tctggtcagce
GGTGGAGGAG
AAGCCCGTGC
AACGAGGACT
GGATCCGATA
GTCACCATCA
AAACCAGGAA
CTTTCTCGCT
CAGCCGGAGG
GGACAGGGTA
CTCGAGCACC
GAGTTGGCTG
GTCTTGAGGG
CCTGTAGCGG
TTGCCAGCGC
CCGGCTTTCC
TACGGCACCT
CCTGATAGAC
TGTTCCAAAC
TTTTGCCGAT
ATTTTAACAA
GAACCCCTAT
AACCCTGATA
GTGTCGCCCT
CGCTGGTGAA
TGGATCTCAA
TGAGCACTTT
AGCAACTCGG
CAGAAAAGCA
TGAGTGATAA
CCGCTTTTTT
TGAATGAAGC
CGTTGCGCAA
ACTGGATGGA
GGTTTATTGC
TGGGGCCAGA
CTATGGATGA
AACTGTCAGA
TTAAAAGGAT
AGTTTTCGTT
CTTTTTTTCT
TTTGTTTGCC
CGCAGATACC
CTGTAGCACC
GCGATAAGTC
GGTCGGGCTG
AACTGAGATA
CGGACAGGTA
GGGGAAACGC
GATTTTTGTG
TTTTACGGTT
CTGATTCTGT
GAACGACCGA
TTCTCCTTAC
CTGCTCTGAT

tgggtcagaa
accagatcga
cggttgaatt
GATCAGGCGG
AGCTGCCCGG
ACACCATCGT
TCCAGATGAC
CCTGCCGTGC
AAGCTCCGAA
TCTCTGGGTC
ACTTCGCAAC
CCAAGGTGGA
ACCACCACCA
CTGCCACCGC
GTTTTTTGCT
CGCATTAAGC
CCTAGCGCCC
CCGTCAAGCT
CGACCCCAAA
GGTTTTTCGC
TGGAACAACA
TTCGGCCTAT
AATATTAACG
TTGTTTATTT
AATGCTTCAA
TATTCCCTTT
AGTAAAAGAT
CAGCGGTAAG
TAAAGTTCTG
TCGCCGCATA
TCTTACGGAT
CACTGCGGCC
GCACAACATG
CATACCAAAC
ACTATTAACT
GGCGGATAAA
TGATAAATCT
TGGTAAGCCC
ACGAAATAGA
CCAAGTTTAC
CTAGGTGAAG
CCACTGAGCG
GCGCGTAATC
GGATCAAGAG
AAATACTGTC
GCCTACATAC
GTGTCTTACC
AACGGGGGGT
CCTACAGCGT
TCCGGTAAGC
CTGGTATCTT
ATGCTCGTCA
CCTGGCCTTT
GGATAACCGT
GCGCAGCGAG
GCATCTGTGC
GCCGCATAGT

agtcaacgtg
agcggacaaa
cgacgaaccg
CCACTACGAC
CGCCTACAAG
GGAACAGTAC
CCAGTCCCCG
CAGTCAGGAT
ACTACTGATT
CAGATCTGGG
TTATTACTGT
GATCAAACGC
CCACTGAGAT
TGAGCAATAA
GAAAGGAGGA
GCGGCGGGTG
GCTCCTTTCG
CTAAATCGGG
AAACTTGATT
CCTTTGACGT
CTCAACCCTA
TGGTTAAAAA
TTTACAATTT
TTCTAAATAC
TAATATTGAA
TTTGCGGCAT
GCTGAAGATC
ATCCTTGAGA
CTATGTGGCG
CACTATTCTC
GGCATGACAG
AACTTACTTC
GGGGATCATG
GACGAGCGTG
GGCGAACTAC
GTTGCAGGAC
GGAGCCGGTG
TCCCGTATCG
CAGATCGCTG
TCATATATAC
ATCCTTTTTG
TCAGACCCCG
TGCTGCTTGC
CTACCAACTC
CTTCTAGTGT
CTCGCTCTGC
GGGTTGGACT
TCGTGCACAC
GAGCTATGAG
GGCAGGGTCG
TATAGTCCTG
GGGGGGCGGA
TGCTGGCCTT
ATTACCGCCT
TCAGTGAGCG
GGTATTTCAC
TAAGCCAGTA
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pFluorAbody-BCCPrigid
Description: pFluorAbody with BCCP flanked by rigid linkers and inserted into loop 9 of mRFP.
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Figure 5. Plasmid map for pFluorAbody-BCCPrigid.
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CTGGGTCATG
TCTGCTCCCG
GAGGTTTTCA
GTCGTGAAGC
CAGAAGCGTT
TTTGGTCACT

O"
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GCATCCGCTT
CCGTCATCAC
GATTCACAGA
AATGTCTGGC
GATGCCTCCG
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TGTAAGGGGG
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TGTGACCGTC TCCGGGAGCT

GAGGCAGCTG CGGTAAAGCT
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TGATACCGAT
GGTTACTGGA
AAATCACTCA
GCCAGCAGCA
TTTCCAGACT
ACGTTTTGCA
CAGTAAGGCA
CCCGTGGGGC
GACCAGTGAC
CGATCATCGT
GCACCTGTCC
TGCCCCGCGC
ATCCCGGTGC
TCCAGTCGGG
GCGGTTTGCG
TGATTGCCCT
CCCAGCAGGC
TCGGTATCGT
ATGGCGCGCA
ATGCCCTCAT
TCCCGTTCCG
CGCAGACGCG
AATGCGACCA
TTGATGGGTG
TCCACAGCAA
TGCGCGAGAA
GACACCACCA
GACGGCGCGT
GCCAGTTGTT
TTTTCCCGCG
TAAGAGACAC
CTGAATTGAC
ATGGTGTCCG
TAGTAGGTTG
GCCCAACAGT
GAGCCCGAAG
AACCGCACCT
CGATCTCGAT
TTCCCCTCTA
GTTCAGCTGG
TGTGCAGCTT
GGTAAGGGCC
GATAGCGTCA
CAGATGAACA
GACGGCTTCT
GGAGGCGGAT
TCCGTGAACG
ACCCAGACCG
CTGTCCCCTC
GACTACTTGA
GACGGCGGCG
AAGGTGAAGC
ATGGGCTGGG
ATCAAGATGA
gcgccagcag
taccgcaccc
ggcgataccc

GAAACGAGAG
ACGTTGTGAG
GGGTCAATGC
TCCTGCGATG
TTACGAAACA
GCAGCAGTCG
ACCCCGCCAG
CGCCATGCCG
GAAGGCTTGA
CGCGCTCCAG
TACGAGTTGC
CCACCGGAAG
CTAATGAGTG
AAACCTGTCG
TATTGGGCGC
TCACCGCCTG
GAAAATCCTG
CGTATCCCAC
TTGCGCCCAG
TCAGCATTTG
CTATCGGCTG
CCGAGACAGA
GATGCTCCAC
TCTGGTCAGA
TGGCATCCTG
GATTGTGCAC
CGCTGGCACC
GCAGGGCCAG
GTGCCACGCG
TTTTCGCAGA
CGGCATACTC
TCTCTTCCGG
GGATCTCGAC
AGGCCGTTGA
CCCccaGeea
TGGCGAGCCC
GTGGCGCCGG
CCCGCGAAAT
GAAATAATTT
TGGAGTCTGG
CTGGCTTCAA
TGGAATGGGT
AGGGCCGTTT
GCCTGCGTGC
ATGCTATGGA
CCGAGGACGT
GCCACGAGTT
CCAAGCTGAA
AGTTCCAGTA
AGCTGTCCTT
TGGTGACCGT
TGCGCGGCAC
AGGCCTCCAC
GGCTGAAGCT
cagcggaaat
caagcccgga
tgtgcatcgt

AGGATGCTCA
GGTAAACAAC
CAGCGCTTCG
CAGATCCGGA
CGGAAACCGA
CTTCACGTTC
CCTAGCCGGG
GCGATAATGG
GCGAGGGCGT
CGAAAGCGGT
ATGATAAAGA
GAGCTGACTG
AGCTAACTTA
TGCCAGCTGC
CAGGGTGGTT
GCCCTGAGAG
TTTGATGGTG
TACCGAGATG
CGCCATCTGA
CATGGTTTGT
AATTTGATTG
ACTTAATGGG
GCCCAGTCGC
GACATCAAGA
GTCATCCAGC
CGCCGCTTTA
CAGTTGATCG
ACTGGAGGTG
GTTGGGAATG
AACGTGGCTG
TGCGACATCG
GCGCTATCAT
GCTCTCCCTT
GCACCGCCGC
CGGGGCCTGC
GATCTTCCCC
TGATGCCGGC
TAATACGACT
TGTTTAACTT
CGGTGGCCTG
CATTAAAGAC
TGCAAGGATT
CACTATAAGC
TGAGGACACT
CTACTGGGGT
CATCAAGGAG
CGAGATCGAG
GGTGACCAAG
CGGCTCCAAG
CCCCGAGGGC
GACCCAGGAC
CAACTTCCCC
CGAGCGGATG
GAAGGACGAA
cagtggtcac
cgcaaaagcg
tgaagccatg

CGATACGGGT
TGGCGGTATG
TTAATACAGA
ACATAATGGT
AGACCATTCA
GCTCGCGTAT
TCCTCAACGA
CCTGCTTCTC
GCAAGATTCC
CCTCGCCGAA
AGACAGTCAT
GGTTGAAGGC
CATTAATTGC
ATTAATGAAT
TTTCTTTTCA
AGTTGCAGCA
GTTAACGGCG
TCCGCACCAA
TCGTTGGCAA
TGAAAACCGG
CGAGTGAGAT
CCCGCTAACA
GTACCGTCTT
AATAACGCCG
GGATAGTTAA
CAGGCTTCGA
GCGCGAGATT
GCAACGCCAA
TAATTCAGCT
GCCTGGTTCA
TATAACGTTA
GCCATACCGC
ATGCGACTCC
CGCAAGGAAT
CACCATACCC
ATCGGTGATG
CACGATGCGT
CACTATAGGG
TAAGAAGGAG
GTGCAGCCAG
ACCTATATAC
TATCCTACGA
GCAGACACAT
GCCGTCTATT
CAAGGAACCC
TTCATGCGCT
GGCGAGGGCG
GGCGGCCeee
GCCTACGTGA
TTCAAGTGGG
TCCTCCCTGC
TCCGACGGCC
TACCCCGAGG
GCGGCTGCTA
atcgtacgtt
ttcatcgaag
aaaatgatga

TACTGATGAT
GATGCGGCGG
TGTAGGTGTT
GCAGGGCGCT
TGTTGTTGCT
CGGTGATTCA
CAGGAGCACG
GCCGAAACGT
GAATACCGCA
AATGACCCAG
AAGTGCGGCG
TCTCAAGGGC
GTTGCGCTCA
CGGCCAACGC
CCAGTGAGAC
AGCGGTCCAC
GGATATAACA
CGCGCAGCCC
CCAGCATCGC
ACATGGCACT
ATTTATGCCA
GCGCGATTTG
CATGGGAGAA
GAACATTAGT
TGATCAGCCC
CGCCGCTTCG
TAATCGCCGC
TCAGCAACGA
CCGCCATCGC
CCACGCGGGA
CTGGTTTCAC
GAAAGGTTTT
TGCATTAGGA
GGTGCATGCA
ACGCCGAAAC
TCGGCGATAT
CCGGCGTAGA
GAATTGTGAG
ATATACCATG
GGGGCTCACT
ACTGGGTGCG
ATGGTTATGC
CCAAAAACAC
ATTGTTCTAG
TGGTCACCGT
TCAAGGTGCG
AGGGCCGCCC
TGCCCTTCGC
AGCACCCCGC
AGCGCGTGAT
AGGACGGCGA
CCGTAATGCA
ACGGTGCCCT
AAGAAGCCGC
ccccgatggt
tgggtcagaa
accagatcga

GAACATGCCC
GACCAGAGAA
CCACAGGGTA
GACTTCCGCG
CAGGTCGCAG
TTCTGCTAAC
ATCATGCGCA
TTGGTGGCGG
AGCGACAGGC
AGCGCTGCCG
ACGATAGTCA
ATCGGTCGAG
CTGCCCGCTT
GCGGGGAGAG
GGGCAACAGC
GCTGGTTTGC
TGAGCTGTCT
GGACTCGGTA
AGTGGGAACG
CCAGTCGCCT
GCCAGCCAGA
CTGGTGACCC
AATAATACTG
GCAGGCAGCT
ACTGACGCGT
TTCTACCATC
GACAATTTGC
CTGTTTGCCC
CGCTTCCACT
AACGGTCTGA
ATTCACCACC
GCGCCATTCG
AGCAGCCCAG
AGGAGATGGC
AAGCGCTCAT
AGGCGCCAGC
GGATCGAGAT
CGGATAACAA
GATGGCCGAG
CCGTTTGTCC
TCAGGCCCCG
TAGATATGCC
AGCCTACCTG
ATGGGGAGGG
CTCCTCGGGC
CATGGAGGGC
CTACGAGGGC
CTGGGACATC
CGACATCCCC
GAACTTCGAG
GTTCATCTAC
GAAGAAGACT
GAAGGGCGAG
CGCCAAGgaa
tggtactttc
agtcaacgtg
agcggacaaa
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tccggtaccg
cttgttgtta
GCCGAGGTCA
ACCGACATCA
GAGCGCGCCG
AGCTCCCTGT
GTGAATACTG
TACTCGGCAT
ACGGATTTCA
CAGCAACATT
GCGGATGCGG
CCGGCTGCTA
CTAGCATAAC
ACTATATCCG
TGGTGGTTAC
CTTTCTTCCC
GGCTCCCTTT
AGGGTGATGG
TGGAGTCCAC
TCTCGGTCTA
ATGAGCTGAT
CAGGTGGCAC
ATTCAAATAT
AAAGGAAGAG
TTTGCCTTCC
AGTTGGGTGC
GTTTTCGCCC
CGGTATTATC
AGAATGACTT
TAAGAGAATT
TGACAACGAT
TAACTCGCCT
ACACCACGAT
TTACTCTAGC
CACTTCTGCG
AGCGTGGGTC
TAGTTATCTA
AGATAGGTGC
TTTAGATTGA
ATAATCTCAT
TAGAAAAGAT
AAACAAAAAA
TTTTTCCGAA
AGCCGTAGTT
TAATCCTGTT
CAAGACGATA
AGCCCAGCTT
AAAGCGCCAC
GAACAGGAGA
TCGGGTTTCG
GCCTATGGAA
TTGCTCACAT
TTGAGTGAGC
AGGAAGCGGA
ACCGCATATA
TACACTCCGC

ttaaagctat
tcgaaGAAGC
AGACCACCTA
AGCTGGACAT
AGGGCCGCAC
CCGCCTCTGT
CTGTAGCCTG
CCTTCCTCTA
CTCTGACCAT
ATACTACTCC
CCGCACTCGA
ACAAAGCCCG
CCCTTGGGGC
GATTGGCGAA
GCGCAGCGTG
TTCCTTTCTC
AGGGTTCCGA
TTCACGTAGT
GTTCTTTAAT
TTCTTTTGAT
TTAACAAAAA
TTTTCGGGGA
GTATCCGCTC
TATGAGTATT
TGTTTTTGCT
ACGAGTGGGT
CGAAGAACGT
CCGTATTGAC
GGTTGAGTAC
ATGCAGTGCT
CGGAGGACCG
TGATCGTTGG
GCCTGCAGCA
TTCCCGGCAA
CTCGGCCCTT
TCGCGGTATC
CACGACGGGG
CTCACTGATT
TTTAAAACTT
GACCAAAATC
CAAAGGATCT
ACCACCGCTA
GGTAACTGGC
AGGCCACCAC
ACCAGTGGCT
GTTACCGGAT
GGAGCGAACG
GCTTCCCGAA
GCGCACGAGG
CCACCTCTGA
AAACGCCAGC
GTTCTTTCCT
TGATACCGCT
AGAGCGCCTG
TGGTGCACTC
TAT

ccttgttgaa
GGCTGCTAAA
CATGGCCAAG
CACCTCCCAC
AGGCGGAGGC
GGGCGATAGG
GTATCAACAG
CTCTGGAGTC
CAGCAGTCTG
TCCCACGTTC
GGCGGCCGCA
AAAGGAAGCT
CTCTAAACGG
TGGGACGCGC
ACCGCTACAC
GCCACGTTCG
TTTAGTGCTT
GGGCCATCGC
AGTGGACTCT
TTATAAGGGA
TTTAACGCGA
AATGTGCGCG
ATGAGACAAT
CAACATTTCC
CACCCAGAAA
TACATCGAAC
TTTCCAATGA
GCCGGGCAAG
TCACCAGTCA
GCCATAACCA
AAGGAGCTAA
GAACCGGAGC
ATGGCAACAA
CAATTAATAG
CCGGCTGGCT
ATTGCAGCAC
AGTCAGGCAA
AAGCATTGGT
CATTTTTAAT
CCTTAACGTG
TCTTGAGATC
CCAGCGGTGG
TTCAGCAGAG
TTCAAGAACT
GCTGCCAGTG
AAGGCGCAGC
ACCTACACCG
GGGAGAAAGG
GAGCTTCCAG
CTTGAGCGTC
AACGCGGCCT
GCGTTATCCC
CGCCGCAGCC
ATGCGGTATT
TCAGTACAAT

tctggtcagce
GAAGCCGCCG
AAGCCCGTGC
AACGAGGACT
GGATCCGATA
GTCACCATCA
AAACCAGGAA
CTTTCTCGCT
CAGCCGGAGG
GGACAGGGTA
CTCGAGCACC
GAGTTGGCTG
GTCTTGAGGG
CCTGTAGCGG
TTGCCAGCGC
CCGGCTTTCC
TACGGCACCT
CCTGATAGAC
TGTTCCAAAC
TTTTGCCGAT
ATTTTAACAA
GAACCCCTAT
AACCCTGATA
GTGTCGCCCT
CGCTGGTGAA
TGGATCTCAA
TGAGCACTTT
AGCAACTCGG
CAGAAAAGCA
TGAGTGATAA
CCGCTTTTTT
TGAATGAAGC
CGTTGCGCAA
ACTGGATGGA
GGTTTATTGC
TGGGGCCAGA
CTATGGATGA
AACTGTCAGA
TTAAAAGGAT
AGTTTTCGTT
CTTTTTTTCT
TTTGTTTGCC
CGCAGATACC
CTGTAGCACC
GCGATAAGTC
GGTCGGGCTG
AACTGAGATA
CGGACAGGTA
GGGGAAACGC
GATTTTTGTG
TTTTACGGTT
CTGATTCTGT
GAACGACCGA
TTCTCCTTAC
CTGCTCTGAT

cggttgaatt
CCAAGGGCGG
AGCTGCCCGG
ACACCATCGT
TCCAGATGAC
CCTGCCGTGC
AAGCTCCGAA
TCTCTGGGTC
ACTTCGCAAC
CCAAGGTGGA
ACCACCACCA
CTGCCACCGC
GTTTTTTGCT
CGCATTAAGC
CCTAGCGCCC
CCGTCAAGCT
CGACCCCAAA
GGTTTTTCGC
TGGAACAACA
TTCGGCCTAT
AATATTAACG
TTGTTTATTT
AATGCTTCAA
TATTCCCTTT
AGTAAAAGAT
CAGCGGTAAG
TAAAGTTCTG
TCGCCGCATA
TCTTACGGAT
CACTGCGGCC
GCACAACATG
CATACCAAAC
ACTATTAACT
GGCGGATAAA
TGATAAATCT
TGGTAAGCCC
ACGAAATAGA
CCAAGTTTAC
CTAGGTGAAG
CCACTGAGCG
GCGCGTAATC
GGATCAAGAG
AAATACTGTC
GCCTACATAC
GTGTCTTACC
AACGGGGGGT
CCTACAGCGT
TCCGGTAAGC
CTGGTATCTT
ATGCTCGTCA
CCTGGCCTTT
GGATAACCGT
GCGCAGCGAG
GCATCTGTGC
GCCGCATAGT

cgacgaaccg
CCACTACGAC
CGCCTACAAG
GGAACAGTAC
CCAGTCCCCG
CAGTCAGGAT
ACTACTGATT
CAGATCTGGG
TTATTACTGT
GATCAAACGC
CCACTGAGAT
TGAGCAATAA
GAAAGGAGGA
GCGGCGGGTG
GCTCCTTTCG
CTAAATCGGG
AAACTTGATT
CCTTTGACGT
CTCAACCCTA
TGGTTAAAAA
TTTACAATTT
TTCTAAATAC
TAATATTGAA
TTTGCGGCAT
GCTGAAGATC
ATCCTTGAGA
CTATGTGGCG
CACTATTCTC
GGCATGACAG
AACTTACTTC
GGGGATCATG
GACGAGCGTG
GGCGAACTAC
GTTGCAGGAC
GGAGCCGGTG
TCCCGTATCG
CAGATCGCTG
TCATATATAC
ATCCTTTTTG
TCAGACCCCG
TGCTGCTTGC
CTACCAACTC
CTTCTAGTGT
CTCGCTCTGC
GGGTTGGACT
TCGTGCACAC
GAGCTATGAG
GGCAGGGTCG
TATAGTCCTG
GGGGGGCGGA
TGCTGGCCTT
ATTACCGCCT
TCAGTGAGCG
GGTATTTCAC
TAAGCCAGTA
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Figure 6. Plasmid map for pFluorAbody-GBP3flex2
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3721
3781
3841
3901
3961
4021
4081
4141

CCCGTGGGGC
GACCAGTGAC
CGATCATCGT
GCACCTGTCC
TGCCCCGCGC
ATCCCGGTGC
TCCAGTCGGG
GCGGTTTGCG
TGATTGCCCT
CCCAGCAGGC
TCGGTATCGT
ATGGCGCGCA
ATGCCCTCAT
TCCCGTTCCG
CGCAGACGCG
AATGCGACCA
TTGATGGGTG
TCCACAGCAA
TGCGCGAGAA
GACACCACCA
GACGGCGCGT
GCCAGTTGTT
TTTTCCCGCG
TAAGAGACAC
CTGAATTGAC
ATGGTGTCCG
TAGTAGGTTG
GCCCAACAGT
GAGCCCGAAG
AACCGCACCT
CGATCTCGAT
TTCCCCTCTA
GTTCAGCTGG
TGTGCAGCTT
GGTAAGGGCC
GATAGCGTCA
CAGATGAACA
GACGGCTTCT
GGAGGCGGAT
TCCGTGAACG
ACCCAGACCG
CTGTCCCCTC
GACTACTTGA
GACGGCGGCG
AAGGTGAAGC
ATGGGCTGGG
ATCAAGATGA
CACGGTAAAA
ACCTCTGGCA
TCGGGAGGCG
ACCACCTACA
CTGGACATCA
GGCCGCACAG
GCCTCTGTGG
GTAGCCTGGT
TTCCTCTACT
CTGACCATCA

CGCCATGCCG
GAAGGCTTGA
CGCGCTCCAG
TACGAGTTGC
CCACCGGAAG
CTAATGAGTG
AAACCTGTCG
TATTGGGCGC
TCACCGCCTG
GAAAATCCTG
CGTATCCCAC
TTGCGCCCAG
TCAGCATTTG
CTATCGGCTG
CCGAGACAGA
GATGCTCCAC
TCTGGTCAGA
TGGCATCCTG
GATTGTGCAC
CGCTGGCACC
GCAGGGCCAG
GTGCCACGCG
TTTTCGCAGA
CGGCATACTC
TCTCTTCCGG
GGATCTCGAC
AGGCCGTTGA
CCccecaGeea
TGGCGAGCCC
GTGGCGCCGG
CCCGCGAAAT
GAAATAATTT
TGGAGTCTGG
CTGGCTTCAA
TGGAATGGGT
AGGGCCGTTT
GCCTGCGTGC
ATGCTATGGA
CCGAGGACGT
GCCACGAGTT
CCAAGCTGAA
AGTTCCAGTA
AGCTGTCCTT
TGGTGACCGT
TGCGCGGCAC
AGGCCTCCAC
GGCTGAAGCT
CGCAGGCCAC
CCATCCAGTC
GAGGATCAGG
TGGCCAAGAA
CCTCCCACAA
GCGGAGGCGG
GCGATAGGGT
ATCAACAGAA
CTGGAGTCCT
GCAGTCTGCA

GCGATAATGG
GCGAGGGCGT
CGAAAGCGGT
ATGATAAAGA
GAGCTGACTG
AGCTAACTTA
TGCCAGCTGC
CAGGGTGGTT
GCCCTGAGAG
TTTGATGGTG
TACCGAGATG
CGCCATCTGA
CATGGTTTGT
AATTTGATTG
ACTTAATGGG
GCCCAGTCGC
GACATCAAGA
GTCATCCAGC
CGCCGCTTTA
CAGTTGATCG
ACTGGAGGTG
GTTGGGAATG
AACGTGGCTG
TGCGACATCG
GCGCTATCAT
GCTCTCCCTT
GCACCGCCGC
CGGGGCCTGC
GATCTTCCCC
TGATGCCGGC
TAATACGACT
TGTTTAACTT
CGGTGGCCTG
CATTAAAGAC
TGCAAGGATT
CACTATAAGC
TGAGGACACT
CTACTGGGGT
CATCAAGGAG
CGAGATCGAG
GGTGACCAAG
CGGCTCCAAG
CCCCGAGGGC
GACCCAGGAC
CAACTTCCCC
CGAGCGGATG
GAAGGACGGA
CAGCGGTACA
GATGCACGGG
CGGCGGTGGT
GCCCGTGCAG
CGAGGACTAC
ATCCGATATC
CACCATCACC
ACCAGGAAAA
TTCTCGCTTC
GCCGGAGGAC

CCTGCTTCTC
GCAAGATTCC
CCTCGCCGAA
AGACAGTCAT
GGTTGAAGGC
CATTAATTGC
ATTAATGAAT
TTTCTTTTCA
AGTTGCAGCA
GTTAACGGCG
TCCGCACCAA
TCGTTGGCAA
TGAAAACCGG
CGAGTGAGAT
CCCGCTAACA
GTACCGTCTT
AATAACGCCG
GGATAGTTAA
CAGGCTTCGA
GCGCGAGATT
GCAACGCCAA
TAATTCAGCT
GCCTGGTTCA
TATAACGTTA
GCCATACCGC
ATGCGACTCC
CGCAAGGAAT
CACCATACCC
ATCGGTGATG
CACGATGCGT
CACTATAGGG
TAAGAAGGAG
GTGCAGCCAG
ACCTATATAC
TATCCTACGA
GCAGACACAT
GCCGTCTATT
CAAGGAACCC
TTCATGCGCT
GGCGAGGGCG
GGCGGCCeee
GCCTACGTGA
TTCAAGTGGG
TCCTCCCTGC
TCCGACGGCC
TACCCCGAGG
GGCGGGGGTT
ATCCAATCTA
AAGACGCAAG
TCTGGCGGCC
CTGCCCGGCG
ACCATCGTGG
CAGATGACCC
TGCCGTGCCA
GCTCCGAAAC
TCTGGGTCCA
TTCGCAACTT

GCCGAAACGT
GAATACCGCA
AATGACCCAG
AAGTGCGGCG
TCTCAAGGGC
GTTGCGCTCA
CGGCCAACGC
CCAGTGAGAC
AGCGGTCCAC
GGATATAACA
CGCGCAGCCC
CCAGCATCGC
ACATGGCACT
ATTTATGCCA
GCGCGATTTG
CATGGGAGAA
GAACATTAGT
TGATCAGCCC
CGCCGCTTCG
TAATCGCCGC
TCAGCAACGA
CCGCCATCGC
CCACGCGGGA
CTGGTTTCAC
GAAAGGTTTT
TGCATTAGGA
GGTGCATGCA
ACGCCGAAAC
TCGGCGATAT
CCGGCGTAGA
GAATTGTGAG
ATATACCATG
GGGGCTCACT
ACTGGGTGCG
ATGGTTATGC
CCAAAAACAC
ATTGTTCTAG
TGGTCACCGT
TCAAGGTGCG
AGGGCCGCCC
TGCCCTTCGC
AGCACCCCGC
AGCGCGTGAT
AGGACGGCGA
CCGTAATGCA
ACGGTGCCCT
CAGGTGGTGG
TGCACGGCAA
CCACCTCCGG
ACTACGACGC
CCTACAAGAC
AACAGTACGA
AGTCCCCGAG
GTCAGGATGT
TACTGATTTA
GATCTGGGAC
ATTACTGTCA

TTGGTGGCGG
AGCGACAGGC
AGCGCTGCCG
ACGATAGTCA
ATCGGTCGAG
CTGCCCGCTT
GCGGGGAGAG
GGGCAACAGC
GCTGGTTTGC
TGAGCTGTCT
GGACTCGGTA
AGTGGGAACG
CCAGTCGCCT
GCCAGCCAGA
CTGGTGACCC
AATAATACTG
GCAGGCAGCT
ACTGACGCGT
TTCTACCATC
GACAATTTGC
CTGTTTGCCC
CGCTTCCACT
AACGGTCTGA
ATTCACCACC
GCGCCATTCG
AGCAGCCCAG
AGGAGATGGC
AAGCGCTCAT
AGGCGCCAGC
GGATCGAGAT
CGGATAACAA
GATGGCCGAG
CCGTTTGTCC
TCAGGCCCCG
TAGATATGCC
AGCCTACCTG
ATGGGGAGGG
CTCCTCGGGC
CATGGAGGGC
CTACGAGGGC
CTGGGACATC
CGACATCCCC
GAACTTCGAG
GTTCATCTAC
GAAGAAGACT
GAAGGGCGAG
AGGCAGCATG
GACACAGGCT
GACAATTCAA
CGAGGTCAAG
CGACATCAAG
GCGCGCCGAG
CTCCCTGTCC
GAATACTGCT
CTCGGCATCC
GGATTTCACT
GCAACATTAT
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ACTACTCCTC
GCACTCGAGG
AAAGCCCGAA
CTTGGGGCCT
TTGGCGAATG
GCAGCGTGAC
CCTTTCTCGC
GGTTCCGATT
CACGTAGTGG
TCTTTAATAG
CTTTTGATTT
AACAAAAATT
TTCGGGGAAA
ATCCGCTCAT
TGAGTATTCA
TTTTTGCTCA
GAGTGGGTTA
AAGAACGTTT
GTATTGACGC
TTGAGTACTC
GCAGTGCTGC
GAGGACCGAA
ATCGTTGGGA
CTGCAGCAAT
CCCGGCAACA
CGGCCCTTCC
GCGGTATCAT
CGACGGGGAG
CACTGATTAA
TAAAACTTCA
CCAAAATCCC
AAGGATCTTC
CACCGCTACC
TAACTGGCTT
GCCACCACTT
CAGTGGCTGC
TACCGGATAA
AGCGAACGAC
TTCCCGAAGG
GCACGAGGGA
ACCTCTGACT
ACGCCAGCAA
TCTTTCCTGC
ATACCGCTCG
AGCGCCTGAT
GTGCACTCTC
T

CCACGTTCGG
CGGCCGCACT
AGGAAGCTGA
CTAAACGGGT
GGACGCGCCC
CGCTACACTT
CACGTTCGCC
TAGTGCTTTA
GCCATCGCCC
TGGACTCTTG
ATAAGGGATT
TAACGCGAAT
TGTGCGCGGA
GAGACAATAA
ACATTTCCGT
CCCAGAAACG
CATCGAACTG
TCCAATGATG
CGGGCAAGAG
ACCAGTCACA
CATAACCATG
GGAGCTAACC
ACCGGAGCTG
GGCAACAACG
ATTAATAGAC
GGCTGGCTGG
TGCAGCACTG
TCAGGCAACT
GCATTGGTAA
TTTTTAATTT
TTAACGTGAG
TTGAGATCCT
AGCGGTGGTT
CAGCAGAGCG
CAAGAACTCT
TGCCAGTGGC
GGCGCAGCGG
CTACACCGAA
GAGAAAGGCG
GCTTCCAGGG
TGAGCGTCGA
CGCGGCCTTT
GTTATCCCCT
CCGCAGCCGA
GCGGTATTTT
AGTACAATCT

ACAGGGTACC
CGAGCACCAC
GTTGGCTGCT
CTTGAGGGGT
TGTAGCGGCG
GCCAGCGCCC
GGCTTTCCCC
CGGCACCTCG
TGATAGACGG
TTCCAAACTG
TTGCCGATTT
TTTAACAAAA
ACCCCTATTT
CCCTGATAAA
GTCGCCCTTA
CTGGTGAAAG
GATCTCAACA
AGCACTTTTA
CAACTCGGTC
GAAAAGCATC
AGTGATAACA
GCTTTTTTGC
AATGAAGCCA
TTGCGCAAAC
TGGATGGAGG
TTTATTGCTG
GGGCCAGATG
ATGGATGAAC
CTGTCAGACC
AAAAGGATCT
TTTTCGTTCC
TTTTTTCTGC
TGTTTGCCGG
CAGATACCAA
GTAGCACCGC
GATAAGTCGT
TCGGGCTGAA
CTGAGATACC
GACAGGTATC
GGAAACGCCT
TTTTTGTGAT
TTACGGTTCC
GATTCTGTGG
ACGACCGAGC
CTCCTTACGC
GCTCTGATGC

AAGGTGGAGA
CACCACCACC
GCCACCGCTG
TTTTTGCTGA
CATTAAGCGC
TAGCGCCCGC
GTCAAGCTCT
ACCCCAAAAA
TTTTTCGCCC
GAACAACACT
CGGCCTATTG
TATTAACGTT
GTTTATTTTT
TGCTTCAATA
TTCCCTTTTT
TAAAAGATGC
GCGGTAAGAT
AAGTTCTGCT
GCCGCATACA
TTACGGATGG
CTGCGGCCAA
ACAACATGGG
TACCAAACGA
TATTAACTGG
CGGATAAAGT
ATAAATCTGG
GTAAGCCCTC
GAAATAGACA
AAGTTTACTC
AGGTGAAGAT
ACTGAGCGTC
GCGTAATCTG
ATCAAGAGCT
ATACTGTCCT
CTACATACCT
GTCTTACCGG
CGGGGGGTTC
TACAGCGTGA
CGGTAAGCGG
GGTATCTTTA
GCTCGTCAGG
TGGCCTTTTG
ATAACCGTAT
GCAGCGAGTC
ATCTGTGCGG
CGCATAGTTA

TCAAACGCGC
ACTGAGATCC
AGCAATAACT
AAGGAGGAAC
GGCGGGTGTG
TCCTTTCGCT
AAATCGGGGG
ACTTGATTAG
TTTGACGTTG
CAACCCTATC
GTTAAAAAAT
TACAATTTCA
CTAAATACAT
ATATTGAAAA
TGCGGCATTT
TGAAGATCAG
CCTTGAGAGT
ATGTGGCGCG
CTATTCTCAG
CATGACAGTA
CTTACTTCTG
GGATCATGTA
CGAGCGTGAC
CGAACTACTT
TGCAGGACCA
AGCCGGTGAG
CCGTATCGTA
GATCGCTGAG
ATATATACTT
CCTTTTTGAT
AGACCCCGTA
CTGCTTGCAA
ACCAACTCTT
TCTAGTGTAG
CGCTCTGCTA
GTTGGACTCA
GTGCACACAG
GCTATGAGAA
CAGGGTCGGA
TAGTCCTGTC
GGGGCGGAGC
CTGGCCTTTT
TACCGCCTTT
AGTGAGCGAG
TATTTCACAC
AGCCAGTATA

GGATGCGGCC
GGCTGCTAAC
AGCATAACCC
TATATCCGGA
GTGGTTACGC
TTCTTCCCTT
CTCCCTTTAG
GGTGATGGTT
GAGTCCACGT
TCGGTCTATT
GAGCTGATTT
GGTGGCACTT
TCAAATATGT
AGGAAGAGTA
TGCCTTCCTG
TTGGGTGCAC
TTTCGCCCCG
GTATTATCCC
AATGACTTGG
AGAGAATTAT
ACAACGATCG
ACTCGCCTTG
ACCACGATGC
ACTCTAGCTT
CTTCTGCGCT
CGTGGGTCTC
GTTATCTACA
ATAGGTGCCT
TAGATTGATT
AATCTCATGA
GAAAAGATCA
ACAAAAAAAC
TTTCCGAAGG
CCGTAGTTAG
ATCCTGTTAC
AGACGATAGT
CCCAGCTTGG
AGCGCCACGC
ACAGGAGAGC
GGGTTTCGCC
CTATGGAAAA
GCTCACATGT
GAGTGAGCTG
GAAGCGGAAG
CGCATATATG
CACTCCGCTA
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GATTCACAGA
AATGTCTGGC
GATGCCTCCG
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GGTAAACAAC
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TTTCCAGACT
ACGTTTTGCA
CAGTAAGGCA
CCCGTGGGGC
GACCAGTGAC
CGATCATCGT
GCACCTGTCC
TGCCCCGCGC
ATCCCGGTGC
TCCAGTCGGG
GCGGTTTGCG
TGATTGCCCT
CCCAGCAGGC
TCGGTATCGT
ATGGCGCGCA
ATGCCCTCAT
TCCCGTTCCG
CGCAGACGCG
AATGCGACCA
TTGATGGGTG
TCCACAGCAA
TGCGCGAGAA
GACACCACCA
GACGGCGCGT
GCCAGTTGTT
TTTTCCCGCG
TAAGAGACAC
CTGAATTGAC
ATGGTGTCCG
TAGTAGGTTG
GCCCAACAGT
GAGCCCGAAG
AACCGCACCT
CGATCTCGAT
TTCCCCTCTA
GTTCAGCTGG
TGTGCAGCTT
GGTAAGGGCC
GATAGCGTCA
CAGATGAACA
GACGGCTTCT
GGAGGCGGAT
TCCGTGAACG
ACCCAGACCG
CTGTCCCCTC
GACTACTTGA
GACGGCGGCG
AAGGTGAAGC
ATGGGCTGGG
ATCAAGATGA
CACGGTAAAA
ACCTCTGGCA
TCGGGAGGCG
ACCACCTACA
CTGGACATCA
GGCCGCACAG
GCCTCTGTGG

TTACGAAACA
GCAGCAGTCG
ACCCCGCCAG
CGCCATGCCG
GAAGGCTTGA
CGCGCTCCAG
TACGAGTTGC
CCACCGGAAG
CTAATGAGTG
AAACCTGTCG
TATTGGGCGC
TCACCGCCTG
GAAAATCCTG
CGTATCCCAC
TTGCGCCCAG
TCAGCATTTG
CTATCGGCTG
CCGAGACAGA
GATGCTCCAC
TCTGGTCAGA
TGGCATCCTG
GATTGTGCAC
CGCTGGCACC
GCAGGGCCAG
GTGCCACGCG
TTTTCGCAGA
CGGCATACTC
TCTCTTCCGG
GGATCTCGAC
AGGCCGTTGA
CCccecaGeea
TGGCGAGCCC
GTGGCGCCGG
CCCGCGAAAT
GAAATAATTT
TGGAGTCTGG
CTGGCTTCAA
TGGAATGGGT
AGGGCCGTTT
GCCTGCGTGC
ATGCTATGGA
CCGAGGACGT
GCCACGAGTT
CCAAGCTGAA
AGTTCCAGTA
AGCTGTCCTT
TGGTGACCGT
TGCGCGGCAC
AGGCCTCCAC
GGCTGAAGCT
CGCAGGCCAC
CCATCCAGTC
GAGGATCAGG
TGGCCAAGAA
CCTCCCACAA
GCGGAGGCGG
GCGATAGGGT

CGGAAACCGA
CTTCACGTTC
CCTAGCCGGG
GCGATAATGG
GCGAGGGCGT
CGAAAGCGGT
ATGATAAAGA
GAGCTGACTG
AGCTAACTTA
TGCCAGCTGC
CAGGGTGGTT
GCCCTGAGAG
TTTGATGGTG
TACCGAGATG
CGCCATCTGA
CATGGTTTGT
AATTTGATTG
ACTTAATGGG
GCCCAGTCGC
GACATCAAGA
GTCATCCAGC
CGCCGCTTTA
CAGTTGATCG
ACTGGAGGTG
GTTGGGAATG
AACGTGGCTG
TGCGACATCG
GCGCTATCAT
GCTCTCCCTT
GCACCGCCGC
CGGGGCCTGC
GATCTTCCCC
TGATGCCGGC
TAATACGACT
TGTTTAACTT
CGGTGGCCTG
CATTAAAGAC
TGCAAGGATT
CACTATAAGC
TGAGGACACT
CTACTGGGGT
CATCAAGGAG
CGAGATCGAG
GGTGACCAAG
CGGCTCCAAG
CCCCGAGGGC
GACCCAGGAC
CAACTTCCCC
CGAGCGGATG
GAAGGACGGA
CAGCGGTACA
GATGCACGGG
CGGCGGTGGT
GCCCGTGCAG
CGAGGACTAC
ATCCGATATC
CACCATCACC

AGACCATTCA
GCTCGCGTAT
TCCTCAACGA
CCTGCTTCTC
GCAAGATTCC
CCTCGCCGAA
AGACAGTCAT
GGTTGAAGGC
CATTAATTGC
ATTAATGAAT
TTTCTTTTCA
AGTTGCAGCA
GTTAACGGCG
TCCGCACCAA
TCGTTGGCAA
TGAAAACCGG
CGAGTGAGAT
CCCGCTAACA
GTACCGTCTT
AATAACGCCG
GGATAGTTAA
CAGGCTTCGA
GCGCGAGATT
GCAACGCCAA
TAATTCAGCT
GCCTGGTTCA
TATAACGTTA
GCCATACCGC
ATGCGACTCC
CGCAAGGAAT
CACCATACCC
ATCGGTGATG
CACGATGCGT
CACTATAGGG
TAAGAAGGAG
GTGCAGCCAG
ACCTATATAC
TATCCTACGA
GCAGACACAT
GCCGTCTATT
CAAGGAACCC
TTCATGCGCT
GGCGAGGGCG
GGCGGCCeee
GCCTACGTGA
TTCAAGTGGG
TCCTCCCTGC
TCCGACGGCC
TACCCCGAGG
GGCGGGGGTT
ATCCAATCTA
AAGACGCAAG
TCTGGCGGCC
CTGCCCGGCG
ACCATCGTGG
CAGATGACCC
TGCCGTGCCA

TGTTGTTGCT
CGGTGATTCA
CAGGAGCACG
GCCGAAACGT
GAATACCGCA
AATGACCCAG
AAGTGCGGCG
TCTCAAGGGC
GTTGCGCTCA
CGGCCAACGC
CCAGTGAGAC
AGCGGTCCAC
GGATATAACA
CGCGCAGCCC
CCAGCATCGC
ACATGGCACT
ATTTATGCCA
GCGCGATTTG
CATGGGAGAA
GAACATTAGT
TGATCAGCCC
CGCCGCTTCG
TAATCGCCGC
TCAGCAACGA
CCGCCATCGC
CCACGCGGGA
CTGGTTTCAC
GAAAGGTTTT
TGCATTAGGA
GGTGCATGCA
ACGCCGAAAC
TCGGCGATAT
CCGGCGTAGA
GAATTGTGAG
ATATACCATG
GGGGCTCACT
ACTGGGTGCG
ATGGTTATGC
CCAAAAACAC
ATTGTTCTAG
TGGTCACCGT
TCAAGGTGCG
AGGGCCGCCC
TGCCCTTCGC
AGCACCCCGC
AGCGCGTGAT
AGGACGGCGA
CCGTAATGCA
ACGGTGCCCT
CAGGTGGTGG
TGCACGGCAA
CCACCTCCGG
ACTACGACGC
CCTACAAGAC
AACAGTACGA
AGTCCCCGAG
GTCAGGATGT

CAGGTCGCAG
TTCTGCTAAC
ATCATGCGCA
TTGGTGGCGG
AGCGACAGGC
AGCGCTGCCG
ACGATAGTCA
ATCGGTCGAG
CTGCCCGCTT
GCGGGGAGAG
GGGCAACAGC
GCTGGTTTGC
TGAGCTGTCT
GGACTCGGTA
AGTGGGAACG
CCAGTCGCCT
GCCAGCCAGA
CTGGTGACCC
AATAATACTG
GCAGGCAGCT
ACTGACGCGT
TTCTACCATC
GACAATTTGC
CTGTTTGCCC
CGCTTCCACT
AACGGTCTGA
ATTCACCACC
GCGCCATTCG
AGCAGCCCAG
AGGAGATGGC
AAGCGCTCAT
AGGCGCCAGC
GGATCGAGAT
CGGATAACAA
GATGGCCGAG
CCGTTTGTCC
TCAGGCCCCG
TAGATATGCC
AGCCTACCTG
ATGGGGAGGG
CTCCTCGGGC
CATGGAGGGC
CTACGAGGGC
CTGGGACATC
CGACATCCCC
GAACTTCGAG
GTTCATCTAC
GAAGAAGACT
GAAGGGCGAG
AGGCAGCATG
GACACAGGCT
GACAATTCAA
CGAGGTCAAG
CGACATCAAG
GCGCGCCGAG
CTCCCTGTCC
GAATACTGCT
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GTAGCCTGGT
TTCCTCTACT
CTGACCATCA
ACTACTCCTC
GCACTCGAGG
AAAGCCCGAA
CTTGGGGCCT
TTGGCGAATG
GCAGCGTGAC
CCTTTCTCGC
GGTTCCGATT
CACGTAGTGG
TCTTTAATAG
CTTTTGATTT
AACAAAAATT
TTCGGGGAAA
ATCCGCTCAT
TGAGTATTCA
TTTTTGCTCA
GAGTGGGTTA
AAGAACGTTT
GTATTGACGC
TTGAGTACTC
GCAGTGCTGC
GAGGACCGAA
ATCGTTGGGA
CTGCAGCAAT
CCCGGCAACA
CGGCCCTTCC
GCGGTATCAT
CGACGGGGAG
CACTGATTAA
TAAAACTTCA
CCAAAATCCC
AAGGATCTTC
CACCGCTACC
TAACTGGCTT
GCCACCACTT
CAGTGGCTGC
TACCGGATAA
AGCGAACGAC
TTCCCGAAGG
GCACGAGGGA
ACCTCTGACT
ACGCCAGCAA
TCTTTCCTGC
ATACCGCTCG
AGCGCCTGAT
GTGCACTCTC
T

ATCAACAGAA
CTGGAGTCCT
GCAGTCTGCA
CCACGTTCGG
CGGCCGCACT
AGGAAGCTGA
CTAAACGGGT
GGACGCGCCC
CGCTACACTT
CACGTTCGCC
TAGTGCTTTA
GCCATCGCCC
TGGACTCTTG
ATAAGGGATT
TAACGCGAAT
TGTGCGCGGA
GAGACAATAA
ACATTTCCGT
CCCAGAAACG
CATCGAACTG
TCCAATGATG
CGGGCAAGAG
ACCAGTCACA
CATAACCATG
GGAGCTAACC
ACCGGAGCTG
GGCAACAACG
ATTAATAGAC
GGCTGGCTGG
TGCAGCACTG
TCAGGCAACT
GCATTGGTAA
TTTTTAATTT
TTAACGTGAG
TTGAGATCCT
AGCGGTGGTT
CAGCAGAGCG
CAAGAACTCT
TGCCAGTGGC
GGCGCAGCGG
CTACACCGAA
GAGAAAGGCG
GCTTCCAGGG
TGAGCGTCGA
CGCGGCCTTT
GTTATCCCCT
CCGCAGCCGA
GCGGTATTTT
AGTACAATCT

ACCAGGAAAA
TTCTCGCTTC
GCCGGAGGAC
ACAGGGTACC
CGAGCACCAC
GTTGGCTGCT
CTTGAGGGGT
TGTAGCGGCG
GCCAGCGCCC
GGCTTTCCCC
CGGCACCTCG
TGATAGACGG
TTCCAAACTG
TTGCCGATTT
TTTAACAAAA
ACCCCTATTT
CCCTGATAAA
GTCGCCCTTA
CTGGTGAAAG
GATCTCAACA
AGCACTTTTA
CAACTCGGTC
GAAAAGCATC
AGTGATAACA
GCTTTTTTGC
AATGAAGCCA
TTGCGCAAAC
TGGATGGAGG
TTTATTGCTG
GGGCCAGATG
ATGGATGAAC
CTGTCAGACC
AAAAGGATCT
TTTTCGTTCC
TTTTTTCTGC
TGTTTGCCGG
CAGATACCAA
GTAGCACCGC
GATAAGTCGT
TCGGGCTGAA
CTGAGATACC
GACAGGTATC
GGAAACGCCT
TTTTTGTGAT
TTACGGTTCC
GATTCTGTGG
ACGACCGAGC
CTCCTTACGC
GCTCTGATGC

GCTCCGAAAC
TCTGGGTCCA
TTCGCAACTT
AAGGTGGAGA
CACCACCACC
GCCACCGCTG
TTTTTGCTGA
CATTAAGCGC
TAGCGCCCGC
GTCAAGCTCT
ACCCCAAAAA
TTTTTCGCCC
GAACAACACT
CGGCCTATTG
TATTAACGTT
GTTTATTTTT
TGCTTCAATA
TTCCCTTTTT
TAAAAGATGC
GCGGTAAGAT
AAGTTCTGCT
GCCGCATACA
TTACGGATGG
CTGCGGCCAA
ACAACATGGG
TACCAAACGA
TATTAACTGG
CGGATAAAGT
ATAAATCTGG
GTAAGCCCTC
GAAATAGACA
AAGTTTACTC
AGGTGAAGAT
ACTGAGCGTC
GCGTAATCTG
ATCAAGAGCT
ATACTGTCCT
CTACATACCT
GTCTTACCGG
CGGGGGGTTC
TACAGCGTGA
CGGTAAGCGG
GGTATCTTTA
GCTCGTCAGG
TGGCCTTTTG
ATAACCGTAT
GCAGCGAGTC
ATCTGTGCGG
CGCATAGTTA

TACTGATTTA
GATCTGGGAC
ATTACTGTCA
TCAAACGCGC
ACTGAGATCC
AGCAATAACT
AAGGAGGAAC
GGCGGGTGTG
TCCTTTCGCT
AAATCGGGGG
ACTTGATTAG
TTTGACGTTG
CAACCCTATC
GTTAAAAAAT
TACAATTTCA
CTAAATACAT
ATATTGAAAA
TGCGGCATTT
TGAAGATCAG
CCTTGAGAGT
ATGTGGCGCG
CTATTCTCAG
CATGACAGTA
CTTACTTCTG
GGATCATGTA
CGAGCGTGAC
CGAACTACTT
TGCAGGACCA
AGCCGGTGAG
CCGTATCGTA
GATCGCTGAG
ATATATACTT
CCTTTTTGAT
AGACCCCGTA
CTGCTTGCAA
ACCAACTCTT
TCTAGTGTAG
CGCTCTGCTA
GTTGGACTCA
GTGCACACAG
GCTATGAGAA
CAGGGTCGGA
TAGTCCTGTC
GGGGCGGAGC
CTGGCCTTTT
TACCGCCTTT
AGTGAGCGAG
TATTTCACAC
AGCCAGTATA

CTCGGCATCC
GGATTTCACT
GCAACATTAT
GGATGCGGCC
GGCTGCTAAC
AGCATAACCC
TATATCCGGA
GTGGTTACGC
TTCTTCCCTT
CTCCCTTTAG
GGTGATGGTT
GAGTCCACGT
TCGGTCTATT
GAGCTGATTT
GGTGGCACTT
TCAAATATGT
AGGAAGAGTA
TGCCTTCCTG
TTGGGTGCAC
TTTCGCCCCG
GTATTATCCC
AATGACTTGG
AGAGAATTAT
ACAACGATCG
ACTCGCCTTG
ACCACGATGC
ACTCTAGCTT
CTTCTGCGCT
CGTGGGTCTC
GTTATCTACA
ATAGGTGCCT
TAGATTGATT
AATCTCATGA
GAAAAGATCA
ACAAAAAAAC
TTTCCGAAGG
CCGTAGTTAG
ATCCTGTTAC
AGACGATAGT
CCCAGCTTGG
AGCGCCACGC
ACAGGAGAGC
GGGTTTCGCC
CTATGGAAAA
GCTCACATGT
GAGTGAGCTG
GAAGCGGAAG
CGCATATATG
CACTCCGCTA
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661

721

781

841

901

961
1021
1081
1141
1201
1261
1321
1381
1441
1501
1561
1621
1681
1741
1801
1861
1921
1981
2041
2101
2161
2221
2281
2341
2401
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2521
2581
2641
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2821
2881
2941
3001
3061
3121
3181
3241
3301
3361
3421
3481
3541
3601
3661
3721
3781
3841
3901
3961
4021

ACGTTTTGCA
CAGTAAGGCA
CCCGTGGGGC
GACCAGTGAC
CGATCATCGT
GCACCTGTCC
TGCCCCGCGC
ATCCCGGTGC
TCCAGTCGGG
GCGGTTTGCG
TGATTGCCCT
CCCAGCAGGC
TCGGTATCGT
ATGGCGCGCA
ATGCCCTCAT
TCCCGTTCCG
CGCAGACGCG
AATGCGACCA
TTGATGGGTG
TCCACAGCAA
TGCGCGAGAA
GACACCACCA
GACGGCGCGT
GCCAGTTGTT
TTTTCCCGCG
TAAGAGACAC
CTGAATTGAC
ATGGTGTCCG
TAGTAGGTTG
GCCCAACAGT
GAGCCCGAAG
AACCGCACCT
CGATCTCGAT
TTCCCCTCTA
GTTCAGCTGG
TGTGCAGCTT
GGTAAGGGCC
GATAGCGTCA
CAGATGAACA
GACGGCTTCT
GGAGGCGGAT
TCCGTGAACG
ACCCAGACCG
CTGTCCCCTC
GACTACTTGA
GACGGCGGCG
AAGGTGAAGC
ATGGGCTGGG
ATCAAGATGA
GGCGGGGGCT
GGAAAGACGC
TCTGGAACTA
GGGGGAGGAG
GCCGAGGTCA
ACCGACATCA
GAGCGCGCCG
AGCTCCCTGT

GCAGCAGTCG
ACCCCGCCAG
CGCCATGCCG
GAAGGCTTGA
CGCGCTCCAG
TACGAGTTGC
CCACCGGAAG
CTAATGAGTG
AAACCTGTCG
TATTGGGCGC
TCACCGCCTG
GAAAATCCTG
CGTATCCCAC
TTGCGCCCAG
TCAGCATTTG
CTATCGGCTG
CCGAGACAGA
GATGCTCCAC
TCTGGTCAGA
TGGCATCCTG
GATTGTGCAC
CGCTGGCACC
GCAGGGCCAG
GTGCCACGCG
TTTTCGCAGA
CGGCATACTC
TCTCTTCCGG
GGATCTCGAC
AGGCCGTTGA
CCccecaGeea
TGGCGAGCCC
GTGGCGCCGG
CCCGCGAAAT
GAAATAATTT
TGGAGTCTGG
CTGGCTTCAA
TGGAATGGGT
AGGGCCGTTT
GCCTGCGTGC
ATGCTATGGA
CCGAGGACGT
GCCACGAGTT
CCAAGCTGAA
AGTTCCAGTA
AGCTGTCCTT
TGGTGACCGT
TGCGCGGCAC
AGGCCTCCAC
GGCTGAAGCT
CCATGCACGG
AGGCAACATC
TTCAGAGTAT
GATCTGGTGG
AGACCACCTA
AGCTGGACAT
AGGGCCGCAC
CCGCCTCTGT

CTTCACGTTC
CCTAGCCGGG
GCGATAATGG
GCGAGGGCGT
CGAAAGCGGT
ATGATAAAGA
GAGCTGACTG
AGCTAACTTA
TGCCAGCTGC
CAGGGTGGTT
GCCCTGAGAG
TTTGATGGTG
TACCGAGATG
CGCCATCTGA
CATGGTTTGT
AATTTGATTG
ACTTAATGGG
GCCCAGTCGC
GACATCAAGA
GTCATCCAGC
CGCCGCTTTA
CAGTTGATCG
ACTGGAGGTG
GTTGGGAATG
AACGTGGCTG
TGCGACATCG
GCGCTATCAT
GCTCTCCCTT
GCACCGCCGC
CGGGGCCTGC
GATCTTCCCC
TGATGCCGGC
TAATACGACT
TGTTTAACTT
CGGTGGCCTG
CATTAAAGAC
TGCAAGGATT
CACTATAAGC
TGAGGACACT
CTACTGGGGT
CATCAAGGAG
CGAGATCGAG
GGTGACCAAG
CGGCTCCAAG
CCCCGAGGGC
GACCCAGGAC
CAACTTCCCC
CGAGCGGATG
GAAGGACGGG
AAAGACCCAA
TGGGACCATT
GCATGGGAAG
TGGCGGGAGT
CATGGCCAAG
CACCTCCCAC
AGGCGGAGGC
GGGCGATAGG

GCTCGCGTAT
TCCTCAACGA
CCTGCTTCTC
GCAAGATTCC
CCTCGCCGAA
AGACAGTCAT
GGTTGAAGGC
CATTAATTGC
ATTAATGAAT
TTTCTTTTCA
AGTTGCAGCA
GTTAACGGCG
TCCGCACCAA
TCGTTGGCAA
TGAAAACCGG
CGAGTGAGAT
CCCGCTAACA
GTACCGTCTT
AATAACGCCG
GGATAGTTAA
CAGGCTTCGA
GCGCGAGATT
GCAACGCCAA
TAATTCAGCT
GCCTGGTTCA
TATAACGTTA
GCCATACCGC
ATGCGACTCC
CGCAAGGAAT
CACCATACCC
ATCGGTGATG
CACGATGCGT
CACTATAGGG
TAAGAAGGAG
GTGCAGCCAG
ACCTATATAC
TATCCTACGA
GCAGACACAT
GCCGTCTATT
CAAGGAACCC
TTCATGCGCT
GGCGAGGGCG
GGCGGCCeee
GCCTACGTGA
TTCAAGTGGG
TCCTCCCTGC
TCCGACGGCC
TACCCCGAGG
GGTGGAGGCT
GCAACAAGCG
CAAAGCATGC
ACGCAGGCAA
GGTGGAGGCG
AAGCCCGTGC
AACGAGGACT
GGATCCGATA
GTCACCATCA

CGGTGATTCA
CAGGAGCACG
GCCGAAACGT
GAATACCGCA
AATGACCCAG
AAGTGCGGCG
TCTCAAGGGC
GTTGCGCTCA
CGGCCAACGC
CCAGTGAGAC
AGCGGTCCAC
GGATATAACA
CGCGCAGCCC
CCAGCATCGC
ACATGGCACT
ATTTATGCCA
GCGCGATTTG
CATGGGAGAA
GAACATTAGT
TGATCAGCCC
CGCCGCTTCG
TAATCGCCGC
TCAGCAACGA
CCGCCATCGC
CCACGCGGGA
CTGGTTTCAC
GAAAGGTTTT
TGCATTAGGA
GGTGCATGCA
ACGCCGAAAC
TCGGCGATAT
CCGGCGTAGA
GAATTGTGAG
ATATACCATG
GGGGCTCACT
ACTGGGTGCG
ATGGTTATGC
CCAAAAACAC
ATTGTTCTAG
TGGTCACCGT
TCAAGGTGCG
AGGGCCGCCC
TGCCCTTCGC
AGCACCCCGC
AGCGCGTGAT
AGGACGGCGA
CCGTAATGCA
ACGGTGCCCT
CAGGAGGGGG
GGACTATCCA
ACGGCAAGAC
CGTCCGGTAC
GGTCAGGCGG
AGCTGCCCGG
ACACCATCGT
TCCAGATGAC
CCTGCCGTGC

TTCTGCTAAC
ATCATGCGCA
TTGGTGGCGG
AGCGACAGGC
AGCGCTGCCG
ACGATAGTCA
ATCGGTCGAG
CTGCCCGCTT
GCGGGGAGAG
GGGCAACAGC
GCTGGTTTGC
TGAGCTGTCT
GGACTCGGTA
AGTGGGAACG
CCAGTCGCCT
GCCAGCCAGA
CTGGTGACCC
AATAATACTG
GCAGGCAGCT
ACTGACGCGT
TTCTACCATC
GACAATTTGC
CTGTTTGCCC
CGCTTCCACT
AACGGTCTGA
ATTCACCACC
GCGCCATTCG
AGCAGCCCAG
AGGAGATGGC
AAGCGCTCAT
AGGCGCCAGC
GGATCGAGAT
CGGATAACAA
GATGGCCGAG
CCGTTTGTCC
TCAGGCCCCG
TAGATATGCC
AGCCTACCTG
ATGGGGAGGG
CTCCTCGGGC
CATGGAGGGC
CTACGAGGGC
CTGGGACATC
CGACATCCCC
GAACTTCGAG
GTTCATCTAC
GAAGAAGACT
GAAGGGCGAG
TGGAAGCGGG
AAGTATGCAC
CCAGGCTACC
AATTCAATCT
CCACTACGAC
CGCCTACAAG
GGAACAGTAC
CCAGTCCCCG
CAGTCAGGAT
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4321
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6241
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6361
6421
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GTGAATACTG
TACTCGGCAT
ACGGATTTCA
CAGCAACATT
GCGGATGCGG
CCGGCTGCTA
CTAGCATAAC
ACTATATCCG
TGGTGGTTAC
CTTTCTTCCC
GGCTCCCTTT
AGGGTGATGG
TGGAGTCCAC
TCTCGGTCTA
ATGAGCTGAT
CAGGTGGCAC
ATTCAAATAT
AAAGGAAGAG
TTTGCCTTCC
AGTTGGGTGC
GTTTTCGCCC
CGGTATTATC
AGAATGACTT
TAAGAGAATT
TGACAACGAT
TAACTCGCCT
ACACCACGAT
TTACTCTAGC
CACTTCTGCG
AGCGTGGGTC
TAGTTATCTA
AGATAGGTGC
TTTAGATTGA
ATAATCTCAT
TAGAAAAGAT
AAACAAAAAA
TTTTTCCGAA
AGCCGTAGTT
TAATCCTGTT
CAAGACGATA
AGCCCAGCTT
AAAGCGCCAC
GAACAGGAGA
TCGGGTTTCG
GCCTATGGAA
TTGCTCACAT
TTGAGTGAGC
AGGAAGCGGA
ACCGCATATA
TACACTCCGC

CTGTAGCCTG
CCTTCCTCTA
CTCTGACCAT
ATACTACTCC
CCGCACTCGA
ACAAAGCCCG
CCCTTGGGGC
GATTGGCGAA
GCGCAGCGTG
TTCCTTTCTC
AGGGTTCCGA
TTCACGTAGT
GTTCTTTAAT
TTCTTTTGAT
TTAACAAAAA
TTTTCGGGGA
GTATCCGCTC
TATGAGTATT
TGTTTTTGCT
ACGAGTGGGT
CGAAGAACGT
CCGTATTGAC
GGTTGAGTAC
ATGCAGTGCT
CGGAGGACCG
TGATCGTTGG
GCCTGCAGCA
TTCCCGGCAA
CTCGGCCCTT
TCGCGGTATC
CACGACGGGG
CTCACTGATT
TTTAAAACTT
GACCAAAATC
CAAAGGATCT
ACCACCGCTA
GGTAACTGGC
AGGCCACCAC
ACCAGTGGCT
GTTACCGGAT
GGAGCGAACG
GCTTCCCGAA
GCGCACGAGG
CCACCTCTGA
AAACGCCAGC
GTTCTTTCCT
TGATACCGCT
AGAGCGCCTG
TGGTGCACTC
TAT

GTATCAACAG
CTCTGGAGTC
CAGCAGTCTG
TCCCACGTTC
GGCGGCCGCA
AAAGGAAGCT
CTCTAAACGG
TGGGACGCGC
ACCGCTACAC
GCCACGTTCG
TTTAGTGCTT
GGGCCATCGC
AGTGGACTCT
TTATAAGGGA
TTTAACGCGA
AATGTGCGCG
ATGAGACAAT
CAACATTTCC
CACCCAGAAA
TACATCGAAC
TTTCCAATGA
GCCGGGCAAG
TCACCAGTCA
GCCATAACCA
AAGGAGCTAA
GAACCGGAGC
ATGGCAACAA
CAATTAATAG
CCGGCTGGCT
ATTGCAGCAC
AGTCAGGCAA
AAGCATTGGT
CATTTTTAAT
CCTTAACGTG
TCTTGAGATC
CCAGCGGTGG
TTCAGCAGAG
TTCAAGAACT
GCTGCCAGTG
AAGGCGCAGC
ACCTACACCG
GGGAGAAAGG
GAGCTTCCAG
CTTGAGCGTC
AACGCGGCCT
GCGTTATCCC
CGCCGCAGCC
ATGCGGTATT
TCAGTACAAT

AAACCAGGAA
CTTTCTCGCT
CAGCCGGAGG
GGACAGGGTA
CTCGAGCACC
GAGTTGGCTG
GTCTTGAGGG
CCTGTAGCGG
TTGCCAGCGC
CCGGCTTTCC
TACGGCACCT
CCTGATAGAC
TGTTCCAAAC
TTTTGCCGAT
ATTTTAACAA
GAACCCCTAT
AACCCTGATA
GTGTCGCCCT
CGCTGGTGAA
TGGATCTCAA
TGAGCACTTT
AGCAACTCGG
CAGAAAAGCA
TGAGTGATAA
CCGCTTTTTT
TGAATGAAGC
CGTTGCGCAA
ACTGGATGGA
GGTTTATTGC
TGGGGCCAGA
CTATGGATGA
AACTGTCAGA
TTAAAAGGAT
AGTTTTCGTT
CTTTTTTTCT
TTTGTTTGCC
CGCAGATACC
CTGTAGCACC
GCGATAAGTC
GGTCGGGCTG
AACTGAGATA
CGGACAGGTA
GGGGAAACGC
GATTTTTGTG
TTTTACGGTT
CTGATTCTGT
GAACGACCGA
TTCTCCTTAC
CTGCTCTGAT

AAGCTCCGAA
TCTCTGGGTC
ACTTCGCAAC
CCAAGGTGGA
ACCACCACCA
CTGCCACCGC
GTTTTTTGCT
CGCATTAAGC
CCTAGCGCCC
CCGTCAAGCT
CGACCCCAAA
GGTTTTTCGC
TGGAACAACA
TTCGGCCTAT
AATATTAACG
TTGTTTATTT
AATGCTTCAA
TATTCCCTTT
AGTAAAAGAT
CAGCGGTAAG
TAAAGTTCTG
TCGCCGCATA
TCTTACGGAT
CACTGCGGCC
GCACAACATG
CATACCAAAC
ACTATTAACT
GGCGGATAAA
TGATAAATCT
TGGTAAGCCC
ACGAAATAGA
CCAAGTTTAC
CTAGGTGAAG
CCACTGAGCG
GCGCGTAATC
GGATCAAGAG
AAATACTGTC
GCCTACATAC
GTGTCTTACC
AACGGGGGGT
CCTACAGCGT
TCCGGTAAGC
CTGGTATCTT
ATGCTCGTCA
CCTGGCCTTT
GGATAACCGT
GCGCAGCGAG
GCATCTGTGC
GCCGCATAGT

ACTACTGATT
CAGATCTGGG
TTATTACTGT
GATCAAACGC
CCACTGAGAT
TGAGCAATAA
GAAAGGAGGA
GCGGCGGGTG
GCTCCTTTCG
CTAAATCGGG
AAACTTGATT
CCTTTGACGT
CTCAACCCTA
TGGTTAAAAA
TTTACAATTT
TTCTAAATAC
TAATATTGAA
TTTGCGGCAT
GCTGAAGATC
ATCCTTGAGA
CTATGTGGCG
CACTATTCTC
GGCATGACAG
AACTTACTTC
GGGGATCATG
GACGAGCGTG
GGCGAACTAC
GTTGCAGGAC
GGAGCCGGTG
TCCCGTATCG
CAGATCGCTG
TCATATATAC
ATCCTTTTTG
TCAGACCCCG
TGCTGCTTGC
CTACCAACTC
CTTCTAGTGT
CTCGCTCTGC
GGGTTGGACT
TCGTGCACAC
GAGCTATGAG
GGCAGGGTCG
TATAGTCCTG
GGGGGGCGGA
TGCTGGCCTT
ATTACCGCCT
TCAGTGAGCG
GGTATTTCAC
TAAGCCAGTA



Appendix B: DNA Sequencing Results

pFluorAbody-BCCP

>BCCP1F PREMIX Sample Name=BCCPlF PREMIX Chromat id=4770412 Read id=4718407 Version=1 Length=1190
NNNNNNNNNNNNNNNNNCNANNACNGCGGCGTGGTGACCGTGACCCAGGACTCCTCCCTGCAGGACGGCGAGTTCATCTACAAGGTGAAGCTGCGCG
GCACCAACTTCCCCTCCGACGGCCCCGTAATGCAGAAGAAGACTATGGGCTGGGAGGCCTCCACCGAGCGGATGTACCCCGAGGACGGTGCCCTGAA
GGGCGAGATCAAGATGAGGCTGAAGCTGAAGGACAAAGCGCCAGCAGCAGCGGAAATCAGTGGTCACATCGTACGTTCCCCGATGGTTGGTACTTTC
TACCGCACCCCAAGCCCGGACGCAAAAGCGTTCATCGAAGTGGGTCAGAAAGTCAACGTGGGCGATACCCTGTGCATCGTTGAAGCCATGAAAATGA
TGAACCAGATCGAAGCGGACAAATCCGGTACCGTTAAAGCTATCCTTGTTGAATCTGGTCAGCCGGTTGAATTCGACGAACCGCTTGTTGTTATCGA
AGGCGGCCACTACGACGCCGAGGTCAAGACCACCTACATGGCCAAGAAGCCCGTGCAGCTGCCCGGCGCCTACAAGACCGACATCAAGCTGGACATC
ACCTCCCACAACGAGGACTACACCATCGTGGAACAGTACGAGCGCGCCGAGGGCCGCACAGGCGGAGGCGGATCCGATATCCAGATGACCCAGTCCC
CGAGCTCCCTGTCCGCCTCTGTGGGCGATAGGGTCACCATCACCTGCCGTGCCAGTCAGGATGTGAATACTGCTGTAGCCTGGTATCAACAGAAACC
AGGAAAAGCTCCGAAACTACTGATTTACTCGGCATCCTTCCTCTACTCTGGAGTCCTTTCTCGCTTCTCTGGGTCCAGATCTGGGACGGATTTCACT
CTGACCATCAGCAGTCTGCAGCCGGAGGACTTCGCAACTTATTACTGTCAGCAACATTATACTACTCCTCCNACGTTCGGANNGGNTACCAAGNNGN
NGNNNAAACNNNCGGATGCGGCCGCACTCGANNNCCANNNNNNCCCNNNNGGNNNCNTGCTGCNAACAANCCNGAAAGAANCNNNTTGGCTGCNGCA
NNNNTNNNNNNNNNTANNNNANCCCNNGGGNNNNNANNNGGNNNNNNGGGNTTTNNNNGAANNNAGANCNNNNNNNNNNNNNANNNNNNNCCNNTGN

NNNGNCNNANNCCNGNNNGNNNNNNN
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pFluorAbody BCCP

GACTACTTGAAGCTGTCCTTCCCCGAGGGCTTCAAGTGGGAGCGCGTGATGAACTTCGAG
——————————————————————————————————————— NNNNNNNNNNNNNNNNNCNAN

*  x

GACGGCGGCGTGGTGACCGTGACCCAGGACTCCTCCCTGCAGGACGGCGAGTTCATCTAC
NACNGCGGCGTGGTGACCGTGACCCAGGACTCCTCCCTGCAGGACGGCGAGTTCATCTAC

Kk Ak Kk Kk Kk Kk hkhkhkhkhhhhhhhhhhhhhhkhhhhhhhhhhhhhhhhhhhhhhhhhkhkhkhkxkxk*%

AAGGTGAAGCTGCGCGGCACCAACTTCCCCTCCGACGGCCCCGTAATGCAGAAGAAGACT
AAGGTGAAGCTGCGCGGCACCAACTTCCCCTCCGACGGCCCCGTAATGCAGAAGAAGACT

R i I

ATGGGCTGGGAGGCCTCCACCGAGCGGATGTACCCCGAGGACGGTGCCCTGAAGGGCGAG
ATGGGCTGGGAGGCCTCCACCGAGCGGATGTACCCCGAGGACGGTGCCCTGAAGGGCGAG

R i e

ATCAAGATGAGGCTGAAGCTGAAGGACgaagcgccagcagcagcggaaatcagtggtcac
ATCAAGATGAGGCTGAAGCTGAAGGACAAAGCGCCAGCAGCAGCGGAAATCAGTGGTCAC

KAk Kk hkhhhhkhkhhkhkhhhkhhhhhhhhhdhkd dhhhhhhhhhhhhhhhhhhhhhkhkhhkhkhkhkkkx*%

atcgtacgttccccgatggttggtactttctaccgcaccccaagcccggacgcaaaagcg
ATCGTACGTTCCCCGATGGTTGGTACTTTCTACCGCACCCCAAGCCCGGACGCAAAAGCG

R I i I

ttcatcgaagtgggtcagaaagtcaacgtgggcgataccctgtgcatcgttgaagccatg
TTCATCGAAGTGGGTCAGAAAGTCAACGTGGGCGATACCCTGTGCATCGTTGAAGCCATG

R R i I

aaaatgatgaaccagatcgaagcggacaaatccggtaccgttaaagctatccttgttgaa
AAAATGATGAACCAGATCGAAGCGGACAAATCCGGTACCGTTAAAGCTATCCTTGTTGAA

R i I

tctggtcagccggttgaattcgacgaaccgecttgttgttatcgaaGGCGGCCACTACGAC
TCTGGTCAGCCGGTTGAATTCGACGAACCGCTTGTTGTTATCGAAGGCGGCCACTACGAC

R R I

GCCGAGGTCAAGACCACCTACATGGCCAAGAAGCCCGTGCAGCTGCCCGGCGCCTACAAG
GCCGAGGTCAAGACCACCTACATGGCCAAGAAGCCCGTGCAGCTGCCCGGCGCCTACAAG

R I i I

ACCGACATCAAGCTGGACATCACCTCCCACAACGAGGACTACACCATCGTGGAACAGTAC
ACCGACATCAAGCTGGACATCACCTCCCACAACGAGGACTACACCATCGTGGAACAGTAC

R I i I

GAGCGCGCCGAGGGCCGCACAGGCGGAGGCGGATCCGATATCCAGATGACCCAGTCCCCG
GAGCGCGCCGAGGGCCGCACAGGCGGAGGCGGATCCGATATCCAGATGACCCAGTCCCCG

R i

AGCTCCCTGTCCGCCTCTGTGGGCGATAGGGTCACCATCACCTGCCGTGCCAGTCAGGAT



BCCP1F_ PREMIX AGCTCCCTGTCCGCCTCTGTGGGCGATAGGGTCACCATCACCTGCCGTGCCAGTCAGGAT

R i I

GTGAATACTGCTGTAGCCTGGTATCAACAGAAACCAGGAAAAGCTCCGAAACTACTGATT
GTGAATACTGCTGTAGCCTGGTATCAACAGAAACCAGGAAAAGCTCCGAAACTACTGATT

R R i

pFluorAbody BCCP
BCCP1F_ PREMIX

TACTCGGCATCCTTCCTCTACTCTGGAGTCCTTTCTCGCTTCTCTGGGTCCAGATCTGGG
TACTCGGCATCCTTCCTCTACTCTGGAGTCCTTTCTCGCTTCTCTGGGTCCAGATCTGGG

R i

pFluorAbody BCCP
BCCP1F_ PREMIX

ACGGATTTCACTCTGACCATCAGCAGTCTGCAGCCGGAGGACTTCGCAACTTATTACTGT
ACGGATTTCACTCTGACCATCAGCAGTCTGCAGCCGGAGGACTTCGCAACTTATTACTGT

R i I

pFluorAbody BCCP
BCCP1F_ PREMIX

CAGCAACATTATACTACTCCTCCCACGTTCGGACAGGGTACCAAGGTGGAGATCAAACGC
CAGCAACATTATACTACTCCTCCNACGTTCGGANNGGNTACCAAGNNGNNGNNNAAACNN

R R R R Ik Ik I bk I 2 Ik I I I I O I I i i i KKk KKKk Kk KK * * KKKk

pFluorAbody BCCP
BCCP1F_ PREMIX

GCGGATGCGGCCGCACTCGAGGCGGCCGCACTCGAGCACCACCACCACCACCACTGAGAT
NCGGATGCGGCCGCACTCGANNNCCANNNNNNCCCNNNNGGNNNCNTGCT-————-—-—-———

R R R I I I * * *

pFluorAbody BCCP
BCCP1F_ PREMIX

>BCCP10F_ PREMIX Sample Name=BCCP10F PREMIX Chromat 1d=4770413 Read 1d=4718414 Version=1
Length=929
NNNNNNNNNNNNNNNNANTCNNNNNNGNGGCGTGGCGACCGTGACCNAGGACTCCTCCCTGCAGGACGGCGAGTTCATCTACAAGGTGAAGCTGCGC
GGCACCAACTTCCCCTCCGACGGCCCCGTAATGCAGAAGAAGACTATGGGCTGGGAGGCCCCACCGAGCGGATGTACCCCGAGGACGGTGCCCTGAA
GGGCGAGATCAAGATGAGGCTGAAGCTGAAGGACGAAGCGCCAGCAGCAGCGGAAATCAGTGGTCACATCGTACGTTCCCCGATGGTTGGTACTTTC
TACCGCACCCCAAGCCCGGACGCAAAAGCGTTCATCGAAGTGGGTCAGAAAGTCAACGTGGGCGATACCCTGTGCATCGTTGAAGCCATGAAAATGA
TGAACCAGATCGAAGCGGACAAATCCGGTACCGTTAAAGCTATCCTTGTTGAATCTGGTCAGCCGGTTGAATTCGACGAACCGCTTGTTGTTATCGA
AGGCGGCCACTACGACGCCGAGGTCAAGACCACCTACATGGCCAAGAAGCCCGTGCAGCTGCCCGGCGCCTACAAGACCGACATCAAGCTGGACATC
ACCTCCCACAACGAGGACTACACCATCGTGGAACAGTACGAGCGCGCCGAGGGCCGCACAGGCGGAGGCGGATCCGATATCCAGATGACCCAGTCCC
CGAGCTCCCTGTCCGCCTCTGTGGGCGATAGGGTCACCATCACCTGCCGTGCCAGTCAGGATGTGAATACTGCTGTAGCCTGGTATCAACAGANNCC
AGGAAAAGCTCCGANNCTACTGATTTACTCGGCATCCTTCCTCTACTCTGGAGTCNTTNCTCGCTTCTCTGGGTCCAGATCTGGGACGGATTTCACT

CTGNGCATCNNNANNCNGCACCCGGNGGACTTCNNAACTNNNNNNTGNNNNNNNNN

pFluorAbody BCCP
BCCPlOFiPREMIX

pFluorAbody BCCP
BCCPlOFiPREMIX

pFluorAbody BCCP
BCCPlOFiPREMIX

pFluorAbody BCCP
BCCPlOFiPREMIX

pFluorAbody BCCP
BCCPlOFiPREMIX

pFluorAbody BCCP
BCCPlOFiPREMIX

pFluorAbody BCCP
BCCPlOFiPREMIX

pFluorAbody BCCP
BCCPlOFiPREMIX

pFluorAbody BCCP
BCCPlOFiPREMIX

GACGGCGGCGTGGTGACCGTGACCCAGGACTCCTCCCTGCAGGACGGCGAGTTCATCTAC
NNNNGNGGCGTGGCGACCGTGACCNAGGACTCCTCCCTGCAGGACGGCGAGTTCATCTAC

* kkkkkkk khkkhkhkhkhkkhkkhk khkhkhhhkhhhhhhhhhhhkhhkhhhhhhhhhhkhkhkkkk

AAGGTGAAGCTGCGCGGCACCAACTTCCCCTCCGACGGCCCCGTAATGCAGAAGAAGACT
AAGGTGAAGCTGCGCGGCACCAACTTCCCCTCCGACGGCCCCGTAATGCAGAAGAAGACT

R i

ATGGGCTGGGAGGCCTCCACCGAGCGGATGTACCCCGAGGACGGTGCCCTGAAGGGCGAG
ATGGGCTGGGAGGCC-CCACCGAGCGGATGTACCCCGAGGACGGTGCCCTGAAGGGCGAG

KAk KA hAhhhhhhhhhkhkd dhhhhhhhhhhhhhhhhhhhhhhhhhhhhhhhhhhkhhkhkhkkhkkx*%

ATCAAGATGAGGCTGAAGCTGAAGGACgaagcgccagcagcagcggaaatcagtggtcac
ATCAAGATGAGGCTGAAGCTGAAGGACGAAGCGCCAGCAGCAGCGGAAATCAGTGGTCAC

R R i I

atcgtacgttccccgatggttggtactttctaccgcaccccaagcccggacgcaaaagcg
ATCGTACGTTCCCCGATGGTTGGTACTTTCTACCGCACCCCAAGCCCGGACGCAAAAGCG

R R I

ttcatcgaagtgggtcagaaagtcaacgtgggcgataccctgtgcatcgttgaagccatg
TTCATCGAAGTGGGTCAGAAAGTCAACGTGGGCGATACCCTGTGCATCGTTGAAGCCATG

R R I

aaaatgatgaaccagatcgaagcggacaaatccggtaccgttaaagctatccttgttgaa
AAAATGATGAACCAGATCGAAGCGGACAAATCCGGTACCGTTAAAGCTATCCTTGTTGAA

R i i

tctggtcagccggttgaattcgacgaaccgecttgttgttatcgaaGGCGGCCACTACGAC
TCTGGTCAGCCGGTTGAATTCGACGAACCGCTTGTTGTTATCGAAGGCGGCCACTACGAC

R R i I

GCCGAGGTCAAGACCACCTACATGGCCAAGAAGCCCGTGCAGCTGCCCGGCGCCTACAAG
GCCGAGGTCAAGACCACCTACATGGCCAAGAAGCCCGTGCAGCTGCCCGGCGCCTACAAG

R i I



pFluorAbody BCCP
BCCPlOFiPREMIX

pFluorAbody BCCP
BCCPlOFiPREMIX

ACCGACATCAAGCTGGACATCACCTCCCACAACGAGGACTACACCATCGTGGAACAGTAC
ACCGACATCAAGCTGGACATCACCTCCCACAACGAGGACTACACCATCGTGGAACAGTAC

R I i I

GAGCGCGCCGAGGGCCGCACAGGCGGAGGCGGATCCGATATCCAGATGACCCAGTCCCCG
GAGCGCGCCGAGGGCCGCACAGGCGGAGGCGGATCCGATATCCAGATGACCCAGTCCCCG

R I i I

AGCTCCCTGTCCGCCTCTGTGGGCGATAGGGTCACCATCACCTGCCGTGCCAGTCAGGAT
AGCTCCCTGTCCGCCTCTGTGGGCGATAGGGTCACCATCACCTGCCGTGCCAGTCAGGAT

R I i I

pFluorAbody BCCP
BCCPlOFiPREMIX

GTGAATACTGCTGTAGCCTGGTATCAACAGAAACCAGGAAAAGCTCCGAAACTACTGATT
GTGAATACTGCTGTAGCCTGGTATCAACAGANNCCAGGAAAAGCTCCGANNCTACTGATT

R R R Ik I I I I I I I I I I i I I i R R R KKK KKK KKK

pFluorAbody BCCP
BCCPlOFiPREMIX

TACTCGGCATCCTTCCTCTACTCTGGAGTCCTTTCTCGCTTCTCTGGGTCCAGATCTGGG
TACTCGGCATCCTTCCTCTACTCTGGAGTCNTTNCTCGCTTCTCTGGGTCCAGATCTGGG

KAk Kk hhkhkhhkhkhhkhkhhhhhhhhhhhhhhhhkhkd **k dhkhhhhhhkhhhhhhhhkhkhkhkhkhkhkkkx*%

pFluorAbody BCCP
BCCPlOFiPREMIX

ACGGATTTCACTCTGACCATCAGCAGTCTGCAGCCGGAGGACTTCGCAACTTATTACTGT
ACGGATTTCACTCTGNGCATCNNNANNCNGCACCCGGNGGACTTCNNAACTNNNNNNTGN

R R R I i i Kk kK * *k kkk Kkkkk KAk KkKkKkK Kk kK * K

pFluorAbody BCCP
BCCPlOFiPREMIX

Transformant #1 was selected for pFA-BCCP

pFluorAbody-BCCPflex

>Flex3F PREMIX Sample Name=Flex3F PREMIX Chromat id=4770415 Read id=4718432 Version=1 Length=541
NNNNNNNNNNACTTCNNNNACGGCGGCGTGGTGACCGTGACCCAGGACTCCTCCCTGCAGGACGGCGAGTTCATCTACAAGGTGAAGCTGCGCGGCA
CCAACTTCCCCTCCGACGGCCCCGTAATGCAGAAGAAGACTATGGGCTGGGAGGCCTCCACCGAGCGGATGTACCCCGAGGACGGTGCCCTGAAGGG
CGAGATCAAGATGAGGCTGAAGCTGAAGGACAGAGGTGGTGGTTCTGGTGGAGGAGGATCAGAAGCGCCAGCAGCAGCGGAAATCAGTGGTCGCATC
GTACGTTCCCCGATGGTTGGTACTTTCTACCGCACCCCAAGCCCGGACGCAAAAGCGTTCATCGAAGTGGGTCAGAARAGACAACGTGGGCGATACCC
TGTGCATCGTTGAAGCCATGAAAATGATGAACCAGATCGAAGCGGACAAATCCGGTACCGTTAAAGCTATCCTTGTTGAATCTGGTCAGCCGGTTGA
ATTCGACGAACCGCTTGTTGTTATCGAAGGAGGTGGTGGTTCTGGTGGAGGAGGAT

pFluorAbody BCCPflex
Flex3F PREMIX

GACTACTTGAAGCTGTCCTTCCCCGAGGGCTTCARGTGGGAGCGCGTGATGAACTTCGAG
—————————————————————————————————————————— NNNNNNNNNNACTTCNNN

* Kk Kk k Kk

GACGGCGGCGTGGTGACCGTGACCCAGGACTCCTCCCTGCAGGACGGCGAGTTCATCTAC
NACGGCGGCGTGGTGACCGTGACCCAGGACTCCTCCCTGCAGGACGGCGAGTTCATCTAC

R i i

pFluorAbody BCCPflex
Flex3F PREMIX

AAGGTGAAGCTGCGCGGCACCAACTTCCCCTCCGACGGCCCCGTAATGCAGAAGAAGACT
AAGGTGAAGCTGCGCGGCACCAACTTCCCCTCCGACGGCCCCGTAATGCAGAAGAAGACT

R R

pFluorAbody BCCPflex
Flex3F PREMIX

pFluorAbody BCCPflex ATGGGCTGGGAGGCCTCCACCGAGCGGATGTACCCCGAGGACGGTGCCCTGAAGGGCGAG

Flex3F PREMIX

pFluorAbody BCCPflex
Flex3F PREMIX

pFluorAbody BCCPflex
Flex3F PREMIX

pFluorAbody BCCPflex
Flex3F PREMIX

pFluorAbody BCCPflex
Flex3F PREMIX

ATGGGCTGGGAGGCCTCCACCGAGCGGATGTACCCCGAGGACGGTGCCCTGAAGGGCGAG

R i i

ATCAAGATGAGGCTGAAGCTGAAGGACGGAGGTGGTGGTTCTGGTGGAGGAGGATCAgaa
ATCAAGATGAGGCTGAAGCTGAAGGACAGAGGTGGTGGTTCTGGTGGAGGAGGATCAGAA

KAk KA hhhhhkhkhhkhkhkhkhhkhhhhhhhhhdhkdh dhhhhhhhhhhhhhhhhhhhhhkhkhhkhkhkhkkk*%

gcgccagcagcagcggaaatcagtggtcacatcgtacgttcceccgatggttggtacttte
GCGCCAGCAGCAGCGGAAATCAGTGGTCGCATCGTACGTTCCCCGATGGTTGGTACTTTC

KAk KA hAhhhhkhhhhkhkhhhhhhhhhhhhhkhkd dhhhhhhhhhhhhhhhhhhhhhkhhkhkhkhkkkx*%

taccgcaccccaagcccggacgcaaaagcgttcatcgaagtgggtcagaaagtcaacgtg
TACCGCACCCCAAGCCCGGACGCAAAAGCGTTCATCGAAGTGGGTCAGAAAGACAACGTG

KAk KA hhk kA hkhkhkhkhkhkhkhkhkhhhhhhhhhhhhhhhhhhhhhhhhhkhhhhhhkhkhkhk,x *k kkkkx%

ggcgataccctgtgcatcgttgaagccatgaaaatgatgaaccagatcgaagcggacaaa
GGCGATACCCTGTGCATCGTTGAAGCCATGAAAATGATGAACCAGATCGAAGCGGACAAA

R i I



pFluorAbody BCCPflex tccggtaccgttaaagctatccttgttgaatctggtcagecggttgaattcgacgaaccg
FleX3F7PREMIX TCCGGTACCGTTAAAGCTATCCTTGTTGAATCTGGTCAGCCGGTTGAATTCGACGAACCG

R I i I S

pFluorAbody BCCPflex cttgttgttatcgaaGGAGGTGGTGGTTCTGGTGGAGGAGGATCAGGCGGCCACTACGAC
Flex3F PREMIX CTTGTTGTTATCGAAGGAGGTGGTGGTTCTGGTGGAGGAGGAT - - === ———————————

KAk Ik hkhkhkhkhkhkhkhkhkhkhkhkhhhhhhhhhhhhhhhhhhhhhhhkkkx*x

Possible mutations in flex #3, need to do additional sequencing, isolate new plasmids

Flex6 - poor results
Flex7 - some results with reverse primer
Flex8 - some results with reverse primer

>pBCCPflex7R PREMIX Sample Name=pBCCPflex7R PREMIX Chromat id=4840270 Read id=4788052 Version=1
Length=329
NNNNNNNNNNNNNGNNACTGCTGATGGTCAGAGTGAAATCCGTCCCAGATCTGGACCCAGAGAAGCGAGAAAGGACTCCAGAGTAGAGGAAGGATGC
CGAGTAAATCAGTAGTTTCGGAGCTTTTCCTGGTTTCTGTTGATACCAGGCTACAGCAGTATTCACATCCTGACTGGCACGGCAGGTGATGGTGACC
CTATCGCCCACAGAGGCGGACAGGGAGCTCGGGGACTGGGTCATCTGGATATCGGATCCGCCTCCGCCTGTGCGGCCCTCGGCGCGCTCGTACTGTT
CCACGATGGTGTAGTCCTCGTTGTGGGAGGTGATGTCC

template CGCCTACAAGACCGACATCAAGCTGGACATCACCTCCCACAACGAGGACTACACCATCGT
flex7R_ RC ~  —=—-------mmmmmmm GGACATCACCTCCCACAACGAGGACTACACCATCGT

R R Rk I I I I I Ik I I I I I I I i I I

template GGAACAGTACGAGCGCGCCGAGGGCCGCACAGGCGGAGGCGGATCCGATATCCAGATGAC
flex7R_RC GGAACAGTACGAGCGCGCCGAGGGCCGCACAGGCGGAGGCGGATCCGATATCCAGATGAC

R IR R I Ik I kb b I I I S I I I I I I S I I I I I I Ik Ik I b i I I I I i i

template CCAGTCCCCGAGCTCCCTGTCCGCCTCTGTGGGCGATAGGGTCACCATCACCTGCCGTGC
flex7R_RC CCAGTCCCCGAGCTCCCTGTCCGCCTCTGTGGGCGATAGGGTCACCATCACCTGCCGTGC

R i I

template CAGTCAGGATGTGAATACTGCTGTAGCCTGGTATCAACAGAAACCAGGAAAAGCTCCGAA
flex7R _RC CAGTCAGGATGTGAATACTGCTGTAGCCTGGTATCAACAGAAACCAGGAAAAGCTCCGAA

R i I

template ACTACTGATTTACTCGGCATCCTTCCTCTACTCTGGAGTCCTTTCTCGCTTCTCTGGGTC
flex7R_RC ACTACTGATTTACTCGGCATCCTTCCTCTACTCTGGAGTCCTTTCTCGCTTCTCTGGGTC

R i i I

template CAGATCTGGGACGGATTT— == ==—= === === === ——————— e —mo o
flex7R RC CAGATCTGGGACGGATTTCACTCTGACCATCAGCAGTNNCNNNNNNNNNNNNN

R Rk I I

Sequence is good but not long enough to cover BCCPflex region

>pBCCPflex8R PREMIX Sample Name=pBCCPflex8R PREMIX Chromat id=4840271 Read id=4788058 Version=1
Length=677
GNNNNNNNNNNNCNACTGCTGATGGTCNGAGTGNNTCCGTCCCAGATCTGGACCCAGAGAAGCGAGAAAGGACTCCAGAGTAGAGGAAGGATGCCGA
GTAAATCAGTAGTTTCGGAGCTTTTCCTGGTTTCTGTTGATACCAGGCTACAGCAGTATTCACATCCTGACTGGCACGGCAGGTGATGGTGACCCTA
TCGCCCACAGAGGCGGACAGGGAGCTCGGGGACTGGGTCATCTGGATATCGGATCCGCCTCCGCCTGTGCGGCCCTCGGCGCGCTCGTACTGTTCCA
CGATGGTGTAGTCCTCGTTGTGGGAGGTGATGTCCAGCTTGATGTCGGTCTTGTAGGCGCCGGGCAGCTGCACGGGCTTCTTGGCCATGTAGGTGGT
CTTGACCTCGGCGTCGTAGTGGCCGCCTGATCCTCCTCCACCAGAACCACCACCTCCTTCGATAACAACAAGCGGTTCGTCGAATTCAACCGGCTGA
CCAGATTCAACAAGGATAGCTTTAACGGTACCGGATTTGTCCGCTTCGATCTGGTTCATCATTTTCATGGCTTCAACGATGCACAGGGTATCGCCCA
CGTTGACTTTCTGACCCACTTCGATGAACGCTTTTGCGTCCGGGCTTTGGGGTGCGGTANAAAGTACNNNNCNTCGGGGGAACGTACGATGTGNN

template AGGATCAgaagcgccagcagcagcggaaatcagtggtcacatcgtacgttecc-ccgatgg
flex8R RC ~  —=———————mmmmm oo NNCACATCGTACGTTCCCCCGANGN

Khkkhkhkkhkkkkkkkkkkkk *khkkk K

template ttggtactttcta-ccgcaccccaageececggacgcaaaagcgttcatcgaagtgggtcag
flex8R RC NNNGTACTTTNTACCGCACCCCAAAGCCCGGACGCAAAAGCGTTCATCGAAGTGGGTCAG

- *kkkkkkk Kkk Kk hhkk Khhkhkkhkhkhkhkhkhhkkhhhkhhhhkkhkhkhkhkhkhkhrkhhkhhkhhkhrkhhkhxk
template aaagtcaacgtgggcgataccctgtgcatcgttgaagccatgaaaatgatgaaccagatc
flex8R RC AAAGTCAACGTGGGCGATACCCTGTGCATCGTTGAAGCCATGAAAATGATGAACCAGATC

R i i I

template gaagcggacaaatccggtaccgttaaagctatccttgttgaatctggtcageccggttgaa
flex8R RC GAAGCGGACAAATCCGGTACCGTTAAAGCTATCCTTGTTGAATCTGGTCAGCCGGTTGAA



R i i I

template ttcgacgaaccgcttgttgttatcgaaGGAGGTGGTGGTTCTGGTGGAGGAGGATCAGGC

flex8R RC TTCGACGAACCGCTTGTTGTTATCGAAGGAGGTGGTGGTTCTGGTGGAGGAGGATCAGGC
KAk hkhkhkhkhkhkhkhkhhhkhhkhkhhkhhkhhkkhkhhkhhhhkhkhhkhkhrhhkhkhhkhkhkhhkhkhkhkhkhkhkrkhhkhhhxkhxkx*k
template GGCCACTACGACGCCGAGGTCAAGACCACCTACATGGCCAAGAAGCCCGTGCAGCTGCCC
flex8R RC GGCCACTACGACGCCGAGGTCAAGACCACCTACATGGCCAAGAAGCCCGTGCAGCTGCCC
KAk hkhkhhkhkhkkhkhkhhhhhkhkhhkhhhhkkhkhhkhhhhkhkhhkhkhhhkhhhkhkhrhhkhhhkhkhrhrkhhkhhhkhxkx*k
template GGCGCCTACAAGACCGACATCAAGCTGGACATCACCTCCCACAACGAGGACTACACCATC
flex8R RC GGCGCCTACAAGACCGACATCAAGCTGGACATCACCTCCCACAACGAGGACTACACCATC
KAk hkhkhhkhkhkkhkhkhkhhhkhkhkhhkhhhhkhkhhkhhkhhkhkhhkhkhhhkhhkhkhkhkhhkhkhkhkhkhrhrkhhkhhhxkhxkx*x
template GTGGAACAGTACGAGCGCGCCGAGGGCCGCACAGGCGGAGGCGGATCCGATATCCAGATG
flex8R RC GTGGAACAGTACGAGCGCGCCGAGGGCCGCACAGGCGGAGGCGGATCCGATATCCAGATG
KAk kA hhkhkhkkhkhkhhhkhhhkhhhhkhhhkhhkhkhhhhkhhkhkhhhkkhkhkhkhkhkhkhkhkhkhkhkhkhkrkhhkkhhhxhxkx*k
template ACCCAGTCCCCGAGCTCCCTGTCCGCCTCTGTGGGCGATAGGGTCACCATCACCTGCCGT
flex8R RC ACCCAGTCCCCGAGCTCCCTGTCCGCCTCTGTGGGCGATAGGGTCACCATCACCTGCCGT
KAk hkhkhhkhkhkhkhkhkhhkhhkhkhhhhkhkhkhkhhkhkhhhkhkhhkhkhrhhkhhkhkhkhkhhkhhhkhkhrhkrkhhkhhhxkhxkx*k
template GCCAGTCAGGATGTGAATACTGCTGTAGCCTGGTATCAACAGARAACCAGGAARAAGCTCCG
flex8R RC GCCAGTCAGGATGTGAATACTGCTGTAGCCTGGTATCAACAGAAACCAGGAAAAGCTCCG
- KAk hkhkhkhkhkhkhkhkhkhhkhkhkhkhkhhhkhhhkhhkhkhhhhkhhkhkhhhkkhkhhkhkhhkhkkhhkhkhkhkhkrkhhkkhkhhxhxkx*k
template AAACTACTGATTTACTCGGCATCCTTCCTCTACTCTGGAGTCCTTTCTCGCTTCTCTGGG
flex8R RC AAACTACTGATTTACTCGGCATCCTTCCTCTACTCTGGAGTCCTTTCTCGCTTCTCTGGG
- KAk kA hhkhkhkhkhkhkhhkhkhhkhhkhhhhkhkhhkhkhhhkhkhhkhkhhhkhkhhkhkdhkhkhkhkkhkhkhhkhhkhkkhkhkhhkdxkhkx*k
template TCCAGATCTGGGACGGATTT——————=—————————=—————————————————
flex8R RC TCCAGATCTGGGACGGANNCACTCNGACCATCAGCAGTNGNNNNNNNNNNNC
- khkkhkhkhkkhkhkkhkhkkkkkkk*x
Sequence looks good - covers most of BCCPflex region, but not all of it - send for sequencing

with forward primer and also try purifying some more

Flex8

>BCCPflex8 2R PREMIX Sample Name=BCCPflex8 2R PREMIX Chromat 1d=4861625 Read i1d=4809351 Version=1
Length=1576
NNNNNNTCNNNNTGCNACTGCTGATGGTCAGAGTGAANTCCGTCCCAGATCTGGACCCAGAGAAGCGAGAAAGGACTCCAGAGTAGAGGAAGGATGC
CGAGTAAATCAGTAGTTTCGGAGCTTTTCCTGGTTTCTGTTGATACCAGGCTACAGCAGTATTCACATCCTGACTGGCACGGCAGGTGATGGTGACC
CTATCGCCCACAGAGGCGGACAGGGAGCTCGGGGACTGGGTCATCTGGATATCGGATCCGCCTCCGCCTGTGCGGCCCTCGGCGCGCTCGTACTGTT
CCACGATGGTGTAGTCCTCGTTGTGGGAGGTGATGTCCAGCTTGATGTCGGTCTTGTAGGCGCCGGGCAGCTGCACGGGCTTCTTGGCCATGTAGGT
GGTCTTGACCTCGGCGTCGTAGTGGCCGCCTGATCCTCCTCCACCAGAACCACCACCTCCTTCGATAACAACAAGCGGTTCGTCGAATTCAACCGGC
TGACCAGATTCAACAAGGATAGCTTTAACGGTACCGGATTTGTCCGCTTCGATCTGGTTCATCATTTTCATGGCTTCAACGATGCACAGGGTATCGC
CCACGTTGACTTTCTGACCCACTTCGATGAACGCTTTTGCGTCCGGGCTTGGGGTGCGGTAGAAAGTACCAACCATCGGGGAACGTACGATGTGACC
ACTGATTTCCGCTGCTGCTGGCGCTTCTGATCCTCCTCCACCAGAACCACCACCTCCGTCCTTCAGCTTCAGCCTCATCTTGATCTCGCCCTTCAGG
GCACCGTCCTCGGGGTACATCCGCTCGGTGGAGGCCTCCCAGCCCATAGTCTTCTTCTGCATTACGGGGCCGTCGGAGGGGAAGTTGGTGCCGCGCA
GCTTCACCTTGTAGATGAACTCGCCGTCCTGCAGGGAGGAGTCCTGGGTCACGGTCACCACGCCGCCGTCCTCNANTTCATCACGCGNTCCNACTTG
AAGCCNTCGGGGAANNCANCTTCANNAATCGGGNANGTNGGCGGGGT

>Flex8RC
ACCCCGCCNACNTNCCCGATTNNTGAAGNTGNNTTCCCCGANGGCTTCAAGTNGGANCGCGTGATGAANTNGAGGACGGCGGCGTGGTGACCGTGAC
CCAGGACTCCTCCCTGCAGGACGGCGAGTTCATCTACAAGGTGAAGCTGCGCGGCACCAACTTCCCCTCCGACGGCCCCGTAATGCAGAAGAAGACT
ATGGGCTGGGAGGCCTCCACCGAGCGGATGTACCCCGAGGACGGTGCCCTGAAGGGCGAGATCAAGATGAGGCTGAAGCTGAAGGACGGAGGTGGTG
GTTCTGGTGGAGGAGGATCAGAAGCGCCAGCAGCAGCGGAAATCAGTGGTCACATCGTACGTTCCCCGATGGTTGGTACTTTCTACCGCACCCCAAG
CCCGGACGCAAAAGCGTTCATCGAAGTGGGTCAGAAAGTCAACGTGGGCGATACCCTGTGCATCGTTGAAGCCATGAAAATGATGAACCAGATCGAA
GCGGACAAATCCGGTACCGTTAAAGCTATCCTTGTTGAATCTGGTCAGCCGGTTGAATTCGACGAACCGCTTGTTGTTATCGAAGGAGGTGGTGGTT
CTGGTGGAGGAGGATCAGGCGGCCACTACGACGCCGAGGTCAAGACCACCTACATGGCCAAGAAGCCCGTGCAGCTGCCCGGCGCCTACAAGACCGA
CATCAAGCTGGACATCACCTCCCACAACGAGGACTACACCATCGTGGAACAGTACGAGCGCGCCGAGGGCCGCACAGGCGGAGGCGGATCCGATATC
CAGATGACCCAGTCCCCGAGCTCCCTGTCCGCCTCTGTGGGCGATAGGGTCACCATCACCTGCCGTGCCAGTCAGGATGTGAATACTGCTGTAGCCT
GGTATCAACAGAAACCAGGAAAAGCTCCGAAACTACTGATTTACTCGGCATCCTTCCTCTACTCTGGAGTCCTTTCTCGCTTCTCTGGGTCCAGATC
TGGGACGGANTTCACTCTGACCATCAGCAGTNGCANNNNGANNNNNN

FLEXBRC — mmmmmm oo ACCCCGC
template CTGGGACATCCTGTCCCCTCAGTTCCAGTACGGCTCCAAGGCCTACGTGARGCACCCCGE

Kk kKKK Kk
F1lex8RC CNACNTNCCCGAT - - TNNTGAAGNTGNNTTCCCCGANGGCTTCAAGTNGGANCGCGTGAT

template CGACATCCCCGACTACTTGAAGCTGTCCTTCCCCGAGGGCTTCAAGTGGGAGCGCGTGAT



Flex8RC
template

Flex8RC
template

Flex8RC
template

Flex8RC
template

Flex8RC
template

Flex8RC
template

Flex8RC
template

Flex8RC
template

Flex8RC
template

Flex8RC
template

Flex8RC
template

Flex8RC
template

Flex8RC
template

Flex8RC
template

Flex8RC
template

Flex8RC
template

* kk k Kkkkk*k * KAkKAkKAkKAKAkAK, K AKAAAAAAhA*, **k*k K KAk kkk*%

G-AANTNGAGGACGGCGGCGTGGTGACCGTGACCCAGGACTCCTCCCTGCAGGACGGCGA
GAACTTCGAGGACGGCGGCGTGGTGACCGTGACCCAGGACTCCTCCCTGCAGGACGGCGA

*  x Kk kkkkkhkhkhkhkhkhhhhhhhhhhhhhhhhhhhhhhhhhhhhhhhkhkhkhkhkhhkhkhkhk,*x*%

GTTCATCTACAAGGTGAAGCTGCGCGGCACCAACTTCCCCTCCGACGGCCCCGTAATGCA
GTTCATCTACAAGGTGAAGCTGCGCGGCACCAACTTCCCCTCCGACGGCCCCGTAATGCA

R I i I

GAAGAAGACTATGGGCTGGGAGGCCTCCACCGAGCGGATGTACCCCGAGGACGGTGCCCT
GAAGAAGACTATGGGCTGGGAGGCCTCCACCGAGCGGATGTACCCCGAGGACGGTGCCCT

R I i I

GAAGGGCGAGATCAAGATGAGGCTGAAGCTGAAGGACGGAGGTGGTGGTTCTGGTGGAGG
GAAGGGCGAGATCAAGATGAGGCTGAAGCTGAAGGACGGAGGTGGTGGTTCTGGTGGAGG

R R i I

AGGATCAGAAGCGCCAGCAGCAGCGGAAATCAGTGGTCACATCGTACGTTCCCCGATGGT
AGGATCAgaagcgccagcagcagcggaaatcagtggtcacatcgtacgtteccccgatggt

R i I

TGGTACTTTCTACCGCACCCCAAGCCCGGACGCAAAAGCGTTCATCGAAGTGGGTCAGAA
tggtactttctaccgcaccccaagcccggacgcaaaagcgttcatcgaagtgggtcagaa

R IR I I I Ik Ik b b b b b I I I I I I I I I I I I i S Ik I I I I I I I I I i I I i

AGTCAACGTGGGCGATACCCTGTGCATCGTTGAAGCCATGAAAATGATGAACCAGATCGA
agtcaacgtgggcgataccctgtgcatcgttgaagccatgaaaatgatgaaccagatcga

R IR R I I I kb b b I I I I I I I I i I I S I I I I I I I I I I I I i i

AGCGGACAAATCCGGTACCGTTAAAGCTATCCTTGTTGAATCTGGTCAGCCGGTTGAATT
agcggacaaatccggtaccgttaaagctatccttgttgaatctggtcageccggttgaatt

R i I

CGACGAACCGCTTGTTGTTATCGAAGGAGGTGGTGGTTCTGGTGGAGGAGGATCAGGCGG
cgacgaaccgcttgttgttatcgaaGGAGGTGGTGGTTCTGGTGGAGGAGGATCAGGCGG

R R I i

CCACTACGACGCCGAGGTCAAGACCACCTACATGGCCAAGAAGCCCGTGCAGCTGCCCGG
CCACTACGACGCCGAGGTCAAGACCACCTACATGGCCAAGAAGCCCGTGCAGCTGCCCGG

R R i I

CGCCTACAAGACCGACATCAAGCTGGACATCACCTCCCACAACGAGGACTACACCATCGT
CGCCTACAAGACCGACATCAAGCTGGACATCACCTCCCACAACGAGGACTACACCATCGT

R i I

GGAACAGTACGAGCGCGCCGAGGGCCGCACAGGCGGAGGCGGATCCGATATCCAGATGAC
GGAACAGTACGAGCGCGCCGAGGGCCGCACAGGCGGAGGCGGATCCGATATCCAGATGAC

R R i I

CCAGTCCCCGAGCTCCCTGTCCGCCTCTGTGGGCGATAGGGTCACCATCACCTGCCGTGC
CCAGTCCCCGAGCTCCCTGTCCGCCTCTGTGGGCGATAGGGTCACCATCACCTGCCGTGC

R R i I

CAGTCAGGATGTGAATACTGCTGTAGCCTGGTATCAACAGAAACCAGGAAAAGCTCCGAA
CAGTCAGGATGTGAATACTGCTGTAGCCTGGTATCAACAGAAACCAGGAAAAGCTCCGAA

R I i

ACTACTGATTTACTCGGCATCCTTCCTCTACTCTGGAGTCCTTTCTCGCTTCTCTGGGTC
ACTACTGATTTACTCGGCATCCTTCCTCTACTCTGGAGTCCTTTCTCGCTTCTCTGGGTC

R R R R I I I I I I b I I I I I I I I I i I i S I I I I I I I

CAGATCTGGGACGGANTTCACTCTGACCATCAGCAGTNGCANNNNGANNNNNN-—-———-—
CAGATCTGGGACGGATTTCACTCTGACCATCAGCAGTCTGCAGCCGGAGGACTTCGCAAC

KAk Kk hkhkhkhkhkhhkhhkhk *hkhhhhhhhhhhhhhhkkkkk *

Transformant pFA-BCCPflex #8 selected.

pFluorAbody-BCCPrigid




Sequenced rigid BCCP candidates #10 and #12, only #12 had good sequences:

>Rigidl2F PREMIX Sample Name=Rigidl2F PREMIX Chromat id=4770420 Read i1d=4718412 Version=1
Length=1250
NNNNNNNNNNNNNCTTCNNGGANNNGGCGTGGTGACCGTGACCNAGGACTCCTCCCTGCAGGACGGCGAGTTCATCTACAAGGTGAAGCTGCGCGGC
ACCAACTTCCCCTCCGACGGCCCCGTAATGCAGAAGAAGACTATGGGCTGGGAGGCCTCCACCGAGCGGATGTACCCCGAGGACGGTGCCCTGAAGG
GCGAGATCAAGATGAGGCTGAAGCTGAAGGACGAAGCGGCTGCTAAAGAAGCCGCCGCCAAGGAAGCGCCAGCAGCAGCGGAAATCAGTGGTCACAT
CGTACGTTCCCCGATGGTTGGTACTTTCTACCGCACCCCAAGCCCGGACGCAAAAGCGTTCATCGAAGTGGGTCAGAAAGTCAACGTGGGCGATACC
CTGTGCATCGTTGAAGCCATGAAAATGATGAACCAGATCGAAGCGGACAAATCCGGTACCGTTAAAGCTATCCTTGTTGAATCTGGTCAGCCGGTTG
AATTCGACGAACCGCTTGTTGTTATCGAAGAAGCGGCTGCTAAAGAAGCCGCCGCCAAGGGCGGCCACTACGACGCCGAGGTCAAGACCACCTACAT
GGCCAAGAAGCCCGTGCAGCTGCCCGGCGCCTACAAGACCGGCATCAAGCTGGACATCACCTCCCACAACGAGGACTACACCATCGTGGAACAGTAC
GAGCGCGCCGAGGGCCGCACAGGCGGAGGCGGATCCGATATCCAGATGACCCAGTCCCCGAGCTCCCTGTCCGCCTCTGTGGGCGATAGGGTCACCA
TCACCTGCCGTGCCAGTCAGGATGTGAATACTGCTGTAGCCTGGTATCAACAGAAACCAGGAAAAGCTCCGAAACTACTGATTTACTCGGCATCCTT
CCTCTACTCTGGAGTCCTTTCTCGCTTCTCTGGGTCCAGATCTGGGACGGATTTCACTCTGACCATCGGCAGNNTGCAGCCGGAGGACTTCNAACTT
ATTACTGTCAGCAACATTATACTACTCCTCCNACGTTCGGACAGGGTACCAAGGNGNNGATCAANCGCGCGGATGCGGCNGCCCNGNGNANNCNNCC
CNACCACTNNANTCCGGNNNNNNNANNNCCNAANGNANNNNAATTGGNNNNNCCCCCNGTAGAANNNNNNNNNNNNCCNTNGGNNNNNCNAANGGGN

TTNGNNNNNTTTTNNNNNNNGANNANCNNANNNNNNTNNNNNNNGNAGCNNNCNNNNNNNCGCTATTACNNGGNGNNNNNTNNNNN

pFluorAbody BCCPrigid
Rigidl2F PREMIX

pFluorAbody BCCPrigid
Rigidl2F PREMIX

pFluorAbody BCCPrigid
Rigidl2F PREMIX

pFluorAbody BCCPrigid
Rigidl2F PREMIX

pFluorAbody BCCPrigid
Rigidl2F PREMIX

pFluorAbody BCCPrigid
Rigidl2F PREMIX

pFluorAbody BCCPrigid
Rigidl2F PREMIX

pFluorAbody BCCPrigid
Rigidl2F PREMIX

pFluorAbody BCCPrigid
Rigidl2F PREMIX

pFluorAbody BCCPrigid
Rigidl2F PREMIX

pFluorAbody BCCPrigid
Rigidl2F PREMIX

pFluorAbody BCCPrigid
Rigidl2F PREMIX

pFluorAbody BCCPrigid
Rigidl2F PREMIX

pFluorAbody BCCPrigid

GACGGCGGCGTGGTGACCGTGACCCAGGACTCCTCCCTGCAGGACGGCGAGTTCATCTAC
GGANNNGGCGTGGTGACCGTGACCNAGGACTCCTCCCTGCAGGACGGCGAGTTCATCTAC

* khkhkhkhkhkhkhkhkhkhhkhhhhkhkd dhhhhhhhhhhhhhhhhhhhhhhhhhhhhkrxxxxkx

AAGGTGAAGCTGCGCGGCACCAACTTCCCCTCCGACGGCCCCGTAATGCAGAAGAAGACT
AAGGTGAAGCTGCGCGGCACCAACTTCCCCTCCGACGGCCCCGTAATGCAGAAGAAGACT

R IRk I Ik Ik b b I I I I I I I I I I i I I S I I I I I I I I I kI I I I I I I i i

ATGGGCTGGGAGGCCTCCACCGAGCGGATGTACCCCGAGGACGGTGCCCTGAAGGGCGAG
ATGGGCTGGGAGGCCTCCACCGAGCGGATGTACCCCGAGGACGGTGCCCTGAAGGGCGAG

R IR I Ik Ik kb b b I I S I 2 I I I I I kS Ik Ih I I I 2 I Ik I Ik I I I I I I I i

ATCAAGATGAGGCTGAAGCTGAAGGACGAAGCGGCTGCTAAAGAAGCCGCCGCCAAGgaa
ATCAAGATGAGGCTGAAGCTGAAGGACGAAGCGGCTGCTAAAGAAGCCGCCGCCAAGGAA

R IR Ik I ik b b b I I S I I I I Ik I I I Ik S I IE I Ik I Ik I I I I I I i i I i i i i

gcgccagcagcagcggaaatcagtggtcacatcgtacgttcceccgatggttggtacttte
GCGCCAGCAGCAGCGGAAATCAGTGGTCACATCGTACGTTCCCCGATGGTTGGTACTTTC

R IR I I I Ik Ik Ik b h b I I I I I I I I I I I I I I S I I I I I I I I I I I i I I i

taccgcaccccaagcccggacgcaaaagcgttcatcgaagtgggtcagaaagtcaacgtg
TACCGCACCCCAAGCCCGGACGCAAAAGCGTTCATCGAAGTGGGTCAGAAAGTCAACGTG

R R R Ik I I I I I I I I I I I I I I I I i

ggcgataccctgtgcatcgttgaagccatgaaaatgatgaaccagatcgaagcggacaaa
GGCGATACCCTGTGCATCGTTGAAGCCATGAAAATGATGAACCAGATCGAAGCGGACAAA

R i i I

tccggtaccgttaaagctatccttgttgaatctggtcagecggttgaattcgacgaaccg
TCCGGTACCGTTAAAGCTATCCTTGTTGAATCTGGTCAGCCGGTTGAATTCGACGAACCG

R R i I

cttgttgttatcgaaGAAGCGGCTGCTAAAGAAGCCGCCGCCAAGGGCGGCCACTACGAC
CTTGTTGTTATCGAAGAAGCGGCTGCTAAAGAAGCCGCCGCCAAGGGCGGCCACTACGAC

R R I i I i

GCCGAGGTCAAGACCACCTACATGGCCAAGAAGCCCGTGCAGCTGCCCGGCGCCTACAAG
GCCGAGGTCAAGACCACCTACATGGCCAAGAAGCCCGTGCAGCTGCCCGGCGCCTACAAG

R R I

ACCGACATCAAGCTGGACATCACCTCCCACAACGAGGACTACACCATCGTGGAACAGTAC
ACCGGCATCAAGCTGGACATCACCTCCCACAACGAGGACTACACCATCGTGGAACAGTAC

KhkhkKk Kk Kk hkhhhhhhhhhhhhhhhhhhhhhhhhhhhhhhhhhhhhhhhhhhkhhkhkhkhkkkx%

GAGCGCGCCGAGGGCCGCACAGGCGGAGGCGGATCCGATATCCAGATGACCCAGTCCCCG
GAGCGCGCCGAGGGCCGCACAGGCGGAGGCGGATCCGATATCCAGATGACCCAGTCCCCG

R i e

AGCTCCCTGTCCGCCTCTGTGGGCGATAGGGTCACCATCACCTGCCGTGCCAGTCAGGAT
AGCTCCCTGTCCGCCTCTGTGGGCGATAGGGTCACCATCACCTGCCGTGCCAGTCAGGAT

R i i I I

GTGAATACTGCTGTAGCCTGGTATCAACAGAAACCAGGAAAAGCTCCGAAACTACTGATT



Rigidl2F PREMIX GTGAATACTGCTGTAGCCTGGTATCAACAGAAACCAGGAAAAGCTCCGAAACTACTGATT

R I i

pFluorAbody BCCPrigid TACTCGGCATCCTTCCTCTACTCTGGAGTCCTTTCTCGCTTCTCTGGGTCCAGATCTGGG
Rigidl2F PREMIX TACTCGGCATCCTTCCTCTACTCTGGAGTCCTTTCTCGCTTCTCTGGGTCCAGATCTGGG

R I

pFluorAbody BCCPrigid ACGGATTTCACTCTGACCATCAGCAGTCTGCAGCCGGAGGACTTCGCAACTTATTACTGT
Rigidl2F PREMIX ACGGATTTCACTCTGACCATCGGCAGNNTGCAGCCGGAGGACTTC-NAACTTATTACTGT

Khkkkhkhkhkhkhhkkhkhkhhkhkhkkkkkx K*kkk R R R R R R R R

pFluorAbody BCCPrigid CAGCAACATTATACTACTCCTCCCACGTTCGGACAGGGTACCAAGGTGGAGATCAAACGC
Rigidl2F PREMIX CAGCAACATTATACTACTCCTCCNACGTTCGGACAGGGTACCAAGGNGNNGATCAANCGC

KAk hkhkhkhkhkhhhhhhhhkhhhhhkhkd *hhhhhhhhhhhhhhhhhkhkhx*x % KAk KkKkKK KKK

pFluorAbody BCCPrigid GCGGATGCGGCCGCACTCGAGGCGGCCGCACTCGAGCACCACCACCACCACCACTGAGAT
Rigidl2F PREMIX GCGGATGCGGCNGCCCNGNGNANNCNNCCCNACCACTNNANTCCGGNNNNNNN-—-———-—
N Kkkkkkhkhkhkhkk KKk K * * ok *

Need a reverse primer for screening:
BCCPseqgR GTTGCTGACAGTAATAAGTTGCG

RigidlR - very little sequence
Rigidl3R - good sequence
Rigid25R - very little sequence

>pBCCPrigidl3R_PREMIX Sample Name=pBCCPrigidl3R PREMIX Chromat i1d=4840274 Read id=4788047
Version=1 Length=1536
NNNNNNNNNNNNNNNGNNACTGCTGNNGGTCNGAGTGAAATCCGTCCCAGATCTGGACCCAGAGAAGCGAGAAAGGACTCCAGAGTAGAGGAAGGAT
GCCGAGTAAATCAGTAGTTTCGGAGCTTTTCCTGGTTTCTGTTGATACCAGGCTACAGCAGTATTCACATCCTGACTGGCACGGCAGGTGATGGTGA
CCCTATCGCCCACAGAGGCGGACAGGGAGCTCGGGGACTGGGTCATCTGGATATCGGATCCGCCTCCGCCTGTGCGGCCCTCGGCGCGCTCGTACTG
TTCCACGATGGTGTAGTCCTCGTTGTGGGAGGTGATGTCCAGCTTGATGTCGGTCTTGTAGGCGCCGGGCAGCTGCACGGGCTTCTTGGCCATGTAG
GTGGTCTTGACCTCGGCGTCGTAGTGGCCGCCCTTGGCGGCGGCTTCTTTAGCAGCCGCTTCTTCGATAACAACAAGCGGTTCGTCGAATTCAACCG
GCTGACCAGATTCAACAAGGATAGCTTTAACGGTACCGGATTTGTCCGCTTCGATCTGGTTCATCATTTTCATGGCTTCAACGATGCACAGGGTATC
GCCCACGTTGACTTTCTGACCCACTTCGATGAACGCTTTTGCGTCCGGGCTTGGGGTGCGGTAGAAAGTACCAACCATCGGGGAACGTACGATGTGA
CCACTGATTTCCGCTGCTGCTGGCGCTTCCTTGGCGGCGGCTTCTTTAGCAGCCGCTTCGTCCTTCAGCTTCAGCCTCATCTTGATCTCGCCCTTCA
GGGCACCGTCCTCGGGGTACATCCGCTCGGTGGAGGCCTCCCAGCCCATAGTCTTCTTCTGCATTACGGGGCCGTCGGAGGGGAAGTTGGTGCCGCG
CAGCTTCACCTTGTAGATGAACTCGCCGTCCTGCAGGGAGGAGTCCTGGGTCACGGTCACCACGCCGCCGTCCTCGAAGTTCATCACGCGCTCCNAC
TTGAAGCCCTCGGGGAAGGACAGCTTCAAGTAGTCGGGGATGTCGGCGGGGTGCTNNNNGTAGGCCTTGGAGCCGTACTGGAACTGAGGGNNNAGGA
TGNCCNAGNNNAAGGNANGGGACCNCCNTTGGNNNTTNCNNNTTGGNGGNNGGN

template = mmmm e CGACATCCCCGACT
Rigid13R_RC NCCCTCAGTTCCAGTACGGCTCCARGGCCTACNNNNAGCACCCCGCCGACATCCCCGACT

- R R Ik
template ACTTGAAGCTGTCCTTCCCCGAGGGCTTCAAGTGGGAGCGCGTGATGARCTTCGAGGACG
Rigid13R_RC ACTTGAAGCTGTCCTTCCCCGAGGGCTTCAAGTHGGAGCGCGTGATGAACTTCGAGGACG

KAk KA hhhhkhhkhhkhkhhhhhhhhhhhhhhhhhhhhkd dhhhhhhhhhhhhhhhhkhhkhkhkhkhkkx*%

template GCGGCGTGGTGACCGTGACCCAGGACTCCTCCCTGCAGGACGGCGAGTTCATCTACAAGG
Rigidl3R RC GCGGCGTGGTGACCGTGACCCAGGACTCCTCCCTGCAGGACGGCGAGTTCATCTACAAGG

R R i I

template TGAAGCTGCGCGGCACCAACTTCCCCTCCGACGGCCCCGTAATGCAGAAGAAGACTATGG
Rigidl3R RC TGAAGCTGCGCGGCACCAACTTCCCCTCCGACGGCCCCGTAATGCAGAAGAAGACTATGG

R i I I

template GCTGGGAGGCCTCCACCGAGCGGATGTACCCCGAGGACGGTGCCCTGAAGGGCGAGATCA
Rigidl13R RC GCTGGGAGGCCTCCACCGAGCGGATGTACCCCGAGGACGGTGCCCTGAAGGGCGAGATCA

R R I

template AGATGAGGCTGAAGCTGAAGGACGAAGCGGCTGCTAAAGAAGCCGCCGCCAAGgaagcgc
Rigidl3R RC AGATGAGGCTGAAGCTGAAGGACGAAGCGGCTGCTAAAGAAGCCGCCGCCAAGGAAGCGC

R i

template cagcagcagcggaaatcagtggtcacatcgtacgttccccgatggttggtactttctacce
Rigidl13R RC CAGCAGCAGCGGAAATCAGTGGTCACATCGTACGTTCCCCGATGGTTGGTACTTTCTACC

R I i



template
Rigidl13R RC

template
Rigidl3R RC

template
Rigidl3R RC

template
Rigidl3R RC

template
Rigidl13R RC

template
Rigidl3R RC

template
Rigidl3R RC

template
Rigidl13R RC

template
Rigidl3R RC

template
Rigidl3R RC

template
Rigidl3R RC

gcaccccaagcccggacgcaaaagcgttcatcgaagtgggtcagaaagtcaacgtgggeg
GCACCCCAAGCCCGGACGCAAAAGCGTTCATCGAAGTGGGTCAGAAAGTCAACGTGGGCG

R i I

ataccctgtgcatcgttgaagccatgaaaatgatgaaccagatcgaagcggacaaatccg
ATACCCTGTGCATCGTTGAAGCCATGAAAATGATGAACCAGATCGAAGCGGACAAATCCG

R I i I

gtaccgttaaagctatccttgttgaatctggtcageccggttgaattcgacgaaccgcettg
GTACCGTTAAAGCTATCCTTGTTGAATCTGGTCAGCCGGTTGAATTCGACGAACCGCTTG

R I i I

ttgttatcgaaGAAGCGGCTGCTAAAGAAGCCGCCGCCAAGGGCGGCCACTACGACGCCG
TTGTTATCGAAGAAGCGGCTGCTAAAGAAGCCGCCGCCAAGGGCGGCCACTACGACGCCG

R I i

AGGTCAAGACCACCTACATGGCCAAGAAGCCCGTGCAGCTGCCCGGCGCCTACAAGACCG
AGGTCAAGACCACCTACATGGCCAAGAAGCCCGTGCAGCTGCCCGGCGCCTACAAGACCG

R I i

ACATCAAGCTGGACATCACCTCCCACAACGAGGACTACACCATCGTGGAACAGTACGAGC
ACATCAAGCTGGACATCACCTCCCACAACGAGGACTACACCATCGTGGAACAGTACGAGC

R R I i I I I I I I

GCGCCGAGGGCCGCACAGGCGGAGGCGGATCCGATATCCAGATGACCCAGTCCCCGAGCT
GCGCCGAGGGCCGCACAGGCGGAGGCGGATCCGATATCCAGATGACCCAGTCCCCGAGCT

R IR I Ik Ik b b b I I I I I I I Ik I I 2 I I S I I I Ik I I I Ik I I I I Ik I i i I i

CCCTGTCCGCCTCTGTGGGCGATAGGGTCACCATCACCTGCCGTGCCAGTCAGGATGTGA
CCCTGTCCGCCTCTGTGGGCGATAGGGTCACCATCACCTGCCGTGCCAGTCAGGATGTGA

R IR I I kb I I I I I I I I I I I S I I I I i I I I kI I I I i i

ATACTGCTGTAGCCTGGTATCAACAGAAACCAGGAAAAGCTCCGAAACTACTGATTTACT
ATACTGCTGTAGCCTGGTATCAACAGAAACCAGGAAAAGCTCCGAAACTACTGATTTACT

R i I

CGGCATCCTTCCTCTACTCTGGAGTCCTTTCTCGCTTCTCTGGGTCCAGATCTGGGACGG
CGGCATCCTTCCTCTACTCTGGAGTCCTTTCTCGCTTCTCTGGGTCCAGATCTGGGACGG

R I i I

ATTTCACTCTGACCATCAGCAGTCTGCAGCCGGAGGACTTCGCAACTTATTACTGTCAGC
ATTTCACTCNGACCNNCAGCAGTNNCNNNNNNNNNNNNNNN----—-—-—-————————————

*Khkkkkkkkkk Kkkk*k *kkkk kK

Transformant #13 was selected for pFA-BCCPrigid

pFluorAbody-GBP3Flex2

Best sequence actually had 5 repeats of GBP (#7 renamed as Au5Flex2):

>Au3F2 7 PREMIX Sample Name=Au3F2 7 PREMIX Chromat id=5053750
Read 1d=5000661 Version=1 Length=1195

NNNNNNNNNNNNNNANNNNNAGGANGGCGGCGTGGTGACCGTGACCNAGGACTCCTCCCTGCAGGACGGC
GAGTTCATCTACAAGGTGAGGCTGCGCGGCACCAACTTCCCCTCCGACGGCCCCGTAATGCAGAAGAAGA
CTATGGGCTGGGAGGCCTCCACCGAGCGGATGTACCCCGAGGACGGTGCCCTGAAGGGCGAGATCAAGAT
GAGGCTGAAGCTGAAGGACAGAGGCGGGGGTTCAGGTGGTGGAGGCAGCATGCACGGTAAAACGCAGGCC
ACCAGCGGTACAATCCAATCTATGCACGGCAAGACACAGGCTACCTCTGGCACCATCCAGTCGATGCACG
GGAAGACGCAAGCCACCTCCGGGACAATTCAATCTATGCACGGCAAGACACAGGCTACCTCTGGCACCAT
CCAGTCGATGCACGGGAAGACGCAAGCCACCTCCGGGACAATTCAATCGGGAGGCGGAGGATCAGGCGGL
GGTGGTTCTGGCGGCCACTACGACGCCGAGGTCAAGACCACCTACATGGCCAAGAAGCCCGTGCAGCTGC



CCGGCGCCTACAAGACCGACATCAAGCTGGACATCACCTCCCACAACGAGGACTACACCATCGTGGAACA
GTACGAGCGCGCCGAGGGCCGCACAGGCGGAGGCGGATCCGATATCCAGATGACCCAGTCCCCGAGLCTCC
CTGTCCGCCTCTGTGGGCGATAGGGTCACCATCACCTGCCGTGCCAGTCAGGATGTGAATACTGCTGTAG
CCTGGTATCAACAGAAACCAGGAAAAGCTCCGAAACTACTGATTTACTCGGCATCCTTCCTCTACTCTGG
AGTCCTTTCTCGCTTCTCTGGGTCCAGATCTGGGACGGATTTCACTCTGACCATCAGCAGTCTGCAGCCG
GAGGACTTCGCAACTTATTACTGTCAGCAACATTATACTACTCCTCCNACGTTCGGACAGGGTACCAAGG
TGGAGNTNAANNNNGCGGATGCNNCCGCCTNNAGCACCNNNCTACCCNACTGNNNTCCGNNNNNANNAAG
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Au3F2_ 7 PREMIX

pFA-Au3flex2
Au3F2_ 7 PREMIX

pFA-Au3flex2
Au3F2_ 7 PREMIX

pFA-Au3flex2
Au3F2_ 7 PREMIX

pFA-Au3flex2
Au3F2_ 7 PREMIX

pFA-Au3flex2
Au3F2_ 7 PREMIX

pFA-Au3flex2
Au3F2_ 7 PREMIX

pFA-Au3flex2
Au3F2_ 7 PREMIX

pFA-Au3flex2
Au3F2_ 7 PREMIX

pFA-Au3flex2
Au3F2_ 7 PREMIX

pFA-Au3flex2
Au3F2_ 7 PREMIX

pFA-Au3flex2
Au3F2_ 7 PREMIX

pFA-Au3flex2
Au3F2_ 7 PREMIX

GACGGCGGCGTGGTGACCGTGACCCAGGACTCCTCCCTGCAGGACGGCGAGTTCATCTAC
GANGGCGGCGTGGTGACCGTGACCNAGGACTCCTCCCTGCAGGACGGCGAGTTCATCTAC

KAk KAKRKAAKAAKRAAKRAXAKAAKAAAK A, A A A A KA AR A AR AR A AR AR A AR A A A A AR AR Ak kA kKK

AAGGTGAAGCTGCGCGGCACCAACTTCCCCTCCGACGGCCCCGTAATGCAGAAGAAGACT
AAGGTGAGGCTGCGCGGCACCAACTTCCCCTCCGACGGCCCCGTAATGCAGAAGAAGACT

KAKXKAKRA KA A KA AR A AR AR A AR AR A AR AR A AR A AR AR A AR AR A AR A AR AR A AR Ak kKK

ATGGGCTGGGAGGCCTCCACCGAGCGGATGTACCCCGAGGACGGTGCCCTGAAGGGCGAG
ATGGGCTGGGAGGCCTCCACCGAGCGGATGTACCCCGAGGACGGTGCCCTGAAGGGCGAG

KA AR AR A AR AR A AR A AR AR A AR AR A AR AR A AR A AR AR A AR AR A AR A AR AR A AR Ak Ak kK

ATCAAGATGAGGCTGAAGCTGAAGGACGGAGGCGGGGGTTCAGGTGGTGGAGGCAGCATG
ATCAAGATGAGGCTGAAGCTGAAGGACAGAGGCGGGGGTTCAGGTGGTGGAGGCAGCATG

KAKRKAKRKAAKAAKRAAKRAXAKAAKAA AKX AKRAAK A A AR A AR AR A AR A AR AR AR AR A AR ARk kK

CACGGTAAAACGCAGGCCACCAGCGGTACAATCCAATCTATGCACGGCAAGACACAGGCT
CACGGTAAAACGCAGGCCACCAGCGGTACAATCCAATCTATGCACGGCAAGACACAGGCT

KA AR KA AR A AR AR A AR A AR AR A AR AR A AR AR A AR A AR AR A AR AR A AR A A AR A AR Ak Ak kK

ACCTCTGGCACC - == === = == = = = = = oo o
ACCTCTGGCACCATCCAGTCGATGCACGGGAAGACGCAAGCCACCTCCGGGACAATTCAA

KAk kKhkKk Ak kK kKx*k

———————————————————————————————————— ATCCAGTCGATGCACGGGAAGACG
TCTATGCACGGCAAGACACAGGCTACCTCTGGCACCATCCAGTCGATGCACGGGAAGACG

KAkKRAkAk KA A A Ak KAk khk kA Ak hk kK, k%,

CAAGCCACCTCCGGGACAATTCAATCGGGAGGCGGAGGATCAGGCGGCGGTGGTTCTGGC
CAAGCCACCTCCGGGACAATTCAATCGGGAGGCGGAGGATCAGGCGGCGGTGGTTCTGGC

KA A A AR A AR AR A AR A AR AR A AR AR A AR A AR AR A AR AR A AR AR A AR A A A A A A AR Ak Ak kK

GGCCACTACGACGCCGAGGTCAAGACCACCTACATGGCCAAGAAGCCCGTGCAGCTGCCC
GGCCACTACGACGCCGAGGTCAAGACCACCTACATGGCCAAGAAGCCCGTGCAGCTGCCC

KA AR AR A AR AR A AR A AR AR A AR AR A AR A AR AR A AR AR A AR AR A AR A AR AR A AR Ak Ak kK

GGCGCCTACAAGACCGACATCAAGCTGGACATCACCTCCCACAACGAGGACTACACCATC
GGCGCCTACAAGACCGACATCAAGCTGGACATCACCTCCCACAACGAGGACTACACCATC

KA AR KA AR A AR AR A AR A AR AR A AR AR A AR A AR AR A AR AR A AR AR A AR A AR AR A AR Ak Ak kK

GTGGAACAGTACGAGCGCGCCGAGGGCCGCACAGGCGGAGGCGGATCCGATATCCAGATG
GTGGAACAGTACGAGCGCGCCGAGGGCCGCACAGGCGGAGGCGGATCCGATATCCAGATG

KA A KA AR A AR AR A AR A AR AR A AR AR A AR AR A AR A AR AR A AR AR A AR A AR AR A AR Ak Ak kK

ACCCAGTCCCCGAGCTCCCTGTCCGCCTCTGTGGGCGATAGGGTCACCATCACCTGCCGT
ACCCAGTCCCCGAGCTCCCTGTCCGCCTCTGTGGGCGATAGGGTCACCATCACCTGCCGT

KA A KA AR A AR AR A AR A AR AR A AR AR A AR AR A AR A AR AR A AR AR A AR A A A A A A AR Ak Ak kK

GCCAGTCAGGATGTGAATACTGCTGTAGCCTGGTATCAACAGAAACCAGGAAAAGCTCCG
GCCAGTCAGGATGTGAATACTGCTGTAGCCTGGTATCAACAGAAACCAGGAAAAGCTCCG



pFA-Au3flex2
Au3F2 7 PREMIX

pFA-Au3flex2
Au3F2 7 PREMIX

pFA-Au3flex2
Au3F2 7 PREMIX

pFA-Au3flex2
Au3F2 7 PREMIX

pFA-Au3flex2
Au3F2 7 PREMIX

KA AR AR A AR AR A AR A AR AR A AR AR A AR A AR AR A AR AR A AR AR A AR A AR AR A AR Ak Ak kK

AAACTACTGATTTACTCGGCATCCTTCCTCTACTCTGGAGTCCTTTCTCGCTTCTCTGGG
AAACTACTGATTTACTCGGCATCCTTCCTCTACTCTGGAGTCCTTTCTCGCTTCTCTGGG

KA AR AR A AR AR A AR A AR AR A AR AR A AR A AR AR A AR AR A AR A A A AR A A AR A AR Ak kKK

TCCAGATCTGGGACGGATTTCACTCTGACCATCAGCAGTCTGCAGCCGGAGGACTTCGCA
TCCAGATCTGGGACGGATTTCACTCTGACCATCAGCAGTCTGCAGCCGGAGGACTTCGCA

KA AR AR A AR AR A AR A AR AR A AR AR A AR AR A AR A AR AR A AR AR A AR A A AR A AR Ak Ak kK

ACTTATTACTGTCAGCAACATTATACTACTCCTCCCACGTTCGGACAGGGTACCAAGGTG
ACTTATTACTGTCAGCAACATTATACTACTCCTCCNACGTTCGGACAGGGTACCAAGGTG

KA KK AKRKA A KA KR AAKRAAKAAKRA AR AKRA AR AR A AR AAA Ak A A A Ak A Ak hA kA A A Ak kK%

GAGATCAAACGCGCGGATGCGGCCGCACTCGAGGCGGCCGCACTCGAGCACCACCACCAC
GAGNTNAANNNNGCGGATGCNNCCGCCTNNAGCACCNNNCTACCCNACTGNNNTCCGNNN

*kKk Kk K%k * Kk ok kK k Kk k * Kk Kk x * ** Kk Kx *

CACCACTGAGATCCGGCTGCTAACAAAGCCCGAAAGGAAGCTGAGTTGGCTGCTGCCACC
NNANNAAG= == == == = == m— = o o o

*

#7 has extra sequence and a point mutation

AGGTGGTGGAGGCAGCATGCACGGTAAAACGCAGGCCACCAGCGGTACAATCCAATCTATGCACGGCAAGACAC
AGGCTACCTCTGGCACCATCCAGTCGATGCACGGGAAGACGCAAGCCACCTCCGGGACAATTCAATCTATG
CACGGCAAGACACAGGCTACCTCTGGCACCATCCAGTCGATGCACGGGAAGACGCAAGCCACCTCCGGGACA

arTcaaTce6GAGGCGGAGGATCAGGCGGCaGTeGTTC T e
GOACTACACCATCG TGGAACAGTACGAGCGCGCCGAGGBCGAACAG AL ATC AT C

pFA-Au3flex2
Au3F2 7 PREMIX

ATCAAGATGAGGCTGAAGCTGAAGGACGGAGGCGGGGGTTCAGGTGGTGGAGGCAGCATG
ATCAAGATGAGGCTGAAGCTGAAGGACAGAGGCGGGGGTTCAGGTGGTGGAGGCAGCATG

KAKRKAKRAAKAAKRAAKRAXAKAAKAA AR AKRAAK A A AR A AR AR A AR A A A AR A AR AR A AR Ak k kK

CACGGTAAAACGCAGGCCACCAGCGGTACAATCCAATCTATGCACGGCAAGACACAGGCT
CACGGTAAAACGCAGGCCACCAGCGGTACAATCCAATCTATGCACGGCAAGACACAGGCT

KA AR AR A AR AR A AR A AR AR A AR AR A AR AR A AR A AR AR A AR AR A AR A A A AR A A ARk kKK

pFA-Au3flex2
Au3F2 7 PREMIX

pFA-Au3flex2
Au3F2 7 PREMIX

ACCTCTGGCACC === ===
ACCTCTGGCACCATCCAGTCGATGCACGGGAAGACGCAAGCCACCTCCGGGACAATTCAA

KAk khkKhkKkkhkhkkk Kk Kk

pFA-Au3flex2
Au3F2 7 PREMIX

———————————————————————————————————— ATCCAGTCGATGCACGGGAAGACG
TCTATGCACGGCAAGACACAGGCTACCTCTGGCACCATCCAGTCGATGCACGGGAAGACG

KAKRKAKA KA A A ARk A hkkhk kA Ak Akhk kK, k%,

48+36 = 84 nt, 28 AA .. look for frame shift

pFA-Au3flex2
Au3F2 7 PREMIX

CAAGCCACCTCCGGGACAATTCAATCGGGAGGCGGAGGATCAGGCGGCGGTGGTTCTGGC
CAAGCCACCTCCGGGACAATTCAATCGGGAGGCGGAGGATCAGGCGGCGGTGGTTCTGGL

KA AR AR A AR AR A AR A AR AR A AR AR A AR AR A AR A AR AR A AR AR A AR A AR AR A AR Ak Ak kK
Point mutation and extra sequence:
RGGGSGGGGSMHGKTQATSGTIQSMHGKTQATSGTIQSMHGKTQATSGTIQSMHGKTQAT

SGTIQSMHGKTQATSGTIQSGGGGSGGGGS



GGGGSGGGGSMHGKTQATSGTIQSMHGKTQATSGTIQSMHGKTQATSGTIQSGGGGSGGGGS
- This has 5 repeats of gold binding motif AubFlex2
Candidate #6 sequence

>Au3F2 6 PREMIX Sample Name=Au3F2 6 PREMIX Chromat id=5053751
Read 1d=5000642 Version=1 Length=1412

NNNNNNNNNNNNACTTNNAGGANGGCGGCGTGGTGACCGTGACCCAGGACTCCTCCCTGCAGGACGGCGA
GTTCATCTACAAGGTGAAGCTGCGCGGCACCAACTTCCCCTCCGACGGCCCCGTAATGCAGAAGAAGACT
ATGGGCTGGGAGGCCTCCACCGAGCGGATGTACCCCGAGGACGGTGCCCTGAAGGGCGAGATCAAGATGA
GGCTGAAGCTGAAGGACGGAGGCGGGGGTTCAGGTGGTGGAGGCAGCATGCACGGTAAAACGCAGGCCAC
CAGCGGTACAATCCAATCTATGCACGGCAAGACACAGGCTACCTCTGGCACCATCCAGTCGATGCACGGG
AAGACGCAAGCCACCTCCGGGACAATTCAATCGGGAGGCGGAGGATCAGGCGGCGGTGGTTCTGGCGGCC
ACTACGACGCCGAGGTCAAGACCACCTACATGGCCAAGAAGCCCGTGCAGCTGCCCGGCGCCTACAAGAC
CGACATCAAGCTGGACATCACCTCCCACAACGAGGACTACACCATCGTGGAACAGTACGAGCGCGCCGAG
GGCCGCACAGGCGGAGGCGGATCCGATATCCAGATGACCCTGTCCCCGAGCTCCCTGTCCGCCTCTGTGG
GCGATAGGGTCACCATCACCTGCCGTGCCGGTCAGGATGTGAATACTGCTGTAGCCTGGTATCAACAGAA
ACCAGGAAAAGCTCCGAAACTACTGATTTACTCGGCATCCTTCCTCTACTCTGGAGTCCTTTCTCGCTTC
TCTGGGTCCAGATCTGGGACGGATTTCACTCTGACCATCAGCAGTCTGCAGCCGGAGGACTTCGCAACTT
ATTACTGTCAGCAACATTATACTACTCCTCCCACGTTCGGACAGGGTACCAAGGTGGAGATCAAACGCGC
GGATGCGGCCGCACTCGAGCACCACNNCCACCACCACTGAGATCCGGCTGCTAACAAAGCCCGAAAGGAA
GCTGAATTGGCTGCTGCNNCCGCTGANNANNAACTAGCATAACCCCTTGGGGNTCTAANCGGNNNNNGAG

pFA-Au3flex?2
Au3F2 6 PREMIX

pFA-Au3flex?2
Au3F2 6 PREMIX

pFA-Au3flex?2
Au3F2 6 PREMIX

pFA-Au3flex?2
Au3F2 6 PREMIX

pFA-Au3flex?2
Au3F2 6 PREMIX

pFA-Au3flex?2
Au3F2 6 PREMIX

pFA-Au3flex?2
Au3F2 6 PREMIX

pFA-Au3flex?2
Au3F2 6 PREMIX

GACTACTTGAAGCTGTCCTTCCCCGAGGGCTTCAAGTGGGAGCGCGTGATGAACTTCGAG
———————————————————————————————————————— NNNNNNNNNNNNACTTNNAG

* Kk Kk Kk * %

GACGGCGGCGTGGTGACCGTGACCCAGGACTCCTCCCTGCAGGACGGCGAGTTCATCTAC
GANGGCGGCGTGGTGACCGTGACCCAGGACTCCTCCCTGCAGGACGGCGAGTTCATCTAC

Kk kk Kk Kk Kk hkhhkhkhkhkhhhhhhhhhhhhhhhhhhhhhhhhhhhhhhhhhhhhhkhhkhkhkkhkk*%

AAGGTGAAGCTGCGCGGCACCAACTTCCCCTCCGACGGCCCCGTAATGCAGAAGAAGACT
AAGGTGAAGCTGCGCGGCACCAACTTCCCCTCCGACGGCCCCGTAATGCAGAAGAAGACT

R I i I

ATGGGCTGGGAGGCCTCCACCGAGCGGATGTACCCCGAGGACGGTGCCCTGAAGGGCGAG
ATGGGCTGGGAGGCCTCCACCGAGCGGATGTACCCCGAGGACGGTGCCCTGAAGGGCGAG

R I

ATCAAGATGAGGCTGAAGCTGAAGGACGGAGGCGGGGGTTCAGGTGGTGGAGGCAGCATG
ATCAAGATGAGGCTGAAGCTGAAGGACGGAGGCGGGGGTTCAGGTGGTGGAGGCAGCATG

R R R I I i I I I I I I I I

CACGGTAAAACGCAGGCCACCAGCGGTACAATCCAATCTATGCACGGCAAGACACAGGCT
CACGGTAAAACGCAGGCCACCAGCGGTACAATCCAATCTATGCACGGCAAGACACAGGCT

R IR R I Ik I kb b b b b 2 I I I I I I I I Ik I I i I I i S Ik I I I I I I I I I I

ACCTCTGGCACCATCCAGTCGATGCACGGGAAGACGCAAGCCACCTCCGGGACAATTCAA
ACCTCTGGCACCATCCAGTCGATGCACGGGAAGACGCAAGCCACCTCCGGGACAATTCAA

R i I

TCGGGAGGCGGAGGATCAGGCGGCGGTGGTTCTGGCGGCCACTACGACGCCGAGGTCAAG
TCGGGAGGCGGAGGATCAGGCGGCGGTGGTTCTGGCGGCCACTACGACGCCGAGGTCAAG

R i i I



pFA-Au3flex?2
Au3F2 6 PREMIX

pFA-Au3flex?2
Au3F2 6 PREMIX

pFA-Au3flex?2
Au3F2 6 PREMIX

pFA-Au3flex?2
Au3F2 6 PREMIX

pFA-Au3flex?2
Au3F2 6 PREMIX

pFA-Au3flex?2
Au3F2 6 PREMIX

pFA-Au3flex?2
Au3F2 6 PREMIX

pFA-Au3flex?2
Au3F2 6 PREMIX

pFA-Au3flex?2
Au3F2 6 PREMIX

pFA-Au3flex?2
Au3F2 6 PREMIX

pFA-Au3flex?2
Au3F2 6 PREMIX

ACCACCTACATGGCCAAGAAGCCCGTGCAGCTGCCCGGCGCCTACAAGACCGACATCAAG
ACCACCTACATGGCCAAGAAGCCCGTGCAGCTGCCCGGCGCCTACAAGACCGACATCAAG

R R R R I I I I i I I I I I I I I I

CTGGACATCACCTCCCACAACGAGGACTACACCATCGTGGAACAGTACGAGCGCGCCGAG
CTGGACATCACCTCCCACAACGAGGACTACACCATCGTGGAACAGTACGAGCGCGCCGAG

R i

GGCCGCACAGGCGGAGGCGGATCCGATATCCAGATGACCCAGTCCCCGAGCTCCCTGTCC
GGCCGCACAGGCGGAGGCGGATCCGATATCCAGATGACCCTGTCCCCGAGCTCCCTGTCC

KAk KA hhhhhkhkhhkhkhkhkhkhhkhhhhhhhhhhhhhhhhhhhhkhkhkd *hhkhkhhkhhhkhkhkhkhkhkhkkkx*k

GCCTCTGTGGGCGATAGGGTCACCATCACCTGCCGTGCCAGTCAGGATGTGAATACTGCT
GCCTCTGTGGGCGATAGGGTCACCATCACCTGCCGTGCCGGTCAGGATGTGAATACTGCT

R IR R I I I I I I I I I I I I I I I I I S I I i

GTAGCCTGGTATCAACAGAAACCAGGAAAAGCTCCGAAACTACTGATTTACTCGGCATCC
GTAGCCTGGTATCAACAGAAACCAGGAAAAGCTCCGAAACTACTGATTTACTCGGCATCC

R IR I I kI kb b b b I I I S I I I I I I I i I I I S I I I I I I I I I I I I I i

TTCCTCTACTCTGGAGTCCTTTCTCGCTTCTCTGGGTCCAGATCTGGGACGGATTTCACT
TTCCTCTACTCTGGAGTCCTTTCTCGCTTCTCTGGGTCCAGATCTGGGACGGATTTCACT

R IR Ik I I Ik kb b I S I I b I Ik E I 2 I I S I IE I I I I I I I I I Ik I I I I I i

CTGACCATCAGCAGTCTGCAGCCGGAGGACTTCGCAACTTATTACTGTCAGCAACATTAT
CTGACCATCAGCAGTCTGCAGCCGGAGGACTTCGCAACTTATTACTGTCAGCAACATTAT

R IR R I Ik Ik kb b b I I I I I I I I I I S I I I I I I 2k I Ik I I I I I i i

ACTACTCCTCCCACGTTCGGACAGGGTACCAAGGTGGAGATCAAACGCGCGGATGCGGCC
ACTACTCCTCCCACGTTCGGACAGGGTACCAAGGTGGAGATCAAACGCGCGGATGCGGCC

R R I I i I I I I I S I I I I I I I I I I I i

GCACTCGAGGCGGCCGCACTCGAGCACCACCACCACCACCACTGAGATCCGGCTGCTAAC
GCAC-==========———~ TCGAGCACCACNNCCACCACCACTGAGATCCGGCTGCTAAC

* Kk Kk Kk *kkkkkkkkkk R R

AAAGCCCGAAAGGAAGCTGAGTTGGCTGCTGCCACCGCTGAGCAATAACTAGCATAACCC
AAAGCCCGAAAGGAAGCTGAATTGGCTGCTGCNNCCGCTGANNANNAACTAGCATAACCC

R R Rk Ik I Ik kI Ok I kI b I I S I I I I I i I i Kk kKK KK * R R R

CTTGGGGCCTCTAAACGGGTCTTGAGGGGTTTTTTGCTGAAAGGAGGAACTATATCCGGA
CTTGGGGNTCTAANCGGNNNNNGAG= == === === === === === ————m oo

Kk kKKK Kk * *

#6 has a few point mutations and missing sequence (note: missing sequence is in the antibody part
of the plasmid and not the insert)

Candidate #5 sequence

>Au3F2_5 PREMIX Sample_Name=Au3F2_5 PREMIX Chromat_id=5082808 Read_id=5029715
Version=1 Length=519

NNNNNNNNNNNNNNNNNNNGGCGGCGTGGTGACCGTGACCCAGGACTCCTCCCTGCAGGACGGCGAGTTCAT
CTACNAGGTGAAGCTGCGCGGCACCAACTTCCCCTCCGACGGCCCCGTAATGCAGAAGAAGACTATGGGCTGGG
AGGCCTCCACCGAGCGGATGTACCCCGAGGACGGTGCCCTGAAGGGCGAGATCAAGATGAGGCTGAAGCTGAAG
GACGGAGGCGGGGGTTCAGGTGGTGGAGGCAGCGTGCACGGTAAAACGCAGGCCACCAGCGGTACAATCCAAT
CTATGCACGGCAAGACACAGGCTACCTCTGGCACCATCCAGTCGATGCACGGGAAGACGCAAGCCACCTCCGGGA
CAATTCAATCGGGAGGCGGAGGATCAGGCGGCTGTGGTTCTGGAGGNCACTACGACTTNNNAGGTCNNNACCA
CCNNNATGGNCNAGAAACCCGTGTAGGTGNCCGGCGCCTACTAGACCGACATCCACCTGGATATCACNTCCCATN
NTG

AU3F2 5 PREMIX == —m——mmm oo oo NNNNNNNNNNNNNNNN



pFA-Au3flex2

Au3F2 5 PREMIX
pFA-Au3flex2

Au3F2 5 PREMIX
pFA-Au3flex2

Au3F2 5 PREMIX
pFA-Au3flex2

Au3F2 5 PREMIX
pFA-Au3flex2

Au3F2 5 PREMIX
pFA-Au3flex2

Au3F2 5 PREMIX
pFA-Au3flex2

Au3F2 5 PREMIX
pFA-Au3flex2

Au3F2 5 PREMIX
pFA-Au3flex2

Au3F2 5 PREMIX
pFA-Au3flex2

GACTACTTGAAGCTGTCCTTCCCCGAGGGCTTCAAGTGGGAGCGCGTGATGAACTTCGAG

NNNGGCGGCGTGGTGACCGTGACCCAGGACTCCTCCCTGCAGGACGGCGAGTTCATCTAC
GACGGCGGCGTGGTGACCGTGACCCAGGACTCCTCCCTGCAGGACGGCGAGTTCATCTAC

KA A A AR A AR AR A AR AR A AR AR A AR A AR AR A AR AR A AR AR A AR A AR AR A A A A Ak Ak kK

NAGGTGAAGCTGCGCGGCACCAACTTCCCCTCCGACGGCCCCGTAATGCAGAAGAAGACT
AAGGTGAAGCTGCGCGGCACCAACTTCCCCTCCGACGGCCCCGTAATGCAGAAGAAGACT

KA AR AR AR A AR A AR AR A AR AR A AR AR A AR AR A AR AR A AR A AR AR A A A hA A A A A A Ak kk, K

ATGGGCTGGGAGGCCTCCACCGAGCGGATGTACCCCGAGGACGGTGCCCTGAAGGGCGAG
ATGGGCTGGGAGGCCTCCACCGAGCGGATGTACCCCGAGGACGGTGCCCTGAAGGGCGAG

R R R S R I R I S S S I e I S R S S S e b S b i S

ATCAAGATGAGGCTGAAGCTGAAGGACGGAGGCGGGGGTTCAGGTGGTGGAGGCAGCGTG
ATCAAGATGAGGCTGAAGCTGAAGGACGGAGGCGGGGGTTCAGGTGGTGGAGGCAGCATG

R R R R R e I R I S R I S R I S S I e I S S R S S S A S b S b S o 4

CACGGTAAAACGCAGGCCACCAGCGGTACAATCCAATCTATGCACGGCAAGACACAGGCT
CACGGTAAAACGCAGGCCACCAGCGGTACAATCCAATCTATGCACGGCAAGACACAGGCT

R R R e I S R I R I S S S e I S R S S S S e b S b S

ACCTCTGGCACCATCCAGTCGATGCACGGGAAGACGCAAGCCACCTCCGGGACAATTCAA
ACCTCTGGCACCATCCAGTCGATGCACGGGAAGACGCAAGCCACCTCCGGGACAATTCAA

R R R I I R I S R I S S S e I S R S S S S e b S b S

TCGGGAGGCGGAGGATCAGGCGGCTGTGGTTCTGGAGGNCACTACGACTTNNNAGGTCNN
TCGGGAGGCGGAGGATCAGGCGGCGGTGGTTCTGGCGGCCACTACGACGCCG-AGGTCAA

KAKRKAAKRAXAKAAKRAAKNAAKAA AR A KA K, *hkkhkhkhkkhkhkk *k *k *,* *xkkhkkxk**% * Kk kKK

NACCACCNNNATGGNCNAGAAACCCGTGTAGGTGNCCGGCGCCTACTAGACCGACATCCA
GACCACCTACATGGCCAAGAAGCCCGTGCAGCTGCCCGGCGCCTACAAGACCGACATCAA

* Kk kk Kk Kk kKhkkk kK hkhkkhkk khkkhkkhkkk Ak hk khkAkkkhkhkhkAhAkhkkhAk AhkkkkkAkkkAkkhkkk Kk

CCTGGATATCACNTCCCATNNTG-——==——===—— === ———— - ———
GCTGGACATCACCTCCCACAACGAGGACTACACCATCGTGGAACAGTACGAGCGCGCCGA

*kkhkkkk Khhkkkhkk Khkkkk *

S S S G G AGCOTCARGORGANGENN - -~ ;o GGGGTTCAGGTGGTGGAGGC

AGCATGCACGGTAAAACGCAGGCCACCAGCGGTACAATCCAATCTATGCACGGCAAGACACAGGCTACCTCTGG
CACCATCCAGTCGATGCACGGGAAGACGCAAGCCACCTCCGGGACAATTCAATCGGGAGGCGGAGGATCAGGCG

GCGGTGGTTCT

e e AGEEEEEEARAE c G GAGGCGGATCCGATATC

2 point mutations ATG -> GTG methionine -> valine and GGT -> TGT glycine -> cysteine

pFluorAbody-GBP4Flex2

Candidate #10



>Au4F2_10 PREMIX Sample_Name=Au4F2_10 PREMIX Chromat_id=5053752 Read_id=5000636
Version=1 Length=1440

NNNNNNNNNNANTTNNAGAANGGCGGCGTGGTGACCGTGACCNAGGACTCCTCCCTGCAGGACGGCGAGTTC
ATCTACAAGGTGAAGCTGCGCGGCACCAACTTCCCCTCCGACGGCCCCGTAATGCAGAAGAAGACTATGGGCTGG
GAGGCCTCCACCGAGCGGATGTACCCCGAGGACGGTGCCCTGAAGGGCGAGATCAAGATGAGGCTGAAGCTGAA
GGACGGAGGTGGGGGAAGCGGAGGCGGTGGTAGCATGCACGGAAAGACCCAAGCAACAAGCGGGACTATCCA
AAGTATGCACGGAAAGACGCAGGCAACATCTGGGACCATTCAAAGCATGCACGGCAAGACCCAGGCTACCTCTG
GAACTATTCAGAGTATGCATGGGAAGACGCAGGCAACGTCCGGTACAATTCAATCTGGGGGGGGTGGCTCGGGA
GGAGGAGGAAGTGGCGGCCACTACGACGCCGAGGTCAAGACCACCTACATGGCCAAGAAGCCCGTGCAGCTGCC
CGGCGCCTACAAGACCGACATCAAGCTGGACATCACCTCCCACAACGAGGACTACACCATCGTGGAACAGTACGA
GCGCGCCGAGGGCCGCACAGGCGGAGGCGGATCCGATATCCAGATGACCCAGTCCCCGAGCTCCCTGTCCGLCTC
TGTGGGCGATAGGGTCACCATCACCTGCCGTGCCAGTCAGGATGTGAATACTGCTGTAGCCTGGTATCAACAGAA
ACCAGGAAAAGCTCCGAAACTACTGATTTACTCGGCATCCTTCCTCTACTCTGGAGTCCTTTCTCGCTTCTCTGGGTC
CAGATCTGGGACGGATTTCACTCTGACCATCAGCAGTCTGCAGTCGGAGGACTTCGCAACTTATTACTGTCAGCAA
CATTATACTACTCCTCCCACGTTCGGACAGGGTACCAAGGTGGAGATCAAACGCGCGGATGCGGCNGCACTCGAN
NACCACCACCACCACCACTGAGATCCGGCTGCTAACAAANCCNGAAAGGANNNNGAATTGGCTGCTGCCACCGC
TGAGCANNAACTAGCNNANCCCCTTGGGGCCNTAANCGGNTCTTGAGGGNTTTTNNCTGANNNNNNNNNNNN

NCNGGNTTGGCNNTGGNACCGCCNTNANNNNNNNNAANCN

pFA-Audflex2
Au4F2 10 PREMIX

pFA-Audflex2
Au4F2 10 PREMIX

pFA-Audflex2
Au4F2 10 PREMIX

pFA-Audflex2
Au4F2 10 PREMIX

pFA-Audflex2
Au4F2 10 PREMIX

pFA-Audflex2
Au4F2 10 PREMIX

pFA-Audflex2
Au4F2 10 PREMIX

pFA-Audflex2
Au4F2 10 PREMIX

pFA-Audflex2

GACGGCGGCGTGGTGACCGTGACCCAGGACTCCTCCCTGCAGGACGGCGAGTTCATCTAC
AANGGCGGCGTGGTGACCGTGACCNAGGACTCCTCCCTGCAGGACGGCGAGTTCATCTAC

K KK AKRAAKAAKRKAAKRA AR A AR AR A A A A A AR AR A A AR AR AR A AR A AR AR A A kA Ak Ak k%

AAGGTGAAGCTGCGCGGCACCAACTTCCCCTCCGACGGCCCCGTAATGCAGAAGAAGACT
AAGGTGAAGCTGCGCGGCACCAACTTCCCCTCCGACGGCCCCGTAATGCAGAAGAAGACT

KA A KA AR A AR AR A AR A AR AR A AR AR A AR A AR AR A AR A R A AR AR A AR A AR A A A AR Ak Ak kK

ATGGGCTGGGAGGCCTCCACCGAGCGGATGTACCCCGAGGACGGTGCCCTGAAGGGCGAG
ATGGGCTGGGAGGCCTCCACCGAGCGGATGTACCCCGAGGACGGTGCCCTGAAGGGCGAG

KA AR AR A AR AR A AR A AR AR A AR AR A AR A AR AR A AR AR A AR AR A AR A AR AR A AR Ak kKK

ATCAAGATGAGGCTGAAGCTGAAGGACGGAGGTGGGGGAAGCGGAGGCGGTGGTAGCATG
ATCAAGATGAGGCTGAAGCTGAAGGACGGAGGTGGGGGAAGCGGAGGCGGTGGTAGCATG

KA AR AR A AR AR A AR A AR AR A AR AR A AR A AR AR A AR AR A AR AR A AR A A AR A AR Ak Ak kK

CACGGAAAGACCCAAGCAACAAGCGGGACTATCCAAAGTATGCACGGAAAGACGCAGGCA
CACGGAAAGACCCAAGCAACAAGCGGGACTATCCAAAGTATGCACGGAAAGACGCAGGCA

KA AR AR A AR AR A AR A AR AR A AR AR A AR A AR AR A AR AR A AR AR A AR A A A A A A AR Ak Ak kK

ACATCTGGGACCATTCAAAGCATGCACGGCAAGACCCAGGCTACCTCTGGAACTATTCAG
ACATCTGGGACCATTCAAAGCATGCACGGCAAGACCCAGGCTACCTCTGGAACTATTCAG

KA A KA AR A AR AR A AR A AR AR A AR A AR A AR AR A AR A AR AR A AR AR A AR A A A AR A AR Ak Ak kK

AGTATGCATGGGAAGACGCAGGCAACGTCCGGTACAATTCAATCTGGGGGGGGTGGCTCG
AGTATGCATGGGAAGACGCAGGCAACGTCCGGTACAATTCAATCTGGGGGGGGTGGCTCG

KA AR AR A AR AR A AR A AR AR A AR AR A AR A AR AR A AR AR A AR AR A AR A AR AR AR Ak Ak kK

GGAGGAGGAGGAAGTGGCGGCCACTACGACGCCGAGGTCAAGACCACCTACATGGCCAAG
GGAGGAGGAGGAAGTGGCGGCCACTACGACGCCGAGGTCAAGACCACCTACATGGCCAAG

KA AR AR A AR AR A AR A AR AR A AR AR A AR A AR AR A AR AR A AR AR A AR A AR AR A AR Ak kKK

AAGCCCGTGCAGCTGCCCGGCGCCTACAAGACCGACATCAAGCTGGACATCACCTCCCAC



Au4F2 10 PREMIX

pFA-Audflex2
Au4F2 10 PREMIX

pFA-Audflex2
AudF2 10 PREMIX

pFA-Audflex2
Au4F2 10 PREMIX

pFA-Audflex2
AudF2 10 PREMIX

pFA-Audflex2
AudF2 10 PREMIX

pFA-Audflex2
Au4F2 10 PREMIX

pFA-Audflex2
Au4F2 10 PREMIX

pFA-Audflex2
Au4F2 10 PREMIX

pFA-Audflex2
Au4F2 10 PREMIX

pFA-Audflex2
Au4F2 10 PREMIX

AAGCCCGTGCAGCTGCCCGGCGCCTACAAGACCGACATCAAGCTGGACATCACCTCCCAC

KA AR A AR A AR AR A AR A AR AR A AR AR A AR A AR A AR A AR AR A AR AR A AR AR Ak A A A A Ak Ak kK

AACGAGGACTACACCATCGTGGAACAGTACGAGCGCGCCGAGGGCCGCACAGGCGGAGGL
AACGAGGACTACACCATCGTGGAACAGTACGAGCGCGCCGAGGGCCGCACAGGCGGAGGC

KA AR AR A AR AR A AR AR A AR AR A A KR A KR A AR A AR A AR AR A AR AR A AR A Ak kA A A A A Ak Ak k%

GGATCCGATATCCAGATGACCCAGTCCCCGAGCTCCCTGTCCGCCTCTGTGGGCGATAGG
GGATCCGATATCCAGATGACCCAGTCCCCGAGCTCCCTGTCCGCCTCTGTGGGCGATAGG

KA AR AR A AR AR A AR AR A AR AR AR AR A AR A AR AR A AR AR A AR AR A AR A A AR A A A A Ak Ak kK

GTCACCATCACCTGCCGTGCCAGTCAGGATGTGAATACTGCTGTAGCCTGGTATCAACAG
GTCACCATCACCTGCCGTGCCAGTCAGGATGTGAATACTGCTGTAGCCTGGTATCAACAG

KA AR AR A AR AR A AR A AR AR A AR AR A AR A AR AR A AR AR A AR AR A AR A A A A A A AR Ak Ak kK

AAACCAGGAAAAGCTCCGAAACTACTGATTTACTCGGCATCCTTCCTCTACTCTGGAGTC
AAACCAGGAAAAGCTCCGAAACTACTGATTTACTCGGCATCCTTCCTCTACTCTGGAGTC

KA AR AR A AR AR A AR A AR AR A AR AR A AR A AR AR A AR AR A AR AR A AR A A A AR A AR Ak Ak kK

CTTTCTCGCTTCTCTGGGTCCAGATCTGGGACGGATTTCACTCTGACCATCAGCAGTCTG
CTTTCTCGCTTCTCTGGGTCCAGATCTGGGACGGATTTCACTCTGACCATCAGCAGTCTG

KA AR AR A AR AR A AR A AR AR A AR AR A A KA AR A AR A AR AR A AR A A A AR A A AR A AR Ak Ak kK

CAGCCGGAGGACTTCGCAACTTATTACTGTCAGCAACATTATACTACTCCTCCCACGTTC
CAGTCGGAGGACTTCGCAACTTATTACTGTCAGCAACATTATACTACTCCTCCCACGTTC

KA AKX AR A AR A A A AR A AR AR A AR AR A AR AR A AR A AR AR A AR AR A AR A A AR A AR A Ak Ak kK

GGACAGGGTACCAAGGTGGAGATCAAACGCGCGGATGCGGCCGCACTCGAGGCGGCCGCA
GGACAGGGTACCAAGGTGGAGATCAAACGCGCGGATGCGGCNGCAC———=====——————

KAKRKAAKAAKAAKRA AR A AR KA AR AR KA A A A A AN A AN A A A A Ahk Kk K*Kxk%

CTCGAGCACCACCACCACCACCACTGAGATCCGGCTGCTAACAAAGCCCGAAAGGAAGCT
—TCGANNACCACCACCACCACCACTGAGATCCGGCTGCTAACAAANCCNGAAAGGANNNN

* Kk kK KAAKAAKAKRAARA AR AR KA A A XA A AN A A A A XA A A XA Xk Kk |, Khkkkx*k%

GAGTTGGCTGCTGCCACCGCTGAGCAATAACTAGCATAACCCCTTGGGGCCTCTAAACGG
GAATTGGCTGCTGCCACCGCTGAGCANNAACTAGCNNANCCCCTTGGGGCCNTAANCGGN

Kk KAk AAkKAAkAAhAkAAk AKXk Ak Kk kA k)% Kk Kk kkkKk Kk *k kkAkkkKhkkAX Ak kK * *

GTCTTGAGGGGTTTTTTGCTGAAAGGAGGAACTATATCCGGATTGGCGAATGGGACGCGC
TC-TTGAGGGNTTTTNNCTGANNNNNNNNN---NNNNCNGGNTTGGCNNTGGNACCGCCN

kAhkKkkkhkkk Kkhkkk * kk Kk kk*k * * K Kk

#10 looks good except for a point mutation in the plasmid

Nt #409 — CCG is now TCG — proline to serine

Candidate #9

>Au4F2_9 PREMIX Sample_Name=Au4F2_ 9 PREMIX Chromat_id=5082810 Read_id=5029738

Version=1 Length=1505

NNNNNNNNNNANTTNNANGNNGGCGGCGTGGTGACCGTGACCNAGGACTCCTCCCTGCAGGACGGCGAGTTC
ATCTACAAGGTGAAGCTGCGCGGCACCAACCTCCCCTCCGACGGCCCCGTAATGCAGAAGAAGACTATGGGCTGG
GAGGCCTCCACCCAGCGGATGTACCCCGAGGACGGTGCCCTGAAGGGCGAGATCAAGATGAGGCTGAAGCTGAA
GGACAGAGGTGGGGGAAGCGGAGGCGGTGGTAGCATGCACGGAAAGACCCAAGCAACAAGCGGGACTATCCAA
AGTATGCACGGAAAGACGCAGGCAACATCTGGGACCATTCAAAGCATGCACGGCAAGACCCAGGCTACCTCTGG



AACTATTCAGAGTATGCATGGGAAGACGCAGGCAACGTCCGGTACAATTCAATCTGGGGGGGGTGGCTCGGGAG
GAGGAGGAAGTGGCGGCCACTACGACGCCGAGGTCAAGACCACCTACATGGCCAAGAAGCCCGTGCAGCTGCCC
GGCGCCTACAAGACCGACATCAAGCTGGACATCACCTCCCACAACGAGGACTACACCATCGTGGAACAGTACGAG
CGCGCCGAGGGCCGCACAGGCGGAGGCGGATCCGATATCCAGATGACCCAGTCCCCGAGCTCCCTGTCCGC CCTCT
GTGGGCGATAGGGTCACCATCACCTGCCGTGCCAGTCAGGATGTGAATACTGCTGTAGCCTGGTATCAACAGAAA
CCAGGAAAAGCTCCGAAACTACTGATTTACTCGGCATCCTTCCTCTACTCTGGAGTCCTTTCTCGCTTCTCTGGGTCC
AGATCTGGGACGGATTTCACTCTGACCATCAGCAGTCTGCAGCCGGAGGACTTCGCAACTTATTACTGTCAGCAAC
ATTATACTACTCCTCCCACGTTCGGACAGGGTACCAAGGTGGAGATCAAACGCGCGGATGCGGCCGCACTCGAGN
ACCCNANNNCCCNACTGAGATCCGGCTGCTNNCAAGCCCGAAAGGAANNNNAGTTGGCTGCTGCCCNNCTGAA

CANANCTAGNNNACCCNTNGGGG
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GACTACTTGAAGCTGTCCTTCCCCGAGGGCTTCAAGTGGGAGCGCGTGATGAACTTCGAG
—————————————————————————————————————————— NNNNNNNNNNANTTNNAN

*x k) *

GACGGCGGCGTGGTGACCGTGACCCAGGACTCCTCCCTGCAGGACGGCGAGTTCATCTAC
GNNGGCGGCGTGGTGACCGTGACCNAGGACTCCTCCCTGCAGGACGGCGAGTTCATCTAC

* KA KAAKAKRKAAKAAKRKAAKRAANA A, A AR AR A AR A AR AR A AR AR A AR A AR AR A AR AR XKk

AAGGTGAAGCTGCGCGGCACCAACTTCCCCTCCGACGGCCCCGTAATGCAGAAGAAGACT
AAGGTGAAGCTGCGCGGCACCAACCTCCCCTCCGACGGCCCCGTAATGCAGAAGAAGACT

KAIAKAKRKAAKAAKREAAKRAXAKAAKAAAKA AR A AA A KA AR A AR AR A AR AR A AR AR A A A A A A A Ak Ak kK

ATGGGCTGGGAGGCCTCCACCGAGCGGATGTACCCCGAGGACGGTGCCCTGAAGGGCGAG
ATGGGCTGGGAGGCCTCCACCCAGCGGATGTACCCCGAGGACGGTGCCCTGAAGGGCGAG

KAKXKAKRKAAKRAAKAAXAKAA KA AAA KX A KA KAIAKAAAA AR A AR AR A AR AR A AR A A A A A AR A Ak Ak kK

ATCAAGATGAGGCTGAAGCTGAAGGACGGAGGTGGGGGAAGCGGAGGCGGTGGTAGCATG
ATCAAGATGAGGCTGAAGCTGAAGGACAGAGGTGGGGGAAGCGGAGGCGGTGGTAGCATG

KAKRKAKRKAAKAAKRAAKRAXAKAAKAA AR AKRAAK A A AR A AR AR A AR A A A AR A AR A AR Ak kKKK

CACGGAAAGACCCAAGCAACAAGCGGGACTATCCAAAGTATGCACGGAAAGACGCAGGCA
CACGGAAAGACCCAAGCAACAAGCGGGACTATCCAAAGTATGCACGGAAAGACGCAGGCA

KA AR AR A AR AR A AR A AR AR A AR AR A AR AR A AR A AR AR A AR AR A AR A AR AR A AR Ak Ak kK

ACATCTGGGACCATTCAAAGCATGCACGGCAAGACCCAGGCTACCTCTGGAACTATTCAG
ACATCTGGGACCATTCAAAGCATGCACGGCAAGACCCAGGCTACCTCTGGAACTATTCAG

KA AR AR A AR AR A AR A AR AR A AR AR A AR AR A AR A AR AR A AR AR A AR AR A kAR A A A Ak Ak k%

AGTATGCATGGGAAGACGCAGGCAACGTCCGGTACAATTCAATCTGGGGGGGGTGGCTCG
AGTATGCATGGGAAGACGCAGGCAACGTCCGGTACAATTCAATCTGGGGGGGGTGGCTCG

KA AR AR A AR A AR A AR AR AR A AR AR A AR AR A AR A AR AR A AR AR A AR A A A A A A ARk Ak Ak kK

GGAGGAGGAGGAAGTGGCGGCCACTACGACGCCGAGGTCAAGACCACCTACATGGCCAAG
GGAGGAGGAGGAAGTGGCGGCCACTACGACGCCGAGGTCAAGACCACCTACATGGCCAAG

KA A KA AR A AR AR A AR AR A AR AR A AR A AR A A AR AR A AR AR A AR AR A AR A AR A A A A A A Ak Ak kK

AAGCCCGTGCAGCTGCCCGGCGCCTACAAGACCGACATCAAGCTGGACATCACCTCCCAC
AAGCCCGTGCAGCTGCCCGGCGCCTACAAGACCGACATCAAGCTGGACATCACCTCCCAC

KA AR AR A AR AR A AR AR A AR A AR AR A A A AR A AR A AR AR A AR A AR A A A A kA A A A A A Ak Ak k%

AACGAGGACTACACCATCGTGGAACAGTACGAGCGCGCCGAGGGCCGCACAGGCGGAGGC
AACGAGGACTACACCATCGTGGAACAGTACGAGCGCGCCGAGGGCCGCACAGGCGGAGGC

KA AR KA AR A AR AR A AR A AR AR A AR AR A AR A AR AR A AR AR A AR AR A AR A A A AR A AR Ak Ak kK

GGATCCGATATCCAGATGACCCAGTCCCCGAGCTCCCTGTCCGCCTCTGTGGGCGATAGG
GGATCCGATATCCAGATGACCCAGTCCCCGAGCTCCCTGTCCGCCTCTGTGGGCGATAGG
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T>C,G->C,G>A

Mutations: TTC -> CTC serine -> leucine, GAG -> CAG glutamic acid -> glutamine, GGA -> AGA glycine ->

arginine

KA AR AR A AR AR A AR A AR AR A AR AR A AR A AR AR A AR AR A AR AR A AR A AR AR A AR Ak Ak kK

GTCACCATCACCTGCCGTGCCAGTCAGGATGTGAATACTGCTGTAGCCTGGTATCAACAG
GTCACCATCACCTGCCGTGCCAGTCAGGATGTGAATACTGCTGTAGCCTGGTATCAACAG

KA AR AR A AR AR A AR A AR AR A AR AR A AR A AR AR A AR AR A AR A A A AR A A AR A AR Ak kKK

AAACCAGGAAAAGCTCCGAAACTACTGATTTACTCGGCATCCTTCCTCTACTCTGGAGTC
AAACCAGGAAAAGCTCCGAAACTACTGATTTACTCGGCATCCTTCCTCTACTCTGGAGTC

KA A KR AR A AR AR A AR AR A AR A AR AR A A A AR A AR A AR AR A AR AR A AR AR A kA A A A Ak kA Ak kK

CTTTCTCGCTTCTCTGGGTCCAGATCTGGGACGGATTTCACTCTGACCATCAGCAGTCTG
CTTTCTCGCTTCTCTGGGTCCAGATCTGGGACGGATTTCACTCTGACCATCAGCAGTCTG

KA AR AR A AR A AR A AR AR A A A AR AR A AR AR A AR A AR AR A AR AR A AR A A A A A A A A A Ak Ak kK

CAGCCGGAGGACTTCGCAACTTATTACTGTCAGCAACATTATACTACTCCTCCCACGTTC
CAGCCGGAGGACTTCGCAACTTATTACTGTCAGCAACATTATACTACTCCTCCCACGTTC

KA AR AR A AR AR A AR AR A AR AR A AR A KR A A AR AR A AR AR A AR AR A AR A AR AR A AR A Ak Ak kK

GGACAGGGTACCAAGGTGGAGATCAAACGCGCGGATGCGGCCGCACTCGAGGCGGCCGCA
GGACAGGGTACCAAGGTGGAGATCAAACGCGCGGATGCGGCCGCACTCGAGNACCCNANN

KA R K AR AR KA AR A AR AR A AR AR A AR A AR AR AR AR A AR A AR AR A AR ARk h kK *

CTCGAGCACCACCACCACCACCACTGAGATCCGGCTGCTAACAAAGCCCGAAAGGAAGCT
NCCCNAC-——====—————————— TGAGATCCGGCTGCTNNCAAG-CCCGAAAGGAANNN

* * khkAhkAkKkhk kA kA k kK Kk x*k * K Kk *kkkhkkkkkk kKK

GAGTTGGCTGCTGCCACCGCTGAGCAATAACTAGCATAACCCCTTGGGGCCTCTAAACGG
NAGTTGGCTGCTGCCCNNCTGAACANANC--TAGNN-NACCCNTNGGGG———————————

KAk kAkhkAkAk KAk kA k kK * * * Kk Kk KAk k kK kkkk

pFluorAbody-GBP4Flex3

Only one candidate from PCR screening (#1):
>Au4F3 1 PREMIX Sample Name=Au4F3 1 PREMIX Chromat id=5053754

Read 1d=5000641 Version=1 Length=477

NNNNNNNNNNNNNNNNNNNANGNNGGCGGCGNGGTGACCGTGACCCAGNNCTCCTCCCTGCAGGACGGCG
AGTTCATCTACAAGGTGAAGCTGCGCGGCACCAACTTCCCCTCCGACGGCCCCGTAATGCAGAAGAAGAC
TATGGGCTGGGAGGCCTCCACCGAGCGGATGTACCCCGAGGACGGTGCCCTGAAGGGCGAGATCAAGATG
AGGCTGAAGCTGAAGGACAGGGGTGGAGGCTCAGGAGGGGGTGGAAGCGGGGGCGGGGGCTCCATGCACG
GCAAAACCCAGGCTACTTCCGGGACGATTCAATCAATGCACGGCAAAACGCAGGCAACGTCTGGAACTAT
TCAAAGTATGCACGGCAAGACACAGGCCACAAGTGGCACAATCCAATCTATGCATGGCAAGACGCAAGCG
ACCTCTGGGACTATCCAGTCCGGGGGAGGAGGATCTGGTGGTGGCGGGAGTGGTGGA

pFA-Audflex3
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GACGGCGGCGTGGTGACCGTGACCCAGGACTCCTCCCTGCAGGACGGCGAGTTCATCTAC
GNNGGCGGCGNGGTGACCGTGACCCAGNNCTCCTCCCTGCAGGACGGCGAGTTCATCTAC

* AKKhkkhkhkkhkkhk kAkkkAkhkAkhkkkkkkhhk*k KA AkKA AR KAAARAXAKAA R A AN A AR A KA A A AR AKX kK%
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AAGGTGAAGCTGCGCGGCACCAACTTCCCCTCCGACGGCCCCGTAATGCAGAAGAAGACT
AAGGTGAAGCTGCGCGGCACCAACTTCCCCTCCGACGGCCCCGTAATGCAGAAGAAGACT
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KA AR AR A AR AR A AR A AR AR A AR AR A AR A AR AR A AR AR A AR AR A AR A AR AR A AR Ak Ak kK

ATGGGCTGGGAGGCCTCCACCGAGCGGATGTACCCCGAGGACGGTGCCCTGAAGGGCGAG
ATGGGCTGGGAGGCCTCCACCGAGCGGATGTACCCCGAGGACGGTGCCCTGAAGGGCGAG

KA AR AR A AR AR A AR A AR AR A AR AR A AR A AR AR A AR AR A AR A A A AR A A AR A AR Ak kKK

ATCAAGATGAGGCTGAAGCTGAAGGACGGGGGTGGAGGCTCAGGAGGGGGTGGAAGCGGG
ATCAAGATGAGGCTGAAGCTGAAGGACAGGGGTGGAGGCTCAGGAGGGGGTGGAAGCGGG

KAKKAKRAAKAAKRAAKRAXAKAAKAAAKAKRAAK A A AR A AR AR A AR A AR AR A AR AR A AR ARk kK

GGCGGGGGCTCCATGCACGGCAAAACCCAGGCTACTTCCGGGACGATTCAATCAATGCAC
GGCGGGGGCTCCATGCACGGCAAAACCCAGGCTACTTCCGGGACGATTCAATCAATGCAC

KA AR AR A AR AR A AR A AR AR A AR AR A AR AR A AR A AR AR A AR A AR AR A AR AR A AR Ak Ak kK

GGCAAAACGCAGGCAACGTCTGGAACTATTCAAAGTATGCACGGCAAGACACAGGCCACA
GGCAAAACGCAGGCAACGTCTGGAACTATTCAAAGTATGCACGGCAAGACACAGGCCACA

KA A KA AR A AR AR A AR A AR AR A AR AR A AR AR A AR A AR AR A AR AR A AR A AR AR A AR A Ak Ak kK

AGTGGCACAATCCAATCTATGCATGGCAAGACGCAAGCGACCTCTGGGACTATCCAGTCC
AGTGGCACAATCCAATCTATGCATGGCAAGACGCAAGCGACCTCTGGGACTATCCAGTCC

KA AR AR A AR AR A AR A AR AR A AR AR A AR AR A AR A AR AR A AR AR A AR A A AR A AR Ak kKK

GGGGGAGGAGGATCTGGTGGTGGCGGGAGTGGTGGAGGCGGGTCAGGCGGCCACTACGAC
GGGGGAGGAGGATCTGGTGGTGGCGGGAGTGGTGGA- === === === === ——————————

KAKKAKRAAKA AR A A KA KRNI A A AN A AR A A A AR A AR Ak kK

Mutation in linker sequence - GGT -> GAT glycine to aspartic acid



