












candidate for important interactions with further compo-
nents of the initiation machinery.

In vivo phenotypes after mutation of the major
Pol I-phosphosites

To study functional consequences of states that mimic
either the non-phosphorylated or constitutively phosphor-
ylated state, each of the single phosphorylated residues
was replaced by either an alanine or aspartate, respec-
tively. The clustered phosphoserines in A190 and A34.5
were each mutated in combination. We replaced each
wild-type subunit by the corresponding mutant copies
and investigated growth complementation at 16, 24, 30
and 378C as well as the resulting growth behavior in the
presence of 6-azauracil (6AU) and rapamycin. 6AU helps
to detect elongation defects by indirectly lowering the
pool of the nucleotides GTP and UTP (37,38), whereas
rapamycin inhibits the TOR pathway through which cells
sense nutrient availability. In total 27 different mutants
were generated and analyzed (Supplementary Fig. S3).
None of the mutations showed a significant growth
phenotype (data not shown) arguing that crucial steps in
rDNA transcription are not absolutely dependent on the
single phosphosites investigated. Accordingly, for instance
a single phosphorylated residue in subunit A43 or any
other subunits tested cannot be crucial for interaction with
transcription factor Rrn3p, which was previously shown
to be growth-dependent (7). Since we found previously
that in vitro interaction between Rrn3p and Pol I depends
on the phosphorylation status of Pol I (19), it is possible
that either combinations of several phosphosites are
required for Rrn3p-binding or that the crucial site(s) was
yet not identified. Also, no growth phenotype was detected
if all serines in the motif present both in A190 (S1413/
S1415/S1417) and A34.5 (S10/S12/S14) were exchanged
as well as if both serines S208 and S220 were replaced
in subunit A43. However, a change in growth behavior in
the A190 S685D mutant was observed in the presence of
6AU. Replacement of S685 by an aspartate resisted 6AU
concentrations under which growth of both wild-type
cells and A190 S685A mutants is significantly reduced
(Figure 4B). One possible explanation for this phenotype
is that A190 S685D mutants do not respond properly
if environmental conditions produce cellular stress,
which in wild-type cells leads to growth inhibition and
down-regulation of rRNA synthesis. This observation is
supported by the growth behavior of different A190 S685-
mutants at elevated temperatures. While the exchange to
an alanine results in almost complete growth inhibition,
wild-type cells can slowly grow at 408C and replacement
of S685 by an aspartate allows even better growth at this
temperature (Figure 4C).

The finding that many major phosphosites are not
involved in essential functions of Pol I-activity is remini-
scent to the non-essential subunits in Pol I and Pol II
which are not required for growth although their evolu-
tionary conservation suggests that they participate in
important steps of transcription. We investigated system-
atically genetic interactions between most of the mutated
phosphosites and non-essential components of the Pol I

transcription machinery like the Pol I subunits A12.2,
A14, A34.5, A49, the transcription factors Uaf30, Hmo1
and other factors that interact with rDNA chromatin
like the topoisomerases Top1 and Top3 or the histone
assembly factor Asf1 by synthetic lethality assays. We
replaced each phosphorylated Pol I subunit-gene by the
corresponding phospho-mutant allele in the knock out
strain of the candidate interaction partner (Supplementary
Fig. S4). Remarkably, only one of the tested 180 combi-
nations between a mutated phosphoserine/threonine and
a gene deletion revealed a significant growth reduction.
This is the same mutation leading to an altered growth

Figure 4. Synthetic lethal effects and growth analysis of A190 S685
mutants. (A) Scheme of Pol I, showing the localization of A190 S685
and A12.2. (B) A yeast strain carrying the mutation A190 S685D is less
sensitive to the NTP-pool depleting drug 6–azauracil (6AU) than the
isogenic wild-type or a strain with the analogous mutation to alanine.
(C) The same mutant (A190 S685D) grows better on YPD at elevated
temperatures (408C) than the corresponding wild-type strain, while the
alanine variant is growth inhibited. (D) Mutation of A190 S685 to
aspartate (left), but not to alanine (middle) is synthetic lethal with a
deletion of RPA12. No genetic interaction with other non-essential
Pol I subunits was observed. The deletion of RPA14 is shown as an
example (right).
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behavior on 6AU-plates: replacement of S685 in the sub-
unit A190 by an aspartate, but not by alanine resulted in
synthetic lethality, if RPA12 was lacking, which encodes
the non-essential Pol I subunit A12.2 (Figure 4D).
In contrast yeast strains containing this phosphomutation,
but lacking other non-essential Pol I subunits were not
affected. It is possible that A190 S685 phosphorylation
supports a non-essential function of subunit A12.2, which
was discussed to be involved in elongation and/or
stabilization of Pol I (39), transcription termination (40)
and/or rRNA cleavage (9). If A12.2 is absent, the switch
to phosphorylation might lead Pol I into a dead end
situation, which then also impairs essential functions of
the enzyme and which could only be avoided if S685 stays
dephosphorylated. Accordingly, the viability of a �rpa12
strain depends on the non-phosphorylated state of A190
S685. Thus, we conclude that this residue is reversibly
phosphorylated in wild-type cells. Interestingly, A190
S685 is located well apart from A12.2 on the 3D structure
of the enzyme [Figure 3A, B and D, Figure 4A, (9)]
suggesting a functional co-operation of two spatially
separated entities. It is possible that binding of A12.2
induces changes in the structure of Pol I (39) which,
finally, ensures a high processivity of the enzyme in con-
text with the reversible phosphorylation of A190 S685.
Since subunit A12.2 was reported to be involved in trans-
cription elongation (39), transcription termination (40)
and rRNA cleavage (9) and, furthermore, the A190 S685D
mutation caused growth resistance in the presence of
6AU, it is likely that the phosphorylation of this residue
is involved in rRNA cleavage/elongation or termination.
We are presently investigating which and how these steps
are modulated by A190 S685 phosphorylation.

Phosphorylation and assembly/stability of Pol I

In many cases stability of protein–protein interaction or
degradation of polypeptides depends on a distinct phos-
phorylation pattern (41–44). In particular, subunits
ABC23 and AC19 are the o-like and one of the a-like
subunits of the Pol I complex, respectively, which are
involved in enzyme-assembly (6,10,11,14,15). Therefore,
we analyzed whether dephosphorylation of Pol I results
in a loss of interactions between Pol I subunits. Such
a reduced stability of Pol I could explain the loss of
transcriptional activity which was previously found if
Pol I-containing fractions were treated with alkaline
phosphatase (18,19). Purified Pol I was dephosphorylated
using alkaline phosphatase and affinity purified via its His-
tagged A43 subunit under high ionic strength (1.5M KAc)
(Figure 5A). The dephosphorylation reaction resulted in
a shift of subunit A34.5 and A43, respectively to a lower
molecular weight on SDS-gels. No significant dissociation
of any subunit could be detected, suggesting that the
phosphosites analyzed are not required for complex stabil-
ity as determined by subsequent western analysis and
silver staining. The loss of transcriptional in vitro activity
after Pol I-dephosphorylation (18,19) can, therefore, not
be due to an instability of the core-enzyme at the promoter
or during the transcription reaction. However, analysis

by phosphostaining demonstrated that it was not possible
to achieve a complete dephosphorylation of subunits A43,
A190 and AC19 (data not shown) even, if extended
incubation times or increased amounts of phosphatase
were used. This suggests that some phosphorylation sites
are not accessible to alkaline phosphatase [see also (29)].
To find out whether one of the phosphomutants is affected
in either complex stability or in vivo assembly we system-
atically immunopurified Pol I from phosphomutant
extracts using high salt conditions (1M NaCl). None of
the mutated Pol I molecules tested differed significantly
in their substoichiometric composition suggesting that
phosphorylation of the residues investigated in this
study play neither a role for assembly nor for the stability
of the mutated subunits under the conditions analyzed
(Figure 5B and Supplementary Fig. S2). In particular, this
means that A34.5 phosphorylation is neither required
in formation of the A49/A34.5 dimer (9) nor in the
association of the heterodimer to the core polymerase (8).

S102 of subunit ABC23 is one of the few phosphosites
within interfaces between Pol I subunits. It is located in
close proximity of amino acid Q100 (Figure 2) which is
required for binding of the Pol II-specific subunits Rpb4
and Rpb7 (45). Exchange of Q100 with an arginine results
in a temperature sensitive phenotype and a reduction in
mRNA- and tRNA- however not in rRNA-synthesis. It is
possible that the modulation of the close-by serine helps
the common ABC23 subunit to distinguish between the
different contact sites required for interaction with
the distantly related Pol I, Pol II and Pol III-specific

Figure 5. Stability of phosphatase-treated and of mutated Pol I
complexes. (A) Purified Pol I was treated with heat-inactivated (Mock)
or active alkaline phosphatase (AP), affinity purified and analyzed by
western blotting (upper panel; anti-Pol I antiserum was used) or silver-
staining (lower panel). No significant changes in the complex stoichio-
metry were visible. Shifts of dephosphorylated A43 and A34.5 are
indicated by arrows. The asterisk indicates an additional proteinband,
which is due to heat-treated alkaline phosphatase fraction. (B) Pol I
variants and the corresponding wild-types were immunoprecipitated from
whole cell extracts and analyzed by western blotting. Two examples are
shown. No differences in complex stability were detectable.
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subcomplexes A14/A43, Rpb4/Rpb7 and C17/C25, respec-
tively (13,46–48). However, since S102 mutations exhibit
no significant growth phenotype, subunit and enzyme
selection cannot exclusively be triggered by phosphoryla-
tion at this position. It is more likely that S102 phos-
phorylation is involved in a distinct function related to the
largest Pol subunits, since genetic interactions between
ABC23 S102F and an insertion mutation (W954(LELE)P)
positioned in the foot domain of Rpb1 were reported
(10,49). This insertion belongs to the domains which differ
significantly between the largest Pol I and Pol II subunits
(9). Further investigations will show whether the phos-
phorylation of ABC23 (2,3,50) appears also in Pol II and
Pol III at the same position and whether this modification
is either crucial for the assembly in a specific polymerase
complex (10,32) or whether it is involved in a regulatory
role as suggested by the 3D-neighborhood of ABC23 to the
clamp (51). Accordingly, similar considerations are possi-
ble for the incorporation of the shared subunit AC19 into
Pol I or Pol III, respectively.

In summary, our systematic studies about the
Pol I-phosphoprotein complex show that, most residues
that are phosphorylated at a molar ratio make no
exclusive contribution to control cellular growth and,
thus, to regulate ribosome synthesis. Furthermore, they
are not essential for subunit stability or enzyme assembly.
In this regard they are reminiscent of yeast Pol I subunits,
which are not essential for growth though they are
evolutionary conserved constituents. Apparently, they
fulfill important functions for Pol I which are not
detectable through the growth rate of the respective
deletion strain. Possible roles of these non-essential
subunits are emerging with the application of assays
which allow to resolve single steps of transcription or
processes related to nuclear transcription (8,9,40,52). Our
phosphomutant strains are suitable to perform similar
studies on the function of the major phosphorylated
residues in Pol I subunits. On the other hand, cooperation
between two or more phosphosites might be required to
accomplish a significant impact on Pol I assembly or -
activity or, for instance, to allow nuclear import of
(preassembled) Pol I subunits. Investigations of such
combinatorial effects can now be started.
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ACKNOWLEDGEMENTS

We thank Prof. Deutzmann, Regensburg for his support
using LC-MALDI-TOF/TOF and Drs Ch. Carles and
M. Riva for antibodies. This work was supported by
grants of the Deutsche Forschungsgemeinschaft and of
the Fonds der Chemischen Industrie. Funding to pay the
Open Access publication charges for this article was
provided by Deutsche Forschungsgemeinschaft (grants to
H.T. and P.C.).

Conflict of interest statement. None declared.

REFERENCES

1. Bell,G.I., Valenzuela,P. and Rutter,W.J. (1976) Phosphorylation of
yeast RNA polymerases. Nature, 261, 429–431.

2. Bell,G.I., Valenzuela,P. and Rutter,W.J. (1977) Phosphorylation of
yeast DNA-dependent RNA polymerases in vivo and in vitro.
Isolation of enzymes and identification of phosphorylated subunits.
J. Biol. Chem., 252, 3082–3091.

3. Buhler,J.-M., Iborra,F., Sentenac,A. and Fromageot,P. (1976) The
presence of phosphorylated subunits in yeast RNA polymerases A
and B. FEBS Lett., 71, 37–41.

4. Buratowski,S. (2003) The CTD code. Nat. Struct. Biol., 10,
679–680.

5. Memet,S., Gouy,M., Marck,C., Sentenac,A. and Buhler,J.M. (1988)
RPA190, the gene coding for the largest subunit of yeast RNA
polymerase A. J. Biol. Chem., 263, 2830–2839.

6. Cramer,P. (2002) Multisubunit RNA polymerases. Curr. Opin.
Struct. Biol., 12, 89–97.

7. Peyroche,G., Milkereit,P., Bischler,N., Tschochner,H., Schultz,P.,
Sentenac,A., Carles,C. and Riva,M. (2000) The recruitment of RNA
polymerase I on rDNA is mediated by the interaction of the A43
subunit with Rrn3. Embo. J., 19, 5473–5482.

8. Gadal,O., Mariotte-Labarre,S., Chedin,S., Quemeneur,E., Carles,C.,
Sentenac,A. and Thuriaux,P. (1997) A34.5, a nonessential compo-
nent of yeast RNA polymerase I, cooperates with subunit A14 and
DNA topoisomerase I to produce a functional rRNA synthesis
machine. Mol. Cell Biol., 17, 1787–1795.

9. Kuhn,C.-D., Geiger,S., Baumli,S., Gartmann,M., Gerber,J.,
Jennebach,S., Mielke,T., Tschochner,H., Beckmann,R. and
Cramer,P. (2007) Functional architecture of RNA polymerase I.
Cell, in press.

10. Nouraini,S., Archambault,J. and Friesen,J.D. (1996) Rpo26p, a
subunit common to yeast RNA polymerases, is essential for
the assembly of RNA polymerases I and II and for the stability of
the largest subunits of these enzymes. Mol. Cell Biol., 16,
5985–5996.

11. Lanzendorfer,M., Smid,A., Klinger,C., Schultz,P., Sentenac,A.,
Carles,C. and Riva,M. (1997) A shared subunit belongs to the
eukaryotic core RNA polymerase. Genes Dev., 11, 1037–1047.

12. Bischler,N., Brino,L., Carles,C., Riva,M., Tschochner,H.,
Mallouh,V. and Schultz,P. (2002) Localization of the yeast RNA
polymerase I-specific subunits. Embo. J., 21, 4136–4144.

13. Peyroche,G., Levillain,E., Siaut,M., Callebaut,I., Schultz,P.,
Sentenac,A., Riva,M. and Carles,C. (2002) The A14–A43 hetero-
dimer subunit in yeast RNA pol I and their relationship to
Rpb4-Rpb7 pol II subunits. Proc. Natl Acad. Sci. USA, 99,
14670–14675.

14. Dequard Chablat,M., Riva,M., Carles,C. and Sentenac,A. (1991)
RPC19, the gene for a subunit common to yeast RNA polymerases
A (I) and C (III). J. Biol. Chem., 266, 15300–15307.

15. Lalo,D., Carles,C., Sentenac,A. and Thuriaux,P. (1993) Interactions
between three common subunits of yeast RNA polymerases I and
III. Proc. Natl Acad. Sci. USA, 90, 5524–5528.

16. Grummt,I. (2003) Life on a planet of its own: regulation of RNA
polymerase I transcription in the nucleolus. Genes Dev., 17,
1691–1702.

17. Moss,T., Langlois,F., Gagnon-Kugler,T. and Stefanovsky,V. (2007)
A housekeeper with power of attorney: the rRNA genes in
ribosome biogenesis. Cell. Mol. Life Sci., 64, 29–49.

18. Fath,S., Kobor,M.S., Philippi,A., Greenblatt,J. and Tschochner,H.
(2004) Dephosphorylation of RNA polymerase I by Fcp1p is
required for efficient rRNA synthesis. J. Biol. Chem., 279,
25251–25259.

19. Fath,S., Milkereit,P., Peyroche,G., Riva,M., Carles,C. and
Tschochner,H. (2001) Differential roles of phosphorylation in the
formation of transcriptional active RNA polymerase I. Proc. Natl
Acad. Sci. USA, 98, 14334–14339.

20. Peters,E.C., Brock,A. and Ficarro,S.B. (2004) Exploring the
phosphoproteome with mass spectrometry. Mini Rev. Med. Chem.,
4, 313–324.

21. Olsen,J.V., Blagoev,B., Gnad,F., Macek,B., Kumar,C.,
Mortensen,P. and Mann,M. (2006) Global, in vivo, and site-specific

Nucleic Acids Research, 2008, Vol. 36, No. 3 801

 at G
eneralverw

altung der M
ax-Planck-G

esellschaft on February 27, 2014
http://nar.oxfordjournals.org/

D
ow

nloaded from
 

http://nar.oxfordjournals.org/
http://nar.oxfordjournals.org/


phosphorylation dynamics in signaling networks. Cell, 127,
635–648.

22. Ficarro,S.B., McCleland,M.L., Stukenberg,P.T., Burke,D.J.,
Ross,M.M., Shabanowitz,J., Hunt,D.F. and White,F.M. (2002)
Phosphoproteome analysis by mass spectrometry and its application
to Saccharomyces cerevisiae. Nat. Biotechnol., 20, 301–305.

23. Gruhler,A., Olsen,J.V., Mohammed,S., Mortensen,P.,
Faergeman,N.J., Mann,M. and Jensen,O.N. (2005) Quantitative
phosphoproteomics applied to the yeast pheromone signaling
pathway. Mol. Cell Proteomics, 4, 310–327.

24. Li,X., Gerber,S.A., Rudner,A.D., Beausoleil,S.A., Haas,W.,
Villen,J., Elias,J.E. and Gygi,S.P. (2007) Large-scale phosphoryla-
tion analysis of alpha-factor-arrested Saccharomyces cerevisiae.
J. Proteome. Res., 6, 1190–1197.

25. Byford,M.F. (1991) Rapid and selective modification of phospho-
serine residues catalysed by Ba2+ ions for their detection during
peptide microsequencing. Biochem. J., 280(Pt 1), 261–265.

26. Molloy,M.P. and Andrews,P.C. (2001) Phosphopeptide derivatiza-
tion signatures to identify serine and threonine phosphorylated
peptides by mass spectrometry. Anal. Chem., 73, 5387–5394.

27. Tschochner,H. (1996) A novel RNA polymerase-I dependent RNase
activity that shortens nascent transcripts from the 30end. Proc. Natl
Acad. Sci. USA, 93, 12914–12919.

28. Milkereit,P., Schultz,P. and Tschochner,H. (1997) Resolution of
RNA polymerase I into dimers and monomers and their function in
transcription. Biol. Chem., 378, 1433–1443.

29. Breant,B., Buhler,J.M., Sentenac,A. and Fromageot,P. (1983) On
the phosphorylation of yeast RNA polymerases A and B. Eur. J.
Biochem., 130, 247–251.

30. Areces,L.B., Matafora,V. and Bachi,A. (2004) Analysis of protein
phosphorylation by mass spectrometry. Eur. J. Mass. Spectrom.
(Chichester, Eng), 10, 383–392.

31. Klemm,C., Schroder,S., Gluckmann,M., Beyermann,M. and
Krause,E. (2004) Derivatization of phosphorylated peptides with
S- and N-nucleophiles for enhanced ionization efficiency in matrix-
assisted laser desorption/ionization mass spectrometry. Rapid
Commun. Mass Spectrom., 18, 2697–2705.

32. Armache,K.J., Mitterweger,S., Meinhart,A. and Cramer,P. (2005)
Structures of complete RNA polymerase II and its subcomplex,
Rpb4/7. J. Biol. Chem., 280, 7131–7134.

33. Batada,N.N., Westover,K.D., Bushnell,D.A., Levitt,M. and
Kornberg,R.D. (2004) Diffusion of nucleoside triphosphates and
role of the entry site to the RNA polymerase II active center.
Proc. Natl Acad. Sci. USA, 101, 17361–17364.

34. Kettenberger,H., Armache,K.J. and Cramer,P. (2004) Complete
RNA polymerase II elongation complex structure and its interac-
tions with NTP and TFIIS. Mol. Cell, 16, 955–965.

35. Wang,D., Bushnell,D.A., Westover,K.D., Kaplan,C.D. and
Kornberg,R.D. (2006) Structural basis of transcription: role of the
trigger loop in substrate specificity and catalysis. Cell, 127, 941–954.

36. Westover,K.D., Bushnell,D.A. and Kornberg,R.D. (2004)
Structural basis of transcription: nucleotide selection by rotation in
the RNA polymerase II active center. Cell, 119, 481–489.

37. Archambault,J., Lacroute,F., Ruet,A. and Friesen,J.D. (1992)
Genetic interaction between transcription elongation factor TFIIS
and RNA polymerase II. Mol. Cell Biol., 12, 4142–4152.

38. Hampsey,M. (1997) A review of phenotypes in Saccharomyces
cerevisiae. Yeast, 13, 1099–1133.

39. Van Mullem,V., Landrieux,E., Vandenhaute,J. and Thuriaux,P.
(2002) Rpa12p, a conserved RNA polymerase I subunit with two
functional domains. Mol. Microbiol., 43, 1105–1113.

40. Prescott,E.M., Osheim,Y.N., Jones,H.S., Alen,C.M., Roan,J.G.,
Reeder,R.H., Beyer,A.L. and Proudfoot,N.J. (2004) Transcriptional
termination by RNA polymerase I requires the small subunit
Rpa12p. Proc. Natl Acad. Sci. USA, 101, 6068–6073.

41. Pang,C.N., Hayen,A. and Wilkins,M.R. (2007) Surface accessibility
of protein post-translational modifications. J. Proteome. Res., 6,
1833–1845.

42. Edmunds,J.W. and Mahadevan,L.C. (2004) MAP kinases as
structural adaptors and enzymatic activators in transcription
complexes. J. Cell Sci., 117, 3715–3723.

43. Yaffe,M.B. and Cantley,L.C. (1999) Signal transduction. Grabbing
phosphoproteins. Nature, 402, 30–31.

44. Gutierrez,G.J. and Ronai,Z. (2006) Ubiquitin and SUMO systems
in the regulation of mitotic checkpoints. Trends Biochem. Sci., 31,
324–332.

45. Tan,Q., Prysak,M.H. and Woychik,N.A. (2003) Loss of the Rpb4/
Rpb7 subcomplex in a mutant form of the Rpb6 subunit shared by
RNA polymerases I, II, and III. Mol. Cell Biol., 23, 3329–3338.

46. Sadhale,P.P. and Woychik,N.A. (1994) C25, an essential RNA
polymerase III subunit related to the RNA polymerase II subunit
RPB7. Mol. Cell Biol., 14, 6164–6170.

47. Hu,P., Wu,S., Sun,Y., Yuan,C.C., Kobayashi,R., Myers,M.P. and
Hernandez,N. (2002) Characterization of human RNA polymerase
III identifies orthologues for Saccharomyces cerevisiae RNA
polymerase III subunits. Mol. Cell Biol., 22, 8044–8055.

48. Jasiak,A.J., Armache,K.J., Martens,B., Jansen,R.P. and Cramer,P.
(2006) Structural biology of RNA polymerase III: subcomplex
C17/25 X-ray structure and 11 subunit enzyme model. Mol. Cell,
23, 71–81.

49. Archambault,J., Schappert,K.T. and Friesen,J.D. (1990)
A suppressor of an RNA polymerase II mutation of Saccharomyces
cerevisiae encodes a subunit common to RNA polymerases I, II,
and III. Mol. Cell Biol., 10, 6123–6131.

50. Kolodziej,P.A., Woychik,N., Liao,S.M. and Young,R.A. (1990)
RNA polymerase II subunit composition, stoichiometry, and
phosphorylation. Mol. Cell Biol., 10, 1915–1920.

51. Cramer,P., Bushnell,D.A., Fu,J., Gnatt,A.L., Maier-Davis,B.,
Thompson,N.E., Burgess,R.R., Edwards,A.M., David,P.R. and
Kornberg,R.D. (2000) Architecture of RNA polymerase II and
implications for the transcription mechanism. Science, 288, 640–649.

52. Gadal,O., Labarre,S., Boschiero,C. and Thuriaux,P. (2002) Hmo1,
an HMG-box protein, belongs to the yeast ribosomal DNA
transcription system. Embo. J., 21, 5498–5507.

53. Wittekind,M., Dodd,J., Vu,L., Kolb,J.M., Buhler,J.M., Sentenac,A.
and Nomura,M. (1988) Isolation and characterization of tempera-
ture-sensitive mutations in RPA190, the gene encoding the largest
subunit of RNA polymerase I from Saccharomyces cerevisiae.
Mol. Cell Biol., 8, 3997–4008.

54. Thuriaux,P., Mariotte,S., Buhler,J.M., Sentenac,A., Vu,L., Lee,B.S.
and Nomura,M. (1995) Gene RPA43 in Saccharomyces cerevisiae
encodes an essential subunit of RNA polymerase I. J. Biol. Chem.,
270, 24252–24257.

55. Cramer,P., Bushnell,D.A. and Kornberg,R.D. (2001) Structural
basis of transcription: RNA polymerase II at 2.8 angstrom
resolution. Science, 292, 1863–1876.

802 Nucleic Acids Research, 2008, Vol. 36, No. 3

 at G
eneralverw

altung der M
ax-Planck-G

esellschaft on February 27, 2014
http://nar.oxfordjournals.org/

D
ow

nloaded from
 

http://nar.oxfordjournals.org/
http://nar.oxfordjournals.org/

