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ABSTRACT

Position-effect variegation (PEV) was discovered in 1930 in a study of X-ray-
induced chromosomal rearrangements. Rearrangements that place euchromatic
genes adjacent to a region of centromeric heterochromatin give a variegated
phenotype that results from the inactivation of genes by heterochromatin
spreading from the breakpoint. PEV can also result from P element insertions
that place euchromatic genes into heterochromatic regions and rearrangements
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that position euchromatic chromosomal regions into heterochromatic nuclear
compartments. More than 75 years of studies of PEV have revealed that PEV is a
complex phenomenon that results from fundamental differences in the structure
and function of heterochromatin and euchromatin with respect to gene expres-
sion. Molecular analysis of PEV began with the discovery that PEV phenotypes
are altered by suppressor and enhancer mutations of a large number of modifier
genes whose products are structural components of heterochromatin, enzymes
that modify heterochromatic proteins, or are nuclear structural components.
Analysis of these gene products has led to our current understanding that
formation of heterochromatin involves specific modifications of histones leading
to the binding of particular sets of heterochromatic proteins, and that this
process may be the mechanism for repressing gene expression in PEV. Other
modifier genes produce products whose function is part of an active mechanism
of generation of euchromatin that resists heterochromatization. Current studies
of PEV are focusing on defining the complex patterns of modifier gene activity
and the sequence of events that leads to the dynamic interplay between hetero-
chromatin and euchromatin. � 2008, Elsevier Inc.
I. INTRODUCTION: POSITION EFFECT IN DROSOPHILA

The discovery of position effects in Drosophila began with the efforts of many
investigators to generate a coherent picture of the nature of genes and chromo-
somes and of the relationship between them. Between 1910 and 1930, many
genes were discovered inDrosophila by the recovery of mutant alleles. Analysis of
mutant phenotypes suggested that each gene had a specific function and linkage
mapping indicated that each gene had a unique chromosomal location (its locus).
Cytological studies of mitotic and salivary gland polytene chromosomes indi-
cated that chromosomes contain two visibly different regions, heterochromatin
and euchromatin. Heterochromatin consists of regions that remain condensed
and densely stained during interphase, while euchromatin consists of regions that
become diffused during interphase and form the visible, banded regions of the
polytene chromosomes. Euchromatin contains high concentrations of genes and
heterochromatin contains very few genes. Although many believed that differ-
ential regulation of gene expression was an underlying feature of eukaryotic
development, these investigations did not provide information about how gene
activity was regulated. Since chromosomal rearrangements, such as inversions or
translocations, that changed gene location but did not eliminate genes often had
no visible mutant phenotype, chromosome structure was not believed to have a
role in regulating gene function. Chromosomes appeared to simply serve as
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vehicles for gene segregation during cell division. Two major findings challenged
this view and launched an intensive study of the role of chromosome structure in
gene regulation that continues today.

The first finding came in Sturtevant’s study of the Bar eye mutation
(Sturtevant, 1925). Bar is a dominant, sex-linked mutation that reduces the
number of facets in the compound eye (normally about 800). The Bar mutation
is a duplication of the Bar locus (B). Normal females have two copies of the
locus, one on each X chromosome (B/B), but Bar-mutant females have four
copies, two on each chromosome (BB/BB). Sturtevant described a new mutation
(called ultraBar or double-Bar) that caused an even greater reduction in the
number of facets. The ultraBar mutation has three copies of the Bar locus on
one chromosome (BBB) and homozygous ultraBar females have a total of six
copies (BBB/BBB). This suggested that increasing the number of copies of the
Bar gene causes a decrease in eye size. However, Sturtevant noted that homozygous
Bar females (BB/BB) have an average of 68 � 12 facets per eye, while females
heterozygous for ultraBar (BBB/B) have an average of only 45 � 42 facets.
Since both genotypes contain four copies of the Bar locus, this difference could
not be due to differences in the number of copies of the locus. Sturtevant concluded
that the arrangement of the copies of the Bar gene in the chromosome had an
influence on Bar gene expression. He named this influence “position effect.” This
suggested that chromosomes are not passive collections of genes, but that they
contain an internal structure that has a role in the regulation of gene expression.

The second finding came in 1930, whenMuller reported the discovery of
a series of X-ray-induced mutations affecting the white gene. Previously discov-
eredwhitemutations reduced the amount of eye pigment, changing eye color from
the normal uniform red to a uniform orange, yellow, or white (Lindsley and Zimm,
1992; Morgan et al., 1925). Muller’s new mutations showed a “mottled” pheno-
type, with each eye having some white (mutant) and some red (normal) regions
(Fig. 1.1). The size, shape, and location of the white regions varied from eye to eye.
The mutations causing these mottled phenotypes were chromosomal rearrange-
ments that changed the location of the white gene in the chromosome (Muller,
1930). This rearrangement-induced mottled phenotype was named “variegated
position effect” or “V-type” to distinguish it from the “stable position effect” or
“S-type” position effect of Bar. Muller’s discovery of the phenomenon of position-
effect variegation (PEV) launched an intense study of the role of chromosome
structure in gene expression that has continued for more than 75 years. This
interest was partly because of the intriguing novel variegated phenotypes and
partly because studies of PEV appeared likely to give important information about
how gene expression was controlled by chromosomal organization.

PEV in Drosophila presents an interesting example of the historical
progression of genetic analysis. During the past 75 years, the discovery of new
investigative techniques has invariably led to a multitude of PEV studies using



Figure 1.1. Position-effect variegation (PEV) of an inversion chromosome. The mottled pigmenta-

tion observed in the eye of an individual carrying the In(1)wm4 inversion chromosome

shows regions where the white gene has been silenced (white) and regions where the

white gene is actively expressed (dark).
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these techniques. The sheer number of studies and the volume of information
accumulated about PEV present a formidable task for the reader. There have
been a number of extensive reviews of the experimental literature about PEV
(Farkas et al., 2000; Huisinga et al., 2006; Lewis, 1950; Schulze and Wallrath,
2007; Spofford, 1976; Spradling and Karpen, 1990; Weiler and Wakimoto, 1995;
Zhimulev, 1998). It is not the purpose of this chapter to repeat these works. Our
goal is to summarize what has been learned about certain key aspects of PEV that
occur reliably and repeatedly and which are considered defining features of the
PEV phenomenon. These reflect, in a manner that is not currently understood,
fundamental characteristics of underlying molecular/biochemical processes of
chromatin organization that affect gene regulation. We will attempt to connect
these characteristics of PEV with the results of recent molecular studies of the
formation and molecular structure of chromatin. These results reflect the current
excitement in the field, as it appears that the long examination of PEV may be
approaching the point of finally revealing the role that different forms of
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chromatin structure play in the regulation of gene expression, and how that
regulation occurs. To cover such a large topic, we will have to be selective in the
experiments we discuss and in the original publications we cite.
II. HISTORICAL BACKGROUND OF THE PEV PHENOTYPE

In 1930, Muller described a series of mutants induced by X-ray treatment. Muller
originally discovered the first such mutation as a dominantNotch wing mutation.
Dominant Notch mutations produce nicks or “notches” in the wings of heterozy-
gous (N/þ) flies. Muller knew Notch mutations sometimes resulted from dele-
tions of portions of the X chromosome, so he generated flies heterozygous for the
new Notch and a chromosome containing a recessive mutant allele of the nearby
white locus (N (?)/þ w), expecting to see either a white eye phenotype, if a
deletion removing both Notch and white was present, or a red eye phenotype if it
were not. However, what he observed fit neither of these expectations. “To the
great surprise of the writer the Notch-winged offspring of this cross had neither
white nor normal red eyes, nor even eyes of any uniform intermediate colour.
They had mottled eyes, and exhibited various grades and sizes of lighter and
darker areas” (Muller, 1930). Further study revealed that the Notch-mutant
phenotype was also “mottled” and that individuals showing a stronger mutant
eye phenotype (lighter eyes) also had a stronger Notch phenotype (larger wing
notches). This mutation was a translocation that had attached the distal tip of
the X chromosome (the normal location of the Notch and white genes) to the
third chromosome. Muller discovered four additional “white-mottled” mutations
that did not involve mutations of Notch in additional irradiation experiments
and all of these also were rearrangements (translocations or inversions) that
moved the region of the X chromosome containing the white locus. Studying
these mutations for more than 50 generations convinced Muller that the white
mottled was a permanent mutant phenotype. He concluded that the change in
the chromosomal arrangement of the genes on the X chromosome was responsi-
ble for the appearance of what he called the “eversporting displacement” pheno-
type, although he admitted to having no good explanation for how this worked.
Muller’s paper, with its striking color diagrams showing the white-mottled
phenotype, made an enormous impression and stimulated a number of other
investigators to begin studying the relationship between chromosomal rearran-
gements and “mottled” gene expression. Studies of several genes quickly demon-
strated that the mottled phenotype was produced only by certain types of
chromosomal rearrangements and that the PEV phenotypes given by all rear-
rangements had a number of consistent characteristics (Demerec, 1941;
Dobzhansky, 1936; Lewis, 1950; Muller, 1932).
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A. The PEV phenotype and heterochromatin

The PEV phenotypic effects Muller and other early investigators recovered were
all produced by chromosomal rearrangements with one breakpoint close to the
variegating gene and the other in a heterochromatic region that brought the
affected gene into close proximity to heterochromatin. Examples of such PEV-
inducing rearrangements are shown in Fig. 1.2. For example, the N264–52

X chromosome contains an inversion with one breakpoint in the centric hetero-
chromatin and the other between rst and w. This places normal alleles of the
bi, ec, dm, fa, and rst genes close to the centric heterochromatin. This inversion
Key:

Region of PEV = Breakpoint that gives PEV = Heterochromatin =

Euchromatin = Centromere =

w+

w+

w+

rst+ fa+ dm+ec+ bi+ peb+
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Figure 1.2. A diagram showing some of the X chromosome rearrangements discovered by Muller to

give position-effect variegation (PEV). The relationship between the chromosomal

breakpoint and several genes that are affected is shown. Adapted from Lewis (1950).
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generates a variegating loss-of-function phenotype for each of these genes.
Females that are heterozygous for the N264–52 chromosome and a normal chro-
mosome containing a recessive loss-of-function mutant allele of any of these
genes have a variegating mutant phenotype for that gene. The variegation results
from the alleles of the genes on the rearranged chromosome being repressed in
some cells, and active in other cells. Females heterozygous for the rearranged
chromosome and a chromosome with normal alleles of these genes have a normal
phenotype, indicating that the PEV effect is recessive and does not affect the
alleles on the normal chromosome.Other rearrangements, such asN264–57 orwm4,
have breakpoints in different locations and have different genes that show PEV
but the effect is the same. PEV is produced in translocations, such as w258–18, that
move euchromatic genes on one chromosome adjacent to a heterochromatic
region of a different chromosome, or in rearrangements, such as N264–57, that
move a region of heterochromatin into a euchromatic location (Fig. 1.2). The
requirement for PEV is clearly that a euchromatic gene be moved adjacent to a
heterochromatic breakpoint (Spofford, 1976; Zhimulev, 1998). This suggested
that PEV phenotypes result from heterochromatic chromatin structure
“spreading” from the breakpoint into the adjacent euchromatin and inactivating
nearby euchromatic genes. The variegated phenotype was proposed to result from
the length of spreading along the chromosome being variable.
B. Heterochromatin and euchromatin

Because heterochromatin plays a central role in any discussion of PEV, it is
worthwhile to briefly discuss some key features of heterochromatin and euchro-
matin. Heitz (1928) discovered that portions of the chromosomes remain highly
condensed and heavily stained throughout the cell cycle. He named these
regions “heterochromatin” to distinguish them from the regions showing variable
staining and condensation, which he called “euchromatin.” The boundaries of
heterochromatin as defined by such cytological analyses are not precise and may
change in different tissues or with different analytical techniques. In Drosophila,
heterochromatic regions are located near the centromeres (the pericentric het-
erochromatin), at the telomeres, interspersed throughout the fourth chromo-
some, throughout the Y chromosome, and at a number of defined “intercalary
heterochromatic” sites scattered among the chromosome arms (Zhimulev, 1998;
Zhimulev and Belyaeva, 2003). In most Drosophila somatic cells, 30–35% of the
genome is heterochromatic. Heterochromatin makes up all of the Y chromo-
some, 40% of the X, 25% of chromosomes 2 and 3, and more than half of the
fourth. These heterochromatic regions contain a high percentage of families of
repetitive DNA sequences with specific highly and moderately repetitive
sequences clustered at particular chromosomal locations. The arrangement of
these clusters of sequences is conserved among populations of Drosophila
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melanogaster (Pimpinelli et al., 1995;Weiler andWakimoto, 1995). InDrosophila,
the pericentric heterochromatin is divided into two visibly distinct categories,
�-heterochromatin and �-heterochromatin. The �-heterochromatin is largely
composed of highly repetitive satellite sequences and is located in and around
the centromere. It coalesces into a highly condensed, uniform body in the center
of the chromocenter in salivary gland nuclei. �-Heterochromatin is more diffuse
and expands or “loops out” to form the bulk of the visible chromocenter.
�-Chromatin more closely resembles euchromatin. It contains functioning
genes interspersed with middle repeated sequences, and a significant percentage
consists of sequences derived from transposons (Pimpinelli et al., 1995). More
than 40 functioning genes in heterochromatic regions have been identified by
mutant phenotypes, including visible phenotypes, lethality, and sterility (Gatti
and Pimpinelli, 1992; Weiler and Wakimoto, 1995). Drosophila chromosomes
contain complex repeated sequences at the telomeres. These include copies of
two retrotransposons (HeT-A and TART) at the end of the telomere that
have the ability to repair or heal damaged telomeres (Pardue and DeBaryshe,
1999;Wallrath, 2000). Proximal to these sequences,Drosophila telomeres contain
repeated sequences called telomere-associated sequences (Karpen and Spradling,
1992). These sequences differ in length and sequence from chromosome to
chromosome (Walter et al., 1995).
III. TYPES OF PEV

There are a variety of ways in which a mosaic phenotype can be produced in
Drosophila, including somatic recombination, somatic chromosomal loss, and
somatic P element transposition. In this chapter, we will consider as PEV only
those variegated phenotypes that are produced by chromosomal rearrangements
that share the common feature that they bring euchromatic genes into close
association with heterochromatin without altering the gene itself. These can be
grouped into three classes or types based on a number of characteristic features.
A. Chromosomal rearrangement PEV

The common feature of all chromosomal rearrangements that give PEV is that
they either move a euchromatic gene into a pericentric region or move a block of
heterochromatic sequences into a euchromatic region. Chromosomal rearrange-
ments involving the X, the second, the third, and the fourth chromosomes give
PEV phenotypes (Demerec, 1941; Kaufmann, 1946; Lewis, 1950; Weiler and
Wakimoto, 1995; Zhimulev, 1998). The heterochromatic regions that can pro-
duce a PEV phenotype are the pericentric regions of all chromosomes, most of
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the fourth chromosome, and all of the Y chromosome. Several experiments in
which the variegating allele is removed from the rearranged chromosome show
the PEV effect is a repression of gene expression and not a permanent change in
the allele. Dubinin and Sidorov (1935) used meiotic recombination to remove
the variegated allele of the hairy gene from a translocation between the third and
fourth chromosome. A double crossover in flies heterozygous for this transloca-
tion and normal chromosomes moved the variegating allele to the normal
chromosome. In the normal chromosome, the allele gave a normal, hairyþ

phenotype. When this same allele was reinserted into the translocated chromo-
some by another double crossover event, the allele again showed a variegating
phenotype. Similar experiments with other variegating genes gave the same
results (Lewis, 1950; Spofford, 1976). Inducing an additional chromosomal
rearrangement has also been used to separate the variegating allele from the
heterochromatin. Panshin (1938) used X-rays to induce a second translocation
event that returned the portion of the X chromosome containing the variegating
white allele in the wm11 translocation to a euchromatic chromosomal location
where it again gave a normal phenotype. Several similar experiments demon-
strated that variegating alleles of any gene separated from the heterochromatic
breakpoint by another chromosomal rearrangement ceases to show the variegating
phenotype (Demerec, 1941; Hinton, 1950; Judd, 1955; Lewis, 1950). Another
type of evidence that PEV is not the result of a change in gene structure came
from studies of gene products using alleles that produce proteins with detectable
structural differences. In one such experiment, Bahn (1971) studied individuals
heterozygous for T(1;2)OR32 carrying the Amy2 allele and a normal chromo-
some carrying the Amy4,6 allele using gel electrophoresis to detect which
electrophoretic variant proteins were produced. In variegating individuals, the
level of the Amy2 variant was reduced, and the level of reduction was greater
when the strength of the PEV was increased, but the structure of the protein
product was not altered. The level of the Amy4,6 enzyme produced by the allele
on the normal chromosome was not altered, indicating that the PEV effect acted
only on the allele in the rearranged chromosome. In other similar studies, PEV
was also found to reduce enzyme levels from alleles of sc, dor, and pn (Gerasimova
et al., 1972).

In a study of PEV reversion, Tartof et al. (1984) induced a series of
rearrangements of the wm4 chromosome. The wm4 chromosome has an inversion
with one breakpoint about 25 kb from the white locus and the other in the centric
heterochromatin and produces a white PEV phenotype. Tartof recovered three
rearrangements that had a normal phenotype. Each had one breakpoint in the
heterochromatin beyond the wm4 breakpoint and they all retained some hetero-
chromatic sequences at the original breakpoint. This indicates that the break-
point itself did not cause the PEV phenotype. Reuter et al. (1985) studied 51
reversions of the wm4 chromosome and found only 3 true revertants with no
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detectable PEV phenotype. The others showed a reduced PEV phenotype, and
each of these retained blocks of heterochromatin at the original breakpoint site.
These studies indicate that PEV results from the influence of a significant region
of heterochromatic sequence adjacent to euchromatic genes, and that it does not
simply result from a breakpoint, or from the gene being moved close to a
centromere. They also suggest that the PEV effect is correlated with the amount
of heterochromatic sequences and that there is a lower limit on the size of the
block of heterochromatin that can cause PEV.
1. The spreading effect

The strength of PEV (the frequency with which a gene is inactivated) is inversely
proportional to distance from the breakpoint (Lewis, 1950). For example, as
diagrammed in Fig. 1.2, chromosomes containing the inversion N264–52 give a
variegated phenotype for five genes (rst, fa, dm, ec, bi). The strength of the PEV
effect on each was measured and genes further from the breakpoint showed less
frequent or less strong mutant phenotypes, while those closer to the breakpoint
showed more frequent or stronger mutant phenotypes (Demerec, 1940, 1941).
This type of observation led to the hypothesis that PEV phenotypes resulted from
a physical “spreading” of heterochromatin from the breakpoint into the euchro-
matic regions of the chromosome (Schultz, 1939). The distance between Notch
and white is 330 kb, and in the original mutation of Muller both are frequently
inactivated. The bi locus inactivated in the N264–52 chromosome is located at
least 50 salivary gland chromosome bands away from the breakpoint, a molecular
distance of more than 1mb of DNA. The PEV effect of T(1;4)wm258–21 can
extend over 67 bands (Hartman-Goldstein, 1967), that of Dp(1;F)R over 86
bands (Spofford, 1976; Weiler and Wakimoto, 1995). These observations indi-
cate that the spreading effect is able to cover significant chromosomal distances.

Two early studies suggested that the heterochromatic spreading effect in
PEV is linear, that is, does not jump over genes. Demerec and Slizynska (1937)
studied the PEV given by the w258–18 chromosome of roughest (rst) and white (w),
two genes whose phenotypes can be scored in the eye. The gene order on the
chromosome is: breakpoint, rst, w. An examination of the PEV phenotype
showed the eye facets had one of three phenotypes: smooth and red (rstþ, wþ),
rough and red (rstV wþ), or rough and white (rstV, wV). They observed no facets
with a smooth and white (rstþ, wV) phenotype and concluded that the variegating
effect passed in a linear manner from the breakpoint along the chromosome and
always inactivated roughest before reaching white. Similar results in a study
by Schultz (1941) of the PEV phenotype given by w258–21 on split and white
reached the same conclusion. In a recent study, Talbert and Henikoff (2000)
studied the PEV phenotypes given by X chromosome inversions that had
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the arrangement of breakpoint, w, and rst. They reported cases of wþ cells in a
rough (rstV) region of the eye. Does this mean that inactivation has “skipped
over” w to inactivate rst? These results must be interpreted with caution. Talbert
and Henikoff (2000) themselves noted that the alleles of rst and w used in their
studies are not necessarily affecting the same cells. The white mutation is cell
autonomous and its phenotype can be seen in each pigment cell in the eye.
However, alleles of roughest affect the shape of the facet by causing the inclusion
of extra cells in the eye facet. Not all cells in the facet need to be rst� to give a
rough facet phenotype. PEV effects of wm4 and other rearrangements on white
give a fine-scale variegation and individual facets often contain both white and
pigmented cells (Girton, personal observation). It is thus possible that a “rough”
facet may be mosaic and that the pigmented cells are actually wþ rstþ, and the
inactivation did not jump over w to inactivate rst. A definitive study of this
question would need to use markers whose relationship to the breakpoint is
known and whose expression can unambiguously be measured in the same cell.
2. All genes may show PEV

The first studies of PEV involved genes whose mutation produced a visible
phenotype (such as w, fa, and rst). Later studies showed that PEV can be detected
for a wide range of genes including those whose mutation produces a quantitative
phenotype such as the number of bristles (hairy), the level of a detectable enzyme
product (tryptophan pyrolase in vþ, Tobler et al., 1971), enzymatic variants,
(Amy and Pdg, Bahn, 1971), the amount of kynurenine production in fat body in
T(1;2)rasv and T(1;Y)yþ Yvþ (Rizki, 1961; Tobler et al., 1971), or the rate of
ribosomal RNA synthesis in female ovaries (scS1 and scL8 , Puckett and Snyder,
1973). Lewis (1950) listed 32 genes shown to variegate. Spofford (1976) concluded
that all genes can show a PEV-variegated phenotype in the right rearrangement.

Some genes are normally located in heterochromatic regions of
chromosomes. Estimates of how many such genes exist in Drosophila range from
40 to 100 or more (Schulze and Wallrath, 2007; Spofford, 1976; Weiler and
Wakimoto, 1995). A question that was raised very early in the study of PEV was
how a gene whose normal location is heterochromatic would respond in a
rearrangement that moved it to a euchromatic location. The first such gene
studied was the light gene (lt) studied by Schultz and Dobzhansky (1934). The lt
maps to a region considered to be � heterochromatin in chromosome 2 (Hilliker,
1976; Schultz and Dobzhansky, 1934). Rearrangements that move lt adjacent to
euchromatic regions give a variegated phenotype (Hessler, 1958; Schultz, 1936;
Schultz and Dobzhansky, 1934). The conditions under which lt PEV inactivation
occurs are the opposite of the conditions under which PEV inactivation of
euchromatic genes occurs. At least five other heterochromatic genes normally
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located near lt show similar position effects when placed next to euchromatin
(Wakimoto and Hearn, 1990; Weiler and Wakimoto, 1995). Other heterochro-
matic genes that show this pattern include cubitus interruptus (ci) (Dubinin and
Sidorov, 1935), peach (pe) in Drosophila virilis (Baker, 1953), male fertility factors
on the Y chromosome (Hackstein and Hochstenbach, 1995; Neuhaus, 1939),
and the nucleolus organizer region (Baker, 1971). Not all euchromatic regions
show the same efficiency in generating heterochromatic PEV. All regions of
X chromosome euchromatin can cause heterochromatic gene variegation, but
only the distal parts of the arms of chromosome 2 and 3. Breakpoints in the
fourth do not induce PEV of heterochromatic genes, perhaps reflecting the fact
that the fourth chromosome contains interspersed heterochromatic and euchro-
matic regions (Spofford, 1976). In two cases, heterochromatic genes showing
variegation when removed from surrounding heterochromatin had this variega-
tion eliminated when an additional rearrangement moved them back near a
block of heterochromatin (Eberl et al., 1993). This is one of the most intriguing
observations of PEV, that genes normally located in hetrochromatin can be
inactivated by being placed adjacent to euchromatin. Genes normally located
in heterochromatic regions have some differences in molecular structure
(Reugels et al., 2000; Risinger et al., 1997; Schulze and Wallrath, 2007;
Schulze et al., 2005). These observations suggest heterochromatic genes have
evolved to not only tolerate being in a heterochromatic region but to actually
require it for normal action.

3. Modifiers of the PEV phenotype

PEV induced by chromosomal rearrangements is strongly affected by trans-acting
modifiers that increase the severity of the mutant phenotype (enhance variega-
tion) or decrease the severity of the mutant phenotype (suppress variegation).
Modifiers of PEV fall into two general classes, large-scale effects and single
mutations. One large-scale effect is temperature. Rearing flies at higher temper-
ature (29 �C) suppresses variegation (reduces the severity of the mutant pheno-
type) and rearing at lower temperature (16–18 �C) enhances variegation
(increases the severity of the mutant phenotype). Gowen and Gay (1934)
studied the phenotypic effects of temperature on PEV of w, spl, and ec caused
by wm1, wm2, and wm3. All of these genes showed more extreme mutant pheno-
types at lower temperature. Kaufmann (1942) documented similar high- and
low-temperature effects on PEV of rst3. All other euchromatic genes tested
showed similar results, indicating this is a general effect of PEV (Bahn, 1971;
Benner, 1971; Schalet, 1969; Spofford, 1976; Wargent, 1972).

PEV phenotypes are modified by changes in the amount of heterochro-
matic sequences in the genome. This was first observed in studies in which
adding an extra copy of the Y chromosome was found to suppress variegation
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and eliminating the Y chromosome enhanced variegation (Gowen and Gay,
1934). A PEV phenotype is more severely mutant in XO versus XY males or in
XX versus XXY females (Lewis, 1950; Spofford, 1976). This effect is seen in genes
producing visible phenotypes and those examined by measuring enzyme pheno-
types (Bahn, 1971; Gerasimova et al., 1972). In extreme cases, a rearrangement
may not show a variegation phenotype except when enhancing modifiers are
present. One example studied by Gersh (1963) involved the inversion In(1) rst3,
which gives a white variegated phenotype in XO males but not in XY males.
Changes in the Y chromosome affect all PEV-inducing rearrangements (Lindsley
et al., 1960; Weiler and Wakimoto, 1995; Zhimulev, 1998). Changes in the
amount of centric heterochromatin also modify PEV phenotypes in the same
manner as the Y chromosome. The deletion of a significant portion of the centric
heterochromatic region of the X enhanced PEV of the y, w, and ac loci (Panshin,
1938). The addition or subtraction of an entire X has about the same effect as the
addition or subtraction of the Y chromosome (Grell, 1958; Hinton, 1949).
Similar effects have been discovered for the centric heterochromatic regions of
the autosomes. A second chromosome deficiency that removes heterochromatin
from the right arm of the second chromosome, Df(2R)M-S210, enhances the PEV
of several different genes in several different rearrangements (Morgan et al.,
1941). Duplications of the heterochromatic region of the right arm of the second
chromosome suppress PEV phenotypes (Grell, 1970; Hannah, 1951). The fact
that centric heterochromatin and the Y chromosome have similar effects on all
euchromatic genes showing PEV indicates that this is a general effect of hetero-
chromatin, and not due to specific sequences on the Y.
4. Single gene Su(var) and E(var) mutations

In several of the early studies of PEV, the severity of the phenotypes given by a
PEV-inducing rearrangement varied from strain to strain, even when the strains
did not differ for any obvious modifying factor (Hinton, 1949). A rearrangement,
such as In(1)wm4, that gives a PEV phenotype of 50% white eye in one strain
could give phenotypes of 25% white eye or 75% white eye in other strains. These
“genetic background effects” were believed to be due to unmapped dominant,
single gene suppressor or enhancer mutations located throughout the genome
(Schultz, 1941; Spofford, 1967, 1976). The first such modifier mutation to be
isolated and characterized was a dominant suppressor mutation, Su(var), on the
third chromosome (Spofford, 1967). Individuals with an In(1)wm4 PEV-inducing
genotype that also had the Su(var) allele had almost completely red eyes, while
siblings with the Su(var)þ allele had light, variegated eyes, the standard PEV
phenotype. The Su(var) allele had similar effects on the PEV phenotypes of w,
rst, and dm given by the In(1)wm4, Dp(1;3)N264–58, and In(1)rst3 chromosomes
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(Spofford, 1967, 1973, 1976). The discovery of the Su(var) allele suggested that
there might be a number of genes whose mutation could modify PEV phenotypes.
This led to several experiments to recover suppressor and enhancer mutations
(Dorn et al., 1993; Eissenberg et al., 1990, 1992; Grigliatti, 1991; Locke et al.,
1988; Reuter and Wolff, 1981; Sinclair et al., 1983, 2000; Wustmann et al.,
1989). A large number of dominant and recessive modifier alleles have been
isolated, and it is estimated that there are between 50 and 150 loci that can
mutate to give a PEV-modifying phenotype (Weiler and Wakimoto, 1995;
Schulze and Wallrath, 2007). The effects of different modifier mutations appear
to be similar; all suppressors reduce the severity of the PEV phenotype given by
all rearrangements, and all enhancers increase the severity of the PEV phenotype
given by all rearrangements (Fig. 1.3).

The PEV phenotype of genes that normally reside in heterochromatic
regions shows a characteristic inverse response to modifiers of PEV. Temperature
effects on the PEV of the heterochromatic gene lt are the reverse of those on
euchromatic gene PEV, with higher temperatures producing a more mutant
phenotype (Gersh, 1949). While extra Y chromosomes suppress PEV of euchro-
matic genes, they act as enhancers of variegation of lt (Baker and Reim, 1962;
Schultz, 1936) and ci (Altorfer, 1967). Baker and Spofford (1959) studied the
effects of 14 free Y chromosome fragments and reported that the same regions of
Figure 1.3. The effect of su(var) and e(var) mutations on PEV phenotypes. All individuals are

homozygous for the pericentric P insertion line P118E-10 that gives a white PEV

phenotype (Wallrath and Elgin, 1995). (A) The eye phenotype of an individual with

no modifier mutation is variegated, with the white marker gene actively expressed in

some cells but silenced in others. (B) An individual with a strong e(var) genotype, JIL-

1z2/JIL-1z60, shows complete silencing of white gene expression. (C) An individual

homozygous for a strong su(var) genotype, Su(var)3–1/Su(var)3–1, shows high levels

of white gene expression. Photos: X. Bao.
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the Y that suppress the w PEV phenotype given by Dp(1;3)N264–58 enhanced the
lt PEV phenotype given by T(2;3)ltm100 (Baker and Reim, 1962). Single-gene
mutations that suppress euchromatic gene PEV enhance the PEV phenotype of
heterochromatic genes, and single-gene mutations that enhance euchromatic
gene PEV suppress the PEV phenotype of heterochromatic genes (Schulze
and Wallrath, 2007; Spofford, 1976; Weiler and Wakimoto, 1995). The reason
why heterochromatic gene PEV and euchromatic gene PEV should show
such consistent and opposite reactions is one of the most intriguing character-
istics of PEV.

A paradigm in genetics is that the normal function of a gene can be
deduced from the phenotype given by mutant alleles. The observation that
mutations of modifier genes alter the PEV phenotype, and that heterochromatin
is involved in generating PEV phenotypes, suggested that the normal functions
of modifier genes are part of a genetic system that is essential for the establish-
ment, maintenance, or function of chromatin structure. This is supported by
several observations. The products of most modifier genes that have been studied
to date are either structural components of heterochromatin (Baksa et al., 1993;
Henikoff, 1979; James and Elgin, 1986; Locke et al., 1988; Reuter and Spierer,
1992; Reuter et al., 1982; Sinclair et al., 1983), enzymes that modify histones or
nonhistone chromatin proteins (Ebert et al., 2006; Lerach et al., 2006; Mottes
et al., 2000; Nishioka et al., 2002; Schotta et al., 2004), or nuclear architectural
proteins (Bao et al., 2007a; Yamaguchi et al., 2001). For example, the product of
the Su(var)205 gene is the HP-1 protein, a heterochromatic protein that is found
in high concentrations in the chromocenter in salivary gland nuclei (Eissenberg
et al., 1990, 1992; James and Elgin, 1986). The product of the Su(var)3–7 gene is
a large zinc-finger protein that is mainly associated with the pericentric hetero-
chromatin (Reuter et al., 1990). The JIL-1 protein is a tandem kinase that
phosphorylates the serine 10 residue in the tail of histone 3 (Jin et al., 1999;
Lerach et al., 2006; Zhang et al., 2003) and a dominant gain of function allele of
JIL-1 is one of the strongest suppresors of PEV so far described (Ebert et al.,
2004). The majority are haplo-abnormal, showing the dominant modifying
effect when the gene is present in only single copy, and some (10%) have
both haplo- and triplo-abnormal effects, modifying PEV when present in
either one or three copies. For example, a deletion of Su(var)205 suppresses
the In(1)wm4 PEV phenotype, giving a pure red eye, and a duplication
giving a genome three copies of the locus enhances the PEV phenotype, giving
a nearly pure white eye (Schulze and Wallrath, 2007; Weiler and Wakimoto,
1995). This sensitivity to dosage suggests that a balance in the amount of the
products of these genes is important for chromatin structure formation and
function.
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B. Transposon insertion PEV

Rearrangements that break and rejoin chromosomes are not the only method for
placing a euchromatic gene adjacent to heterochromatin. In 1982, a genetically
recombinant P element with an inserted cloned reporter gene (ryþ) was induced
to transpose into a chromosomal site (Rubin and Spradling, 1982; Spradling and
Rubin, 1982). The reporter gene in P element transformation is essentially a
small piece of euchromatic sequence that is inserted into different regions of the
genome. In an early transformation experiment (Hazelrigg et al., 1984), two
insertions of a transposon containing as a reporter a wild-type copy of the white
gene were recovered that gave a white variegated eye phenotype. There was no
indication that the inserted wþ gene was altered in the transposition process and
it was concluded that the variegation was the result of a position effect. One of
these variegating insertions was located in the basal region of chromosome 2L, a
heterochromatic region that was known to induce PEV in chromosomal rear-
rangements. The second was inserted near the telomere of the right arm of
chromosome 3. This finding that genes inserted in a heterochromatic region by
P element transformation can show a variegated phenotype was soon confirmed
by other investigators (Steller and Pirrotta, 1985). In a genome-wide screen,
Wallrath and Elgin (1995) recovered insertions with a white variegated pheno-
type in all of the heterochromatic regions known to induce PEV in rearrange-
ments (the pericentric regions of the X, the second, the third, throughout the
fourth, and in the Y chromosome). Variegating insertions were also recovered in
or near the telomeres of all chromosomes (Wallrath and Elgin, 1995). Ahmad
and Golic (1996) also recovered variegating P insertions in euchromatic regions
at a site of intercalary heterochromatin. These results suggested that there was
more to learn about position effects than had been suspected before, because P
insertions can give a variegated phenotype in locations that do not give a PEV
phenotype in chromosomal rearrangements (Fig. 1.4).

An important question about variegation produced by P element inser-
tion is whether it is generated by the same mechanism as chromosomal
rearrangement-induced PEV. One test of this is to determine the effect of
known modifiers of PEV on the transposon insertion phenotype. Talbert et al.
(1994) observed that the PEV phenotype of a transposon insertion in the
telomeric region of 3R was not altered by modifiers of the PEV effect given by
wm4. Wallrath and Elgin (1995) showed the known PEV-modifying mutations,
Su(var)2–502 and Su-var(2)101, suppressed the PEV phenotypes of all pericentric
and fourth chromosome insertions, including insertions near the telomere of
the fourth chromosome, but did not suppress the variegation produced by six
different insertions located near the telomeres of 2R, 2L, or 3R. Comparing flies
with XO and XXY genotypes showed that increasing the amount of heterochro-
matin suppressed the variegation phenotype of 13 inserts in the pericentric
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heterochromatin or in the fourth chromosome, but had no effect on 7 insertions
in or near the telomeres of 2R, 3L, or 3R (Wallrath and Elgin, 1995). A second
test of PEV is to determine whether variegation is eliminated when the
variegated allele is removed from its location. Ahmad and Golic (1996) demon-
strated that if an inserted P element that is showing variegation in somatic cells is
physically removed from the chromosome to an extrachromosomal circle using
the flippase (FLP) recombinase system, the gene expression is restored. All of the
insert lines they tested responded to modifiers of PEV (enhancement in XO
males and suppression by the Su(var)205502 mutation), but none of their inser-
tions were located at a telomere. These results indicate that PEV generated by P
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element insertions in nontelomeric locations behaves like chromosomal rear-
rangement PEV, but that inserts in the telomeric regions have different proper-
ties. These results suggest that there may be differences in the mechanisms that
produce telomeric insertion PEV phenotypes.
C. Pairing-dependent dominant PEV: Trans-inactivation

The first PEV-inducing rearrangements recovered gave mostly recessive pheno-
types. For example, an individual heterozygous for the In(1)wm4 chromosome
and a normal chromosome (In(1)wm4/wþ) has a wild-type phenotype because the
breakpoint in the In(1)wm4 chromosome has no trans-inactivation effect on thewþ

allele in the normal chromosome. Chromosomal rearrangements that give a
dominant PEV phenotype are rare. One well-studied example consists of rearran-
gements that affect the brown (bw) gene. Several inversions with one breakpoint
in heterochromatin and another in the 59C6–59F3 interval of chromosome 2R
have been recovered that give a dominant variegating brown eye PEV phenotype
(Schultz, 1936; Slatis, 1955). Flies that are heterozygous for such a rearrangement
and a normal chromosome containing a wild-type allele of the brown gene have a
variegating brown eye color phenotype. This indicates that the breakpoint has a
trans-inactivation effect on the bwþ allele in the normal chromosome. A domi-
nant brown allele (bwD) was discovered that is not associated with an inversion
but which carries an insertion of a block of 1.6 mb of centromeric heterochroma-
tin in the bw locus (Hinton, 1940, 1942; Hinton and Goodsmith, 1950; Slatis,
1955). Flies with a bwD/bwþ genotype have a bw PEV phenotype. Removal of the
heterochromatic block by further rearrangement eliminates the PEV effect
(Hinton and Goodsmith, 1950). The dominant bwD PEV phenotype is altered
by suppressors of euchromatic gene PEV (Csink and Hennikoff, 1996). These
findings confirmed that the dominant trans-inactivation effect of bwD is due to the
presence of adjacent heterochromatin, and that the effect is a PEV effect.

Northern analysis indicates that bwD/bwþ individuals produce no
detectable mRNA from either allele (Dreesen et al., 1988; Henikoff and
Dreesen, 1989). Thus, the dominant bw effect results from an inactivation of
transcription of bw alleles in both chromosomes. The obvious question is how
the insertion of a block of heterochromatin in one chromosome can affect the
transcription of the allele on the other homologue. The key to this trans-inacti-
vation effect is homologous chromosome pairing (Sass and Henikoff, 1999).
When a fly has two bw variegating rearrangements with different breakpoints
that disrupt somatic chromosome pairing, the PEV phenotype is also reduced
(Henikoff and Dreesen, 1989). Confirmation that pairing is the key to
bw-dominant trans-inactivation came when bwD was combined with duplications
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containing extra copies of the bwþ in other chromosomal locations, where they
do not pair with the normal locus. In such cases, the inserted bwþ is not
inactivated by bwD (Dreesen et al., 1991).

The idea that somatic pairing of chromosomes is important for normal
function and might be a factor in PEV is an old one (Ephrussi and Sutton, 1944;
Henikoff, 1994). How might pairing with a chromosome containing bwD cause
trans-inactivation of the bwþ allele on the non-rearranged chromosome? The
inserted heterochromatic block in bwD contains multiple copies of the AAGAG
sequence, a sequence that is one of the most abundant in the genome and which
is found on each chromosome, and which is especially common in the pericentric
region of chromosome 2 (Lohe et al., 1993). Tracking the nuclear location of the
bw insert using fluorescent in situ hybridization (FISH) shows that in the inter-
phase nucleus, this block becomes associated with a region of the nucleus where
the 2R-centric heterochromatin is localized (Csink et al., 2002; Dernburg et al.
1996). The silencing of bwD is thus correlated with the localization of the bwD

allele and the paired bwþ allele to a heterochromatic region of the nucleus. This
suggested that the dominant bwD PEV effect is due to the bwD allele dragging the
paired bwþ allele on the other homologue to a nuclear compartment where
heterochromatic pairing results in gene inactivation. In a further investigation,
the expressions of a series of P element insertions at different locations along the
normal 2R chromosome were assayed when paired with the bwD chromosome to
determine the chromosomal extent of this trans-inactivation effect. An insertion
45 kb from the bwD insertion was inactivated but inserts 280 and 460 kb from bw
were not inactivated (Csink et al., 2002). When the bwD insert was introgressed
into Drosophila simulans, which has AAGAG sequences in the centric region of
the X chromosome but not the second chromosome, the insert continued to
associate with the centric region of the second chromosome, suggesting that the
heterochromatic association effect is not sequence specific but is an association
with the nearest large block of heterochromatin (Sage and Csink, 2003). Recent
studies suggest that this heterochromatic-pairing brown-dominant PEV may not
be unique, and that heterochromatic insertions in other euchromatic regions
may show trans-association/inactivation (Sage and Csink, 2003; Thakar and
Csink, 2005). This suggests that trans-inactivation by heterochromatic insertion
may be an important mechanism of gene silencing.
IV. GENOME ORGANIZATION AND PEV

The study of PEV has been instrumental in advancing our appreciation of the
role that chromatin structure and genome organization play on the regulation of
gene expression. In particular, the ability to isolate modifiers of the PEV-silenc-
ing effect in genetic screens resulted in identification of a large number of
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chromosomal and nuclear architectural factors that are important for long-range
control of gene expression (Table 1.1). Analysis of these factors has allowed us to
develop a molecular understanding of the different processes contributing to the
establishment or maintenance of active versus silent chromosomal domains and
especially it has illuminated the critical role that heterochromatin plays in genome
organization. In this section, we will review key aspects of chromatin structure and
will examine some of the genes that affect PEV penetrance and the molecular
mechanisms underlying the phenomenon. We will consider recent studies that
underscore the link between heterochromatin formation and nuclear organization.
A. Chromatin structure

The primary packaging unit of chromatin is the nucleosome, composed of
147 bp of DNA wrapped around a histone octamer composed of two subunits
each of the core histones H2A, H2B, H3, and H4 (reviewed in Luger, 2006).
The histone globular domains are arranged in the interior of the nucleosome,
while their unstructured tail domains project outwards where they are targets for
a range of posttranslational modifications, including acetylation, phosphoryla-
tion, methylation, ADP-ribosylation, ubiquitination, sumoylation, and biotiny-
lation. These modifications have been proposed to regulate genomic function by
influencing chromatin structure both by altering the biophysical contacts
between DNA and histones and by providing specific binding sites for different
classes of chromatin-binding proteins (reviewed in Kouzarides, 2007). Thus,
the modified histone tails provide a signaling platform that integrates output
from various signal transduction pathways ultimately specifying the level of
higher order chromatin folding (Cheung et al., 2000; Fischle et al., 2003;
Turner et al., 1992).

Hyperacetylation of histones H3 and H4 and methylation of H3K4 are
correlated with the establishment of transcriptionally active chromatin across a
wide range of species from yeast to Drosophila to human (Bernstein et al., 2005;
Pokholok et al., 2005; Schubeler et al., 2004). Acetylation neutralizes the basic
charge of the lysine residue, which is thought to reduce histone tail interaction
with the acidic phosphate residues of DNA, making it more accessible for
transcription (Wade et al., 1997), and acetylation of the H4K16 residue, in
particular, has been shown to physically impede the formation of higher
order folded structures as well as block nucleosome sliding by the Drosophila
ATP-utilizing chromatin assembly and remodeling factor (ACF) chromatin-
remodeling complex in vitro (Shogren-Knaak et al., 2006). But
besides changing the biophysical properties of chromatin fiber behavior, lysine
acetylation also generates specific docking sites for distinct bromodomain
proteins that have been found in a variety of different transcriptional activators
and chromatin-remodeling complexes; binding to these sites can be influenced



Table 1.1. Nuclear PEV Modifiers of wm4

Locus Function References

Histone-modifying enzymes/histone variants
JIL-1 H3S10 kinase Wang et al., 2001; Ebert

et al., 2004; Bao et al.,

2007a

Su(var)3–9 H3K9 methyltransferase Reuter et al., 1986;

Schotta et al., 2003b

G9a H3K9 methyltransferase Mis et al., 2006

HDAC1/RPD3 Histone deacetylase De Rubertis et al., 1996;

Mottus et al., 2000

Chameau Histone acetyltransferase

(HAT)

Grienenberger et al., 2002

Reptin HAT complex Qi et al., 2006

H2Av H2A variant Swaminathan et al., 2005

Chromosomal proteins
Su(var)2–5/HP1 H3K9me-binding James and Elgin, 1986;

Eissenberg et al., 1990

HP2 AT Hook protein Shaffer et al. 2002

D1 AT Hook protein Aulner et al., 2002

Su(var)3–7 DNA binding (Zn finger) Reuter et al., 1990;

Cléard and Spierer, 2001

Modulo DNA binding Perrin et al., 1998;

Büchner et al., 2000

trl/GAGA factor DNA binding Dorn et al., 1993;

Farkas et al., 1994

Bonus Nuclear receptor cofactor Beckstead et al., 2005

mus209 Proliferating cell nuclear

antigen (PCNA); DNA

replication and repair

Henderson et al., 1994

Cramped Pc-G gene; DNA replication Yamamoto et al., 1997

Zeste Transvection Hazelrigg and Petersen,

1992

E(var)3–95E E2F transcription factor; cell

cycle

Seum et al., 1996

ORC2 Replication; complexes with

HP1

Pak et al., 1997

HOAP Complex with HP1/ORC;

HMG-like

Shareef et al., 2001

DRE4/spt16 Facilitates chromatin

transcription (FACT)

complex

Nakayama et al., 2007

Nuclear and chromosome architecture
Lamin Dm0 Nuclear lamina/architecture Bao et al., 2007b

Su(var)2–10/PIAS Nuclear organization Reuter and Wolff, 1981;

Hari et al., 2001

Piwi RNAi Pal-Bhadra et al., 2004

(Continues)
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Table 1.1. (Continued)

Locus Function References

Homeless/Spn-E RNAi Pal-Bhadra et al., 2004

Aubergine RNAi Pal-Bhadra et al., 2004

mod/mdg4 [E(var)

3–93D)]

Boundary element Dorn et al., 1993;

Gerasimova et al., 1995

BEAF-32 Boundary element Zhao et al., 1995;

Gilbert et al., 2006

Lip/Rm62 Helicase Csink et al., 1994

dCAP-G Condensin subunit Dej et al., 2004

gluon/SMC4 Condensin subunit Cobbe et al., 2006

wapl Chromosome adhesion? Verni et al., 2000
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by neighboring posttranslational modifications on the histone tail, thus
providing a combinatorial complexity to the signaling process (Dyson et al.,
2001; Yang, 2004). Although histone acetylation is generally associated with
active chromatin regions, acetylation of H4K12 is found in heterochromatic
regions, suggesting that acetylation at particular sites may mediate specific effects
on chromatin function (Turner et al., 1992).

Whereas acetylation is, with few exceptions, associated with euchroma-
tin, different methylated histone modifications have been found to play an
important role in differentiating active (euchromatic) chromosomal domains
from silenced (heterochromatic) domains (reviewed in Lachner et al., 2003). In
general, the “activating” modifications consist of methylated H3K4, H3K36, and
H3K79, while the “silencing” modifications are composed of methylated H3K9,
H3K27, and H4K20. Thus, identification of the enzymes affecting these mod-
ifications and elucidating the mechanisms underlying their targeting promised to
provide significant insight in the specification of chromatin domains. Given that
the early genetic and cytogenetic experiments indicated that PEV occurs when
heterochromatin spreads into juxtaposed euchromatic sequences, it was antici-
pated that many of the modifiers of position effect would fall into the categories
of histone-modifying and histone-binding proteins (Schotta et al., 2003a).
1. Methylation and the spread of heterochromatin

Three Su(var) gene products that were of early interest due to their heterochro-
matic localization, their “haplo-suppressor/triplo-enhancer” behavior, and their
physical and genetic interactions were SU(VAR)2–5 (also known as SU(VAR)
205, heterochromatin protein 1, or HP1) (Eissenberg et al., 1990; James and
Elgin, 1986; James et al., 1989), SU(VAR)3–7 (Cléard and Spierer, 2001; Cléard
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et al., 1997; Reuter et al., 1990), and SU(VAR)3–9, the latter of which is one of
the strongest modifiers of PEV known, showing dominance over nearly all other
enhancers of variegation tested (Reuter et al., 1986; Tschiersch et al., 1994;
Wustmann et al., 1989). Interestingly, one of the only two exceptions was ptnD,
which is a gain of function allele of Su(var)3–9 that causes ectopic localization of
the protein to euchromatic sites (Kuhfittig et al., 2001). A critical advance in the
field of heterochromatin biology came from the findings that (1) the mammalian
orthologs of SU(VAR)3–9 encode a methyltransferase that specifically methy-
lates H3K9 (Rea et al., 2000), an activity that is conserved in Drosophila
SU(VAR)3–9 (Czermin et al., 2001; Schotta et al., 2002) and (2) the chromo-
domain of HP1 binds to the methylated K9 of histone H3 (Bannister et al., 2001;
Lachner et al., 2001). The silencing activity of HP1 was disrupted when its ability
to bind methylated H3K9 was abolished by mutation (Jacobs et al., 2001).
Because the H3K9 methyltransferase SU(VAR)3–9 associates both with the
H3K9 deacetylase HDAC1 (Czermin et al., 2001) and with HP1 (Schotta
et al., 2002; Yamamoto and Sonoda, 2003), a spreading model for heterochro-
matin involving these components was proposed in which deacetylation of
H3K9 clears the residue for methylation by SU(VAR)3–9 to enable HP1 bind-
ing, which, in turn, recruits additional SU(VAR)3–9 to methylate the adjacent
nucleosome that provides another HP1-binding site in a self-propagating process
(Grewal and Elgin, 2002; Schotta et al., 2003b).
2. Initiation of heterochromatin formation

In recent years, a number of studies have indicated that RNAi-mediated silencing
pathways can initiate the formation of heterochromatin (reviewed in Grewal and
Rice, 2004; Matzke and Birchler, 2005; Zaratiegui et al., 2007). This pathway was
first identified in S. pombe where mutations in components of the RNAi pathway
were found to disrupt centric heterochromatin silencing (Verdel et al., 2004).
Transcripts from repetitive elements in the centromeric region are processed into
siRNAs that are incorporated into a RITS (RNAi-induced transcriptional silenc-
ing) complex that recognizes and binds homologous regions to initiate gene
silencing mediated via H3K9 methylation (Verdel and Moazed, 2005; Verdel
et al., 2004). Drosophila centromeres are also composed of short satellite- and
transposon-fragment repeats (Sun et al., 1997) that are actively transcribed
(Lakhotia and Jacob, 1974) and transgenes inserted into these regions show
PEV (Cryderman et al., 1998; Wallrath and Elgin, 1995; Wallrath et al., 1996).
Mutations in genes encoding the RNAi pathway Argonaute homologues piwi,
aubergine, and the helicase homeless disrupt HP1 localization and suppress
transgene silencing, indicating a similar mechanism for RNAi-mediated hetero-
chromatin assembly operates in Drosophila as well (Pal-Bhadra et al., 2004).



24 Girton and Johansen
Mutants in Argo2, another RNAi argonaut family member, showed defects in
centromeric heterochromatin assembly, including abnormal HP1 localization
and defects in H3K9 methylation (Deshpande et al., 2005).
3. Terminating heterochromatic spreading

That PEV is, by definition, a variegated phenotype indicates that chromosomal
silencing can spread different lengths in different cells, and the question of what
terminates the spreading is not well understood. Because of the “haplo-supressor/
triplo-enhancer” behavior of certain key components of heterochromatin, some
models have postulated that heterochromatic-promoting factors are present in
limiting amounts and spreading continues until components are exhausted
(Locke et al., 1988; Zuckerkandl, 1974). Alternatively, a “boundary model”
was proposed in which discrete sites promoted initiation and termination of
heterochromatin (Tartof et al., 1984), but discrete sites conferring these activ-
ities could not be identified. Recently, the examination of PEV in JIL-1 mutants
in Drosophila has revealed a role for H3S10 phosphorylation in antagonizing
heterochromatic spreading that suggests both models may apply in different
genomic contexts (Bao et al., 2007b; Ebert et al., 2004; Lerach et al., 2006;
Zhang et al., 2006). The JIL-1 histone H3S10 tandem kinase localizes specifically
to euchromatic interband regions of polytene chromosomes (Jin et al., 1999;
Wang et al., 2001) and loss of JIL-1 results in an array of chromosomal defects,
including disruption of banded regions that normally do not contain JIL-1 (Deng
et al., 2005). Alterations in band morphology in these mutants is accompanied by
extensive spreading of the major heterochromatin markers H3K9me2 and HP1
to ectopic locations on the chromosome arms with the most pronounced increase
on the X chromosomes (Zhang et al., 2006). As would be expected, if JIL-1 is
required to “mark” euchromatic regions and terminate heterochromatic spread-
ing, when a white reporter transgene is inserted into pericentric heterochromatin
JIL-1 loss-of-function alleles act as enhancers of variegation (i.e., the white gene
is silenced; Bao et al., 2007b). However, these very same JIL-1 loss-of-function
alleles act as suppressors of variegation for the wm4 inversion chromosome
(Lerach et al., 2006). In this case, the redistribution of the major heterochromatin
markers to ectopic locations on the chromosome arms in JIL-1 loss-of-function
mutants decreases the concentration of these components at the centromere,
and the increased expression of the white gene reflects the reduced extent of
pericentromeric silencing (Lerach et al., 2006) (Fig. 1.5). A gain-of-function
JIL-1 allele JIL-1Su(var)3–1, however, is able to mark the euchromatin and prevent
silencing in both instances (Bao et al., 2007b; Ebert et al., 2004). JIL-1Su(var)3–1[3]

is a C-terminal truncation that retains its ability to phosphorylate H3S10
but is mislocalized, showing a broad distribution on polytene chromosomes
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Figure 1.5. Three diagrams illustrating position-effect variegation (PEV) inactivation of genes by heterochromatic spreading. (A) In a genome with normal

amounts of JIL-1 protein, heterochromatic spreading from the wm4 inversion breakpoint often reaches the white gene; the gene is hetero-

chromatized and is silenced. (B) In a genotype with significantly reduced JIL-1 levels, ectopic heterochromatization is widespread, resulting in

lower levels of heterochromatic factors at the centromere. Therefore, heterochromatic spreading does not extend as far into the euchromatin and

usually does not reach the white gene, leaving the gene euchromatic and active. (C) If a P element inserts a copy of the white gene into

heterochromatin in a genotype where JIL-1 is present, JIL-1 often establishes a euchromatic chromatin structure at the white gene, the gene is

protected from becoming heterochromatized, and the gene remains active. If the same insert is in a genome where JIL-1 is not present, the white
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(Ebert et al., 2004; Zhang et al., 2006). Ectopic H3S10ph appears to restrict the
formation of heterochromatin, both at the wm4 inversion breakpoint and in the
pericentric transgenes, resulting in a dominant suppression of variegation (Bao
et al., 2007b; Ebert et al., 2004). Recently, H3S10 phosphorylation has been
shown to displace HP1 binding to methylated H3K9 during mitosis (Fischle
et al., 2005; Hirota et al., 2005). Likewise, JIL-1 kinase phosphorylation of
H3S10 may displace or prevent HP1 binding, thereby terminating heterochro-
matic spreading at that site in order to establish a euchromatic domain (Johansen
and Johansen, 2006). Consistent with this model, the JIL-1Su(var)3–1 C-terminal
truncation alleles are dominant over the triplo-enhancer effects of Su(var)3–9
and HP1 (Ebert et al., 2004).

A second mechanism that operates to restrict heterochromatic spreading
is the incorporation of the histone variant H3.3 into actively transcribed regions
(Ahmad and Henikoff, 2002; Schwartz and Ahmad, 2005). Genome-wide
profiling of histone H3.3 replacement patterns revealed that H3.3 is also
enriched far upstream and downstream of active genes, but it was suggested
this may reflect intergenic transcription that is now known to be widespread
(Mito et al., 2005). Recently, GAGA factor was found to interact with FACT
(facilitates chromatin transcription) complex to direct H3.3 replacement
(Nakayama et al., 2007). GAGA factor had originally been identified as the
enhancer of variegation E(var)3–93D (Dorn et al., 1993) and in this recent
study, mutation in either GAGA factor or in DRE4/spt16, a subunit of FACT,
enhanced wm4 PEV (Nakayama et al., 2007). Furthermore, the GAGA factor–
FACT complex occupies a site where H3K4 methylation peaks and H3K9
methylation dips, suggesting that the remodeling activity of GAGA–FACT
serves a barrier function against heterochromatic spreading and silencing
(Nakayama et al., 2007). The absence of such a barrier may result in expanded
heterochromatic silencing, thus titrating heterochromatic factors away from the
pericentromeric region resulting in an e(var) phenotype in the GAGA mutant.
B. Nuclear organization

The phenomenon of bwD PEV in which chromosomal pairing brings a functional
bw allele into a “silencing compartment” underscores the impact of nuclear
organization on gene expression (Csink and Hennikoff, 1996; Csink et al., 2002;
gene is not protected. The establishment of ectopic heterochromatic sites throughout

the chromosomes lowers the level of heterochromatic factors in the pericentric region.

However, the basal level of pericentric heterochromatin, maintained by the RNAi

system that generates heterochromatin, is sufficient to spread into the inserted white

gene, the gene becomes heterochromatized, and is silenced.
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Dernburg et al., 1996). The functional consequences of long-range nuclear reorga-
nization on gene expression were examined by FISH for three known variegating
genes located on different chromosomes and in each case a strong correlation was
observed between silencing and association with centromeric satellite sequences
(Harmon and Sedat, 2005). Thus, changes in nuclear chromosomal organization
have clear consequences on gene expression. What establishes the organization of
the nucleus, however, is still not well understood (Jackson, 2003; Lanctôt et al.,
2007; Misteli, 2007).

Lamins are the best characterized nuclear architectural components to
date and their role in chromosomal organization and gene expression is increas-
ingly appreciated (reviewed in Hutchison, 2002; Goldman et al., 2005). Associ-
ation of genes with the nuclear lamina is generally linked to gene silencing
(Andrulis et al., 1998; Taddei and Gasser, 2004), although in some cases inter-
action with nuclear pore complex components is associated with transcriptional
activation (Casolari et al., 2004; Ishii et al., 2002; Mendjan et al., 2006). In a
recent study, Pickersgill et al. (2006) identified �500 genes that interact with
lamin Dm0 (the Drosophila B-type lamin) and found that they are transcription-
ally repressed. Lamin-bound genes tend to be clustered in the genome, develop-
mentally coregulated, have long intergenic domains, and lack active histone
marks, suggesting that these regions likely comprise compacted chromatin
(Pickersgill et al., 2006). Consistent with lamins playing a role in epigenetic
regulation of gene expression, a lamin Dm0 C-terminal truncation mutant
LamAri3 modified the PEV of wm4 (Bao et al., 2007a). However, this allele
shows an enhancer of variegation effect indicating increased silencing when the
C-terminus is deleted, indicating that the role of lamin B in organizing
chromatin domains is complex. Although interaction with lamin B is
associated with gene silencing (Pickersgill et al., 2006), the PEV studies suggest
that lamin B’s C-terminus may play a role in reversing silencing effects (Bao
et al., 2007a).

Interaction between nuclear lamins and chromatin is thought to regu-
late higher order chromatin organization and a direct physical interaction
between lamin Dm0 and histone H2A has been reported (Mattout et al., 2006;
Rzepecki et al., 1998). In addition, different chromatin-organizing proteins have
been found to interact with nuclear lamins and nuclear envelope proteins and
the nature of these activities may facilitate the complex integration of various
signaling pathways to influence genome organization and gene regulation
(Gruenbaum et al., 2005). Signaling to the chromatin may be mediated at several
different levels besides physical association to the lamina. For example, the
nuclear envelope protein LAP2� recruits a histone deacetyltransferase to the
periphery, thus triggering silencing histone modifications in this domain
(Somech et al., 2005).
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The nuclear lamina has also been found to bind the ubiquitin ligase
dTopors (Topoisomerase-I-interacting protein), which functions in concert with
proteins that bind to a chromatin regulatory domain known as an insulator or
boundary element (Capelson and Corces, 2005; Wei et al., 2005; West et al.,
2002). Insulators block enhancer interactions (Geyer and Corces, 1992; Kellum
and Schedl, 1992) and block the spreading of one chromatin state into another
(Sun and Elgin, 1999). The gypsy insulator sequence was originally identified as a
gypsy retrotransposon insertion that blocked enhancer function at the yellow
locus by introducing a Su(Hw) (suppressor of Hairy wing)-binding site (Geyer
and Corces, 1992; Parkhurst et al., 1988; Roseman et al., 1993). The Su(Hw)
protein binds to BTB/POZ-domain proteins (Broad complex Tramtrack, Bric-
abrac/Poxvirus and Zinc finger), CP190 (Pai et al., 2004) and mod/mdg4
(Gerasimova et al., 1995; Ghosh et al., 2001) to form a complex with dTopors
at the nuclear periphery that is thought to isolate regions of DNA in “insulator
bodies” (Capelson and Corces, 2004; Gerasimova et al., 2000). The presence of
gypsy insulator sequences at endogenous sites in the genome suggests that this
may provide a means to compartmentalize the genome and prevent heterochro-
matic spreading into active euchromatic regions (Parnell et al., 2006; Ramos
et al., 2006). Consistent with a role in limiting heterochromatic spreading,
mod/mdg4 was originally identified as the enhancer of variegation E(var)3–93D
(Dorn et al., 1993).

Because there are significantly more chromosomal-binding sites for
Su(Hw) and mod/mdg4 than genomic consensus Su(Hw) DNA-binding sites
(Parnell et al., 2006; Ramos et al., 2006), it is not known whether the PEV
modifier effects observed in the mod/mdg4mutant reflect activities related direct-
ly to gypsy insulator function, activities at other as-yet uncharacterized chromo-
somal sites, or is the indirect consequence of the nuclear reorganization that has
been found to occur when gypsy insulator components are disrupted (Gerasimova
et al., 2000; Pai et al., 2004). One plausible scenario is that if the mod/mdg4
mutation compromises the insulator’s barrier function to heterochromatic
spreading, the resultant increased euchromatic distribution of heterochromatic
factors reduces their levels at the pericentromeric regions resulting in decreased
spreading at the wm4 inversion and an E(var) phenotype, much as occurs for JIL-1
(Bao et al., 2007b). Likewise, proper insulator function also depends on the
presence of functional RNAi-mediated pathways, perhaps to ensure the genera-
tion of heterochromatin and thus the appropriate sequestration of heterochro-
matic components at centromeric regions. When Argonaute RNAi pathway
genes are mutated, nuclear architecture is disrupted and insulator activity
is decreased (Lei and Corces, 2006). Furthermore, CP190 interacts with Rm62/Lip
(Lei and Corces, 2006), a DEAD-box helicase that has also been identified as a
modifier of PEV and is required for dsRNA-mediated silencing, heterochromatin
formation, and transposon silencing (Csink et al., 1994; Ishizuka et al., 2002). These
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results underscore the relationship between genome organization/chromatin pack-
agingofeuchromatic sitesandthe levelsofheterochromatic factors thatareavailable
to spread at pericentromeric sites (i.e., the inversion breakpoint).

Another nuclear domain besides the periphery that has been associated
with silencing is the nucleolus (Lawrence and Pikaard, 2004; Lewis and Pikaard,
2001; Wang et al., 2005; Yasufzi et al., 2004) and chromosomal inversions that
place the white gene adjacent to the nucleolar organizer region (NOR) exhibit PEV
consistent with different levels of gene silencing (Spofford and DeSalle, 1991).
Recently, it was found that heterochromatin-mediated silencing pathways
including the RNAi pathway, HP1, and H3K9 methylation regulate nucleolar
organization and structural integrity (Peng and Karpen, 2006). In most of the
RNAi pathway mutants examined as well as in Su(var)2–5/HP1 and Su(var)3–9
mutants, heterochromatic repeated DNAs became dispersed and multiple, ectopic
nucleoli were formed. In addition, significant amounts of extrachromosomal circles
(ecc) of rDNA accumulated (Peng and Karpen, 2006). It was proposed that loss of
heterochromatization in the NOR correlates with increased recombination or
repair rates in this repetitive sequence region with subsequent accumulation of
ecc rDNAs when errors occurred (Peng and Karpen, 2006). In support of this idea,
mutation in Ligase4, a DNA repair enzyme, suppressed ecc generation (Peng and
Karpen, 2006). A connection between DNA synthesis/repair and heterochromatin
behavior has been inferred by a number of studies showing that mutations in
different factors involved in these processes act as PEV modifiers (Table 1.1).
Another mutation that disrupts nucleolar and chromosomal organization in
Drosophila, Su(var)2–10/dPIAS (Hari et al., 2001), also was originally identified as
a modifier of PEV (Reuter and Wolff, 1981). Interestingly, a correlation between
deregulation of chromatin-silencing and disruption of nuclear organization has
also been observed in yeast (Teixeira et al., 2002), suggesting that the link
between heterochromatin behavior and nuclear organization is a general feature
of eukaryotes.
V. CONCLUDING REMARKS

Studies of the control of gene regulation that began with the discovery of
PEV and the chromosomal conditions that cause it have brought us a long way
toward understanding the role of chromatin structure in the regulation of gene
expression. Studies of chromosome rearrangements and P element insertions
demonstrated that a change in chromatin structure from euchromatic to hetero-
chromatic leads to gene silencing and that this silencing effect has specific
characteristics that are amenable to analysis. The identification of mutations
that modify the PEV phenotype identified a number of factors that are part of or
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regulate the formation or maintenance of heterochromatin and euchromatin.
The findings of these studies indicate that control of gene expression is a complex
process involving regulatory mechanisms that are integrated at multiple hierar-
chical levels ranging from the primary DNA sequence to the chromatin packag-
ing of DNA and higher order chromosomal folding to the three-dimensional
spatial organization of chromosomes within the nucleus (reviewed in van Driel
et al., 2003; Misteli, 2007). A key component of this process may be the
modification of histone N-terminal tails to “mark” a region of chromatin for
the activation of a number of specific downstream responses (Fischle et al., 2003;
Kouzarides, 2007; Strahl and Allis, 2000; Turner, 2002) such as the establish-
ment of transcriptionally active chromatin (Brownell and Allis, 1996; Csordas,
1990; Turner, 2000) or higher level folding associated with silencing (Turner,
2002; Zhang and Reinberg, 2001). However, regulation of gene expression at the
level of the nucleosome goes beyond the modification of histone tails. Genes that
are actively transcribed are often subject to nucleosomal remodeling by
chromatin-remodeling complexes (Becker and Horz, 2002; Workman and
Kingston, 1998) and characterized by nucleosome-free or “DNase-hypersensi-
tive” sites, whereas silenced or heterochromatic regions are characterized by
tightly packed, ordered nucleosomal arrays (Elgin, 1988; Wallrath and Elgin,
1995). Besides the local remodeling of a small number of nucleosomes in the
promoter region, larger scale nucleosomal remodeling is also implicated in the
unfolding of large chromatin domains (Dietzel et al., 2004; Neely and Workman,
2002; Peterson, 2003; Tumbar et al., 1999). Current models suggest that within
the nucleus, there exist regions of condensed silent chromatin interspersed with
regions of decondensed, active chromatin. A clear example of this is found
within the band-interband pattern observed in Drosophila larval polytene chro-
mosomes (Labrador and Corces, 2002). The challenge is to identify the mole-
cules and molecular mechanisms that determine how this organization is
established and maintained and the signal transduction events that regulate
this process.

A constructive way to think about heterochromatin is in quantitative
terms. The Drosophila genome contains a finite number of repeated sequences
that interact with the RNAi system to utilize a fixed quantity of heterochromatic
factors that can bind to and heterochromatize a set length of chromatin.
The concentration of these factors is normally high in the pericentric chromo-
somal regions, which serve as a reservoir for heterochromatic components.
The amount of chromatin that is heterochromatic during interphase is a dynamic
balance between the number of heterochromatic factors and the number of
chromatin sites available for binding. Anything that increases the number of
sites or decreases the number of factors will decrease the pericentric concentra-
tion and anything that decreases the number of sites or increases the number
of factors will increase the pericentric concentration. Consider three types of
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Su(var) phenotypes. (1) The addition of Y chromosomes or heterochromatic
regions increases the sequences competing to bind heterochromatic factors. This
increased competition lowers the concentration of heterochromatic factors in
the pericentric heterochromatin. (2) Mutations that reduce the dose of genes
that code for structural components of heterochromatin (e.g., HP1) also reduce
the quantity of heterochromatic factors in pericentric regions. (3) JIL-1 proteins
establish euchromatic regions that are resistant to heterochromatic factor
binding. In loss-of-function JIL-1 mutants, ectopic-binding sites for heterochro-
matic factors are established throughout the genome that compete for hetero-
chromatic factors. This reduces the concentration of heterochromatic factors in
pericentric regions. In all three cases, the lower level of heterochromatic factors
in pericentric regions means that heterochromatin cannot spread as far into
euchromatin from a breakpoint and adjacent genes are not inactivated as often,
resulting in a Su(var) phenotype. E(var) phenotypes result from mutations that
increase the concentration of heterochromatic factors in the pericentric regions,
leading to increased lengths of spreading from breakpoints.

The details of a number of the most interesting aspects of PEV remain to
be explained. How does the regulation of genes normally residing in heterochro-
matic regions differ from that of genes residing in euchromatic regions? How does
the PEV of genes inserted into telomeres by P element transposition differ from
that of those inserted into pericentric regions? What controls nuclear compart-
mentalization and how does this normally act to control gene regulation? These
and other questions are currently being actively investigated in a continuation of
an examination that began more than 75 years ago with the observation of a
novel color of the eyes of a fly.
Acknowledgments

We thank members of the lab for critical reading of the manuscript and for helpful comments. We

thank Drs. Lori Wallrath and Diane Cryderman (University of Iowa) for helpful discussion and for

providing the 118E-10 P element insertion line. The authors’ work on JIL-1 is supported by NIH

grant GM62916.
References

Ahmad, K., and Golic, K. G. (1996). Somatic reversion of chromosomal position effects inDrosophila

melanogaster. Genetics 144, 657–670.
Ahmad, K., and Henikoff, S. (2002). The histone variant H3.3 marks active chromatin by

replication-independent nucleosome assembly. Mol. Cell 9, 1191–1200.
Altorfer, N. (1967). Effect of the absence of the Y chromosome on the expression of the cubitus

interuptus phenotype in various translocations in Drosophila melanogaster. Genetics 55, 755–767.
Andrulis, E. D., Neiman, A. M., Zappulla, D. C., and Sternglanz, R. (1998). Perinuclear localization

of chromatin facilitates transcriptional silencing. Nature 394, 592–595.



32 Girton and Johansen
Aulner, N., Monod, C., Mandicourt, G., Julien, D., Cuvier, O., Sall, A., Janssen, S., Laemmli, U. K.,

and Käs, E. (2002). The AT-hook protein D1 is essential for Drosophila melanogaster development

and is implicated in position-effect variegation. Mol. Cell. Biol. 22, 1218–1232.
Bahn, E. (1971). Position effect variegation for an isoamylase inDrosophila melanogaster.Hereditas 67,

79–82.

Baker, W. K. (1953). V-type position effects on a gene normally found in heterochromatin. Genetics

38, 328–344.
Baker, W. K. (1971). Evidence for position effect suppression of the ribosomal RNA cistrons in

Drosophila melanogaster. Proc. Natl. Acad. Sci. USA 68, 2472–2476.
Baker, W. K., and Reim, A. (1962). The dichotomous action of Y chromosomes on the expression of

position-effect variegation. Genetics 47, 1399–1407.
Baker, W. K., and Spofford, J. B. (1959). Heterochromatic control of position-effect variegation in

Drosophila. Univ. Texas Publ. 5914, 135–154.
Baksa, K., Morawietz, H., Dombradi, V., Axton, M., Taubert, H., Szabo, G., Torol, I., Udvardy, A.,

Gurkovics, B., Szoor, B., Gilover, D., Reuter, G., et al. (1993). Mutations in the protein phospha-

tase 1 gene at 87B can differentially affect suppression of position-effect variegation and mitosis

in Drosophila melanogaster. Genetics 135, 117–125.
Bannister, A. J., Zegerman, P., Partridge, J. F., Miska, E. A., Thomas, J. O., Allshire, R. C., and

Kouzarides, T. (2001). Selective recognition of methylated lysine 9 on histone H3 by the HP1

chromo domain. Nature 410, 120–124.
Bao, X., Girton, J., Johansen, J., and Johansen, K. M. (2007a). The lamin Dm0 allele Ari3 acts as an

enhancer of position effect variegation of the wm4 allele in Drosophila. Genetica 129, 339–342.
Bao, X., Deng, H., Johansen, J., Girton, J., and Johansen, K. M. (2007b). Loss-of-function alleles

of the JIL-1 histone H3S10 kinase enhance position-effect-variegation at pericentric sites in

Drosophila heterochromatin. Genetics 176, 1355–1358.
Becker, P. B., and Horz, W. (2002). ATP-dependent nucleosome remodeling. Annu. Rev. Biochem.

71, 247–273.
Beckstead, R. B., Ner, S. S., Hales, K. G., Grigliatti, T. A., Baker, B. S., and Bellen, H. J. (2005).

Bonus, a Drosophila TIF1 homolog, is a chromatin-associated protein that acts as a modifier of

position-effect variegation. Genetics 169(2), 783–794.
Benner, D. B. (1971). Some evidence against the presence of suppressors of variegation on the

Y chromosome. Dros. Inform. Serv. 47, 72.
Bernstein, B. E., Kamal, M., Lindblad-Toh, K., Bekiranov, S., Bailey, D. K., Huebert, D. J.,

McMahon, E. K., Karlsson, E. K., Kulbokas, E. J. 3rd., Gingeras, T. R., Schreiber, S. L., and

Lander, E. S. (2005). Genomic maps and comparative analysis of histone modifications in human

and mouse. Cell 120, 169–181.
Brownell, J. E., and Allis, C. D. (1996). Special HATs for special occasions: Linking histone

acetylation to chromatin assembly and gene activation. Curr. Opin. Genet. Dev. 6, 176–184.
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Cléard, F., Delattre, M., and Spierer, P. (1997). SU(VAR)3–7: A Drosophila heterochromatin-

associated protein and companion of HP1 in the genomic silencing of position-effect variegation.

EMBO J. 16, 5280–5288.
Cobbe, N., Savvidou, E., and Heck, M. M. S. (2006). Diverse mitotic and interphase functions of

condensins in Drosophila. Genetics 172, 991–1008.
Cryderman, D. E., Cuaycong, M. H., Elgin, S. C., and Wallrath, L. L. (1998). Characterization of

sequences associated with position-effect variegation at pericentric sites in Drosophila heterochro-

matin. Chromosoma 107, 277–285.
Csink, A. K., and Hennikoff, S. (1996). Genetic modification of heterochromatic association and

nuclear organization in Drosophila. Nature 381, 529–531.
Csink, A. K., Linsk, R., and Birchler, J. A. (1994). The Lighten up (Lip) gene of Drosophila

melanogaster, a modifier of retroelement expression, position effect variegation and white locus

insertion alleles. Genetics 138, 153–163.
Csink, A. K., Bounoutas, A., Griffith, M. L., Sabl, J. F., and Sage, B. T. (2002). Differential gene

silencing by trans-heterochromatin in Drosophila melanogaster. Genetics 160, 257–269.
Csordas, A. (1990). On the biological role of histone acetylation. Biochem. J. 265, 23–38.
Czermin, B., Schotta, G., Hulsmann, B. B., Brehm, A., Becker, P. B., Reuter, G., and Imhof, A.

(2001). Physical and functional association of SU(VAR)3–9 and HDAC1 in Drosophila. EMBO

Rep. 2, 915–919.
Dej, K. J., Ahn, C., and Orr-Weaver, T. L. (2004). Mutations in the Drosophila condensin subunit

dCAP-G: defining the role of condensin for chromosome condensation in mitosis and gene

expression in interphase. Genetics 168, 895–906.
Demerec, M. (1940). Genetic behavior of euchromatic segments inserted into heterochromatin.

Genetics 25, 618–627.
Demerec, M. (1941). The nature of changes in the white–Notch region of the X chromosome of

Drosophila melanogaster. Proc. 7th Int. Genet. Congr. 99–103.

Demerec, M., and Slizynska, H. (1937). Mottled white258–18 of Drosophila melanogaster. Genetics 22,
641–649.

Deng, H., Zhang,W., Bao, X., Martin, J. N., Girton, J., Johansen, J., and Johansen, K. M. (2005). The

JIL-1 kinase regulates the structure of Drosophila polytene chromosomes. Chromosoma 114,
173–182.

Dernburg, A. F., Broman, K. W., Fung, J. C., Marshall, W. F., Philips, J., Agard, D. A., and

Sedat, J. W. (1996). Perturbation of nuclear architecture by long-distance chromosome interac-

tions. Cell 85, 745–759.
De Rubertis, F., Kadosh, D., Henchoz, S., Pauli, D., Reuter, G., Struhl, K., and Spierer, P. (1996). The

histone deacetylase RPD3 counteracts genomic silencing in Drosophila and yeast. Nature 384,
589–591.

Deshpande, G., Calhoun, G., and Schedl, P. (2005). Drosophila argonaute-2 is required early in

embryogenesis for the assembly of centric/centromeric heterochromatin, nuclear division, nuclear

migration, and germ cell formation. Genes Dev. 19, 1680–1685.
Dietzel, S., Zolghadr, K., Hepperger, C., and Belmont, A. S. (2004). Differential large-scale chroma-

tin compaction and intranuclear positioning of transcribed versus non-transcribed transgene

arrays containing �-globin regulatory sequences. J. Cell Sci. 117, 4603–4614.
Dobzhansky, T. (1936). Position effects on genes. Biol. Rev. 11, 364–384.



34 Girton and Johansen
Dorn,R.,Szidonya, J.,Korge,G.,Sehnert,M.,Taubert,H.,Archoukieh,E.,Tschiersch,B.,Morawietz,H.,

Wustmann, G., Hoffmann, G., and Reuter, G. (1993). P transposon-induced dominant enhancer

mutations of position-effect variegation inDrosophila melanogaster.Genetics 133, 279–290.
Dreesen, T. D., Johnson, D. H., and Henikoff, S. (1988). The brown protein of Drosophila

melanogaster is similar to the white protein and to components of active transport complex.

Mol. Cell. Biol. 8, 5206–5215.
Dreesen, T. D., Henikoff, S., and Loughney, K. (1991). A pairing-sensitive element that mediates

trans-inactivation is associated with Drosophila brown gene. Genes Dev. 5, 331–340.
Dubinin, N. P., and Sidorov, B. N. (1935). Position effect of the gene hairy. Biol. Zh. 4, 555–568.
Dyson, M. H., Rose, S., and Mahadevan, L. C. (2001). Acetyllysine-binding and function of

bromodomain-containing proteins in chromatin. Front. Biosci. 6, D853–D865.
Eberl, D. F., Duyf, B. J., and Hilliker, A. J. (1993). The role of heterochromatin in the expression of a

heterochromatic gene, the rolled locus of Drosophila melanogaster. Genetics 134, 277–292.
Ebert, A., Schotta, G., Lein, S., Kubicek, S., Krauss, V., Jenuwein, T., and Reuter, G. (2004). Su(var)

genes regulate the balance between euchromatin and heterochromatin in Drosophila. Genes Dev.

18, 2973–2983.
Ebert, A., Lein, S., Schotta, G., and Reuter, G. (2006). Histone modification and the control of

heterochromatic gene silencing in Drosophila. Chromosome Res. 14, 377–392.
Eissenberg, J. C., James, T. C., Foster-Hartnett, D. M., Ngan, V., and Elgin, S. C. R. (1990). Mutation

in a heterochromatin-specific protein is associated with suppression of position effect variegation

in Drosophila melanogaster. Proc. Natl. Acad. Sci. USA 87, 9923–9927.
Eissenberg, J. C., Morris, G. D., Reuter, G., and Hartnett, T. (1992). The heterochromatin-associated

protein HP-1 is an essential protein in Drosophila with dosage-dependent effects on position effect

variegation. Genetics 131, 345–352.
Elgin, S. C. (1988). The formation and function of DNase I hypersensitive sites in the process of gene

activation. J. Biol. Chem. 263, 19259–19262.
Ephrussi, B., and Sutton, E. (1944). A reconsideration of the mechanism of position effect. Proc.

Natl. Acad. Sci. USA 30, 183–197.
Farkas, G., Gausz, J., Galloni, M., Reuter, G., Gyurkovics, H., and Karch, F. (1994). The Trithorax-

like gene encodes the Drosophila GAGA factor. Nature 371, 806–808.
Farkas, G., Leibovitch, B. A., and Elgin, S. C. R. (2000). Chromatin organization and transcriptional

control of gene expression in Drosophila. Gene 253, 117–136.
Fischle, W., Wang, Y., and Allis, C. D. (2003). Regulation of HP1-chromatin binding by histone H3

methylation and phosphorylation. Nature 425, 475–479.
Fischle, W., Tseng, B. S., Dormann, H. L., Ueberheide, M. B., Garcia, B. A., Shabanowitz, J.,

Hunt, D. F., Funabiki, H., and Allis, C. D. (2005). Regulation of HP1-chromatin binding by

histone H3 methylation and phosphorylation. Nature 438, 1116–1122.
Gatti, M., and Pimpinelli, S. (1992). Functional elements in Drosophila melanogaster heterochroma-

tin. Annu. Rev. Genet. 26, 239–275.
Gerasimova, T. I., Gvozdev, V. A., and Birstein, V. (1972). Position effect variegation of Pgl locus

determining 6-phospogluconate dehydrogenase in Drosophila melanogaster. Dros. Inform. Serv.

48, 81.
Gerasimova, T. I., Gdula, D. A., Gerasimov, D. V., Simonova, O., and Corces, V. G. (1995).

A Drosophila protein that imparts directionality on a chromatin insulator is an enhancer of

position-effect variegation. Cell 82, 587–597.
Gerasimova, T. I., Byrd, K., and Corces, V. G. (2000). A chromatin insulator determines the nuclear

localization of DNA. Mol. Cell 6, 1025–1035.
Gersh, E. S. (1949). Influence of temperature on the expression of position effects in the scute-8 stock

of Drosophila melanogaster and its relation to heterochromatization. Genetics 34, 701–707.
Gersh, E. S. (1963). Variegation at the white locus in In(1)rst. Dros. Inform. Serv. 37, 81.



1. Chromosome Organization and Position-Effect Variegation 35
Geyer, P. K., and Corces, V. G. (1992). DNA position-specific repression of transcription by a

Drosophila zinc finger protein. Genes Dev. 6, 1865–1873.
Ghosh, D., Gerasimova, T. I., and Corces, V. G. (2001). Interactions between the Su(Hw) and

Mod(mdg4) proteins required for gypsy insulator function. EMBO J. 20, 2518–2527.
Gilbert, M. K., Tan, Y. Y., and Hart, C. M. (2006). The Drosophila boundary element-associated

factors BEAF-32A and BEAF-32B affect chromatin structure. Genetics 173, 1365–1375.
Goldman, R. D., Goldman, A. E., and Shumaker, D. K. (2005). Nuclear lamins: Building blocks of

nuclear structure and function. Novartis Found. Symp. 264, 3–16.
Gowen, J. M., and Gay, E. H. (1934). Chromosome constitution and behavior in ever-sporting and

mottling in Drosophila melanogaster. Genetics 19, 189–126.
Grell, R. F. (1958). The effect of X chromosome loss on variegation. Dros. Inform. Serv. 32, 124.
Grell, R. F. (1970). The time of initiation of segregational pairing between nonhomologues in

Drosophila melanogaster. A reexamination of wm4. Genetics 64, 337–365.
Grewal, S. I., and Elgin, S. C. (2002). Heterochromatin: New possibilities for the inheritance of

structure. Curr. Opin. Genet. Dev. 12, 178–187.
Grewal, S. I., and Rice, J. C. (2004). Regulation of heterochromatin by histone methylation and

small RNAs. Curr. Opin. Cell Biol. 16, 230–238.
Grienenberger, A., Miotto, B., Sagnier, T., Cavalli, G., Schrmake, V., Geli, V., Mariol, M.-C.,

Berenger, Y., Graba, Y., and Pradel, J. (2002). The MYST domain acetyltransferase Chameau

functions in epigenetic mechanisms of transcriptional repression. Curr. Biol. 12, 762–766.
Grigliatti, T. (1991). Position-effect variegation—an assay for nonhistone chromosomal proteins and

chromatin assembly and modifying factors. Methods Cell Biol. 35, 588–625.
Gruenbaum, Y., Margalit, A., Goldman, R. D., Shumaker, D. K., and Wilson, K. L. (2005). The

nuclear lamina comes of age. Nat. Rev. Mol. Cell Biol. 6, 21–31.
Hackstein, J. H. P., and Hochstenbach, R. (1995). The elusive fertility genes of Drosophila: The

ultimate haven for selfish genetic elements. Trends Genet. 11, 195–200.
Hannah, A. H. (1951). Localization and function of heterochromatin in Drosophila melanogaster.

Adv. Genet. 113, 191–203.
Hari, K. L., Cook, D. R., and Karpen, G. H. (2001). The Drosophila Su(var)2–10 locus regulates

chromosome structure and function and encodes a member of the PIAS family. Genes Dev. 15,
1334–1348.

Harmon, B., and Sedat, J. (2005). Cell-by-cell dissection of gene expression and chromosomal

interactions reveals consequences of nuclear reorganization. PLoS Biol. 3, e67.
Hartman-Goldstein, I. J. (1967). On the relationship between heterochromatin and variegation in

Drosophila, with special references to temperature sensitive periods. Genet. Res. 10, 143–159.
Hazelrigg, T., and Petersen, S. (1992). An unusual genomic position effect on Drosophila white gene

expression: pairing dependence, interactions with zeste, and molecular analysis of revertants.

Genetics 130, 125–138.
Hazelrigg, T., Levis, R., and Rubin, G. M. (1984). Transformation of white locus DNA in Drosophila:

Dosage compensation, zeste interaction and position effects. Cell 36, 469–481.
Heitz, E. (1928). Das Heterochromatin der Moose. Jahrb Wiss Botanik 69, 762–818.
Henderson, D. S., Banga, S. S., Grigliatti, T. A., and Boyd, J. B. (1994). Mutagen sensitivity and

suppression of position-effect variegation result from mutations in mus209, the Drosophila gene

encoding PCNA. EMBO J. 13, 1450–1459.
Henikoff, S. (1979). Position effect and variegation enhancers in an autosomal region of Drosophila

melanogaster. Genetics 93, 105–115.
Henikoff, S. (1994). A reconsideration of the mechanism of position effect. Genetics 138, 1–5.
Henikoff, S., and Dreesen, T. D. (1989). Trans-inactivation of the Drosophila brown gene: Evidence

for transcriptional repression and somatic pairing dependence. Proc. Nat. Acad. Sci. USA 86,
6704–6708.



36 Girton and Johansen
Hessler, A. Y. (1958). V-type position effect at the light locus in Drosophila melanogaster. Genetics 43,
395–403.

Hilliker, A. J. (1976). Genetic analysis of the centromeric heterochromatin of chromosome 2 of

Drosophila melanogaster: Deficiency mapping of EMS-induced lethal complementation groups.

Genetics 83, 765–782.
Hinton, T. (1940). Report on D. melanogaster new mutants. Dros. Inform. Serv. 13, 49.
Hinton, T. (1942). A comparative study of certain heterochromatic regions in the mitotic and

salivary gland chromosomes of Drosophila melanogaster. Genetics 27, 119–127.
Hinton, T. (1949). The role of heterochromatin in position effect. Proc. 8th Int. Congr. Genet.

595–596.

Hinton, T. (1950). A correlation of phenotypic changes and chromosomal rearrangements at the two

ends of an inversion. Genetics 35, 188–205.
Hinton, T., and Goodsmith, W. (1950). An analysis of phenotypic reversions at the brown locus in

Drosophila. J. Exp. Zool. 114, 103–114.
Hirota, T., Lipp, J. J., Toh, B. H., and Peters, J. M. (2005). Histone H3 serine 10 phosphorylation by

Aurora B causes HP1 dissociation from heterochromatin. Nature 438, 1176–1180.
Huisinga, K. L., Brower-Toland, B., and Elgin, S. C. R. (2006). The contradictory definitions of

heterochromatin: Transcription and silencing. Chromosoma 115, 110–122.
Hutchison, C. J. (2002). Lamins: Building blocks or regulators of gene expression?Nat. Rev. Mol. Cell

Biol. 3, 848–858.
Ishii, K., Arib, G., Lin, C., Van Houwe, G., and Laemmli, U. K. (2002). Chromatin boundaries in

budding yeast: The nuclear pore connection. Cell 109, 551–562.
Ishizuka, A., Siomi, M. C., and Siomi, H. A. (2002). A Drosophila fragile X protein interacts with

components of RNAi and ribosomal proteins. Genes Dev. 16, 2497–2508.
Jackson, D. A. (2003). The principles of nuclear structure. Chromosome Res. 11, 387–401.
Jacobs, S. A., Taverna, S. D., Zhang, Y., Briggs, S. D., Li, J., Eissenberg, J. C., Allis, C. D., and

Khorasanizadeh, S. (2001). Specificity of the HP1 chromo domain for the methylated N-terminus

of histone H3. EMBO J. 20, 5232–5241.
James, T. C., and Elgin, S. C. R. (1986). Identification of a nonhistone chromosomal protein

associated with heterochromatin in Drosophila melanogaster and its gene. Mol. Cell Biol. 6,
3862–3872.

James, T. C., Eissenberg, J. C., Craig, C., Dietrich, V., Hobson, A., and Elgin, S. C. (1989).

Distribution patterns of HP1, a heterochromatin-associated nonhistone chromosomal protein of

Drosophila. Eur. J. Cell Biol. 50, 170–180.
Jin, Y., Wang, Y., Walker, D. L., Dong, H., Conley, C., Johansen, J., and Johansen, K. M. (1999). JIL-1:

A novel chromosomal tandem kinase implicated in transcriptional regulation in Drosophila. Mol.

Cell 4, 129–135.
Johansen, K. M., and Johansen, J. (2006). Regulation of chromatin structure by histone H3S10

phosphorylation. Chromosome Res. 14, 393–404.
Judd, B. (1955). Direct proof of a variegated-type position effect at the white locus in Drosophila

melanogaster. Genetics 40, 739–744.
Karpen, G. H., and Spradling, A. C. (1992). Analysis of subtelocentric heterochromatin in the

Drosophila minichromosome Dp1187 by single P element insertional mutagenesis. Genetics 132,
737–753.

Kaufmann, B. P. (1942). Reversion from roughest to wild type in Drosophila melanogaster.Genetics 27,
537–549.

Kaufmann, B. P. (1946). Organization of the chromosome. I. Break distribution and chromosome

recombination in Drosophila melanogaster. J. Exp. Zool. 102, 293–320.



1. Chromosome Organization and Position-Effect Variegation 37
Kellum, R., and Schedl, P. (1992). A group of scs elements function as domain boundaries in an

enhancer-blocking assay. Mol. Cell Biol. 12, 2424–2431.
Kouzarides, T. (2007). Chromatin modifications and their function. Cell 128, 693–705.
Kuhfittig, S., Szabad, J., Schotta, G., Hoffmann, J., Mathe, E., and Reuter, G. (2001). pitkinD, a novel

gain-of-function enhancer of position-effect variegation, affects chromatin regulation during

oogenesis and early embryogenesis in Drosophila. Genetics 157, 1227–1244.
Labrador, M., and Corces, V. G. (2002). Setting the boundaries of chromatin domains and nuclear

organization. Cell 111, 151–154.
Lachner, M., O’Carroll, D., Rea, S., Mechtler, K., and Jenuwein, T. (2001). Methylation of histone

H3 lysine 9 creates a binding site for HP1 proteins. Nature 410, 116–120.
Lachner, M., O’Sullivan, R. J., and Jenuwein, T. (2003). An epigenetic road map for histone lysine

methylation. J. Cell Sci. 116, 2117–2124.
Lakhotia, S. C., and Jacob, J. (1974). EM autoradiographic studies on polytene nuclei of Drosophila

melanogaster. Exp. Cell Res. 86, 253–263.
Lanctôt, C., Cheutin, T., Cremer, M., Cavalli, G., and Cremer, T. (2007). Dynamic genome

architecture in the nuclear space: Regulation of gene expression in three dimensions. Nat. Rev.

Genet. 8, 104–115.
Lawrence, R. J., and Pikaard, C. S. (2004). Chromatin turn ons and turn offs of ribosomal RNA

genes. Cell Cycle 3, 880–883.
Lei, E. P., and Corces, V. G. (2006). RNA interference machinery influences the nuclear organiza-

tion of a chromatin insulator. Nat. Genet. 38, 936–941.
Lerach, S., Zhang, W., Bao, X., Deng, H., Girton, J., Johansen, J., and Johansen, K. M. (2006). Loss-

of-function alleles of the JIL-1 kinase are strong suppressors of position effect variegation of the

wm4 allele in Drosophila. Genetics 173, 2403–2406.
Lewis, E. B. (1950). The phenomenon of position effect. Adv. Genet. 3, 73–115.
Lewis, M. S., and Pikaard, C. S. (2001). Restricted chromosomal silencing in nucleolar dominance.

Proc. Natl. Acad. Sci. USA 98, 14536–14540.
Lindsley, D. L., and Zimm, G. G. (1992). “The Genome of Drosophila Melanogaster.” Academic Press,

San Diego.

Lindsley, D. L., Edington, C., and von Halle, E. S. (1960). Sex-linked recessive lethals in Drosophila

whose expression is suppressed by the Y chromosome. Genetics 45, 1649–1670.
Locke, J., Kotarski, M. A., and Tartof, K. D. (1988). Dosage dependent modifiers of position effect

variegation in Drosophila and a mass action model that explains their effects. Genetics 120,
181–198.

Lohe, A. R., Hilliker, A. J., and Roberts, P. A. (1993). Mapping simple repeated DNA sequences in

heterochromatin of Drosophila melanogaster. Genetics 134, 1149–1174.
Luger, K. (2006). Dynamic nucleosomes. Chromosome Res. 14, 5–16.
Mattout, A., Goldberg, M., Tzur, Y., Margalit, A., and Gruenbaum, Y. (2006). Specific and conserved

sequences in D. melanogaster and C. elegans lamins and histone H2A mediate the attachment of

lamins to chromosomes. J. Cell. Sci. 120, 77–85.
Matzke, M. A., and Birchler, J. A. (2005). RNAi-mediated pathways in the nucleus.Nat. Rev. Genet.

6, 24–35.
Mendjan, S., Taipale, M., Kind, J., Holz, H., Gebhardt, P., Schelder, M., Vermeulen, M.,

Buscaino, K., Duncan, K., Mueller, J., Wilm, M., Stunnenberg, H. G., et al. (2006). Nuclear

pore components are involved in the transcriptional regulation of dosage compensation in

Drosophila. Mol. Cell 21, 811–823.
Mis, J., Ner, S. S., and Grigliatti, T. A. (2006). Identification of three histone methyltransferases in

Drosophila: dG9a is a suppressor of PEV and is required for gene silencing. Mol. Genet. Genomics

275, 513–526.



38 Girton and Johansen
Misteli, T. (2007). Beyond the sequence: Cellular organization of genome function. Cell 128,
787–800.

Mito, Y., Henikoff, J. G., and Henikoff, S. (2005). Genome-scale profiling of histone H3.3 replace-

ment patterns. Nat. Genet. 37, 1090–1097.
Morgan, T. H., Bridges, C. B., and Sturtevant, A. H. (1925). The genetics of Drosophila melanogaster.

Biblphia Genet. 2, 262.
Morgan, T. H., Schultz, J., and Curry, V. (1941). Investigation on the constitution of the germinal

material in relation to heredity. Carnegie Inst. Yearbook 40, 282–287.
Mottus, R., Sobels, R. E., and Grigliatti, T. A. (2000). Mutational analysis of a histone deacetylase in

Drosophila melanogaster: Missense mutations suppress gene silencing associated with position effect

variegation. Genetics 154, 657–668.
Muller, H. J. (1930). Types of visible variations induced by X-rays in Drosophila. J. Genet. 22,

299–334.

Muller, H. J. (1932). Further studies on the nature and causes of gene mutations. Proc. Sixth Int.

Congr. Genet. 1, 213–255.
Nakayama, T., Nishioka, K., Dong, Y.-X., Shimojima, T., and Hirose, S. (2007). Drosophila GAGA

factor directs histone H3.3 replacement that prevents the heterochromatin spreading. Genes Dev.

21, 552–561.
Neely, K. E., and Workman, J. L. (2002). Histone acetylation and chromatin remodeling: Which

comes first? Mol. Genet. Metab. 76, 1–5.
Neuhaus, M. J. (1939). Genetic study of the Y chromosome in Drosophila melanogster. J. Genet. 37,

229–254.

Nishioka, K., Rice, J. C., Sarma, K., Erdjument-Bromage, H., Werner, J., Wang, Y., Sergei

Chuikov, P., Valenzuela, P., Tempst, P., Steward, R., Lis, J. T., Allis, C. D., et al. (2002).

PR-set7 is a nucleosome-specific methyltransferase that modifies lysine 20 of histone H4 and is

associated with silent chromatin. Mol. Cell 9, 1201–1213.
Pai, C. Y., Lei, E. P., Ghosh, D., and Corces, V. G. (2004). The centrosomal protein CP190 is a

component of the gypsy chromatin insulator. Mol. Cell 16, 737–748.
Pak, D. T., Pflumm, M., Chesnokov, I., Huang, D. W., Kellum, R., Marr, J., Romanowski, P., and

Botchan, M. R. (1997). Association of the origin recognition complex with heterochromatin and

HP1 in higher eukaryotes. Cell 91, 311–323.
Pal-Bhadra, M., Leibovitch, B. A., Gandhi, S. G., Rao, M., Bhadra, U., Birchler, J. A., and

Elgin, S. C. (2004). Heterochromatic silencing and HP1 localization in Drosophila are dependent

on the RNAi machinery. Science 303, 669–672.
Panshin, I. B. (1938). Cytogenic nature of position effect of genes white (mottled) and cubitus

interuptus. Biol. Zh. 7, 837–868.
Pardue, M. L., and DeBaryshe, P. G. (1999). Telomeres and telomerase: More than the end of the

line. Chromosoma 108, 73–82.
Parkhurst, S. M., Harrison, D. A., Remington, M. P., Spana, C., Kelley, R. L., Coyne, R. S., and

Corces, V. G. (1988). The Drosophila su(hw) gene, which controls the phenotypic effect of the

gypsy transposable element, encodes a putative DNA-binding protein. Genes Dev. 2, 1205–1215.
Parnell, T. J., Kuhn, E. J., Gilmore, B. L., Helou, C., Wold, M. S., and Geyer, P. K. (2006).

Identification of genomic sites that bind the Drosophila suppressor of Hairy-wing insulator protein.

Mol. Cell Biol. 26, 5983–5993.
Peng, J. C., and Karpen, G. H. (2006). H3K9 methylation and RNA interference regulate nucleolar

organization and repeated DNA stability. Nat. Cell Biol. 9, 25–35.
Perrin, L., Demakova, O., Fanti, L., Kallenbach, S., Saingery, S., Macl’ceva, N. I., Pimpinelli, S.,

Zhimulev, I., and Pradel, J. (1998). Dynamics of the sub-nuclear distribution of Modulo and the

regulation of position-effect variegation. J. Cell Sci. 111, 2753–2761.



1. Chromosome Organization and Position-Effect Variegation 39
Peterson, C. L. (2003). Transcriptional activation: Getting a grip on condensed chromatin. Curr.

Biol. 13, R195–R197.
Pickersgill, H., Kalverda, B., de Wit, E., Talhout, W., Fornerod, M., and van Steensel, B. (2006).

Characterization of the Drosophila melanogaster genome at the nuclear lamina. Nat. Genet. 38,
1005–1014.

Pimpinelli, S., Berloco, M., Fanti, L., Dimitri, P., Bonaccorsi, S., Marchetti, E., Caizzi, R.,

Aggese, C. C., and Gatti, M. (1995). Transposable elements are stable structural components of

Drosophila melanogaster heterochromatin. Proc. Natl. Acad. Sci. USA 92, 3804–3808.
Pokholok, D. K., Harbison, C. T., Levine, S., Cole, M., Hannett, N. M., Lee, T. I., Bell, G. W.,

Walker, P. A., Rolfe, P. A., Herbolsheimer, E., Zeitlinger, J., Lewitter, F., et al. (2005). Genome-

wide map of nucleosome acetylation and methylation in yeast. Cell 122, 517–527.
Puckett, L. D., and Snyder, L. A. (1973). Analysis of ribosomal RNA synthesis in two X chromosome

inversions in Drosophila melanogaster. Genetics 74, S221.
Qi, D., Jin, H., Lilja, T., and Mannervik, M. (2006). Drosophila Reptin and other TIP60 complex

components promote generation of silent chromatin. Genetics 174, 241–251.
Ramos, E., Ghosh, D., Baxter, E., and Corces, V. G. (2006). Genomic organization of gypsy

chromatin insulators in Drosophila melanogaster. Genetics 172, 2337–2349.
Rea, S., Eisenhaber, F., O’Carroll, D., Strahl, B. D., Sun, Z. W., Schmid, M., Opravil, S.,

Mechtler, C. P., Ponting, C. P., Allis, C. D., and Jenuwein, T. (2000). Regulation of chromatin

structure by site-specific histone H3 methyltransferases. Nature 406, 593–599.
Reugels, A. M., Kurek, R., Lammermann, U., and Bunemann, H. (2000). Mega-introns in the dynein

gene DhDhc7(Y) on the heterochromatic Y chromosome give rise to the giant thread loops in

primary spermatocytes of Drosophila hydei. Genetics 154, 759–769.
Reuter, G., and Spierer, P. (1992). Position effect variegation and chromatin proteins. Bioessays 14,

605–612.

Reuter, G., and Wolff, I. (1981). Isolation of dominant suppressor mutations for position-effect

variegation in Drosophila melanogaster. Mol. Gen. Genet. 182, 516–519.
Reuter, G., Werner, W., and Hoffmann, H. J. (1982). Mutants affecting position-effect heterochro-

matization in Drosophila melanogaster. Chromosoma 85, 539–551.
Reuter, G., Wolff, I., and Friede, B. (1985). Functional properties of the heterochromatic sequences

inducing wm4 position-effect variegation in Drosophila melanogaster. Chromosoma 93, 132–139.
Reuter, G., Dorn, R., Wustmann, G., Friede, B., and Rauh, G. (1986). Third chromosome suppressor

of position-effect variegation in Drosophila melanogaster. Mol. Gen. Genet. 202, 481–487.
Reuter, G., Giarre, M., Farah, J., Gausz, J., Spierer, A., and Spierer, P. (1990). Dependence of

position-effect variegation in Drosophila on the dose of a gene encoding an unusual zinc-finger

protein. Nature 344, 219–223.
Risinger, C., Deiteher, D. L., Lundell, I., Schwartz, T. L., and Larhammar, D. (1997). Complex gene

organization of synaptic protein SNAP-25 in Drosophila melanogaster. Gene 194, 169–177.
Rizki, T. M. (1961). Intracellular localization of kynurenine in the fat body of Drosophila. J. Biophys.

Biochem. Cytol. 9, 567–572.
Roseman, R. R., Pirrotta, V., and Geyer, P. K. (1993). The su(Hw) protein insulates expression of the

Drosophila melanogaster white gene from chromosomal position-effects. EMBO J. 12, 435–442.
Rubin, G. M., and Spradling, A. C. (1982). Genetic transformation of Drosophila with transposable

element vectors. Science 218, 348–353.
Rzepecki, R., Bogachev, S. S., Kokoza, E., Stuurman, N., and Fisher, P. A. (1998). In vivo association

of lamins with nucleic acids in Drosophila melanogaster. J. Cell Sci. 111, 121–129.
Sage, B. T., and Csink, A. K. (2003). Heterochromatic self-association, a determinant of nuclear

organization, does not require sequence homology in Drosophila. Genetics 165, 1183–1193.



40 Girton and Johansen
Sass, G. L., and Henikoff, S. (1999). Pairing-dependent mislocalization of a Drosophila brown gene

reporter to a heterochromatic environment. Genetics 152, 596–604.
Schalet, A. (1969). Three Y suppressed phenotypes associated with X chromosomes carrying

In(1)BM1. Dros. Inf. Serv. 44, 87.
Schotta, G., Ebert, A., Krauss, V., Fischer, A., Hoffmann, J., Rea, S., Jenuwein, T., Dorn, R., and

Reuter, G. (2002). Central role of Drosophila SU(VAR)3–9 in histone H3-K9 methylation and

heterochromatic gene silencing. EMBO J. 21, 1121–1131.
Schotta, G., Ebert, A., Dorn, R., and Reuter, G. (2003a). Position effect variegation and the genetic

dissection of chromatin regulation in Drosophila. Semin. Cell Dev. Biol. 14, 67–75.
Schotta, G., Ebert, A., and Reuter, G. (2003b). SU(VAR)3–9 is a conserved key function in

heterochromatic gene silencing. Genetica 117, 149–158.
Schotta, G., Lachner, M., Sarma, K., Ebert, A., Sengupta, R., Reuter, G., Reinberg, D., and

Jenuwein, T. (2004). A silencing pathway to induce H3-K9 and H4-K20 trimethylation at

constitutive heterochromatin. Genes Dev. 18, 1251–1262.
Schubeler, D., MacAlpine, D. M., Scalzo, D., Wirbelauer, C., Kooperberg, C., van Leeuwen, F.,

Gottschling, D. E., O’Neill, L. P., Turner, B. M., Delrow, J., Bell, S. P., and Groudine, M. (2004).

The histone modification pattern of active genes revealed through genome-wide chromatin

analysis of a higher eukaryote. Genes Dev. 18, 1263–1271.
Schultz, J. (1936). Variegation inDrosophila and the inert chromosome regions. Proc. Natl. Acad. Sci.

USA 22, 27–33.
Schultz, J. (1939). The function of heterochromatin. Proc. Natl. Acad. Sci. USA 22, 27–33.
Schultz, J. (1941). The function of heterochromatin. Proc. 7th Intern. Congr. Genet. 25, 7–262.
Schultz, J., and Dobzhansky, T. (1934). The relation of a dominant eye color in Drosophila

melanogaster to the associated chromosome rearrangement. Genetics 19, 344–364.
Schulze, R. S., and Wallrath, L. L. (2007). Gene regulation by chromatin structure: Paradigms

established in Drosophila melanogaster. Annu. Rev. Entomol. 52, 171–192.
Schulze, S. R., Sinclair, D. A., Fitzpatrick, K. A., and Honda, B. M. (2005). A genetic and molecular

characterization of two proximal heterochromatic genes on chromosome 3 ofDrosophila melanogaster.

Genetics 169, 2165–2177.
Schwartz, B. E., and Ahmad, K. (2005). Transcriptional activation triggers deposition and removal of

the histone variant H3.3. Genes Dev. 19, 804–814.
Seum, C., Spierer, A., Pauli, D., Szidonya, J., Reuter, G., and Spierer, P. (1996). Position-effect

variegation in Drosophila depends on the dose of the gene encoding the E2F transcriptional

activator and cell cycle regulator. Development 122, 1949–1956.
Shaffer, C. D., Stephens, G. E., Thompson, B. A., Funches, L., Bernat, J. A., Craig, C. A., and

Elgin, S. C. R. (2002). Heterochromatin protein 2 (HP2), a partner of HP1 in Drosophila

heterochromatin. Proc. Natl. Acad. Sci. USA 99, 14332–14337.
Shareef, M. M., King, C., Damaj, M., Badagu, R., Huang, D. W., and Kellum, R. (2001). Drosophila

heterochromatin protein 1 (HP1)/Origin recognition complex (ORC) protein is associated with

HP1 and ORC and functions in heterochromatin-induced silencing. Mol. Biol. Cell 12,
1671–1685.

Shogren-Knaak, M., Ishii, H., Sun, J.-M., Pazin, M. J., Davie, J. R., and Peterson, C. L. (2006).

Histone H4-K16 acetylation controls chromatin structure and protein interactions. Science 311,
844–847.

Sinclair, D. A. R., Mottus, R. C., and Grigliatti, T. A. (1983). Genes which suppress position-effect

variegation in Drosophila melanogaster are clustered. Mol. Gen. Genet. 191, 326–333.
Sinclair, D. A. R., Schulze, S., Silva, E., Fitzpatrick, K. A., and Honda, B. M. (2000). Essential genes

in autosomal heterochromatin of Drosophila melanogaster. Genetica 109, 9–18.
Slatis, H. M. (1955). Position effects at the brown locus in Drosophila melanogaster.Genetics 40, 5–23.



1. Chromosome Organization and Position-Effect Variegation 41
Somech, R., Shaklai, S., Geller, O., Amariglio, N., Simon, A. J., Rechavi, G., and Gal-Yam, E. N.

(2005). The nuclear-envelope protein and transcriptional repressor LAP2� interacts with

HDAC3 at the nuclear periphery, and induces histone H4 deacetylation. J. Cell Sci. 118,
4017–4025.

Spofford, J. B. (1967). Single-locus modification of position-effect variegation in Drosophila

melanogaster. I. White variegation. Genetics 57, 751–766.
Spofford, J. B. (1973). Variegation for dm in Dp(1:3)N264–58. Dros. Inf. Serv. 50, 98.
Spofford, J. B. (1976). Position-effect variegation in Drosophila. In “The Genetics and Biology of

Drosophila” (M. Ashburner and E. Novitski, eds.), Vol. 1c, pp. 955–1018. Academic Press,

London.

Spofford, J. B., and DeSalle, R. (1991). Nucleolus organizer-suppressed position-effect variegation

in Drosophila melanogaster. Genet. Res. 57, 245–255.
Spradling, A. C., and Karpen, G. H. (1990). Sixty years of mystery. Genetics 126, 779–784.
Spradling, A. C., and Rubin, G. M. (1982). Transposition of cloned P elements into Drosophila germ

line chromosomes. Science 218, 341–347.
Steller, H., and Pirrotta, V. (1985). Expression of the Drosophila white gene under the control of the

hsp-70 heat shock promoter. EMBO J. 4, 3765–3772.
Strahl, B. D., and Allis, C. D. (2000). The language of covalent histone modifications. Nature 403,

1–45.

Sturtevant, A. H. (1925). The effect of unequal crossing over at the Bar locus in Drosophila. Genetics

10, 117–147.
Sun, F. L., and Elgin, S. C. (1999). Putting boundaries on silence. Cell 99, 459–462.
Sun, X., Wahlstrom, J., and Karpen, G. (1997). Molecular structure of a functional Drosophila

centromere. Cell 91, 1007–1019.
Swaminathan, J., Baxter, E. M., and Corces, V. G. (2005). The role of histone H2Av variant

replacement and histone H4 acetylation in the establishment of Drosophila heterochromatin.

Genes Dev. 19, 65–76.
Taddei, A., and Gasser, S. M. (2004). Multiple pathways for telomere tethering: Functional implica-

tions of subnuclear position for heterochromatin formation.Biochim. Biophys. Acta 1677, 120–128.
Talbert, P. B., and Henikoff, S. (2000). A reexamination of spreading of position-effect variegation

in the white-roughest region of Drosophila melanogaster. Genetics 154, 259–272.
Talbert, P. B., LeCiel, C. D. S., and Hennikoff, S. (1994). Modifications of the Drosophila hetero-

chromatic mutation brown Dominant by linkage alterations. Genetics 136, 559–571.
Tartof, K. D., Hobbs, C., and Jones, M. (1984). A structural basis for variegating position effects. Cell

37, 869–878.
Teixeira, M. T., Dujon, B., and Fabre, E. (2002). Genome-wide nuclear morphology screen identifies

novel genes involved in nuclear architecture and gene-silencing in Saccharomyces cerevisiae.

J. Mol. Biol. 321, 551–561.
Thakar, R., and Csink, A. K. (2005). Changing chromatin dynamics and nuclear organization during

differentiation in Drosophila larval tissue. J. Cell Sci. 118, 951–960.
Tobler, J., Bowman, J. T., and Simmons, J. B. (1971). Gene modulation in Drosophila: Dosage

compensation and relocated vþ genes. Biochem. Genet. 5, 11–117.
Tschiersch, B., Hofmann, A., Krauss, V., Dorn, R., Korge, G., and Reuter, G. (1994). The protein

encoded by the Drosophila position-effect variegation suppressor gene Su(var)3–9 combines

domains of antagonistic regulators of homeotic gene complexes. EMBO J. 13, 3822–3831.
Tumbar, T., Sudlow, G., and Belmont, A. S. (1999). Large-scale chromatin unfolding and remodel-

ing induced by VP16 acidic activation domain. J. Cell Biol. 145, 1341–1354.
Turner, B. M. (2000). Histone acetylation and an epigenetic code. Bioessays 22, 836–845.
Turner, B. M. (2002). Cellular memory and the histone code. Cell 111, 285–291.



42 Girton and Johansen
Turner, B. M., Birley, A. J., and Lavender, J. (1992). Histone H4 isoforms acetylated at specific lysine

residues define individual chromosomes and chromatin domains in Drosophila polytene nuclei.

Cell 69, 375–384.
van Driel, R., Fransz, P. F., and Verschure, P. J. (2003). The eukaryotic genome: A system regulated

at different hierarchical levels. J. Cell Sci. 116, 4067–4075.
Verdel, A., and Moazed, D. (2005). RNAi-directed assembly of heterochromatin in fission yeast.

FEBS Lett. 579, 5872–5878.
Verdel, A., Jia, S., Gerber, S., Sugiyama, T., Gygi, S., Grewal, S. I., and Moazed, D. (2004). RNAi-

mediated targeting of heterochromatin by the RITS complex. Science 303, 672–676.
Verni, F., Gandhi, R., Goldberg, M. L., and Gatti, M. (2000). Genetic and molecular analysis of wings

apart-like (wapl), a gene controlling heterochromatin organization in Drosophila melanogaster.

Genetics 154, 1693–1710.
Wade, P. A., Pruss, D., and Wolffe, A. P. (1997). Histone acetylation: Chromatin in action. Trends

Biochem. Sci. 22, 128–132.
Wakimoto, B., and Hearn, M. G. (1990). The effect of chromosome rearrangements on the

expression of heterochromatic genes in chromosome 2L of Drosophila melanogaster. Genetics

125, 141–154.
Wallrath, L. L. (2000). Drosophila telomeric transgenes provide insights on mechanisms of gene

silencing. Genetica 109, 25–33.
Wallrath, L. L., and Elgin, S. C. R. (1995). Position effect variegation in Drosophila is associated with

an altered chromatin structure. Genes Dev. 9, 1263–1277.
Wallrath, L. L., Guntur, V. P., Rosman, L. E., and Elgin, S. C. (1996). DNA representation of

variegating heterochromatic P-element inserts in diploid and polytene tissues of Drosophila

melanogaster. Chromosoma 104, 519–527.
Walter, M. F., Jang, C., Kasravi, B., Donath, J., Mechler, J. M., and Biessmann, H. (1995). DNA

organization and polymorphism of a wild-type Drosophila telomere region. Chromosoma 104,
229–241.

Wang, Y., Zhang, W., Jin, Y., Johansen, J., and Johansen, K. M. (2001). The JIL-1 tandem kinase

mediates histone H3 phosphorylation and is required for maintenance of chromatin structure in

Drosophila. Cell 105, 433–443.
Wang, L., Haeusler, R. A., Good, P. D., Thompson, M., Nagar, S., and Engelke, D. R. (2005).

Silencing near tRNA genes requires nucleolar localization. J. Biol. Chem. 280, 8637–8639.
Wargent, J. M. (1972). Position-effect variegation in the Revolute of Bridges strain of Drosophila

melanogaster. Dros. Inform. Serv. 49, 50–51.
Wei, G. H., Liu, E. P., and Liang, C. C. (2005). Chromatin domain boundaries: Insulators and

beyond. Cell Res. 15, 292–300.
Weiler, K. S., and Wakimoto, B. T. (1995). Heterochromatin and gene expression in Drosophila

Annu. Rev. Genet. 29, 577–605.
West, A. G., Gaszner, M., and Felsenfeld, G. (2002). Insulators: Many functions, many mechanisms.

Genes Dev. 16, 271–288.
Workman, J. L., and Kingston, R. E. (1998). Alteration of nucleosome structure as a mechanism of

transcriptional regulation. Annu. Rev. Biochem. 67, 545–579.
Wustmann, G., Szidonya, J., Taubert, H., and Reuter, G. (1989). The genetics of position-effect

modifying loci in Drosophila melanogaster. Mol. Gen. Genet. 217, 520–527.
Yamaguchi, M., Yoshida, H., Hirose, F., Inoue, Y. H., Hayashi, Y., Yamagishi, M., Nishi, Y.,

Tamai, K., Sakaguchi, K., and Matsukage, A. (2001). Ectopic expression of BEAF32A in the

Drosophila eye imaginal disc inhibits differentiation of photoreceptor cells and induces apoptosis.

Chromosoma 110, 313–321.



1. Chromosome Organization and Position-Effect Variegation 43
Yamamoto, K., and Sonoda, M. (2003). Self-interaction of heterochromatin protein 1 is required for

direct binding to histone methyltransferase, SUV39H1. Biochem. Biophys. Res. Commun. 301,
287–292.

Yamamoto, Y., Girard, F., Bello, B., Affolter, M., and Gehring, W. J. (1997). The cramped gene of

Drosophila is a member of the Polycomb-group, and interacts with mus209, the gene encoding

Proliferating Cell Nuclear Antigen. Development 124, 3385–3394.
Yang, X. J. (2004). Lysine acetylation and the bromodomain: A new partnership for signaling.

Bioessays 26, 1076–1087.
Yasufzi, T. M., Tagami, H., Nakatani, Y., and Felsenfeld, G. (2004). CTCF tethers an insulator to

subnuclear sites, suggesting shared insulator mechanisms across species. Mol. Cell 13, 291–298.
Zaratiegui, M., Irvine, D. V., and Martienssen, R. A. (2007). Noncoding RNAs and gene silencing.

Cell 128, 763–776.
Zhang, Y., and Reinberg, D. (2001). Transcription regulation by histone methylation: Interplay

between different covalent modifications of the core histone tails. Genes Dev. 15, 2343–2360.
Zhang, W., Jin, Y., Ji, Y., Girton, J., Johansen, J., and Johansen, K. M. (2003). Genetic and

phenotypic analysis of alleles of the Drosophila chromosomal JIL-1 kinase reveals a functional

requirement at multiple developmental stages. Genetics 165, 1341–1354.
Zhang, W., Deng, H., Bao, X., Lerach, S., Girton, J., Johansen, J., and Johansen, K. M. (2006). The

JIL-1 histone H3S10 kinase regulates dimethyl histone H3K9 modifications and heterochromatic

spreading in Drosophila. Development 133, 229–235.
Zhao, K., Hart, C. M., and Laemmli, U. K. (1995). Visualization of chromosomal domains with

boundary element-associated factor BEAF-32. Cell 81, 879–889.
Zhimulev, I. F. (1998). Polytene chromosomes, heterochromatin, and position effect variegation.

Adv. Genet. 37, 1–566.
Zhimulev, I. F., and Belyaeva, E. S. (2003). Intercalary heterochromatin and genetic silencing.

BioEssays 25, 1040–1051.
Zuckerkandl, E. (1974). A possible role of “inert” heterochromatin in cell differentiation. Biochemie

56, 937–954.


	Chromatin Structure and the Regulation of Gene Expression: The Lessons of PEV in Drosophila
	Introduction: Position Effect in Drosophila
	Historical Background of the PEV Phenotype
	The PEV phenotype and heterochromatin
	Heterochromatin and euchromatin

	Types of PEV
	Chromosomal rearrangement PEV
	The spreading effect
	All genes may show PEV
	Modifiers of the PEV phenotype
	Single gene Su(var) and E(var) mutations

	Transposon insertion PEV
	Pairing-dependent dominant PEV: Trans-inactivation

	Genome Organization and PEV
	Chromatin structure
	Methylation and the spread of heterochromatin
	Initiation of heterochromatin formation
	Terminating heterochromatic spreading

	Nuclear organization

	Concluding Remarks
	Acknowledgments
	References


