In class writing .

\
e The paper by Blount et al. discusses an area of biology called

Chromatin immunoprecipitation “synthetic biology”. From what you have read in this paper,
what would you describe as the goal of synthetic biology? What
(ChIP) specific synthetic biology goals did the authors of this paper
have and what general results were they able to achieve? (No
BIOL 426/626 000 specific experimental details required!)
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YSAT1 - Ribose phosphate metabolic process, SD = 0.354

YKT6 - Vesicle membrane protein v-SNARE, SD = 0.367

RPN6 - Essential subunit of the 26s proteasome lid, SD = 0.394
PFY1 - Cytoskeleton organisation protein Profilin, SD = 0.407

HRT1 - Subunit of SCF ubiquitin protein ligases, SD = 0.420

VMAG - Subunit of vacuolar ATPase proton pump, SD = 0.422
ALAT1 - Alanyl-tRNA synthetase, SD = 0.588

GIMS - Subunit of prefoldin in tubulin complex assembly, SD = 0.488
DBPS5 - mRNA nuclear export and translational termination, SD = 0.52¢
MDH3 - Peroxisomal malate dehydrogenase, SD = 0.556

ARA1 - Arabinose dehydrogenase, SD = 0.588

RPL6A - Component of the 60s ribosomal subunit, SD = 0.708
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Blount et al. Fig 2
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Spel EGFP) Output
Lib-PFYTp -TCTC { TTGAGAAAAGATNNNNNNNNNNNNNNNNNNNNNCGGAACTP\CTAGTTATTMAATGTGTAAA* (RFU)
PFY1p. 01 —TGTTAATAAGACTATTAAACACACAGT— —AGCCCCCCTATAAACAACCCG: 0.908
PFY1p. 02 —ATGAAGTATGTGTTATTTATATGAAAG— —ACTTAGTCCCGAACACGACAC: 702

PFY1p.03 —CTACATGTGTTGCGTTGTCCTGGGATT— —ATCCACTGCCCCTCTTCCAAT: 682
PFYTp. 04 CCTTCTCGTCGGTTATAACGGGAGGA— —CTACCCCAAAGCACGCACTAC: 681
PFY1p. 05 —CGTACTTGAAACCTGATAGGACCTTCG— —CCCCGACCCACCTCTCCAACG: 646

PFY1p. 06 —~TGGTTTATTTTCCCATTAGTATGTACT— —CGCAATCTTTGCATGCCGTC 646
PFY1p. 07 TTAAAGGCTGTTACAGTTATCTCGAG— ~TATTCAAAGGCCAACCGGCGC: 640
PFY1p. 08 —AGATTACTGCATTCCGAGTATGATTCT— —AATGTCTCCTAATAAACTGCA 569

PFY1p. 09 —~CGTAGATTCCCTTTCGAAGTGGTTGGC— —~TCACAAACCCACCAGTAGACT- 528
PFY1p. 10 CTTCCTTGTAACCATTCGCCGTGGGT— —~GCCCCCTACAGATTCTCCTTC: 511
PFYTp. 11 —~CATATACTAACAGAGCGATCTACAGAT— —~TGACCTGCCTGGATTGCTTGC: 466

PFYTp. 12 ~TGTTGATTGGGTACGCATTGAGTTGGG— —ATACAGAGACTCGATTCACCC: 428
PFY1p. 13 CGTATCGTTGATATTGAATTGGTGTT— —ACGCTTAGTGCTTCGCACCTG 426
PFYTp. 14 —ACGAATAGTGTTCGTGATTTTGTTGGC— —~TCAGACTCACTGGTCGTCTCG: 389

PFY1p. 15 —GGGGGATTGTTTTCTGAGATATCGGGT— ~TTACTCCAACGAACTTTGAGC: 386
PFYTp. 16 TAGTTGTGTTTCGATGGGGACGGTGC— —~CCTGCCAGACCGCGTAACTCC: 361
PFY1p. 17 —GACGAACAAATGAGCATAAATAAAAAG— —~CCGCGCCTACCCTCGTTAGT 346
PFYTp. 18 —ATCTTTGGCTGGTAGTTAGGTGTTTGC— —~CTCGGTTGCTGCCGTACTGAC: 344
PFYTp. 19 GCTAGTTAGTGGAGTAGTCTTACGGA— —~CCTCCAGTCTAGCCCACCAC 282
PFY1p. 20 —~GGACATTGTTTTTACTCCGTATTTGTA— ~TAGGCTCCACAGACTGAGGCG 275

PFYIp. 21 —TAAAGTCATTAGCAGGGATAAGCGGCC— —TTGAGAAAAGATACATCTAAG 265
PFY1p. 22 TTTATAATCGTTCGGTACCGTGTGCA— —~CCGCCACCGCCCCCTGCTGAG 259
PFYTp.23 —CATTATAGATTCCGATTAACGTGAGCG— —~AACCCCGTCAGCACGATTCCC: 257

PFYTp. 24 —ACAATAGACATTACCTGCAAAGGTCTT— —~CGAGGACCTCCACACGTTTCC: 237
PFY1p. 25 TTATTACATGACGTCTTGGCAGATGA— —~CCAGCCTATTAGGATACGCAT: 237
PFY1p. 26 —AAGCACTTGTAGGTTGCCATTTAGGGT— —AATACATTCGGAAGCTTGCAC: 236
PFY1p. 27 —CAAAGTCTCTGCTGCGTTGTTAGTAGA— —CCCGCTCGCCCTCTAGCCAAG 225
PFY1p. 28 TATGGTCTAGACGCT TAAGAACCCGA— —~ACGATTGCAGGGCCGGCGCC 224
PFY1p.29 —TGAGTTAGCGCTCAGTTGTGTGTGTGT— —TCACGGGTAAGCTGCTCTAAG 224
PFY1p. 30 —~TGTATGGGCTACTATTCGGCCAATTTA- —~GCAAACGAACTACCCCCATG: 205
PFYTp. 31 TTTTCGCACCACTTTAATGTGCAATT— —GACGCTCCGGCCCACCAGGTT: 199
PFY1p. 32 —~TGCTAGGTCATCAATTGTGCTGCCCAC— —~ACAGAACGCGTACCGATAACG: 198

PFY1p.33 —GCTGGTGCGTTTTACGGTTTTTGCGTA— —~AATGTGTGTTAATTTCCTTCC: 171
PFYTp. 34 GACTTGGGGGTGCGGATGGGGGGCGC— —AATACATTCGGAAGCTTGCCC: 145
PFY1p.35 —TCGGCCGAGGGTTTTCATGGGTGTCAT— —AAAATAAAAGCATAGTCCTAT: 125
PFY1p. 36 —~TGGTCATCTAGTGTGGCAGGGCTGCTG— ~TTGAGCATCAAATGGCGGGC) 113
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—TGACTTGAGGGTGCGGATGCGTGGCGC—

—AATACATTCGGAAGCTTGCAC:
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Organization of TAL Proteins
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Cermak et al. Nucleic Acids Res. 2011 39:e82

Structure of TAL Proteins
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Mak et al. Curr Opin Struct Biol. 2013 23:93
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DNA recognition by TAL Proteins

Mak et al. Curr Opin Struct Biol. 2013 23:93
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