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Abstract

Transfer RNA (tRNA) genes and other RNA polymerase 11 transcription units are dispersed in
high copy throughout nuclear genomes, and can antagonize RNA polymerase Il transcription in
their immediate chromosomal locus. Previous work in Saccharomyces cerevisiae found that this
local silencing required subnuclear clustering of the tRNA genes near the nucleolus. Here we
show that the silencing also requires nucleosome participation, though the nature of the
nucleosome interaction appears distinct from other forms of transcriptional silencing. Analysis of
an extensive library of histone amino acid substitutions finds a large number of residues that affect
the silencing, both in the histone N-terminal tails and on the nucleosome disk surface. The
residues on the disk surfaces involved are largely distinct from those affecting other regulatory
phenomena. Consistent with the large number of histone residues affecting tgm silencing, survey
of chromatin modification mutations shows that several enzymes known to affect nucleosome
modification and positioning are also required. The enzymes include an Rpd3 deacetylase
complex, Hos1 deacetylase, Glc7 phosphatase, and the RSC nucleosome remodeling activity, but
not multiple other activities required for other silencing forms or boundary element function at
tRNA gene loci. Models for communication between the tRNA gene transcription complexes and
local chromatin are discussed.
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1. Introduction

Transfer RNA gene-mediated (tgm) silencing of nearby transcription by RNA polymerase 11
(pol 1) was initially observed in yeast through experimental transplantation of pol 11
promoters near active tRNA genes (Hull et al., 1994). This antagonism of pol Il transcription
by nearby RNA polymerase 111 (pol 111) transcription is consistent with the paucity of tRNA
genes within 500 base pairs of pol Il promoters in the yeast genome, though
retrotransposons preferentially integrate in this environment (Bolton and Boeke, 2003) and
the degree of silencing varies among pol Il promoters (Hull et al., 1994). The phenomenon
conforms to the formal definition of silencing, since it influences pol Il transcription out of
steric range and is independent of tRNA gene orientation, yet tgm silencing was not
previously thought to be chromatin-mediated. It does not require many of the chromatin
modifying and remodeling enzymes that were known to affect other silencing forms (Wang
et al., 2005), including the S/R genes despite apparent preferential association of Sir3 and
Sir4 at tRNA gene loci (Dubarry et al., 2011). In some respects tgm silencing may be
incompatible with other forms of silencing, since tRNA genes are able to block propagation
of silenced chromatin states caused by other silencing mechanisms (Donze and Kamakaka,
2001). It is not clear what the relationship is between tgm silencing and this “insulator” or
“boundary element” function (Donze and Kamakaka, 2001; Dubey and Gartenberg, 2007;
Haldar and Kamakaka, 2006; Noma and Kamakaka, 2010; Oki et al., 2004).

The investigation of this behavior led to the observation that tRNA genes are clustered at the
nucleolus in Saccharomyeces cerevisiae, and that mutations that disrupt nucleolar
organization and release the tRNA genes from the nucleolus also release tgm silencing
(Haeusler et al., 2008; Kendall et al., 2000; Rodley* et al., 2011; Thompson et al., 2003;
Wang et al., 2005). This clustering is dependent on condensin complexes bound to the tRNA
gene nucleoprotein complexes, and mutations in condensin subunits release both nucleolar
clustering and tgm silencing (D’ Ambrosio et al., 2008; Haeusler et al., 2008).

In addition to the contribution of nucleolar clustering, there were reasons to suspect that
tRNA genes were affecting local pol 1l transcription through chromatin nucleoprotein
structure. Previous studies suggested that nucleosomes interact with the pol 111 complexes,
since tRNA genes affect nucleosome positioning in at least some contexts (Mahapatra et al.,
2011; Morse et al., 1992) and chromatin structure affects the ability to transcribe tRNA
genes (Dhillon et al., 2009; Ng et al., 2002; Oler et al., 2010; Parnell et al., 2008; Soutourina
et al., 2006). Although deletions and mutations of several genes that affect tRNA gene
transcription, including S/R2and H7.21, do not compromise tgm silencing (Wang et al.,
2005) it is reasonable that other factors influencing nucleosome behavior surrounding tRNA
genes might play a role. To test the possible involvement of nucleosomes in an unbiased
manner, we screened a comprehensive library of alanine substitution mutations in the four
core histones (Nakanishi et al., 2008) for the ability to release tgm silencing. Over 10% of
the substitutions strongly release the silencing, with many residing in the histone H3 and H4
N-terminal tails. In addition, a large group of alleviating mutations defines a surface on the
nucleosome disk that has not been implicated in other silencing forms. In light of these
observations, we also tested additional mutations in a broad group of chromatin modification
and remodeling enzymes, and find that the Rpd3 and Hos1 histone deacetylases, the Glc7
phosphatase, and the RSC nucleosome remodeling activity are also required for silencing.

2. Results and discussion

2.1. Histone mutations alleviate tgm silencing

A comprehensive alanine-scanning mutation library of all four core histones (Nakanishi et
al., 2008) was screened to test whether nucleosomes are involved in tgm silencing. Briefly
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the chromosomal copies of the relevant histone genes are deleted in a haploid strain, with
the cell survival dependent on a wild type or mutant histone gene carried on a plasmid. Each
strain contains a unique histone gene with one amino acid changed to alanine. Only a small
number of the ala substitutions were absent because they lead to cell death or substantially
slowed growth. Into each of the viable strains we placed a plasmid reporter similar to those
used previously to test tgm transcriptional silencing (D’ Ambrosio et al., 2008; Haeusler et
al., 2008; Hull et al., 1994) (Fig. 1a).

Surprisingly, over 10% of the viable alanine substitutions relieved silencing of the nat
reporter gene by a neighboring tRNA gene (Fig. 1), strongly suggesting that nucleosome
structure is involved. Although some of the residues coincide with regions that affect other
regulatory functions of nucleosomes, many have not been found in other screens of histone
mutants that affect transcriptional regulation (Fig. 2). This comparison is not comprehensive
because most previous screens have not used systematic substitutions or have only examined
histones H3 and H4, but the results where mutagenized regions are parallel suggest that
substantially different surfaces on the nucleosome disk are involved in tgm silencing. The
identified residues map to three general areas of the nucleosome structure (Figs. 2 and 3):
the N-terminal tails of H3 and H4 (Campos and Reinberg, 2009; Millar and Grunstein,
2006), other residues likely in near contact with the DNA near the nucleosome dyad, and a
broad surface on the nucleosome disk face. The H3 and H4 tails are particularly intensive
regions of post-translational modifications that affect transcription and have the densest
clusters of mutations that alleviate silencing. They emerge from the nucleosome core nearly
opposite each other across the DNA helix and can interact with both the DNA and external
proteins (Fig. 3). Several activities thought to modify these residues do not affect tgm
silencing (Wang et al., 2005), (Tables 1 and 2), although not all activities currently known to
affect nucleosome behavior were previously tested (see below). H4 R78 and K79 are the
other residues that also affect multiple other nucleosome modulations (Fig. 2). They are
likely in contact with the DNA and near a surface at the C terminus of H2B (S125, S127)
where ala substitutions relieve tgm silencing (Fig. 3). Several additional identified residues
are near the DNA in this general region: from H2B (Q59), H3 (L65 and Q68), and H4 (G28,
129, T30, G41, V43, 146, and S47). Some residues on the nucleosome disk surface or buried
within the nucleosome structure are close to residues in contact with DNA, including H2A
(144, H2B S125 and S127), and H4 (K20, 121, L49, L84, and D85). The residues located on
the nucleosome disk surface form a possible broad contact surface (Fig. 3) that is of
particular interest because it does not closely conform to previously identified contacts (Fig.
2). In addition to those noted above, these include residues from H2B (V114, G117, and
T118) and H4 (E52, E53, V54, S64, 166, R67, D68, T71, and T73). It is not known whether
these surfaces are used for nucleosome packing, or for interactions with external factors
such as nucleosome modification or remodeling complexes (but see below). Only two
residues where alanine substitutions disrupt tgm silencing appear buried in the nucleosome
crystal structure away from the DNA, H2A T102 and H4 F61.

This difference between residues affecting tgm and other silencing forms (Kruger et al.,
1995; Park et al., 2002) is consistent with our previous observation that tgm silencing is
indifferent to deletion of many other genes affecting silencing at silent mating loci,
telomeres, and the ribosomal RNA gene (RDN) locus. Also, the relationship of tgm
silencing to the boundary element function of tRNA genes in blocking propagation of other
silencing is not yet clear. The mechanisms giving rise to these two phenomena in
chromosomes are likely not identical, since tgm silencing and boundary function have
distinct requirements for tRNA gene transcription and other protein complexes. It remains
possible that there is some overlap in mechanisms.
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2.2. Chromatin modification and remodeling activities affecting tgm silencing

To further explore activities that might alter local nucleosome structure to cause silencing,
we surveyed a more extensive collection of gene deletions and conditional mutations that
were linked to tRNA gene behavior, as well as additional chromatin modification activities.
We previously tested a number of gene deletions and mutations that affected silencing near
telomeres, silent mating loci and the RDN locus (Wang et al., 2005), concluding that the
same type of chromatin modifications was not essential for tgm silencing. With the clear
involvement of histones, we canvased a wider group of mutations, including defects in
several genes that were not known to affect chromatin structure at the time of our earlier
work.

The results are summarized in Table 1 for both current tests of chromatin-modifying
enzymes and relevant previous tests. The gene products already known to affect tgm
silencing, other than the known pol Il transcription components, were primarily nucleolar
proteins (Cbf5, Rpa49, Rrn10, Uaf30) and subunits of the condensin complex (Brnl, Smc2,
Smc4, Ycgl, Ycsd), all of which release the clustering of tRNA genes at the nucleolus

(D’ Ambrosio et al., 2008; Kendall et al., 2000; Wang et al., 2005). This disruption of
nuclear organization coincided with poor growth of the yeast and possible widespread
effects on gene expression. Also included in previously described alleviators is a deletion of
the gene for Mafl, a known negative regulator of pol 11 transcription that is responsive to
TOR signaling. Maf1 does not appear to be required for tRNA gene localization, but
releases tgm silencing (Moir et al., 2006) and might create a signal that affects local
chromatin in addition to its known interactions with pol 111 (Vannini et al., 2010). Deletion
of several additional gene products that might have been expected to contribute to tgm
silencing had no effect. Several of these (Fkh1, Hdal, Yap6, Nhp6a, Rebl) were tested
because they were recently found to be associated upstream of tRNA genes in a genome-
wide survey (Venters et al., 2011), but none of them were required for tgm silencing. Others
were candidates because they affected either tRNA gene transcription or boundary function,
including Htz1 (H2A.Z), Genb5, Sas2, Dotl, and Sir2 (Kirkland and Kamakaka, 2010; Wang
et al., 2005), but these also did not appear to be required.

In contrast we found clear evidence that four activities affecting nucleosomes were required
for tgm silencing: the RSC nucleosome remodeling activity, the Rpd3 deacetylase, the Hos1
deacetylase, and the Glc7 phosphatase. Phenotypic results for mutants that alleviated
silencing in this new screen are shown in Fig. 4. RSC was a suspected activity because it is
needed for the boundary element/insulator function of tRNA genes in blocking propagation
of other silencing signals, is preferentially associated with pol 111 transcription units, and can
affect local nucleosome behavior (Dhillon et al., 2009; Mahapatra et al., 2011; Ng et al.,
2002; Parnell et al., 2008; Soutourina et al., 2006). Despite this, we initially did not believe
RSC was involved because we tested several viable RSC subunit mutations and deletions
(rsc&s, rscl1A, rsc2A, rsc58s, arp s, arp9A) that did not relieve tgm silencing ((Ben-Aroya
et al., 2008; Wang et al., 2005), this study). The physical and functional association of RSC
activity with tRNA genes nevertheless caused us to pursue the question further and test
multiple conditional mutations in the essential catalytic subunit. All three distinct ts
mutations in STHI (sth1-1, sth1-2, sth1-3 (Du et al., 1998)) released tgm silencing even at
permissive growth temperatures (Fig. 4). We also found that a conditional mutation in one
other RSC subunit, Rsc9, weakly alleviated tgm silencing at permissive growth temperatures
(rsc%s in Fig. 4 and Table 1). Interaction of the Sth1 subunit of RSC with the nucleosome
residues identified in our screen would be consistent with the low-resolution structure of the
complex derived from cryo-electron microscopy (Chaban et al., 2008). In particular the Sthl
ATPase subunit is proposed to contact an extensive surface near the H3/H4 dimers where
they meet the DNA at the nucleosome dyad axis, consistent with the concentration of
histone residues that alleviate tgm silencing in the disk surface and in contact with the DNA.
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The H3 and H4 N-terminal tails and several residues shown in Figs. 2 and 3 also exist at this
approximate surface. It is not clear why mutations in the catalytic Sth1 subunit of RSC
release tgm silencing while mutation or deletion of the other tested subunits does not.
Possible explanations range from other individual subunits of RSC not being required for the
recognition events in tgm silencing, to Sth1 and Rsc9 being part of another complex that has
not yet been described. In addition, conditional mutations in essential RSC subunits can only
be tested under permissive or semi-permissive conditions so lack of silencing phenotype is
not conclusive.

Two deacetylase activities were required for tgm silencing (Table 1). One or more of the
Rpd3 deacetylase complexes are involved, though the pattern of required subunits did not fit
conveniently into previously defined Rpd3 complexes. The Rpd3 deacetylase subunit itself
is needed, but this is a component of all Rpd3 complexes, by definition. Deletions of other
subunits from both the Rpd3L and Rpd3S complexes (dot6A, rcoIA, rxtZA, sin3A; 34) also
relieve tgm silencing, but it was found that other subunits from both complexes (and the
extended Rpd3L complex) are not required (ashZA, cti6A, depIA, eaf3A, hos2A, phoZ3A,
IXt3A, sap30A, sds3A, set3A, sntlA, sif2A, tod6A, umelA, ume6A). It is possible that a
previously undefined, hybrid subcomplex is at work at the tRNA genes, and that additional
subunits are not essential to this function even if they are physically present. It is not
particularly surprising to detect interaction between the RSC remodeler and some form of
Rpd3 deacetylase complex, since an interaction has been previously documented in a
different context (Chen et al., 2012).

The Hos1 histone deacetylase also appeared to be required, possibly through deacetylation
of H4 K12 or other residues (Robyr et al., 2002). Since Hosl is also thought capable of
interacting with Sin3 (Grigat et al., 2012), it is possible that both Rpd3 and Hos1 are
recruited through Sin3. There is also a possibility that Hos1 functions through another target
— for example the Smc3 subunit of cohesin is a known interacting partner and might
indirectly affect tgm silencing through affecting chromosome architecture. We consider this
particular hypothesis unlikely, however, since we find that conditional mutations in cohesin
do not release tgm silencing (unpublished).

Both the Glc7 phosphatase and its regulatory subunit, Regl, appear to be required for tgm
silencing. This could be due to a requirement for histone dephosphorylation, notably at H3
S10 (Hsu et al., 2000), but the full range of Glc7 substrates is not known (reviewed in
Santangelo (2006)) and other mechanisms are possible. It is unlikely that the Glc7 effect is
exerted through the Gal promoter elements in the reporter construct, since Glc7-dependent
activation of Gal-responsive promoters occurs through action on the Mig1l repressor and
MIG1 deletion does not release tgm silencing.

The histone residues that are known to be modified in yeast and affect tgm silencing are
clustered exclusively in the N-terminal tails of H3 and H4. Table 2 shows these residues (in
bold) along with the enzymes thought to be responsible for the modifications or removal of
modifications. Rpd3 has multiple possible targets among the residues that affect tgm
silencing, including H3K9, H3K18, H4K5, H4K8 and H4K12. In contrast Hos1 and Glc7
have only one identified target each in this region, at H4K12 and H3S10, respectively. One
reasonable model for the requirements for Rpd3, Hos1, and GIc7 is that they are required to
deacetylate and dephosphorylate residues in the H3/H4 tails to allow subsequent association
and action of Sth1/RSC. On the surface, a requirement for deacetylation would seem at odds
with data suggesting histone H3 N-terminal tail acetylation encourages RSC association
through its bromodomain (Chatterjee et al., 2011), but the extensive number of potential
target residues in the tails, especially for Rpd3, suggests that a more textured understanding
of modification combinations might be required. Alternatively, acetylation and/or
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phosphorylation might affect other proteins, which in turn affect RSC activity. Rpd3, in
particular, has genetic interactions with a large set of genes and affects acetylation of an
overlapping set of gene products (Duffy et al., 2012). Among these are genetic interactions
with RSC components Rscl1, Rsc3 and Rsc30, and acetylation of Rsc3, Rsc4, and Rsc30,
suggesting that direct modification of RSC could contribute to the silencing even if
individual subunits are not absolutely required. Similar alternative explanations might be
possible for Hos1 and Glc7 as well, including the possibility that members of the extended
pol 11l complex itself are targets. To address these questions convincingly, extensive
analysis will be required of the modified histone and other protein residues adjacent to
active vs. inactive tRNA genes under conditions that promote or alleviate silencing.

2.3. Communication between the tRNA gene and the chromatin

It is not clear at this time how the presence of an active tRNA gene transcription complex is
communicating with nearby chromatin, presumably through these modification and
remodeling activities. One intriguing possibility is suggested by the fact that Maf1, a direct
target of the TOR signaling pathway, is required for tgm silencing. Activated Mafl is
thought to bind to pol I11 in the nucleus and interfere in communication between pol Il and
transcription factors, decreasing tRNA gene transcription (Desai et al., 2005; Moir et al.,
2006; Roberts et al., 2006). When MAF1 is deleted, tRNA transcription increases, which we
originally expected would intensify silencing near tRNA genes. When tgm silencing was
instead abolished by mafiA (Park et al., 2002), it indicated Mafl was exerting an influence
beyond its physical interaction with pol 111 and the tRNA gene-bound transcription factors.
A link between Mafl and RSC is thought to be mediated through the Rsc9 subunit (Damelin
et al., 2002), consistent with the involvement of the RSC complex in transcriptional
regulation in response to TOR signaling. The fact that Rsc9 is the only non-Sth1 subunit that
affects tgm silencing suggests a link between Mafl and RSC, though no direct physical
interactions have been reported.

The exclusion of nucleosomes from tRNA genes by the massive pol 111 transcription
complexes, as well as the tendency of nucleosomes to reside fixed distances from tRNA
genes has been reported in yeast (Hull et al., 1994; Venters et al., 2011). The present results,
in combination with studies of tRNA genes as chromatin boundary elements, indicate that
there is an interaction with chromatin modification machinery to influence the behavior of
those nucleosomes. Unlike boundary element function, which requires only bound TFIIIC
(Noma et al., 2006; Simms et al., 2008; Valenzuela et al., 2009), tgm silencing seems to
require the presence of the full RNA polymerase 111 complex (pol I1I, TFIIC, TFHIB, 1),
containing at least 25 polypeptides. Thus, it is not surprising that silencing near the tRNA
genes involves interactions with activities not observed in boundary function. Since both
tRNA genes and some tRNA-derived short interspersed elements (SINEs) have been shown
to have boundary element properties in larger eukaryotic genomes (Lunyak et al., 2007;
Raab et al., 2011), it will be interesting to examine whether the other interactions with local
chromatin structure are retained as well in these highly reiterated elements.

3. Methods

3.1. Silencing reporter plasmid construction

The pSUP4-natl plasmid was created by S. cerevisiae gap repair of a CEN/URAS3 plasmid
previously used to test silencing of a H/S3reporter gene (Hull et al., 1994) by gap repair,
precisely replacing the H/S3 coding region with that of natZ. The nat1 gene was amplified
from pAG25 (Goldstein and McCusker, 1999) with 50 bp of sequence on each end precisely
corresponding to the sequence before and after the H/53 coding region in the plasmid. The
natl insert was transformed into BY4741 (MATa Ais3A1 leuZA0 met15A0 ura3A0)
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(Brachmann et al., 1998) along with pSUP4-0 (Hull et al., 1994) that had been cleaved at
unique Sfil and Bsil sites in the H/S3 ORF. Gap repaired plasmids were selected on SD-ura.
Insertions in the resulting plasmid candidates were verified by sequencing, and as expected
the natl expression was fully silenced in BY4741 by the presence of the tRNA gene.
Generally, we find the nat1 reporter phenotype to be more sensitive to release of silencing
than the H/S3reporter.

3.2. Screening for histone mutations that result in alleviation of tRNA gene-mediated

silencing

Individual yeast strains in the scanning histone mutagenesis with alanine (SHIMA) library
(Nakanishi et al., 2008) were used to test tgm silencing, and have been described previously.
Briefly, H2A and H2B substitutions were constructed in FY406: [MATa (htal-htb1)..LEUZ,
(hta2-htb2).: TRP1, his3A200, leuZAl, ura3-52, trpl1A63, lys2-128]. Wild type histone
genes were present on plasmid pSAB6 (HTAI-HTBI1-URAJ). In strains bearing mutant
histones, a plasmid containing the single alanine substitution in one of the histone genes
(pZS145 HTAI-Flag + HTB1, CEN H/53) was added by transformation and the original
pSABG6 removed by growth on 5-fluoroorotic acid (5-FOA). H3 and H4 mutations similarly
were tested in YBL574: [MATa, /euZA1, his3A200, ura3-52, trpl1A63, lys2-1286, (hhtl-
hhfl) A::LEUZ, (hht2-hhf2) A::HIS3, Ty912 A35-lacZ::his] originally containing plasmid
pDM9 (HHT1-HHF1-URA?3) that had been replaced with pWZ414-F12 (HHTZ2 + HHFZ,
TRPI) containing the single alanine substitution. SHIMA library strains were transformed
with pSUP4-nat1 using a modified version of lithium acetate transformation (Becker and
Lundblad, 1993). Transformed cells were recovered in SD-ura, plated to SD-ura, and grown
on SGR-ura (+ galactose + raffinose, -uracil) synthetic media prior to phenotypic assay.
Library strain transformants were assayed on SGR-ura + cloNAT (nourseothricin 150 g/
mL, Werner BioAgents) at 30 °C and compared to control strains that contained plasmids
with wild type HTAZand H7TB1or HHTZ2and HHFZalong with pSUP4-natl. To eliminate
the possibility that a ¢/is mutation in the p SUP4-nat1 plasmid caused the phenotype, the
strains were cured of pSUP4-natl on 5-FOA, retransformed with the pSUP4-nat1 plasmid
and the phenotypes retested.

To further ensure the identity of the SHIMA library mutants and eliminate the possibility of
second-site mutations in the genome, the cured strains were used to prepare DNA (Kaiser et
al., 1994) that was transformed into Escherichia coli, followed by selection for the plasmid.
E. colitransformants were grown in liquid LB + ampicillin (100 pg/mL) and used to prepare
plasmid DNA (Qiagen, QIAprep Spin Miniprep Kit). Histone genes were sequenced using
the following primers: HTAlseqF, HTAlseqR, HTB1seqF, HTB1seqR, HHT2seqF,
HHT2seqR, HHF2seqF, HHF2seqR (Oler et al., 2010) The sequenced mutant SHIMA
histonebearing plasmids were re-assayed for their ability to alleviate silencing in the original
histone-deleted strains containing pSUP4-natl1. The htal and AtbI mutant plasmids were
transformed into FY406a that was then cured of pSAB6 containing wild type A#7TA1 and
HTBI genes, by successively culturing the cells twice on 5"FOA media. The cured cells
were transformed with p SUP4-nat1 and assayed as previously described. The same
procedure was followed for mutant #A4t2and Ahf2 plasmids with the exception that
YBL574a was used.

Many of the histone mutants displayed a silencing alleviation phenotype that was variable in
terms of the percentage of cells that could grow on SGR-ura + cloNAT. Due to this
variability, all the histone mutants were tested multiple times for alleviation of tgm
silencing. Alanine substitutions that alleviated tgm silencing were mapped to the
nucleosome structure (White et al., 2001) using PyMol (http://www.pymol.org/), with two
views shown in Fig. 3. PyMol files of the structures are available on request.
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3.3. Testing additional mutations for alleviating tgm silencing

A number of mutations and gene deletions were previously tested for alleviating tgm
silencing (D’ Ambrosio et al., 2008; Wang et al., 2005) and are summarized in Table 1 along
with newly tested mutants. Mutations in additional genes summarized in Table 1 were tested
compared to parental wild type strains in all cases, using the same tRNA>YP4 nat1 reporter
plasmid. Strains with the indicated gene deletions were obtained from the S. cerevisiae
deletion library (Open Biosystems). Conditional s##2 mutants (Ben-Aroya et al., 2008; Titus
et al., 2010) were the gift of Susan Wente. The three ts mutations have been characterized
previously (Ben-Aroya et al., 2008), and two additional s#/Z conditional mutants (BLY491
containing sth1-L1346A and SWY4143 containing sth1-F793S, (White et al., 2001)) gave
similar loss of silencing phenotypes (not shown). The parent and mutant strains having the
conditional g/c7-10 allele (Andrews and Stark, 2000) were the gift of Michael Stark.
Conditional rsc9and rsc58 mutants and multiple control strains (Ben-Aroya et al., 2008)
were the gift of Philip Hieter. Loss of the URA3 marker in these strains (Ben-Aroya et al.,
2008) was selected on 5-fluoroorotic acid media and the strains were retested for retaining
the ts phenotype before transformation with the tRNASUP4 nat1 test plasmid with a URA3
marker. Conditional uba2-ts and ubc9-ts mutants and parent (JD52) strains were obtained
from Erica Johnson (Johnson and Blobel, 1997). Conditional esaZ-ts mutant (LPY4679) and
parent (LPY5) were obtained from Lorraine Pillus (Chang and Pillus, 2009). Mutants in
smt3, ulpl, and ubal and parent strain (FY86) were obtained from David Tollervey
(Lambermon et al., 2002; Russell and Tollervey, 1992). Other mutant strains that did not
relieve silencing are from the sources noted in Table 1.
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Abbreviations

Ac acetylation

ATPase enzyme hydrolyzing adenosine triphosphate
C terminus carboxy terminus
CK2 casein kinase 2

FOA fluoroorotic acid

H2A histone H2A

H2A.Z histone variant H2A.Z
H2B histone H2B

H3 histone H3

H4 histone H4

Me methylation

ORF open reading frame

phosphorylation
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pol 11 RNA polymerase |1
pol 111 RNA polymerase Il
Rpd3L protein complex containing Rpd3 protein
Rpd3S protein complex containing Rpd3 protein
RSC chromatin remodeling complex
SD synthetic yeast media with dextrose
SGR synthetic yeast media with galactose and raffinose
SHIMA scanning histone mutagenesis with alanine
SINE short interspersed element
tgm tRNA gene-mediated
TFIHIIB RNA polymerase 11 transcription factor I11B
TFIIIC RNA polymerase 111 transcription factor I111C
TOR Target of Rapamycin
tRNA transfer RNA
ura uracil
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Fig. 1.

Phenotypes for release of tgm silencing. (A) Schematic of p SUP4-nat1 test construct.
Expression of cloNAT resistance from a galactose-inducible promoter is silenced by a
neighboring SUP4tRNATY" gene. (B) Phenotypic assay of SHIMA library strains shown to
alleviate tgm silencing. Cells were initially grown in SGR-ura and plated on SGR-ura +
CIloNAT selective media as 10 fold serial dilutions. Phenotypes were recorded after three
days of growth. The wild type (WT) strain containing pSUP4-nat does not grow on media
containing CIoNAT, due to tgm silencing of natZ expression. Other alanine substitutions that
are not shown (Fig. 2) did not relieve silencing and had the WT phenotype, or were not
present in the alanine scanning library (Nakanishi et al., 2008). “No tRNA” is a positive
control lacking the SUP4tRNA gene (Hull et al., 1994) allowing expression of nat1.
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Lethal alanine substitutions in this ibrary (Nakanishi et al., 2008) are shown as small case, and were not tested. H2A D91A and H2B Y41A + H113A are slow growing, but not lethal.
Eirst Lines — Positions where Ala subsiitutions alleviate tgm silencing are underlined and highlighted. Those with high colony-to-colony phenotype variability have curved underlines.
Second Lines — “SIN" substitutions in H3 and H4 that release silent mating locus silencing (Kruger et al., 1995)

Third Lines ~ “LRS" substitutions in H3 and H4 that release silencing of pol Il at the RDN locus (Park et al, 2002)
Fourth Lines ~ “LOS" subsiitutions that reduce sporulation by 20-100% (Govin et al., 2010)
Fifth Lines — Ala substitutions that affect methylation at histone H3 lysine 4 (Nakanishi et l., 2008)
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Core histone mutations relieving tgm silencing are aligned with mutations affecting other
chromatin regulation, defined below the figure. Alanine substitutions relieving tgm silencing
are underlined in the top line. Wavy underline indicates high colony-to-colony variation in
silencing after growth in non-selective media. Amino acid substitutions affecting other

processes are indicated on the lines below, drawn from indicated publications. Viable

substitutions other than alanine are indicated in the lines below the sequence. Positions at
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Fig. 3.

Map of tgm silencing mutations to nucleosome structure. The positions of alanine
substitutions that relieve tgm silencing were mapped to the nucleosome structure using
PyMol (http://www.pymol.org/). (A) View from the edge of the disk to optimize
visualization of residues in contact with DNA. (B) View optimizing visualization of residues
on disk surface. Light blue = DNA. Histones are gray, except residues affecting tgm
silencing. Blue = H2A, Cyan = H2B, Yellow = H3, Red = H4. (For interpretation of the
references to color in this figure legend, the reader is referred to the web version of this
article.)
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Fig. 4.

Release of tgm silencing by mutations in chromatin modification and remodeling activities.
Deletions and conditional mutations in genes encoding chromatin modification and
remodeling complex members were tested for their ability to alleviate tgm silencing as in
Fig. 1. Results are shown from mutations that relieve silencing, along with the relevant
parental wild type strains for the deletions (BY4741) and conditional mutants (W3031a for
sth1(Du et al., 1998), an unrelated ts mutation (bigZ) from the same library (Ben-Aroya et
al., 2008) for rsc9, PAY704-1 for glc7 (Andrews and Stark, 2000)). For the parental strains,
the positive control showing cloNAT resistance with a plasmid construct lacking the tRNA
gene is shown. The mutant strains shown demonstrate cloNAT resistance with the tRNA
gene present (p SUP4-natl), and are also cloNAT resistant with the tRNA gene absent (not
shown).
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Comparison of histone tail residues and chromatin modification enzymes affecting tgm silencing.

Table 2

H3residue PTMs Enzymes H4residue PTMs Enzymes

Al - - S1 P CK2 (not tested)

R24 Me ? G24 - -

T34 - - R34 Me Hmtl

K4 Ac,Me Gcns5-Jhd2-Rtt109-Setl G4 - -

Q5 - - K54 Ac Esal-Hos2-Rpd3?

T64 - - G6a - _

A7 - - G7 - -

R8 - - Kga Ac Esal-Hos2-Rpd3?

K9 Ac,Me  Gens-Hdal-Hos2-Rpd3? Go @ - -

s104 P Snf1-Glc7? L10 - -

T114 - - Gl - -

G12 - - K124 Ac Esal-Hos1-Hos2-Rpd3?
G13 - - G13 - -

K14 Ac Gens-Hdal-Hos2-Rpd3?  G14 - -

Al5 - - Al5 - -

P16 - — K16 @ Ac Esal-Hos2-Hst1-Sas2-Sir2
R17 - - R174 - -

K184 Ac Gens-Hdal-Hos2-Rpd3?  H18 - -

Q19 - - R19 - -

L20 - — K204 Ac Esal-Hos2-Hst1-Sas2-Sir2
A2l - - 1214 - -

s2é - - L22 - -

K23 Ac Gens-Hdal-Hos2-Re30 R34 - -

PTMs — Post-translational modifications Ac = acetylation, Me = methylation, P = phosphorylation.

a(BoId) — residues in the H3 and H4 N-terminal tails that affect tgm silencing.

b(BoId) — enzymes that are required for tgm silencing.
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