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Barkow SR, Levchenko |, Baker TA, and Sauer RT (2009). Polypeptide translocation by the AAA+ ClpXP
protease machine. Chem Biol. 16(6):605-12

Roman-Hernandez G, Grant RA, Sauer RT, and Baker TA (2009) Molecular basis of substrate selection
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Burton BM and Baker TA (2005) Remodeling protein complexes: insights from the AAA+ unfoldase ClpX
and Mu transposase. Protein Sci. 14: 1945-54.

Hersch GL, Burton RE, Bolon DN, Baker TA and Sauer RT (2005) Asymmetric interactions of ATP with
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Tania A. Baker
6

Sauer RT, Bolon DN, Burton BM, Burton RE, Flynn JM, Grant RA, Hersch GL, Joshi SA, Kenniston JA,
Levchenko |, Neher SB, Oakes ES, Siddiqui SM, Wah DA, and Baker TA (2004) Sculpting the
proteome with AAA(+) proteases and disassembly machines. Cell 119: 9-18.
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Levchenko I, Grant RA, Wah DA, Sauer RT and Baker TA (2003) Structure of a delivery protein for an
AAA+ protease in complex with a peptide degradation tag. Mol. Cell 12: 365-372.
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Goldhaber-Gordon |, Williams TL, and Baker TA (2002) DNA recognition sites activate MuA transposase
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Roldan LAS, and Baker TA (2001) Differential role of the Mu B protein in phage Mu integration versus
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Burton BM, Williams TL, and Baker TA (2001) ClpX-mediated remodeling of Mu transpososomes:
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determinants within the ssrA degradation tag allow modulation of proteolysis. Proc Natl Acad Sci USA
11: 10584-9.
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Rice PA, and Baker TA (2001) Comparative architecture of transposase and integrase complexes. Nat
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Mizuuchi K, and Baker TA (2001) Chemical mechanisms for mobilizing DNA. In Mobile DNA Il (NL Craig
et al., ed.), American Society of Microbiology, Washington, D.C., pp. 12-23.

Kim Y-I, Burton RE, Burton BM, Sauer RT, and Baker TA (2000) Dynamics of substrate denaturation and
translocation by the ClpXP degradation machine. Molecular Cell 5: 639-648.

Levchenko I, Seidel M, Sauer RT, and Baker TA (2000) A specificity-enhancing factor for the ClpXP
degradation machine. Science 289: 2354-6.

Williams TL, and Baker TA (2000) Transposase team puts a headlock on DNA. Science 289: 73-4.

Goldhaber-Gordon IM, and Baker TA (2000) Non-homologous recombination: simplicity in complexity.
Keystone Symposium on Transposition and Other Genome Rearrangements, Santa Fe, NM, USA, 27
January - 2 February. Trends in Genetics 16:201-202

Smith CK, Baker TA, and Sauer RT (1999) Lon and Clp family proteases and chaperones share
homologous substrate-recognition domains. Proc. Natl. Acad. Sci. USA 96: 6678-6682.

Williams TL, Jackson EL, Carritte A, and Baker TA (1999) Organization and dynamics of the Mu
transpososome: recombination by communication between two active sites. Genes Dev 13: 2725-
2737.

Baker TA (1999) Protein unfolding. Trapped in the act Nature 401: 29-30.

Levchenko I, Smith CK, Walsh NP, Sauer RT, and Baker TA (1998) PDZ-like domains mediate binding
specificity in the Clp/Hsp100 family of chaperones and protease regulatory subunits. Cell 91: 939-
947.

Krementsova E, Giffin MJ, Pincus D, and Baker TA (1998) Mutational analysis of the Mu transposase. J.
Biol. Chem. 273: 31358-31365.

Yamauchi M, and Baker TA (1998) An ATP-ADP switch in MuB controls progression of the Mu
transposition pathway. EMBO J 17: 5509-5518.

Baker TA, and Bell SP (1998) Polymerases and the replisome: machines within machines. Cell 92: 295-
305.

Levchenko |, Yamauchi M, and Baker TA (1997) ClpX and MuB interact with overlapping regions of Mu
transposase: implications for control of the transposition pathway. Genes and Development 11: 1561-
1572.
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Aldaz H, Schuster E, and Baker TA (1996) The interwoven architecture of the Mu transposase couples
DNA synapsis to catalysis. Cell 85: 257-269.

Levchenko I, Luo L, and Baker TA (1995) Disassembly of the Mu transposase tetramer by the ClpX
chaperone. Genes and Development 9: 2399-2408.

Mizuuchi M, Baker TA, and Mizuuchi K (1995) Assembly of Phage Mu transpososomes: cooperative
transitions assisted by protein and DNA sequence cofactors as scaffolds. Cell 83: 375-385.

Baker TA (1995) Replication arrest. Cell 80: 521-524.

Baker TA (1995) Bacteriophage Mu: a transposing phage that integrates like retroviruses. Seminars in
Virology 6: 53-63.

Baker TA, and Luo L (1994) Identification of residues in the Mu transposase essential for catalysis. Proc.
Natl. Acad Sci USA 91: 6654-6658.

Baker TA, Krementsova E, and Luo L (1994) Complete transposition requires four active monomers in the
Mu transposase tetramer. Genes and Development 8: 2416-2428.

Baker TA (1994) Replication initiation: a new controller in Escherichia coli. Current Biology 4: 945-946.

Baker TA, Mizuuchi M, Savilahti H, and Mizuuchi K (1993) Division of labor among monomers within the
Mu transposase tetramer. Cell 74: 723-733.

Baker TA (1993) Untangling the steps in chromosome segregation. Current Biology 3: 94-96.

Baker TA (1993) Protein-DNA assemblies controlling lytic development of bacteriophage Mu. Current
Opinion in Genetics and Development 3.

Mizuuchi M, Baker TA, and Mizuuchi K (1992) Assembly of the active form of the transposase-Mu DNA
complex: a critical control point in Mu transposition. Cell 70: 303-311.

Baker TA, and Mizuuchi K (1992) DNA-promoted assembly of the active tetramer of the Mu transposase.
Genes and Development 6: 2221-2232.

Baker TA, and Funnell BE (1992) Replication, recombination, and red chili amidst the pueblos. New
Biologist 4: 482-487.

Baker TA, and Wickner SH (1992) Genetics and enzymology of DNA replication in E. coli. Ann. Rev.
Genetics 24: 447-477.

Baker TA, Mizuuchi M, and Mizuuchi K (1991) MuB protein allosterically activates strand transfer by the
transposase of phage Mu. Cell 65: 1003-1013.

Mizuuchi M, Baker TA, and Mizuuchi K (1991) DNase footprint analysis of the stable synaptic complexes
involved in Mu transposition. Proc. Natl. Acad. Sci. USA 88, 9031-9035.

Baker TA, and Kornberg A (1991) Initiation of chromosomal replication. In: Nucleic Acids and Molecular
Biology, vol 5 (DMJ Lilly ed.) Springer-Verlag.
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Skarstad K, Baker TA, and Kornberg A (1990) Strand separation required for initiation of replication at the
chromosomal origin of E. coli is facilitated by a distant RNA-DNA hybrid. EMBO J. 9: 2341-2348.

Kornberg A, Baker TA, Yung BY-M, and Skarstad K (1990) Early events in the enzymatic replication of
plasmids containing the origin of the E.coli chromosome. In: Molecular Mechanisms in DNA
Replication and Recombination, (IR Lehman and CC Richardson, eds.) Alan R. Liss, Inc. pp. 227-
236.

Singer M, Baker TA, Schnitzler G, Deischel SM, Goel M, Dove W, Jaacks KJ, Grossman AD, Erickson
JW, and Gross CA (1989) A collection of strains containing genetically linked alternating antibiotic
resistance elements for genetic mapping of Escherichia coli. Microbiol. Rev. 53: 1.

Baker TA, and Kornberg A (1988) Transcriptional activation of initiation of replication from the E. coli
chromosomal origin: An RNA-DNA hybrid near oriC. Cell 55: 113-123.

Baker TA, Bertsch LL, Bramhill D, Sekimizu K, Wahle E, Yung B, and Kornberg A (1988) Enzymatic
replication of plasmids from the origin of the E. coli chromosome. In Cancer Cells, Vol. 6, Eukaryotic
DNA Replication (TJ Kelly and B Stillman, eds.), Cold Spring Harbor Laboratories, Cold Spring
Harbor, N.Y.

Baker TA, Funnell BE, and Kornberg A (1987) Helicase action of dnaB protein during replication from the
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