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ABSTRACT Although meiosis in warm-blooded organisms takes place in a narrow
temperature range, meiosis in many organisms occurs over a wide variety of
temperatures. We analyzed the properties of meiosis in the yeast Saccharomyces
cerevisiae in cells sporulated at 14°C, 30°C, or 37°C. Using comparative-genomic-
hybridization microarrays, we examined the distribution of Spo11-generated meiosis-
specific double-stranded DNA breaks throughout the genome. Although there were
between 300 and 400 regions of the genome with high levels of recombination (hot
spots) observed at each temperature, only about 20% of these hot spots were found
to have occurred independently of the temperature. In S. cerevisiae, regions near the
telomeres and centromeres tend to have low levels of meiotic recombination. This
tendency was observed in cells sporulated at 14°C and 30°C, but not at 37°C. Thus,
the temperature of sporulation in yeast affects some global property of chromo-
some structure relevant to meiotic recombination. Using single-nucleotide polymor-
phism (SNP)-specific whole-genome microarrays, we also examined crossovers and
their associated gene conversion events as well as gene conversion events that were
unassociated with crossovers in all four spores of tetrads obtained by sporulation of
diploids at 14°C, 30°C, or 37°C. Although tetrads from cells sporulated at 30°C had
slightly (20%) more crossovers than those derived from cells sporulated at the other
two temperatures, spore viability was good at all three temperatures. Thus, despite
temperature-induced variation in the genetic maps, yeast cells produce viable hap-
loid products at a wide variety of sporulation temperatures.

IMPORTANCE In the yeast Saccharomyces cerevisiae, recombination is usually stud-
ied in cells that undergo meiosis at 25°C or 30°C. In a genome-wide analysis, we
showed that the locations of genomic regions with high and low levels of meiotic
recombination (hot spots and cold spots, respectively) differed dramatically in cells
sporulated at 14°C, 30°C, and 37°C. Thus, in yeast, and likely in other non-warm-
blooded organisms, genetic maps are strongly affected by the environment.
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Recombination between homologous chromosomes not only ensures proper seg-
regation of recombined homologues to opposite poles during the first cellular

division but also is an important driver of genome evolution (1). Meiotic recombination
is initiated by programmed formation of double-strand DNA breaks (DSBs) that are
catalyzed by Spo11p via a covalent protein-DNA intermediate (2). The genomic distri-
bution of recombination events and DSBs in most organisms is not random, with some
regions of the genome having high levels of recombination (hot spots) and others
having low levels (cold spots) (3–9). The first meiotic recombination hot spot charac-
terized in detail was the ade6-M26 allele of Schizosaccharomyces pombe (10–12). In the
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current study, we examine the distribution of hot spots and cold spots in Saccharo-
myces cerevisiae strains that undergo meiosis at different temperatures.

There are several methods for determining the locations of hot spots and cold spots.
The “classic” method is to measure the rate of meiotic crossovers (COs) as a function of
the physical distance between two markers. Before the advent of whole-genome
sequencing, this method of mapping hot spots and cold spots had low resolution
because of the lack of markers and limited information about the physical distance
between markers. In fungi, hot spots could also be identified by detecting markers that
had a high level of non-Mendelian segregation by tetrad analysis. Such events, in which
heterozygous markers segregate in a pattern of 1:3 or 3:1 instead of in the expected
pattern of 2:2, are called “gene conversion events.” Genetic experiments demonstrated
that most crossovers were associated with gene conversion near the site of the
crossover (13), and subsequent genetic and physical studies demonstrated that con-
version reflected the formation of a heteroduplex near the site of the recombination-
initiating double-strand break, followed by the repair of mismatches within the het-
eroduplex (14). Thus, a high frequency of gene conversion indicated a meiotic
recombination hot spot.

Both of the methods described above were unsuited for high-resolution mapping of
hot spots and cold spots throughout the genome. Genome-wide methods of mapping
meiosis-specific DSBs were first developed in Saccharomyces cerevisiae. Most of these
experiments (3, 15, 16) relied on the observation that the Spo11p was covalently
attached to the broken DNA ends and that this attachment persisted in strains with
certain mutations (rad50S and sae2). In experiments using epitope-tagged Spo11p, the
DNA at the sites of DSBs could be immunoprecipitated and hybridized to microarrays
containing genomic sequences. Two groups mapped DSBs by generating probes
corresponding to single-stranded regions associated with DSBs in dmc1 mutant strains
(9, 17). Pan et al. mapped meiosis-specific DSBs to single-base resolution by sequencing
oligonucleotides that were covalently attached to Spo11p (8). Last, using microarrays
that could detect the segregation of individual single-nucleotide polymorphisms
(SNPs), Mancera et al. mapped crossovers and conversion events in spores derived from
tetrads (18). In general, the different mapping methods yielded similar patterns of hot
spots and cold spots with the exception that the telomeres and centromeres were
colder for recombination in the rad50S and sae2 strains than in the wild-type or dmc1
strains (9, 17).

There is a general consensus about some features of S. cerevisiae recombination hot
spots. First, there is no single sequence motif that hot spots share. Second, DSBs are
more common in intergenic regions and are particularly common in intergenic
regions with diverging transcripts (3); as discussed below, this relationship is likely
explained by the double dose of recombination-stimulating transcription factors
(TFs) in these regions. Third, DSBs associated with hot spots usually occur in regions
of open chromatin (19), although the degree of openness does not correlate well with
the strength of the hot spot. Fourth, the activity of some hot spots requires the binding
of transcription factors (20). For example, the Bas1p transcription factor is required for
the HIS4 recombination hot spot. However, the activities of other hot spots that have
a Bas1 binding site are unaffected by the absence of the protein and, for some hot
spots, the activity is elevated in bas1 strains (16, 21). Fifth, in most studies, hot spots are
associated with both local and regional domains of elevated G�C content (3, 22); this
correlation is weak over short (�1-kb) “windows” but is strong over longer (�3-kb)
windows (8). Sixth, the level of DSB formation is proportional to the level of recombi-
nation as measured genetically (for example, by measuring gene conversion rates [23]).
Seventh, high levels of meiotic recombination are often associated with elevated levels
of trimethylated H3K4 (24). At high resolution, regions of H3K4me3 do not correlate
very well with the location of the DSBs (25), and it has been suggested that this
modification is involved in recruiting nearby chromosome regions to the chromosome
axis where the Spo11 complex resides (26). In summary, the strength of hot spots is a
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complex function of the multiple factors described above, and our ability to predict the
strength of hot spots on the basis of these factors is still limited.

The cold regions of the yeast genome appear to be regulated by large domains of
chromosome structure rather than by specific local elements. Regions within 10 to
20 kb of the telomeres have low levels of DSBs, as do centromeric regions (3, 15). The
rRNA gene array and regions flanking the array have low levels of meiotic exchange (27,
28). At least part of this suppression appears to be related to histone deacetylation,
since sir2 mutants, which have elevated levels of histone acetylation, have higher levels
of recombination in the rRNA genes (29), as well as higher levels of DSBs in the rRNA
genes and near the telomeres (28).

For most of the experiments described above, the strains were sporulated at
temperatures between 22°C and 30°C; in this report, temperatures are always given in
centigrade. In yeast, no genome-wide study has been performed at more-extreme
temperatures, although some individual hot spots have been shown to be temperature
dependent. For example, Fan et al. (23) found that the level of gene conversion at the
HIS4 hot spot was 50% when cells were sporulated at 18°C but was only 19% when cells
were sporulated at 25°C. Performing experiments in a different genetic background,
Cotton et al. (30) showed that the conversion rate at HIS4 was 23% at 23°C and was
about 2% at 37°C. Johnston and Mortimer (31) examined crossovers for 15 genetic
intervals at 15°C and 25°C. In 13 of the 15 intervals, no significant alteration was
observed, and in 2 intervals, the crossover frequency was reduced by about half at the
lower temperature. In a genome-wide meiotic analysis performed with S. pombe, Hyppa
et al. (32) used chromatin immunoprecipitation of Rec12-associated DNA (the equiva-
lent of Spo11-associated DNA) and microarrays to examine recombination in strains
sporulated at 25°C and 30°C. Ninety-six percent of the 288 hot spots were unaltered by
the two temperatures. Eleven hot spots had more DSBs at 25°C than at 34°C.

A recent review summarizes studies of the effects of temperature on recombination
in a wide variety of organisms (33). In general, this information is limited to single
studies in each organism based on examining a small number of genetic intervals.
Some studies suggest that temperature can affect recombination over large chromo-
somal regions. For example, in Drosophila, examining flies raised at temperatures
ranging between 19°C and 30°C, Mather (34) found that the frequency of crossing-over
was unaffected for most euchromatic chromosome regions but was elevated at the
higher temperature in intervals containing heterochromatin. A similar effect was noted
in barley (33).

Below, we examine the temperature-dependent patterns of meiotic recombination
by two different methods: mapping of Spo11-induced DSBs using microarrays and
mapping of crossovers/gene conversion events in tetrads. Our results demonstrate the
existence of temperature-dependent and temperature-independent meiotic recombi-
nation hot spots. We also show that the number of crossovers is elevated in cells
sporulated at 30°C compared to cells sporulated at 14°C or 37°C. This work emphasizes
the important role of the environment (temperature) in genome evolution through
influencing the meiotic recombination process.

RESULTS
Mapping meiosis-specific DSBs across the yeast genome in a diploid sporu-

lated at 14°C, 30°C, and 37°C. The KZ5 diploid strain was constructed by crossing two
sequence-diverged haploid strains, KZ3 (W303-1A background) and KZ4 (YJM789 back-
ground). The resulting diploid, similarly to those we have used in previous studies (35),
is heterozygous for about 55,000 SNPs. KZ5 is homozygous for the SPO11-ZZ allele,
encoding an epitope-tagged version of Spo11. The ZZ epitope consists of IgG binding
domains from protein A of Staphylococcus aureus, and proteins with this epitope can be
precipitated using IgG beads (16); based on tetrad analysis, the epitope tag did not
affect the frequency of meiotic recombination at the HIS4 hot spot (16). In addition, KZ5
is homozygous for sae2. In strains with this mutation, following induction of meiosis-
specific DSBs by Spo11p and its associated proteins, Spo11 remains covalently attached
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to the broken ends (36). Details of the construction of KZ5 are given in Materials and
Methods.

To determine the effects of the temperature of sporulation on patterns of meiosis-
specific DSBs, we sporulated the diploid KZ5 in liquid sporulation medium for 1 to
2 days at 14°C, 30°C, or 37°C (details are given in Materials and Methods). At temper-
atures lower than 14°C or higher than 37°C, the diploid JSC22-1 (isogenic with KZ5
except for the sae2 and SPO11-ZZ alterations) produced very few tetrads, whereas 30°C
is close to the optimal temperature for sporulation in a nearly isogenic derivative (18).
We immunoprecipitated Spo11-associated DNA by using IgG beads as described for
previous studies (16). The DNA samples were labeled with Cy5-dUTP (details are given
in Materials and Methods and in reference 16) and mixed with genomic DNA isolated
from vegetative cells of KZ5 that was labeled with Cy3-dUTP. This mixture was hybrid-
ized to an Agilent comparative genome hybridization (aCGH) array that included about
15,000 oligonucleotides (average size of 60 bases) distributed evenly throughout the
13-Mb genome. Thus, the markers were roughly 1 kb apart.

Using a GenePix 4000B scanner and GenePix Pro 6.0 software, we obtained the ratio
of the levels of hybridization of the experimental and control samples. The relative
strengths of DSBs at each genomic position were calculated as the normalized ratio of
hybridization (log2 of S/C [with S representing Spo11-enriched DNA and C representing
control DNA]); the normalization was calculated by setting the ratio of S/C such that the
sum of the hybridization values for all oligonucleotides for the Spo11-enriched samples
and all control DNA samples was 1 (log2 of 0). For each temperature at each genomic
position, we obtained four measurements. These measurements were from two inde-
pendent sporulated samples, with two independent immunoprecipitations from each
sporulation. For each genomic site for each experiment, we determined the normalized
hybridization ratio (see Data Set S1 in the supplemental material). Most (�90%) of these
values were between �2 and �2. Genomic sites with these ratios represent both
intergenic and intragenic regions.

We ranked hybridization ratios in two different ways, both of which are shown in
Data Set S1. First, the ratios were ranked between 0 and 1, with the highest value
representing the highest degree of Spo11 enrichment (details are given in Materials
and Methods). Second, we ranked the ratios from 1 to 14,872 (the number of oligo-
nucleotides on the microarray), with “1” representing the strongest hot spot.

We classified hot and cold genomic sites (oligonucleotides on the microarray) as
those for which the hybridization ratio ranked in the top 10% and bottom 10%,
respectively, in all four experiments (Data Set S1). This criterion should result in false
assignment of a hot or cold site with a probability of �0.0001. The numbers of hot sites
at 14°C, 30°C, and 37°C were 531, 509, and 437, respectively. Comparing the number of
hot sites to the number of not-hot sites (not-hot sites were calculated by subtracting
the number of hot sites from 14,872, the total number of oligonucleotides on the
microarray) between two different temperatures by a contingency chi-square test, the
resulting P values are 0.507 (comparison of 14°C and 30°C), 0.002 (14°C and 37°C), and
0.019 (30°C and 37°C). Thus, there were significantly fewer hot sites at 37°C than at the
other two temperatures.

The criterion of choosing hot sites based on the top 10% of ranked hybridization
values is similar to that used previously in other microarray studies (top 12.5%) (3, 15,
16); those other studies yielded numbers of hot sites similar to those observed in the
present study, ranging between 303 and 605 for strains sporulated between 25°C and
30°C. Our use of ranked hybridization values controlled for different efficiencies of
sporulation. The requirement that the hot sites must rank in the top 10% in all four
experiments is conservative, minimizing the likelihood of falsely assigning a site as hot.
However, our analysis emphasizes the hottest hot spots. In experiments based on
sequencing Spo11p-associated oligonucleotides, Pan et al. (18) detected about 5- to
10-fold more hot regions than were observed by microarray analysis.

The numbers of cold sites at 14°C, 30°C, and 37°C were 232, 187, and 147, respec-
tively. By the same type of calculation used for the hot sites, we determined P values
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of 0.030 (comparison of 14°C and 30°C), �0.0001 (14°C and 37°C), and 0.032 (30°C and
37°C). Elevated temperatures, therefore, decrease the number of cold sites. Classifying
oligonucleotides at adjacent genomic positions as hot or cold, we integrated those
positions into single hot spots or cold spots (Data Set S2). The numbers of hot spots at
14°C, 30°C, and 37°C were 312, 379, and 326, respectively, and the numbers of cold
spots at 14°C, 30°C, and 37°C were 195, 176, and 139, respectively.

Distributions of hot spots/cold spots in strains sporulated at different temper-
atures. The locations and activities of these hot spots are listed in Data Set S2.1.
Although there were similar numbers of hot spots at the three temperatures, only
about 20% were hot at all three temperatures (Fig. 1A). We can classify the hot spots
into seven groups: those that were hot at only one temperature (indicated as 14°C,
30°C, or 37°C hot spots), those that were hot at two temperatures (indicated as
14°C/30°C, 14°C/37°C, or 30°C/37°C hot spots), and those that were hot at all three
temperatures (14°C/30°C/37°C hot spots). As expected, the classes of hot spots ob-
tained from temperatures of sporulation that were closer together (14°C/30°C and
30°C/37°C hot spots) were about 3-fold more common than the class obtained from the
more extreme temperature sporulation difference (14°C/37°C). Despite differences in
the hot spots at the three temperatures, the recombination activities of the 14,872
positions represented on the microarray were very significantly correlated between any
two of the temperatures (Pearson’s coefficient r between 0.42 and 0.52; P � 0.0001).

To be sure that our conclusion that only a small fraction of hot spots were hot at all
three temperatures was not dependent on using the criterion of the top 10% of
rankings, we also performed the same calculation while requiring the hot spots to rank
in the top 5% or top 20% of rankings for all four experiments. Using rankings of the top
5%, we found 161, 180, and 160 hot spots at temperatures of 14°C, 30°C, and 37°C,
respectively; only 19% of hot spots were hot at all three temperatures. Using rankings
of the top 20%, we found 661, 731, and 625 hot spots at temperatures of 14°C, 30°C,
and 37°C, respectively; again, only 19% of hot spots were hot at all three temperatures.
Thus, our conclusions are not strongly dependent on the cutoff value chosen to be
considered a hot spot.

In Fig. 2, we show the ranked hybridization values of oligonucleotides as a function
of the position on chromosome III. The two most prominent hot spots are of different
classes. The hot spot marked HIS4 is of the 14°C/30°C class (HS43 in the 14°C data and
HS45 in the 30°C data; Data Set S2.1), with its strongest activity in cells sporulated at
14°C. In contrast, the hot spot marked IMG1-ARE1 is of the 14°C/30°C/37°C class (HS48
at 14°C, HS50 at 30°C, HS46 at 37°C; Data Set S2.1), with approximately the same activity
in cells sporulated at all three temperatures. Table S1 in the supplemental material
shows the 22 hottest open reading frames (ORFs) in cells sporulated at 30°C and their
rankings at 14°C and 37°C.

One trivial explanation of the observation that many of the hot spots are temper-
ature specific is that our measurements of hot spot activity have sufficiently large
distributions that some regions that are “hot” do not pass our significance threshold. By

FIG 1 Numbers of hot spots (A) and cold spots (B) that are in common in cells sporulated at 14°C, 30°C,
or 37°C. In the Venn diagrams, the numbers of hot spots/cold spots shown in blue, black, or red indicate
hot spots/cold spots detected at 14°C, 30°C, or 37°C, respectively. Hot spots had hybridization rankings
in the top 10th in 4 of 4 microarrays, and cold spots ranked in the bottom 10th in 4 of 4 arrays.
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this explanation, we expect to find that the same regions may have similar average
rankings for hot spot but that, at some temperatures, the rankings have too broad a
distribution to pass the significance criterion (all four measurements must rank in the
top 10%) for one or more of the temperatures.

Although there are undoubtedly some hot spots in this category, many are not. Data
Set S2.1 lists the hot spots identified at the three temperatures. The hot spot labeled
HS39 (on chromosome II) in the 30°C data is also a hot spot at 37°C but not at 14°C
(Data Set S1). The oligonucleotide within this 30°C/37°C hot spot starts at coordinate
798832. Of the 14,872 oligonucleotides for which we determined rankings, the average
rankings of this oligonucleotide were 419 and 280 for the temperatures of 30°C and
37°C, respectively (based on data in Data Set S1). The average ranking for the 14°C
samples was 9,687. We also did statistical comparisons of the rankings (using the values
between 0 and 1) for all of the oligonucleotides (Data Set S1), comparing recombina-
tion activities between 14°C and 30°C, 30°C and 37°C, and 14°C and 37°C. For these
comparisons, those with significantly (P � 0.05) elevated or reduced activities are
designated “Up” or “Down,” respectively, in columns AN, AO, and AP of Data Set S1
(P values that rounded off to �0.001 are highlighted in yellow). For HS39, the hot spot
activity was significantly less at 14°C than at either 30°C (P � 0.004) or 37°C (P � 0.004)
by t test. Of the statistical comparisons done for the 30°C hot spots that were in the
categories of 30°C, 14°C/30°C, and 30°C/37°C (total of 318 hot spots), P values of �0.01
were found for 41 comparisons and P values of �0.05 were found for 115 comparisons.
In addition, as described below, we confirmed some of the observed differences by
Southern analysis or by tetrad analysis.

Distributions of hot spots and cold spots relative to those of the telomeres and
centromeres. The chromosomal locations of the various classes of hot spots are shown
in Fig. 3A. As described in the introduction, regions near the telomeres and centrom-
eres tend to have fewer DSBs than other regions of the genome, particularly in rad50S
and sae2 strains, and this pattern generally persists in our data. At 30°C, if the 379 hot
spots were randomly distributed across the genome, the number of hot spots expected
within 50 kb of the telomeres and within 25 kb of the centromeres would be 66
(corrected for the number of probes within these regions). Our observed number of hot
spots (i.e., 387) is significantly lower than the expected value (chi-square test, P � 0.01).
In addition, very few hot spots were observed adjacent to ribosomal DNA (rDNA)
(shown as a red bar under chromosome XII in Fig. 3A), as expected from previous
studies (8, 9, 16). The hot spots at 14°C and 37°C were also underrepresented within
50 kb of the telomeres or within 25 kb of the centromeres, although the underrepre-

FIG 2 Recombination activities along chromosome III in cells sporulated at 14°C, 30°C, or 37°C. The y axis
shows the hybridization values (log2 of the ratio of Spo11-enriched sample divided by control DNA
sample) for each oligonucleotide on the microarray ranked from 0 (lowest) to 1 (highest). The x axis
shows the Saccharomyces Genome Database (SGD) coordinates on chromosome III in kilobases. Blue,
black, and red lines indicate the recombination activities in cells sporulated at 14°C, 30°C, and 37°C,
respectively. The HIS4 hot spot on the left arm has its highest activity at 14°C, intermediate activity at
30°C, and very little activity at 37°C. In contrast, the activity of the IMG1-ARE1 hot spot on the right arm
is unaffected by temperature.
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sentation was slightly greater at 14°C and slightly less at 37°C than at 30°C (see Fig. S1 in
the supplemental material).

To further determine the effect of temperature on DSBs near centromeres and
telomeres, we calculated the average ranks within 100 kb of each telomere and 50 kb
of each centromere for 16 chromosomes. We show these rankings for the telomeres
(Fig. 4A) and centromeres (Fig. 4B) in a moving window of 1 kb. At the telomeres,
suppression was clear for cells sporulated at 14°C and 30°C, but suppression was

FIG 3 Chromosomal distribution of hot spots. (A) Distribution of various classes of hot spots on each of the 16 chromosomes. We
show hot spots that have activities at only one temperature (14°C, 30°C, and 37°C), those that are active at two temperatures
(14°C/30°C, 30°C/37°C, 14°C/37°C), and those that are active at all three temperatures (14°C/30°C/37°C). Centromeres are shown as
thick vertical lines intersecting each chromosome. (B to D) Densities of hot spots as a function of chromosome (Chr) size in cells
sporulated at 30°C (B), 14°C (C), and 37°C (D). At 30°C and 14°C, there is a significant negative correlation between chromosome size
and hot spot density, although this relationship is not observed at 37°C.

FIG 4 Recombination activities as a function of the distance from the telomere and centromere in cells sporulated
at 14°C (blue lines), 30°C (black lines), or 37°C (red lines). (A) Recombination activity as a function of the distance
from the telomere. The y axis shows the recombination activities (average of rankings of oligonucleotides) in a
moving window of 5 kb moved 1 kb at a time. (B) Recombination activity as a function of the distance from the
centromere. The analysis was performed by a procedure similar to that described for panel A.
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substantially weaker for cells sporulated at 37°C; this effect is also evident in Fig. 2. The
suppression of DSB formation at the centromere was also less for cells sporulated at
37°C than for cells sporulated at the other two temperatures.

In contrast, and as observed in previous studies (see, for example, reference 3), cold
spots were overrepresented near the telomeres and centromeres (Data Set S2 and
Fig. S1 and S2). This overrepresentation was strongest at 14°C and diminished to
statistical insignificance at 37°C. We observed no overlap of cold spots among cells
sporulated at different temperatures (Fig. 1B). Two factors were likely responsible for
this observation. First, as discussed above, the regional specificity of cold spots was
substantially diminished in cells sporulated at 37°C. Second, by definition, cold spots
are regions with low levels of DSB formation and, therefore, low levels of immunopre-
cipitated DNA. Thus, the signal-to-noise ratio in our estimates of recombination activity
is likely to be higher for hot spots than for cold spots. In general, regions that were very
cold when sporulated at one temperature were at least moderately cold when sporu-
lated at other temperatures. For example, the oligonucleotide at position 607248 on
chromosome II was designated a cold spot at 30°C since it had a ranking below 13,304
(bottom 10% of rankings) for all four experiments; the mean ranking was 14,186.
However, the mean rankings of the same oligonucleotide in cells sporulated at the
other two temperatures were also low: 12,758 and 11,864 for cells sporulated at 14°C
and 37°C, respectively (Data Set S1). Nonetheless, this oligonucleotide passed the “cold
spot” criterion at 30°C, but not at the other two temperatures.

Density of hot spots and cold spots as a function of chromosome size. Kaback
et al. (37) noted that small yeast chromosomes had a higher density of crossovers than
large yeast chromosomes, and Gerton et al. (3) noted a higher density of DSBs on the
shorter chromosomes. Pan et al. (8) found a higher density of Spo11-associated
oligonucleotides on smaller yeast chromosomes, although the density of hot spots was
not significantly associated with chromosome size. In the current study, the density of
hot spots in cells sporulated at 14°C and 30°C was inversely related to chromosome size,
although this effect was not observed in cells sporulated at 37°C (Fig. 3B to D). In
contrast, the density of cold spots was independent of chromosome size (Fig. S2).

Association of hot and cold sites with intergenic and intragenic regions. Based
initially on Southern analysis of individual hot spots (7, 57) and subsequently on
high-resolution mapping of Spo11-associated oligonucleotides throughout the ge-
nome (8), it was shown that most meiosis-specific DSBs in yeast occur between genes
rather than within genes. In addition, hot spots are located between divergently
transcribed genes in preference to being located between genes transcribed in the
same direction or between convergently transcribed genes (3, 8). Since our analysis
involves Spo11-associated fragments that are about 1 to 2 kb in size and since the
density of oligonucleotides on the microarrays is about one oligonucleotide per
kilobase, our study did not allow high-resolution mapping of DSBs. In general, the
presence of a strong DSB site located between two genes results in an elevated signal
for the oligonucleotide representing the intergenic region as well as in elevated signals
for the oligonucleotides in the flanking genes. For the analysis described below, we
examined the recombination activity of each oligonucleotide individually, and each
oligonucleotide was classified as intragenic or intergenic.

The ratio of intergenic probes to intragenic probes on the microarray is about 1:2.7.
Oligonucleotides that were scored as “hot” were significantly enriched for intergenic
regions in cells sporulated at all three temperatures, with the strongest enrichment
seen for the 37°C data (Table S2 and Fig. S3). The approximate ratios (intergenic to
intragenic) at 14°C, 30°C, and 37°C were 1:2.1, 1:1.3, and 1:0.97, respectively. By
chi-square analysis, the data corresponding to the elevated numbers of intergenic hot
sites were very significant (P � 0.0001) for cells sporulated at 30°C and 37°C and were
of borderline significance (P � 0.01) for cells sporulated at 14°C (Table S2); because of
corrections for multiple comparisons, only P values of �0.003 are significant. It should
be pointed out that the data reported for the number of intragenic hot sites in
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Table S2 likely represent overestimates, since (as discussed above) DSBs occurring in
intergenic regions often result in an elevated level of recombination of flanking genes.

The ratio of oligonucleotides located in the three classes of intergenic regions (class
1, divergently transcribed; class 2, convergently transcribed; class 3, transcribed in the
same direction) is 2.4:1:3.4. There was a significant elevation in the number of class 1
events and a significant reduction in the number of class 2 events compared to the
expected numbers for cells sporulated at any of the three temperatures (Table S2 and
Fig. S3). The relative numbers seen with classes 1, 2, and 3 are those that would be
expected if hot spot activity were stimulated by the binding of transcription factors.
Cold sites were overrepresented (P � 0.003) for class 2 events at 30°C and 37°C, but not
at 14°C.

Correlations with our previous microarray studies of hot spots. Most of our
previous studies (3, 16, 28) were performed with similar types of microarrays in cells
sporulated at 25°C. The diploids used in these previous studies had few polymorphisms,
and both parental strains were closely related to the commonly used S288c strain in
contrast to the W303-1A/YJM789 hybrid background used in the current study. None-
theless, many of the recombination hot spots observed in the current study share the
same location as those observed in our previous study. Of the 22 hottest ORFs in the
present study, 20 were hot spots in the analysis of Mieczkowski et al. (16) (Table S1); this
result indicates that the large number of polymorphisms in KZ5 likely has little effect on
the distribution of hot spots and cold spots. This similarity is not simply a reflection of
the similar methods used to examine hot spots in these two studies. Of the 25 regions
with the largest representation of Spo11p-associated oligonucleotides in the study by
Pan et al. of an SK1-derived diploid (8), 20 matched the hot spots determined in our
analysis for KZ5 cells sporulated at 30°C. Considering the substantial sequence differ-
ences between the diploids and the differences in the methods used in these two
studies, this level of agreement is surprising.

In our previous studies, we noticed a striking positive correlation between local
peaks of GC content (based on a 5-kb sliding window that moved at intervals of 1 kb)
and meiotic hot spot activity assayed in cells sporulated at 25°C (3, 16); this correlation
is observed in the current data at all three temperatures (P � 0.0001). In addition,
negative correlations were observed between hot spots and nucleosome occupancy, as
well as between hot spots and binding sites of Rec8p, representing meiosis-specific
cohesion (8, 16). The negative correlation between nucleosome occupancy and hot
spot activity was strong at 30°C (P � 0.001; r � �0.052) but was statistically insignif-
icant in cells sporulated at 14°C (P � 0.064; r � �0.027) or 37°C (P � 0.174; r �

�0.0198). In contrast, the negative correlation between hot spots and Rec8p binding
was strong at all three temperatures of sporulation (P � 0.0001); it should be noted,
however, that nucleosome occupancy and Rec8p binding were measured in cells
grown at 30°C.

Association of modified DSB activities with transcription factors (TFs). The
recombination activity of the HIS4 hot spot requires the binding of three transcription
factors (Bas1p, Bas2p, and Rap1p), but the activity is unaffected by a promoter deletion
that substantially reduces the level of expression (7). One interpretation of that result
is that the binding of these transcription factors created a chromatin environment that
is favorable for the Spo11 machinery. A global analysis of recombination hot spots in
wild-type and bas1 strains, coupled with an examination of Bas1p binding sites,
showed that, at different genomic locations, Bas1p stimulated recombination, re-
pressed recombination, or had no effect on recombination (16, 21). Thus, the
recombination-stimulating effects of TFs are dependent on chromosome context.

To determine whether any of the observed temperature-dependent alterations in
hot spot activity could reflect the binding of specific TFs, we examined hot spots that
had altered activities at different temperatures to determine whether they were
enriched for binding sites for specific TFs. For this analysis, we restricted our analysis to
ORFs that had temperature-dependent alterations in activity at 30°C compared to the
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other two temperatures. For these comparisons, we required that the “hot” ORF of the
pair also have a “hot” promoter region. The analysis was done using the “Rank by TF”
function in the Yeastract Database (http://www.yeastract.com/).

There were 34 ORFs at 14°C and 65 ORFs at 37°C that had different DSB activities in
their promoter regions compared to the same regions at 30°C. When we pooled these
changes without regard to which temperature resulted in the higher level of recom-
bination activity, we found that the ORFs that were different between 14°C and 30°C
were enriched (P � 0.05 after correction for multiple comparisons) for 21 TFs (Fig. S4).
The equivalent analysis for ORFs that had different activities at 30°C and 37°C showed
that 39 TFs were enriched (Fig. S4). Twelve of the TFs (Met28p, Phd1p, Met32p, Yap6p,
Sok2p, Acd2p, Skn7p, Mcm1p, Msn2p, Sfp1p, Rap1p, and Rox1p) were in common
(Fig. S4). It is noteworthy that three of the TFs indicated in Fig. S4 (Bas1p, Rap1p, and
Gcn4) bind to the region upstream of the HIS4, one of the hot spots that responds most
dramatically to the temperature of sporulation.

Confirmation of chromatin immunoprecipitation with microarray technology
(ChIP-chip) results by Southern analysis. To confirm our microarray data, we exam-
ined the temperature-dependent formation of DSBs at the HIS4 and ERG25 hot spots by
Southern analysis. Based on our microarray analysis (Data Set S1), recombination
activity at the HIS4 hot spot decreased with increasing temperatures of sporulation
(Fig. 5A), whereas the ERG25 hot spot had the opposite response (Fig. 5B). DSB
frequencies, as determined by Southern analysis, were consistent with the expectations
based on the microarrays (Fig. 5C to E).

Analysis of the temperature-dependent HIS4 hot spot by tetrad analysis.
Another method of monitoring hot spot activity is by tetrad dissection of strains
heterozygous for an auxotrophic marker located near the hot spot. In a diploid

FIG 5 Microarray and Southern blot analysis of two recombination hot spots. (A) Recombination
activities of oligonucleotides located near the HIS4 and BIK1 genes as determined by microarray analysis.
The activity of this hot spot is strongest in cells sporulated at 14°C (blue line). (B) Recombination activities
of oligonucleotides (microarray analysis) located near the SPR3 and ERG25 genes. The activity of this hot
spot is strongest in cells sporulated at 37°C (red line). (C) HIS4 hot spot. (D) ERG25 hot spot. Southern blot
analysis of genomic DNA isolated from control DNA (nonsporulated) and of cells sporulated at 14°C, 30°C,
or 37°C was performed. Genomic DNA was digested with BglII (C) or BamHI (D). Following gel electro-
phoresis and DNA transfer to nylon membranes, the samples were hybridized to PCR-generated probes
(details are given in Materials and Methods). The slow-migrating band in each lane is the expected size
for genomic fragments without a meiosis-specific DSB, and the fast-migrating band is the expected size
for the hot spot-associated DSB. (E) HIS4. (F) ERG25. We show the ratios of the meiosis-specific DNA
fragment relative to the intact DNA fragment as determined with ImageJ software.
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heterozygous marker in gene A (alleles A and a) that is not located near a hot spot, most
(�95%) tetrads segregate 2 A spores to 2 a spores. Gene conversion events in which
sequence information is transferred nonreciprocally between homologues result in
tetrads with 3A:1a or 1A:3a patterns of segregation (14). Most meiotic conversion
events involve repair of a DSB through a pathway of heteroduplex formation followed
by repair of mismatches in the heteroduplex. In a wild-type strain, most mismatches are
efficiently repaired. However, small “hairpin” loops in heteroduplexes are inefficiently
repaired, resulting in postmeiotic segregation (PMS) events (38). In strains heterozygous
for an auxotrophic mutation, such events can be detected by replica plating of the
colonies derived from tetrad-dissection-to-omission medium. The most common PMS
patterns are tetrads with 2 A spore colonies, 1 a spore colony, and 1 sectored A/a spore
colony (5A:3a segregation) or with 1 A spore colony, 2 a spore colonies, and 1 sectored
A/a spore colony (3A:5a segregation).

We used tetrad analysis to examine the frequency of aberrant segregation at the
HIS4 locus in cells sporulated at different temperatures. The strain used in this exper-
iment (KZ8; construction described in Materials and Methods) is isogenic to KZ5 (the
strain used for the microarray studies) except for alterations introduced by transfor-
mation. The most relevant alterations are that the strain does not have the SPO11-ZZ
genes, is homozygous for wild-type HIS3 alleles, and is heterozygous for the his4-lopc
mutation. The his4-lopc mutation is a 26-bp palindromic sequence that results in a
poorly repaired mismatch if present in a heteroduplex (38). We sporulated KZ8 at
different temperatures for 3 to 7 days, and tetrads were dissected. The numbers of
tetrads of various classes of HIS4 segregants (His�:His�) were 21 for 3:1, 9 for 1:3, 1 for
4:0, 2 for 0:4, and 313 for 2:2 at 14°C; 21 for 3:1, 14 for 1:3, 1 for 4:0, and 440 for 2:2 at
30°C; and 11 for 3:1, 3 for 1:3, and 292 for 2:2 at 37°C. The numbers of aberrant
segregants at 14°C and 30°C were significantly greater than the numbers observed at
37°C (P values of 0.016 and 0.02, respectively, by Fisher exact tests). The proportions of
aberrant segregants at 14°C, 30°C, and 37°C were 9.5%, 7.3%, and 4.6%, respectively.
These results are consistent with our conclusions about the temperature dependence
of the HIS4 hot spot based on microarray and Southern analyses.

Previously, we examined the aberrant segregation rates of his4-lopc in a strain with
a different genetic background sporulated at either 18°C or 25°C (23). There were two
substantive differences from the results of our current study. First, most (70% to 80%)
of the aberrant segregants represented PMS events rather than conversions. Second,
the rates of aberrant segregation in the study reported by Fan et al. (23) (50% aberrant
segregation at 18°C and 19% at 25°C) were much higher than in the present study. The
first discrepancy has a simple explanation. If a heteroduplex has an efficiently repaired
mismatch near an inefficiently repaired mismatch, the excision tract extending from the
efficiently repaired mismatch frequently includes the inefficiently repaired mismatch,
reducing or eliminating PMS (39). Located within the 100-bp sequences flanking the
insertion site of his4-lopc (�467), there are five SNPs that distinguish the HIS4 genes on
the two homologues, one of which is only 5 bp from his4-lopc. It is less clear why KZ8
has a lower frequency of HIS4 aberrant segregation than the strain used in previous
studies. It is possible that the sequence differences between the two homologues at
the DSB site reduce the probability of a conversion event, although the good spore
viability of strains with this genetic background (described below) argues against a
strong general recombination-suppressing effect of the heterologies. A more likely
explanation is that some other aspect of the genetic background (for example, the
strain-specific recombination-stimulating activities of one of the polymorphic HIS4
transcription factors) has a locus-specific effect on the frequency of aberrant segrega-
tion at the HIS4 hot spot.

Whole-genome mapping of meiotic recombination events. Our microarray stud-
ies monitored DSB formation throughout the genome but did not directly examine
crossovers and gene conversions. Previously, Mancera et al. (18) used SNP-specific
microarrays to examine crossovers and gene conversions in DNA samples isolated from
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tetrads of a diploid that was closely related to the diploid used in our studies. We used
this approach to analyze patterns of recombination in the diploid JSC22-1 sporulated
at 14°C, 30°C, or 37°C. JSC22-1 is isogenic with KZ5 except that it is homozygous for the
wild-type SPO11 allele instead of the SPO11-ZZ allele.

For these experiments, cells of JSC22-1 were grown on solid rich-nutrient medium
overnight and were then sporulated on solid medium at 14°C (7 days), 30°C (3 days), or
37°C (4 days). The proportions of cells that formed tetrads at 14°C, 30°C, and 37°C were
8.1%, 27.1%, and 14.4%, respectively. The proportion of viable spores at 37°C (1,208/
1,540; 78%) was significantly (P � 0.0001 by chi-square test) lower than that at 30°C
(2,059/2,324; 89%) or 14°C (1,464/1,656; 88%). The numbers of tetrads with zero, one,
two, three, or four viable spores, respectively, were 2, 11, 45, 61, or 295 for 14°C
sporulation; 3, 10, 67, 89, or 412 for 30°C sporulation; and 6, 26, 58, 114, or 181 for 37°C
sporulation. The number of tetrads with three viable spores was significantly (P �

0.0001 by chi-square test) elevated at 37°C relative to the other two temperatures.
Although we have not investigated the cause of this elevation, a high frequency of
tetrads with three viable spores could reflect an increase in meiosis II nondisjunction.

Using SNP-specific microarrays, we genotyped a total of 84 spores derived from
complete tetrads of JSC22-1, 5 tetrads at 14°C, 11 at 30°C, and 5 at 37°C. We utilized
microarrays containing 25-base oligonucleotides that distinguished SNPs derived from
the haploid parental strains (W303-1A or YJM789) used to construct JSC22-1 (35); about
13,000 SNPs were represented on the array, allowing us to map events to a resolution
of about 1 kb. The details of DNA isolation, hybridization conditions, and analysis of the
microarrays are given in Materials and Methods.

Crossovers and gene conversions. A determination of the classes of meiotic
recombination event requires analysis of the SNP patterns in all four spores of the
tetrad. In Fig. 6A, we show the patterns of hybridization on chromosome VII in spore
DNA samples from a tetrad (30-9) of a 30°C sporulation. The multiple transitions
between W303-1A-derived sequences (shown in red) and YJM789-derived sequences
(shown in blue) are numbered; transitions with the same number on different chro-
matids represent crossovers. Numbers in the schematic depiction in Fig. 6B correspond
to the same events in Fig. 6A. Since the hybridization ratio is shown in a running
window of nine oligonucleotides, gene conversion events that included only a small
number of SNPs are not visible in Fig. 6A; these events are visible, however, when the
hybridization ratios are examined at the level of individual SNPs.

We divided individual recombination events into six classes, illustrated in Fig. 7.
Class 1 events are simple gene conversions unassociated with crossovers. In this class,
at a specific position, one chromatid (the B chromatid in Fig. 7A) has a small region
derived from a nonsister chromatid, resulting in a 3:1 segregation pattern, considering
all four chromatids. An example of a class 1 event is designated “c2” in Fig. 6. The region
of gene conversion, usually less than 5 kb in size, is outlined with a rectangle in Fig. 7.
For class 1 events, there are two transitions between the locations of SNPs derived from
one homologue and SNPs derived from the other. The four coordinates that define
these transitions are listed in Data Set S3. There are two subclasses of the class 1 events:
those with three W303-1A-derived sequences and one YJM789-derived sequence and
those with one W303-1A-derived sequence and three YJM789-derived sequences (see,
for example, Fig. 7A). These subclasses are called “type 1” and “type 2,” respectively, in
Data Set S4, which tabulates the numbers of events in all subclasses of recombination
events. In many previous studies of recombination, it was shown that the chromatid
with the initiating DSB acts as a recipient in the conversion event. Thus, as indicated in
Fig. 7A, we infer that the initiating DSB occurred on the B chromatid. The numbers of
type 1 and type 2 class 1 events in cells sporulated at the two temperatures are shown
in Table 1. As shown in this table, class 1 events constituted similar fractions of the total
recombination events in cells sporulated at all three temperatures, and the W303-1A-
and YJM789-derived homologues were equally susceptible to meiosis-specific DSBs
(comparison of the percentages of type 1 and type 2 events).
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Crossovers represented about 70% to 74% of the total recombination events for
cells sporulated at all temperatures (sum of classes 2, 3, and 5; Table 1). Crossovers with
no detectable conversion event (class 2; 33% to 35% of the total) and crossovers
adjacent to simple conversions (class 3; 30% to 36% of the total) were much more
common than crossovers associated with complex conversions (class 5; 4% to 7% of
the total) (Fig. 7 and Table 1). The two smallest classes consisted of complex gene
conversion events unassociated with crossovers (class 4; �1% of the total) and break-
induced replication (BIR) events (class 6; �1% of the total). The distinction between
simple and complex gene conversion events is that simple conversions have a single
continuous block of homology transferred between homologues (Fig. 7C) whereas

FIG 6 Microarray analysis of crossovers and conversions unassociated with crossovers in tetrads of JSC22. As
described in the text, the diploid was constructed by crossing sequenced diverged strains W303-1A and YJM789.
We dissected tetrads from the diploid sporulated at different temperatures and examined genomic DNA of the
spores by using microarrays that could distinguish SNPs derived from the two genetic backgrounds. The data
shown in this figure were from tetrad 30-9 (30°C sporulation, tetrad 9; Data Set S3). Only data from chromosome
VII are shown. (A) SNP microarray analysis of chromosome VII. The red and blue lines show hybridization to
W303-1A-specific and YJM789-specific SNPs, respectively. The y axis shows the hybridization ratios relative to the
fully heterozygous control strain. In segments of the chromosome that contain W303-1A-derived sequences, the
red line has a hybridization ratio of about 1.7 and the blue line a hybridization ratio of about 0.2. These ratios are
shown in moving windows containing nine SNPs that are moved one SNP at a time. Transitions with a capital “C”
followed by a number show crossovers. Transitions with a small “c” followed by a number indicate conversion
events unassociated with crossovers, and the single event labeled “B” is a BIR event. It should be emphasized that
conversion tracts that involve a single SNP (described in Data Set S3) are not detectable in the low-resolution
images in panel A but are depicted in panel B. (B) Depictions of crossovers and conversions based on the SNP array
analysis. The conversion event labeled “c1” is complex (similar to type 3 in Data Set S4), as is the conversion tract
associated with C7. The numbers of the events match those shown in panel A.
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complex conversion events (Fig. 7D and E) have two or more blocks of homology
transferred. We considered an event to be a complex conversion, rather than two
adjacent simple conversion events, if the distance between transitions was less than
7.5 kb.

Excluding the BIR events, we observed the following numbers of conversions
unassociated with crossovers (classes 1 and 4) and 95% confidence limits (smallest and
largest numbers) per tetrad for each temperature as follows: for 14°C, 34 � 13 (range,
20 to 48); for 30°C, 36 � 15 (range, 19 to 103), for 37°C, 28 � 11 (range, 18 to 39). The
comparable numbers of crossovers (classes 2, 3, and 5) per tetrad for each temperature
were as follows: for 14°C, 84 � 11 (range, 73 to 96); for 30°C, 107 � 12 (range, 86 to
149); for 37°C, 78 � 20 (range, 62 to 101). As in the analysis by Mancera et al. (18), we
assume that we detected all crossovers but that we missed those gene conversion
events that were unassociated with crossovers if they did not include one or more of

TABLE 1 Number of recombination events of different classes in cells sporulated at different temperaturesa

Class Type(s) Class description

No. of events (% of total)

14°C 30°C 37°C

1 1 Simple conversion, no crossover; duplication of W303-1A-derived sequences 77 (13) 184 (12) 71 (13)
1 2 Simple conversion, no crossover; duplication of YJM789-derived sequences 92 (15) 209 (13) 67 (13)
1 1 � 2 (class 1 total) Simple conversion, no crossover 169 (28) 393 (25) 138 (26)
2 5 Crossover, no detectable conversion 199 (33) 544 (35) 180 (34)
3 7 Simple conversion plus crossover; duplication of W303-1A-derived sequences 97 (16) 267 (17) 97 (18)
3 6 Simple conversion plus crossover; duplication of YJM789-derived sequences 83 (14) 299 (19) 92 (17)
3 6 � 7 (class 3 total) Simple conversion plus crossover 180 (30) 566 (36) 189 (36)
4 3 � 4 Complex conversion, no crossover 3 (0.5) 3 (0.2) 0 (0)
5 8–25 Complex conversion plus crossover 42 (7) 63 (4) 21 (4)
6 26 � 27 Break-induced replication (BIR) 6 (1) 6 (0.4) 0 (0)

Total 599 1,575 528
aThe calculations of the numbers of events were based on an analysis of cells sporulated at 14°C (5 tetrads), 30°C (11 tetrads), and 37°C (5 tetrads).

FIG 7 Main classes of meiotic recombination events in JSC22. In these diagrams, each line represents a
specific chromosome in one spore, and the four lines are spores from a single tetrad. Red and blue lines
indicate sequences derived from W303-1A and YJM789, respectively. Boxed intervals show gene con-
version or BIR events. These classes match those described in Table 1. (A) Class 1 (simple conversion
unassociated with crossover). In the figure, we show a conversion event in which W303-1A sequences are
lost and YJM789-derived sequences are duplicated. In spore B, there are two transitions between red and
blue SNPs. Events in which YJM789-derived sequences are lost and W303-1A sequences are duplicated
were found with similar frequencies (Table 1). (B) Class 2 (crossover unassociated with a conversion). In
events in this class, in the spores that have a crossover (spores B and C), the transition between red and
blue sequences occurs between the same two SNPs. (C) Class 3 (crossover associated with a simple
conversion). In events in this class, the regions flanking the conversion event in spores B and C are
reciprocally recombined. There is a single transition between the red and blue SNPs in each of these
spores, but the transitions are in different places. (D) Class 4 (complex conversion unassociated with a
crossover). In events in this class, the conversion events are not associated with a crossover of flanking
sequences and there are more than two transitions between the SNPs on the chromatid with the
conversion (spore B). There are a number of different types of class 4 (Table 1 and Data Set S4). (E) Class
5 (complex conversions associated with crossover). As described for panel D, the conversion tract (spore
B) has more than two transitions. In addition, the sequences flanking the conversion tract in spores B and
C are reciprocally recombined. (F) Class 6 (break-induced replication [BIR]). In events in this class, there
is a long (�5-kb) terminal conversion tract (spore C).
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the oligonucleotide sequences represented on the microarray. Since the SNPs repre-
sented on our microarray are separated by an average distance of about 1 kb (35) and
the median meiotic conversion tract length is about 2 kb (18), the fraction of such
undetected conversions is likely to be substantial. We estimated the fraction of unde-
tected gene conversion events using the method described by Mancera et al. (18). For
each temperature, we determined the fraction of crossovers that had a detectable
conversion event and divided the number of conversions unassociated with crossovers
(classes 1 and 4) by that fraction. For example, at 30°C, 0.536 of the crossover events
were associated with conversions. Since the number of conversions unassociated with
crossovers was 396, the corrected number was 396/0.536, or 739; the corrected number
of conversions unassociated with crossovers per tetrad was 67.

Using the correction factor, we estimated that the average numbers of conversions
unassociated with crossovers and the average numbers of crossovers per tetrad (the
sums of the two events are indicated in parentheses) were 65 and 84 (149) at 14°C, 67
and 107 (174) at 30°C, and 54 and 78 (132) at 37°C. One important point concerning
these data is that the numbers of recombination events per tetrad differed by less than
35% at the different sporulation temperatures despite alterations in which genomic
regions are hot spots. In addition, at all three temperatures, all chromosomes had at
least one crossover (Data Set S3), i.e., the obligatory crossover required to ensure
accurate chromosome disjunction at meiosis I. Our estimate of 174 recombination
events per tetrad in cells sporulated at 30°C is similar to the observed total of 157
events in a similar genetic background in cells sporulated at about 24°C by Mancera et
al. (18). The level of crossovers was significantly lower at 14°C and 37°C than at 30°C
(P values less than 0.01, as determined with the Mann-Whitney test). In addition, using
uncorrected numbers for conversions and crossovers, we found that the average
number of recombination events was significantly lower at 37°C than at 30°C (P value
of 0.03). These observations correlate well with our estimates of the numbers of hot
spots in strains at 14°C, 30°C, and 37°C described above (312, 379, and 326, respec-
tively).

Although most of the conversion events were simple, we also observed complex
conversions (classes 4 and 5 in Table 1). In conversion events unassociated with
crossovers, the ratios of complex conversions to simple conversions were low (�0.02):
3/169 (14°C), 3/393 (30°C), and 0/138 (37°C). In contrast, for the conversion events
associated with crossovers, the ratios of complex conversions to simple conversions
were �0.11: 42/180 (14°C), 63/566 (30°C), and 21/189 (37°C). A similar effect was
detected previously in experiments done with a strain similar to the one used in our
study (18), although such an effect was not observed in a different genetic background
(40). In addition, we found that there were significantly more complex conversion
events at 14°C than at 30°C (P � 0.001 by Fisher exact test) or 37°C (P � 0.01).
Interpretations of these observations are discussed below.

We observed small numbers of terminal gene conversion events (Fig. 6 and 7F), 6 at
14°C and 6 at 30°C (Table 1), which were classified as BIR events. One such event is
designated “B1” in Fig. 6. Similar events have been observed previously (18, 41). A likely
interpretation of these events is that a DSB located near the end of the chromosome
was repaired by a nonreciprocal event in which the centromere-containing broken end
invaded the opposite homologue and duplicated sequences centromere-distal to the
break (42).

Crossover interference. In yeast, as in most eukaryotes, a meiotic crossover
event reduces the probability of occurrence of an additional crossover event nearby
(22, 43); this phenomenon is termed “crossover interference” or “chiasma interfer-
ence.” To assess the degree of interference that was temperature dependent, we
measured interference using the tetrad-randomization method employed by
Mancera et al. (18). In brief, our estimates of the number of crossover events per
tetrad at each temperature were used to place crossovers randomly in the genome
(details are given in Materials and Methods) using 1,000 simulations for each
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temperature. The median distances between adjacent crossovers from these sim-
ulations were used as the expected values for comparisons to the median values
obtained for the midpoints of our observed crossovers. At all three temperatures,
the observed intercrossover distances significantly (P � 0.0001 by Mann-Whitney
test) exceeded the intercrossover distance predicted if there were no interference.
The observed versus the expected distances for cells sporulated at 14°C, 30°C, and
37°C were 109 kb versus 86 kb for 14°C, 83 kb versus 68 kb for 30°C, and 104 kb
versus 87 kb for 37°C. Thus, crossover interference was present in strains sporulated
at all three temperatures. However, the degree of interference (the gap between
the observed intercrossover and randomized intercrossover distances) at 14°C was
greater than that seen at 30°C or 37°C (P � 0.0001 by Mann-Whitney test),
suggesting that interference can be affected by temperature.

Gene conversion lengths and the genomic effect of gene conversion. The
median sizes of conversion tracts associated with crossovers at 14°C, 30°C, and 37°C
were 2,937, 3,010, and 2,871 bp, respectively; these lengths were not significantly
different by the Mann-Whitney test. The median tract sizes of conversions unassociated
with crossovers at 14°C, 30°C, and 37°C were also not significantly different, with
median lengths of 3,598, 3,327, and 3,280 bp, respectively. In previous studies, Mancera
et al. (18) found that the lengths of the conversion tracts associated and unassociated
with crossovers were 2 kb and 1.8 kb, respectively. These tract lengths are shorter than
those observed in our study presumably because they examined meiotic segregants
using microarrays that allowed detection of more SNPs than the arrays used in our
study. Nonetheless, we conclude that different temperatures of sporulation do not have
a strong effect on the length of conversion tracts. Since the distance between oligo-
nucleotides on the microarray averaged about 1 kb, alterations in average tract lengths
that were less than 300 bp would be difficult to detect in our study.

Although the conversion tracts were of similar lengths in strains sporulated at
different temperatures, sporulated at 14°C, the diploid had about 2-fold-higher levels of
complex conversion tracts than samples sporulated at the other two temperatures
(11.4% at 14°C, 6.4% at 30°C, and 6.0% at 37°C; Table 1); these differences were
significant by chi-square analysis (P � 0.02). This difference may reflect that the
enzymes involved in DNA synthesis and/or strand transfer are less processive at low
temperatures, resulting in more strand switching between different templates.

Mancera et al. (18) estimated that about 2% of the genome was altered by gene
conversion for each meiosis event. By summing the lengths of all gene conversion
tracts for the tetrads derived from each temperature and dividing by the genome size,
we determined that 1% of the genome underwent conversion at 14°C, 1.2% underwent
conversion at 30°C, and 0.85% underwent conversion at 37°C. The proportions of the
genome undergoing gene conversion at 14°C and 37°C were significantly reduced
relative to 30°C (P � 0.0001 by chi-square analysis).

DISCUSSION

Many strains of the yeast S. cerevisiae are capable of sporulating at a wide range of
temperatures, but the effects of this variable on patterns of meiotic recombination had
not been systematically examined prior to our study. Although we previously showed
that a genomic region located upstream of HIS4 had 2-fold-stronger hot spot activity at
18°C than at 25°C (23, 38), no other temperature-dependent hot spots in yeast have
been characterized. Our analysis described above showed that many hot spots, as well
as regions that are not hot spots, are strongly affected by the temperature of sporu-
lation. Thus, meiotic recombination maps vary depending on the temperature of
sporulation.

There were two categories of temperature-dependent changes in recombination
observed in our analysis: changes that affect individual genes and global alterations in
recombination near the telomeres and centromeres. These two categories of alterations
are discussed separately. The first point that should be emphasized is that the
temperature-dependent alterations in the activities of individual genes/hot spots were
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not affected in a consistent direction. Some genes (for example, HIS4) were hottest at
14°C, and others (for example, ERG25) were hottest at 37°C. This result argues that
Spo11p and the other proteins involved in initiating meiosis-specific DSBs function
reasonably well within the temperature range tested.

As outlined in the introduction, DSB formation of individual genomic regions is
regulated at two levels. First, most DSBs occur in promoter regions of genes localized
in arrays of loops, and these events are stimulated by the binding of transcription
factors (as discussed in more detail below). Second, trimethylated H3K4 genomic
regions become tethered to the chromosome axes where Spo11p and other proteins
required for DSB formation are localized (26). The evidence that transcription factor
binding was required for hot spot activity and DSB formation was originally based on
the analysis of the ade6-M26 hot spot of S. pombe (10–12) and the HIS4 hot spot of
S. cerevisiae (20, 44). For ade6-M26, the relevant transcription factor is Atf-Pcr1 (12), and
for HIS4, the relevant factors are Bas1p, Bas2p, and Rap1p (20, 44). Subsequently, many
other hot spots defined by short sequence motifs that require transcription factors for
hot spot activity were identified in S. pombe (45, 46). In this regard, it should be
emphasized that, although hot spots in S. cerevisiae and S. pombe are not defined by
a single long sequence motif, many hot spots share short motifs that bind specific
transcription factors (47). In mammals, a large subset of recombination hot spots is
defined by a sequence motif that binds the histone methyltransferase PRDM9 (48).

Based on these considerations, several nonexclusive models can explain the differences
in hot spot activities at different temperatures. First, different recombination-promoting
transcription factors could have different optimal binding temperatures that result in
temperature-dependent DSBs near their binding site. A related interpretation is that
the level of recombination-stimulating transcription factors varies with the tempera-
ture. This interpretation is quite likely since many yeast genes show temperature-
dependent alterations in transcript levels. For example, about 500 genes are upregu-
lated and 500 downregulated when yeast cells are exposed to low temperatures (49).
An alternative possibility is that the levels of the recombination-promoting histone
modification trimethylated H3K4 differ at different loci at different temperatures of
sporulation.

In the present study, as in previous studies of meiotic recombination in rad50S or
sae2 strains (3), DSB formation was substantially reduced in pericentric regions and in
regions within 20 to 50 kb of the telomere. In wild-type strains, the degree of DSB
suppression is restricted to a region of about 10 kb at the centromere (9, 17), although
crossovers between homologues are restricted in a larger pericentric region. The
mechanism by which recombination is suppressed in this region is unclear; however, it
is dependent on the Ctf19 kinetochore protein and is partially independent of peri-
centric cohesion (50). Similarly, the mechanism responsible for suppression of meiotic
exchange near the telomere is unclear. It is unlikely to be related to telomeric silencing
of gene expression, since loss of Sir2 (required for silencing) has only a small effect on
meiotic recombination near the telomere (28). It is possible that the observed suppres-
sion of meiotic recombination reflects an aspect of clustering of centromeres and
telomeres (perhaps resulting in a chromatin modification) that occurs prior to DSB
formation. Previously, Börner et al. found that wild-type strains sporulated at 33°C had
accelerated formation of DNA recombination intermediates and a stronger leptotene
recombination checkpoint than strains sporulated at 23°C (51); these differences could
exert context-dependent effects on the frequency of DSB formation.

One important function of meiotic recombination is to generate genetic diversity.
We found that the number of crossovers per tetrad was higher at 30°C than in tetrads
derived from sporulation at the other two temperatures. The smaller number of
crossovers at 14°C might be a consequence of the higher degree of crossover inter-
ference, although this factor does not explain the difference in the numbers of
crossovers at 30°C and 37°C. The reduced spore viability observed at 37°C relative to
30°C may be a consequence of the reduced levels of crossovers. Alternatively, the
reduced level of suppression of crossovers near the centromere in cells sporulated at
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37°C could elevate nondisjunction, because crossovers near the centromere elevate the
frequency of nondisjunction (2).

Despite the altered patterns of recombination described above, some general
features of recombination are temperature independent. The numbers of crossovers
and conversions per tetrad vary �40% at the various temperatures. In tetrads obtained
from all temperatures, all chromosomes get at least one crossover, and gene conver-
sion tracts do not show significant variations in length. Thus, many of the basic
properties of meiotic exchange are conserved in the temperature range of 14°C to 37°C.
For organisms that experience substantial variation in environmental temperatures, this
conservation is presumably evolutionarily advantageous.

It has long been observed that the meiotic recombination maps in humans are
different for males and females (52, 53). Although there are many possible mechanisms
to explain these differences, we suggest the possibility that the temperature at which
meiosis occurs in the different sexes may be one important factor since the tempera-
ture in the testes is lower than the temperature in the ovaries.

MATERIALS AND METHODS
Strains and medium. All S. cerevisiae strains used in this study are isogenic with the previously

described haploid strains JSC12-1 (MATa leu2-3,112 his3-11,15 ura3-1 ade2-1 trp1-1 can1-100::natMX4
RAD5 IV1510386::kanMX6-can1-100) and JSC21-1 (MAT� ade2-1 ura3 gal2 ho::hisG CAN1::natMX4
IV1510386::SUP4-o) (54), except for changes introduced by transformation. JSC22-1 is a diploid strain
obtained by mating JSC12-1 and JSC21-1. We inserted an epitope tag (the ZZ epitope of protein A of
Staphyloccocus aureus) at the C terminus of SPO11 by PCR amplification of the SPO11 ZZ::K.1.URA3 gene
of strain JG106 (16) using primers SPO-ZZUS (AGCATAGCCCTAAATTATAC) and SPO-ZZUA (TCCTTACAT
GGCTTATAACT). Strains KZ3 and KZ4 were derivatives of KZ1 and K2, respectively, in which the SAE2 gene
was replaced by hphMX4. These replacements were performed using PCR fragments obtained by
amplifying plasmid pAG32 (55) with primers dSAE2S and dSAE2A. Mating KZ3 and KZ4 generated the
KZ5 diploid strain that was used in the ChIP-chip analysis. KZ6 was constructed by transforming JSC21-1
with a DNA fragment containing the wild-type HIS3 gene, generated by PCR amplification of genomic
DNA derived from HIS3 strain YJM785 using primers HIS3S (TAGTCAGGGAAGTCATAACAC) and HIS3A
(CACCTATCACCACAACTAACT). KZ7 is a derivative of KZ6 with the his4-lopc allele and was constructed by
two-step transplacement with plasmid pDN13; for the transformation, pDN13 was treated with restriction
enzyme SnaBI. The KZ8 diploid was obtained by crossing of KZ7 and JSC21-1.

Standard rich growth medium (yeast extract-peptone-dextrose [YPD]) was used to culture yeast cells.
Presporulation medium contains 5 g/liter yeast extract, 10 g/liter peptone, 1.7 g/liter yeast nitrogen base,
10 g/liter potassium acetate, 5 g/liter ammonium sulfate, and 10 g/liter potassium hydrogen phthalate.
Liquid sporulation medium contains 1 g/liter yeast extract and 10 g/liter potassium acetate. Solid
sporulation medium contains 1 g/liter yeast extract, 10 g/liter potassium acetate, 0.5 g/liter glucose, and
5 mg/liter adenine.

Detection of meiotic DSBs by ChIP-chip. Because of the sae2 mutation, in diploid strain KZ5,
Spo11p is not removed from the DNA ends. KZ5 cells were cultured in sporulation medium at 14°C,
30°C, or 37°C. The Spo11p-associated DNA was prepared by immunoprecipitation using methods
described in our previous study (16). The Spo11p-enriched DNA was then PCR amplified, and the PCR
products were labeled with Cy5-dUTP. Nonenriched genomic DNA that had been amplified was
labeled with Cy3-dUTP and was used as a control for the CGH microarrays (Agilent custom
ChIP-on-Chip 8x15k array G4499A). We acquired the microarray images with a GenePix 4000B
scanner and analyzed the images with GenePix Pro 6.0 software. Subsequent steps in the data
analysis were previously described by Mieczkowski et al. (16). Raw data are available at GEO (see
below). The relative strengths of DSBs for each SNP were determined using the normalized ratio of
hybridization (log2 of S/C [with S representing Spo11-enriched DNA and C representing control
DNA]). To compare the recombination activities of the 14,872 individual SNPs on the microarrays, we
used two methods. First, we ranked the normalized ratios of hybridization from highest (which was
given a value of 1) to lowest (which was given a value of 14,872). Second, we ranked the ratios of
hybridization from 0 (the lowest ratio) to 1 (the highest ratio). Intermediate ratios were assigned a
rank based on the following formula: rank � [(log2 S/C for sample) � (log2 S/C for lowest-ranked
sample)]/[log2 S/C for highest-ranked sample) � (log2 S/C for lowest-ranked sample)].

Confirmation of DSBs by Southern blotting. To induce Spo11-catalyzed DSBs, we incubated KZ5
cells in 200 ml presporulation medium at 30°C for 16 h and then transferred the cells into 200 ml
sporulation medium at 14°C for 48 h, 30°C for 24 h, or 37°C for 24 h. Genomic DNA from KZ5 cells was
isolated from meiotic and premeiotic cells (from presporulation medium) as described by St. Charles et
al. (35). Hybridization probes were prepared by PCR amplification of genomic DNA using a commercial
digoxigenin (DIG) DNA labeling kit (Roche).

Mapping of crossovers (COs) and noncrossovers (NCOs) using SNP microarrays. The whole-
genome SNP microarray that detects allele-specific hybridization patterns for about ~13,000 SNP sites
distributed across the yeast genome was designed in our previous study (35). Briefly, for each SNP, these
Agilent-constructed microarrays contain four oligonucleotides: one pair that hybridizes to the Watson
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and Crick strands of the W303-1A-derived SNP allele and another that hybridizes to the same strands for
the YJM789-derived SNP allele. Tetrads derived from JSC22 were dissected. Genomic DNA from each
meiotic product was labeled with Cy5-dUTP, and control DNA from the fully heterozygous JSC24-2 strain
(56) was labeled with Cy3-dUTP. The two DNA samples were then hybridized to the SNP microarrays in
competition (35). Microarray image acquisition and data extraction were performed as described for the
ChIP-chip experiment. Raw data are available at GEO (see below). By measuring the relative ratios of
hybridization, we could determine which regions of the spore genome were W303-1A specific and which
were YJM789 specific.

Data analysis. Identification of transcription factors (TFs) that bind promoter region of ORFs was
conducted using the Yeastract website (http://www.yeastract.com/). Mann-Whitney tests and chi-square
tests were performed using VassarStat (http://vassarstats.net). t tests were performed using the t test
function in Excel. Fisher exact tests with two-tailed P values and Pearson’s correlation analyses were done
using GraphPad Prism 6 software. To estimate crossover interference, we calculated the average number
of crossovers per tetrad at the various temperatures and used the “sample()” function of R software to
place the crossovers randomly on the chromosomes (18). One thousand simulations were done for each
temperature.

Accession number(s). The raw data determined in this work are available at GEO under accession
no. GSE100741 and GSE97667.

SUPPLEMENTAL MATERIAL
Supplemental material for this article may be found at https://doi.org/10.1128/mBio

.02099-17.
FIG S1, TIF file, 0.2 MB.
FIG S2, TIF file, 0.4 MB.
FIG S3, TIF file, 0.2 MB.
FIG S4, TIF file, 0.6 MB.
TABLE S1, DOCX file, 0.1 MB.
TABLE S2, DOCX file, 0.1 MB.
DATA SET S1, XLS file, 3.4 MB.
DATA SET S2, XLSX file, 0.1 MB.
DATA SET S3, XLSX file, 0.4 MB.
DATA SET S4, XLSX file, 0.04 MB.

ACKNOWLEDGMENTS
We thank S. Jinks-Robertson, J. Sekelsky, S. Keeney, M. Lichten, E. Edenberg, D.

Camerini-Otero, N. Singh, K. T. Nishant, and W. Wahls for providing useful information
or comments on the manuscript and thank E. Edenberg for performing some prelim-
inary experiments in the laboratory concerning the effects of temperature on patterns
of meiotic recombination.

The research was supported by NIH grants GM24110, GM52319, and R35GM118020
to T.D.P. D.-Q.Z., K.Z., and X.-C.W. were supported by the National Natural Science
Foundation of China (31401058 and 31370132).

REFERENCES
1. Thacker D, Keeney S. 2016. Homologous recombination during meiosis,

p 131–151. In Hanaoka F, Sugasawa K (ed), DNA replication, recombina-
tion, and repair. Springer, Tokyo, Japan.

2. Lam I, Keeney S. 2014. Mechanism and regulation of meiotic recombi-
nation initiation. Cold Spring Harb Perspect Biol 7:a016634. https://doi
.org/10.1101/cshperspect.a016634.

3. Gerton JL, DeRisi J, Shroff R, Lichten M, Brown PO, Petes TD. 2000. Global
mapping of meiotic recombination hotspots and coldspots in the yeast
Saccharomyces cerevisiae. Proc Natl Acad Sci U S A 97:11383–11390.
https://doi.org/10.1073/pnas.97.21.11383.

4. Myers S, Bottolo L, Freeman C, McVean G, Donnelly P. 2005. A fine-scale
map of recombination rates and hotspots across the human genome.
Science 310:321–324. https://doi.org/10.1126/science.1117196.

5. Singhal S, Leffler EM, Sannareddy K, Turner I, Venn O, Hooper DM, Strand
AI, Li Q, Raney B, Balakrishnan CN, Griffith SC, McVean G, Przeworski M.
2015. Stable recombination hotspots in birds. Science 350:928 –932.
https://doi.org/10.1126/science.aad0843.

6. Lam I, Keeney S. 2015. Nonparadoxical evolutionary stability of the
recombination initiation landscape in yeast. Science 350:932–937.
https://doi.org/10.1126/science.aad0814.

7. Petes TD. 2001. Meiotic recombination hot spots and cold spots. Nat Rev
Genet 2:360 –369. https://doi.org/10.1038/35072078.

8. Pan J, Sasaki M, Kniewel R, Murakami H, Blitzblau HG, Tischfield SE, Zhu
X, Neale MJ, Jasin M, Socci ND, Hochwagen A, Keeney S. 2011. A
hierarchical combination of factors shapes the genome-wide topogra-
phy of yeast meiotic recombination initiation. Cell 144:719 –731. https://
doi.org/10.1016/j.cell.2011.02.009.

9. Buhler C, Borde V, Lichten M. 2007. Mapping meiotic single-strand
DNA reveals a new landscape of DNA double-strand breaks in Sac-
charomyces cerevisiae. PLoS Biol 5:e324. https://doi.org/10.1371/journal
.pbio.0050324.

10. Gutz H. 1971. Site specific induction of gene conversion in Schizosac-
charomyces pombe. Genetics 69:317–337.

11. Schuchert P, Langsford M, Käslin E, Kohli J. 1991. A specific DNA se-
quence is required for high frequency of recombination in the ade6
gene of fission yeast. EMBO J 10:2157–2163.

12. Kon N, Krawchuk MD, Warren BG, Smith GR, Wahls WP. 1997. Transcrip-
tion factor Mts1/Mts2 (Atf1/Pcr1, Gad7/Pcr1) activates the M26 meiotic
recombination hotspot in Schizosaccharomyces pombe. Proc Natl Acad
Sci U S A 94:13765–13770. https://doi.org/10.1073/pnas.94.25.13765.

Temperature Affects Genetic Maps ®

November/December 2017 Volume 8 Issue 6 e02099-17 mbio.asm.org 19

http://www.yeastract.com/
http://vassarstats.net
https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE100741
http://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE97667
https://doi.org/10.1128/mBio.02099-17
https://doi.org/10.1128/mBio.02099-17
https://doi.org/10.1101/cshperspect.a016634
https://doi.org/10.1101/cshperspect.a016634
https://doi.org/10.1073/pnas.97.21.11383
https://doi.org/10.1126/science.1117196
https://doi.org/10.1126/science.aad0843
https://doi.org/10.1126/science.aad0814
https://doi.org/10.1038/35072078
https://doi.org/10.1016/j.cell.2011.02.009
https://doi.org/10.1016/j.cell.2011.02.009
https://doi.org/10.1371/journal.pbio.0050324
https://doi.org/10.1371/journal.pbio.0050324
https://doi.org/10.1073/pnas.94.25.13765
http://mbio.asm.org


13. Fogel S, Lusnak K. 1981. Mechanisms of meiotic gene conversion, or
“Wanderings on a Foreign Strand�, p 289 –339. In Strathern JN, Jones EW,
Broach J (ed), The molecular biology of the yeast Saccharomyces cerevi-
siae. Cold Spring Harbor, New York, NY.

14. Petes T, Malone RE, Symington LS. 1991. Recombination in yeast, p
407–521. In Broach J, Pringle JR, Jones EW (ed), The molecular biology of
the yeast Saccharomyces cerevisiae. Cold Spring Harbor, New York, NY.

15. Borde V, Lin W, Novikov E, Petrini JH, Lichten M, Nicolas A. 2004.
Association of Mre11p with double-strand break sites during yeast
meiosis. Mol Cell 13:389 – 401. https://doi.org/10.1016/S1097-2765(04)
00034-6.

16. Mieczkowski PA, Dominska M, Buck MJ, Gerton JL, Lieb JD, Petes TD.
2006. Global analysis of the relationship between the binding of the
Bas1p transcription factor and meiosis-specific double-strand DNA
breaks in Saccharomyces cerevisiae. Mol Cell Biol 26:1014 –1027. https://
doi.org/10.1128/MCB.26.3.1014-1027.2006.

17. Blitzblau HG, Bell GW, Rodriguez J, Bell SP, Hochwagen A. 2007. Mapping
of meiotic single-stranded DNA reveals double-stranded-break hotspots
near centromeres and telomeres. Curr Biol 17:2003–2012. https://doi
.org/10.1016/j.cub.2007.10.066.

18. Mancera E, Bourgon R, Brozzi A, Huber W, Steinmetz LM. 2008. High-
resolution mapping of meiotic crossovers and non-crossovers in yeast.
Nature 454:479 – 485. https://doi.org/10.1038/nature07135.

19. Wu TC, Lichten M. 1994. Meiosis-induced double-strand break sites
determined by yeast chromatin structure. Science 263:515–518. https://
doi.org/10.1126/science.8290959.

20. White MA, Dominska M, Petes TD. 1993. Transcription factors are re-
quired for the meiotic recombination hotspot at the HIS4 locus in
Saccharomyces cerevisiae. Proc Natl Acad Sci U S A 90:6621– 6625.
https://doi.org/10.1073/pnas.90.14.6621.

21. Zhu X, Keeney S. 2015. High-resolution global analysis of the influences
of Bas1 and Ino4 transcription factors on meiotic DNA break distribu-
tions in Saccharomyces cerevisiae. Genetics 201:525–542. https://doi.org/
10.1534/genetics.115.178293.

22. Blat Y, Protacio RU, Hunter N, Kleckner N. 2002. Physical and functional
interactions among basic chromosome organizational features govern
early steps of meiotic chiasma formation. Cell 111:791– 802. https://doi
.org/10.1016/S0092-8674(02)01167-4.

23. Fan Q, Xu F, Petes TD. 1995. Meiosis-specific double-strand DNA breaks
at the HIS4 recombination hot spot in the yeast Saccharomyces
cerevisiae: control in cis and trans. Mol Cell Biol 15:1679 –1688. https://
doi.org/10.1128/MCB.15.3.1679.

24. Borde V, Robine N, Lin W, Bonfils S, Géli V, Nicolas A. 2009. Histone H3
lysine 4 trimethylation marks meiotic recombination initiation sites.
EMBO J 28:99 –111. https://doi.org/10.1038/emboj.2008.257.

25. Tischfield SE, Keeney S. 2012. Scale matters: the spatial correlation of
yeast meiotic DNA breaks with histone H3 trimethylation is driven
largely by independent colocalization at promoters. Cell Cycle 11:
1496 –1503. https://doi.org/10.4161/cc.19733.

26. Sommermeyer V, Béneut C, Chaplais E, Serrentino ME, Borde V. 2013.
Spp1, a member of the Set1 complex, promotes meiotic DSB formation
in promoters by tethering histone H3K4 methylation sites to chromo-
some axes. Mol Cell 49:43–54. https://doi.org/10.1016/j.molcel.2012.11
.008.

27. Petes TD, Botstein D. 1977. Simple Mendelian inheritance of the reiter-
ated ribosomal DNA of yeast. Proc Natl Acad Sci U S A 74:5091–5095.
https://doi.org/10.1073/pnas.74.11.5091.

28. Mieczkowski PA, Dominska M, Buck MJ, Lieb JD, Petes TD. 2007. Loss of a
histone deacetylase dramatically alters the genomic distribution of Spo11p-
catalyzed DNA breaks in Saccharomyces cerevisiae. Proc Natl Acad Sci U S A
104:3955–3960. https://doi.org/10.1073/pnas.0700412104.

29. Gottlieb S, Esposito RE. 1989. A new role for a yeast transcriptional
silencer gene, SIR2, in regulation of recombination in ribosomal DNA.
Cell 56:771–776. https://doi.org/10.1016/0092-8674(89)90681-8.

30. Cotton VE, Hoffmann ER, Abdullah MFF, Borts RH. 2009. Interaction of
genetic and environmental factors in Saccharomyces cerevisiae meiosis:
the devil is in the details. Methods Mol Biol 557:3–20. https://doi.org/10
.1007/978-1-59745-527-5_1.

31. Johnston JR, Mortimer R. 1967. Influence of temperature on recombina-
tion in yeast. Heredity 22:297–303. https://doi.org/10.1038/hdy.1967.33.

32. Hyppa RW, Fowler KR, Cipak L, Gregan J, Smith GR. 2014. DNA interme-
diates of meiotic recombination in synchronous S. pombe at optimal
temperature. Nucleic Acids Res 42:359 –369. https://doi.org/10.1093/nar/
gkt861.

33. Bomblies K, Higgins JD, Yant L. 2015. Meiosis evolves: adaptation to
external and internal environments. New Phytol 208:306 –323. https://
doi.org/10.1111/nph.13499.

34. Mather K. 1939. Crossing over and heterochromatin in the X chromo-
some of Drosophila melanogaster. Genetics 24:413– 435.

35. St. Charles J, Hazkani-Covo E, Yin Y, Andersen SL, Dietrich FS, Green-
well PW, Malc E, Mieczkowski P, Petes TD. 2012. High-resolution
genome-wide analysis of irradiated (UV and gamma rays) diploid yeast
cells reveals a high frequency of genomic loss of heterozygosity (LOH)
events. Genetics 190:1267–1284. https://doi.org/10.1534/genetics.111
.137927.

36. McKee AHZ, Kleckner N. 1997. A general method for identifying reces-
sive diploid-specific mutations in Saccharomyces cerevisiae, its applica-
tion to the isolation of mutants blocked at intermediate stages of
meiotic prophase and characterization of a new gene SAE2. Genetics
146:797– 816.

37. Kaback DB, Guacci V, Barber D, Mahon JW. 1992. Chromosome size-
dependent control of meiotic recombination. Science 256:228 –232.
https://doi.org/10.1126/science.1566070.

38. Nag DK, White MA, Petes TD. 1989. Palindromic sequences in heterodu-
plex DNA inhibit mismatch repair in yeast. Nature 340:318 –320. https://
doi.org/10.1038/340318a0.

39. Detloff P, Petes TD. 1992. Measurements of excision repair tracts formed
during meiotic recombination in Saccharomyces cerevisiae. Mol Cell Biol
12:1805–1814. https://doi.org/10.1128/MCB.12.4.1805.

40. Martini E, Borde V, Legendre M, Audic S, Regnault B, Soubigou G, Dujon
B, Llorente B. 2011. Genome-wide analysis of heteroduplex DNA in
mismatch repair-deficient yeast cells reveals novel properties of meiotic
recombination pathways. PLoS Genet 7:e1002305. https://doi.org/10
.1371/journal.pgen.1002305.

41. Merker JD, Dominska M, Petes TD. 2003. Patterns of heteroduplex
formation associated with the initiation of meiotic recombination in the
yeast Saccharomyces cerevisiae. Genetics 165:47– 63.

42. Symington LS, Rothstein R, Lisby M. 2014. Mechanisms and regulation of
mitotic recombination in Saccharomyces cerevisiae. Genetics 198:
795– 835. https://doi.org/10.1534/genetics.114.166140.

43. Wang S, Zickler D, Kleckner N, Zhang L. 2015. Meiotic crossover patterns:
obligatory crossover, interference and homeostasis in a single process.
Cell Cycle 14:305–314. https://doi.org/10.4161/15384101.2014.991185.

44. White MA, Wierdl M, Detloff P, Petes TD. 1991. DNA-binding protein
Rap1 stimulates meiotic recombination at the His4 locus in yeast. Proc
Natl Acad Sci U S A 88:9755–9759. https://doi.org/10.1073/pnas.88.21
.9755.

45. Steiner WW, Steiner EM, Girvin AR, Plewik LE. 2009. Novel nucleotide
sequence motifs that produce hotspots of meiotic recombination in
Schizosaccharomyces pombe. Genetics 182:459 – 469. https://doi.org/10
.1534/genetics.109.101253.

46. Steiner WW, Davidow PA, Bagshaw ATM. 2011. Important characteris-
tics of sequence-specific recombination hotspots in Schizosaccharomy-
ces pombe. Genetics 187:385–396. https://doi.org/10.1534/genetics.110
.124636.

47. Wahls WP, Davidson MK. 2011. DNA sequence-mediated, evolutionarily
rapid redistribution of meiotic recombination hotspots. Genetics 189:
685– 694. https://doi.org/10.1534/genetics.111.134130.

48. Baudat F, Imai Y, de Massy B. 2013. Meiotic recombination in mammals:
localization and regulation. Nat Rev Genet 14:794 – 806. https://doi.org/
10.1038/nrg3573.

49. Sahara T, Goda T, Ohgiya S. 2002. Comprehensive expression analysis of
time-dependent genetic responses in yeast cells to low temperature. J
Biol Chem 277:50015–50021. https://doi.org/10.1074/jbc.M209258200.

50. Vincenten N, Kuhl LM, Lam I, Oke A, Kerr AR, Hochwagen A, Fung J,
Keeney S, Vader G, Marston AL. 2015. The kinetochore prevents
centromere-proximal crossover recombination during meiosis. Elife
4:e10850. https://doi.org/10.7554/eLife.10850.

51. Börner GV, Kleckner N, Hunter N. 2004. Crossover/noncrossover differ-
entiation, synaptonemal complex formation, and regulatory surveillance
at the leptotene/zygotene transition of meiosis. Cell 117:29 – 45. https://
doi.org/10.1016/S0092-8674(04)00292-2.

52. Pratto F, Brick K, Khil P, Smagulova F, Petukhova GV, Camerini-Otero RD.
2014. DNA recombination. Recombination initiation maps of individual
human genomes. Science 346:1256442. https://doi.org/10.1126/science
.1256442.

53. Coop G, Wen XQ, Ober C, Pritchard JK, Przeworski M. 2008. High-
resolution mapping of crossovers reveals extensive variation in fine-

Zhang et al. ®

November/December 2017 Volume 8 Issue 6 e02099-17 mbio.asm.org 20

https://doi.org/10.1016/S1097-2765(04)00034-6
https://doi.org/10.1016/S1097-2765(04)00034-6
https://doi.org/10.1128/MCB.26.3.1014-1027.2006
https://doi.org/10.1128/MCB.26.3.1014-1027.2006
https://doi.org/10.1016/j.cub.2007.10.066
https://doi.org/10.1016/j.cub.2007.10.066
https://doi.org/10.1038/nature07135
https://doi.org/10.1126/science.8290959
https://doi.org/10.1126/science.8290959
https://doi.org/10.1073/pnas.90.14.6621
https://doi.org/10.1534/genetics.115.178293
https://doi.org/10.1534/genetics.115.178293
https://doi.org/10.1016/S0092-8674(02)01167-4
https://doi.org/10.1016/S0092-8674(02)01167-4
https://doi.org/10.1128/MCB.15.3.1679
https://doi.org/10.1128/MCB.15.3.1679
https://doi.org/10.1038/emboj.2008.257
https://doi.org/10.4161/cc.19733
https://doi.org/10.1016/j.molcel.2012.11.008
https://doi.org/10.1016/j.molcel.2012.11.008
https://doi.org/10.1073/pnas.74.11.5091
https://doi.org/10.1073/pnas.0700412104
https://doi.org/10.1016/0092-8674(89)90681-8
https://doi.org/10.1007/978-1-59745-527-5_1
https://doi.org/10.1007/978-1-59745-527-5_1
https://doi.org/10.1038/hdy.1967.33
https://doi.org/10.1093/nar/gkt861
https://doi.org/10.1093/nar/gkt861
https://doi.org/10.1111/nph.13499
https://doi.org/10.1111/nph.13499
https://doi.org/10.1534/genetics.111.137927
https://doi.org/10.1534/genetics.111.137927
https://doi.org/10.1126/science.1566070
https://doi.org/10.1038/340318a0
https://doi.org/10.1038/340318a0
https://doi.org/10.1128/MCB.12.4.1805
https://doi.org/10.1371/journal.pgen.1002305
https://doi.org/10.1371/journal.pgen.1002305
https://doi.org/10.1534/genetics.114.166140
https://doi.org/10.4161/15384101.2014.991185
https://doi.org/10.1073/pnas.88.21.9755
https://doi.org/10.1073/pnas.88.21.9755
https://doi.org/10.1534/genetics.109.101253
https://doi.org/10.1534/genetics.109.101253
https://doi.org/10.1534/genetics.110.124636
https://doi.org/10.1534/genetics.110.124636
https://doi.org/10.1534/genetics.111.134130
https://doi.org/10.1038/nrg3573
https://doi.org/10.1038/nrg3573
https://doi.org/10.1074/jbc.M209258200
https://doi.org/10.7554/eLife.10850
https://doi.org/10.1016/S0092-8674(04)00292-2
https://doi.org/10.1016/S0092-8674(04)00292-2
https://doi.org/10.1126/science.1256442
https://doi.org/10.1126/science.1256442
http://mbio.asm.org


scale recombination patterns among humans. Science 319:1395–1398.
https://doi.org/10.1126/science.1151851.

54. St Charles J, Petes TD. 2013. High-resolution mapping of spontaneous
mitotic recombination hotspots on the 1.1 Mb arm of yeast chromo-
some IV. PLoS Genet 9:e1003434. https://doi.org/10.1371/journal.pgen
.1003434.

55. Goldstein AL, McCusker JH. 1999. Three new dominant drug resistance
cassettes for gene disruption in Saccharomyces cerevisiae. Yeast 15:

1541–1553. https://doi.org/10.1002/(SICI)1097-0061(199910)15:14�1541::
AID-YEA476�3.0.CO;2-K.

56. Yin Y, Petes TD. 2013. Genome-wide high-resolution mapping of UV-
induced mitotic recombination events in Saccharomyces cerevisiae. PLoS
Genet 9:e1003894. https://doi.org/10.1371/journal.pgen.1003894.

57. Lichten M. 2008. Meiotic chromatin: the substrate for recombination
initiation, p 165–193. In Egel R, Lankenau DH (ed), Recombination and
meiosis. Springer, Berlin, Germany.

Temperature Affects Genetic Maps ®

November/December 2017 Volume 8 Issue 6 e02099-17 mbio.asm.org 21

https://doi.org/10.1126/science.1151851
https://doi.org/10.1371/journal.pgen.1003434
https://doi.org/10.1371/journal.pgen.1003434
https://doi.org/10.1002/(SICI)1097-0061(199910)15:14%3C1541::AID-YEA476%3E3.0.CO;2-K
https://doi.org/10.1002/(SICI)1097-0061(199910)15:14%3C1541::AID-YEA476%3E3.0.CO;2-K
https://doi.org/10.1371/journal.pgen.1003894
http://mbio.asm.org

	RESULTS
	Mapping meiosis-specific DSBs across the yeast genome in a diploid sporulated at 14°C, 30°C, and 37°C. 
	Distributions of hot spots/cold spots in strains sporulated at different temperatures. 
	Distributions of hot spots and cold spots relative to those of the telomeres and centromeres. 
	Density of hot spots and cold spots as a function of chromosome size. 
	Association of hot and cold sites with intergenic and intragenic regions. 
	Correlations with our previous microarray studies of hot spots. 
	Association of modified DSB activities with transcription factors (TFs). 
	Confirmation of chromatin immunoprecipitation with microarray technology (ChIP-chip) results by Southern analysis. 
	Analysis of the temperature-dependent HIS4 hot spot by tetrad analysis. 
	Whole-genome mapping of meiotic recombination events. 
	Crossovers and gene conversions. 
	Crossover interference. 
	Gene conversion lengths and the genomic effect of gene conversion. 

	DISCUSSION
	MATERIALS AND METHODS
	Strains and medium. 
	Detection of meiotic DSBs by ChIP-chip. 
	Confirmation of DSBs by Southern blotting. 
	Mapping of crossovers (COs) and noncrossovers (NCOs) using SNP microarrays. 
	Data analysis. 
	Accession number(s). 

	SUPPLEMENTAL MATERIAL
	ACKNOWLEDGMENTS
	REFERENCES

