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Diverse genetic architectures lead to the same
cryptic phenotype in a yeast cross
Matthew B. Taylor1,*,w, Joann Phan1,*,w, Jonathan T. Lee1, Madelyn McCadden1 & Ian M. Ehrenreich1

Cryptic genetic variants that do not typically influence traits can interact epistatically with

each other and mutations to cause unexpected phenotypes. To improve understanding of the

genetic architectures and molecular mechanisms that underlie these interactions, we

comprehensively dissected the genetic bases of 17 independent instances of the same cryptic

colony phenotype in a yeast cross. In eight cases, the phenotype resulted from a genetic

interaction between a de novo mutation and one or more cryptic variants. The number and

identities of detected cryptic variants depended on the mutated gene. In the nine remaining

cases, the phenotype arose without a de novo mutation due to two different classes of

higher-order genetic interactions that only involve cryptic variants. Our results may be

relevant to other species and disease, as most of the mutations and cryptic variants identified

in our study reside in components of a partially conserved and oncogenic signalling pathway.
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C
ryptic genetic variants are standing polymorphisms that
only show phenotypic effects under atypical conditions,
such as when specific genes are mutated, rare combina-

tions of segregating alleles are generated, or the environment
markedly changes1–8. Given a stable environment, the uncovering
of cryptic variation can be viewed as a form of epistatic
(or genetic) interaction, in which the phenotypic effects of
cryptic variants depend on the mutations and standing
polymorphisms with which they co-occur9–11. Empirical and
theoretical evidence suggests that these epistatic interactions may
involve large numbers of loci that do not individually influence
phenotype, but collectively exhibit significant trait effects
(so-called ‘higher-order genetic interactions’)9,11–15. However,
the genetic architectures and molecular mechanisms that
underlie these epistatic interactions have yet to be characterized
in detail16.

We have developed an experimental system in the budding
yeast Saccharomyces cerevisiae that provides a powerful resource
for identifying and studying epistatic interactions among cryptic
variants and mutations11,13,17. Specifically, under the standard
temperature used for culturing yeast (30 �C), the lab strain
BY4716 (‘BY’)18, a haploid derivative of the clinical isolate
322134S (‘3S’)18, and their wild-type recombinant progeny show
a ‘smooth’ colony phenotype13. However, induced and spon-
taneous mutations can cause BY� 3S recombinants possessing
particular combinations of segregating cryptic variants to exhibit
an alternative, ‘rough’ colony morphology11,13,17 (Fig. 1a).
Because the rough phenotype is only expressed when epistatic
interactions among cryptic variants and mutations occur, the
phenotype can be used as a reporter to detect these interactions.
Furthermore, once an individual rough segregant is obtained, the
specific combinations of cryptic variants and mutations that cause
this individual to express the phenotype can be determined
through genetic mapping in backcrosses (Fig. 1b).

In the most thoroughly characterized example of the rough
phenotype’s genetic basis, we demonstrated that a de novo
frameshift mutation in the Ras negative regulator IRA2
(ira2D2933) can alter colony morphology when it co-occurs with
one of two specific combinations of cryptic variants in six
genes11,13,17. In more recent work, we showed that the genetic
architectures that enable ira2D2933 to induce the rough
phenotype vary across temperatures17. For instance, a single,
specific combination of seven cryptic variants facilitates
ira2D2933-dependent rough morphology at 37 �C. However, at
room temperature (21 �C), two BY� 3S ira2D2933 multi-locus
genotypes—one involving two cryptic variants and the other
involving six cryptic variants—show rough morphology.
Moreover, some BY� 3S segregants appear to express the
phenotype at 21 �C independent of any mutation17. These
results suggest that, out of the three temperatures we have

previously examined, the greatest diversity of genetic
architectures underlying the rough phenotype occurs at 21 �C.

Here we take advantage of the rough colony morphology
system to conduct the first large-scale examination of epistatic
interactions among cryptic variants and de novo mutations. To
perform this work, we screen 4100 independent BY� 3S F2
crosses for the rough phenotype at 21 �C. Through this screen, we
obtain 17 independent occurrences of the trait. We then use
genetic mapping in backcrosses to comprehensively identify
genetic factors that contribute to each instance of the rough
phenotype. In addition, we clone the specific genes underlying
most of the detected loci, thereby obtaining new insights into the
molecular mechanisms that uncover cryptic variation.

On the basis of these efforts, we find that the genetic
architectures that can lead to the rough phenotype at 21 �C are
quite diverse. About half of the instances of the rough phenotype
represent epistatic interactions among cryptic variants and de
novo mutations. These cases involve six different mutated genes,
as well as between one and nine cryptic variants. The remaining
instances of the rough phenotype do not require de novo
mutations and instead arise due to higher-order genetic
interactions that only involve cryptic variants. These mutation-
independent cases fall into two classes that are distinguished by
the occurrence of recombination within a specific B1.3-kb
genomic interval in the promoter of a required cell surface
protein. We also demonstrate that the vast majority of genetic
factors involved in our study influence Ras signalling or
Ras-dependent transcriptional regulation. Thus, our results not
only shed light on the forms of epistatic interactions that can
enable cryptic variants to influence phenotype, but also implicate
complex changes in gene regulation in a partially conserved and
disease-associated signalling pathway as the main source of these
interactions.

Results
Genetic mapping of 17 independent cases of rough morphology.
We mated BY and 3S 106 independent times, and screened
4100,000 haploid F2 segregants derived from these matings at
21 �C (Methods). Through this screen, we obtained 17 rough
segregants that were descended from different BY/3S diploids and
thus represented biologically independent occurrences of the
same phenotype (Supplementary Fig. 1; Methods). To determine
the genetic bases of these distinct instances of the rough
phenotype, we backcrossed each rough segregant to both BY and
3S. Bulk segregant mapping by sequencing19–21 was performed
on pools containing between 46 and 95 rough F2B
progeny (Fig. 1b; Supplementary Table 1). These pools of rough
backcross segregants were sequenced to an average genomic
coverage of 246� (Methods). Control pools were also
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Figure 1 | Overview of study. (a) Representative images of rough and smooth colonies in the BY� 3S cross. (b) Backcrossing strategy used to determine

the genetic basis of the rough phenotype in a given F2 segregant.
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generated for each backcross using lawns containing
millions of random progeny that had not been selected based
on their colony morphologies (Methods). These control
pools were sequenced to an average genomic coverage of
162� (Methods).

We separately analysed the rough and control populations
for each backcross using MULTIPOOL22 and excluded any
loci detected in the control pools from further consideration
(Methods; Supplementary Table 2; Supplementary Table 3).
On the basis of this procedure, we identified between 2 and 10
loci per rough segregant, with an average of 6.6
loci (Supplementary Table 4). These detected genomic regions
corresponded to 8 de novo mutations and 18 distinct segregating
loci that harbour cryptic variants (Fig. 2a,b; Methods;
Supplementary Fig. 2). Only one of these cryptic variants,
which we previously localized to the 3S version of the
Ras-regulated transcriptional activator FLO8 (ref. 13), was fixed
in all our genetic mapping experiments (Fig. 2a,b). Given that BY
carries a null allele of FLO8 (refs 23,24), this finding indicates that
a functional copy of FLO8 is necessary for the phenotype’s
expression. The remaining loci were detected on average 4.1
times, with a range between 1 and 15.

Genes that can lead to rough morphology when mutated. The
eight de novo lesions were comprised of six small deletions and
two point mutations (Supplementary Fig. 3; Supplementary
Table 5). The six genes harbouring these changes fell into three
functional classes (Supplementary Table 5): negative regulators of
Ras signalling (GPB1, IRA1 and IRA2), non-essential com-
ponents of RNA polymerase II that act in the mediator complex
(SSN3 and SSN8) and a gene of unknown function whose product
localizes to bud tips during cell division (IRC8)25. On the basis of
gene deletion experiments (Methods), seven on the mutations
were found to be null alleles (Supplementary Fig. 4). The only
partial loss-of-function mutation was a point mutation in GPB1
(Supplementary Fig. 4; Supplementary Table 5). This is consistent
with our previous finding that ira2D2933 is also a partial loss-of-
function allele13, as Gpb1 and Ira2 physically interact to
coregulate Ras signalling, and these lesions in GPB1 and IRA2
fall within (GPB1) or truncate (IRA2) protein–protein interaction
domains needed for Gpb1–Ira2 binding26 (Supplementary
Table 5).

When considered with our previous work, in which ira2D2933
and complete knockout of the Ras-regulated transcriptional
repressor SFL1 were shown to reveal the rough phenotype11,13,
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Figure 2 | Genetic mapping results. (a) Genetic mapping data for each rough segregant is shown horizontally. The mapping results correspond to data

from backcrosses of each segregant to BY and 3S, as depicted in Fig. 1b. Vertical bars represent detected loci, with blue and orange colouring indicating

cryptic variants from BY and 3S, respectively. The width of each locus corresponds to the region of that locus that exhibits a logarithm of odds score of at

least 5. De novomutations are shown in red, with the specific mutated gene noted to the right of the panel. The allele frequencies of detected loci in a given

backcross mapping population are provided, with the colour scale illustrated to the right of the figure. (b) The number of times each cryptic variant was

detected across the different mapping populations is plotted. Counts were determined by summing the number of times each segregating marker was

detected in backcrosses to a particular parent. Results corresponding to de novo mutations were excluded.
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we have now identified seven genes with the potential to alter
colony morphology when mutated. The identities of these genes,
as well as the fact that the mediator complex is regulated by Ras
signalling27 and physically interacts with Sfl1 to inhibit
transcription28, suggests that most of the mutations we have
identified influence transcriptional regulation by the Ras pathway.
This finding supports our recent discovery that expression of the
rough phenotype in the BY� 3S cross requires transcriptional
derepression of one or more Ras target genes11. However, even
though the identified mutations each likely lead to derepression,
they show significant differences in the combinations of cryptic
variants they interact with to exert their effects. Specifically,
between one and nine cryptic variants were detected in backcross
populations derived from the mutants (Fig. 2a; Supplementary
Table 4). As we discuss later, these differences in genetic
complexity among rough segregants may relate to the rough
phenotype’s underlying gene regulatory network.

Genetics of mutation-independent rough colony morphology.
The nine other rough segregants did not harbour de novo
mutations. This supports a previous finding that some individuals
in the BY� 3S cross may show rough morphology despite lacking
ira2D2933 or other mutations17. Five or more loci were detected
in each of these cases, implying they occurred due to higher-order
genetic interactions that only involve cryptic variants. All of the
mapping populations lacking mutations were fixed for MSS11BY,
which encodes an activator that heterodimerizes with Flo8
(refs 29,30). Two-thirds of these individuals also possessed
intragenic recombinations within a B1.3-kb region preceding the
transcription start site of FLO11, which encodes a cell surface
glycoprotein that must be transcribed for the rough phenotype to
be expressed11 (Figs 2a and 3a). Specifically, the BY promoter and
the 3S coding region of FLO11 harbour cryptic variants that
together enable expression of the rough phenotype in the
presence of other cryptic variants that segregate in the BY� 3S
cross (Fig. 3b). The remaining third of the wild-type rough
segregants did not exhibit dependence on particular FLO11
haplotypes. Instead, mapping data for these cases consistently
showed enrichment for cryptic variants on chromosomes V, VII,
XIV and XV, as well as other loci that differed among the
individuals (Fig. 2a).

Most identified cryptic variants affect the Ras pathway. We
next sought to define the specific genes that harbour cryptic
variation and found that most are involved in Ras signalling or

Ras-dependent transcriptional regulation. Among the 16 loci not
corresponding to the FLO11 promoter or coding region, seven
contain genes that we previously showed to harbour cryptic
variation or be capable of uncovering the rough phenotype when
mutated11,13,17. In addition to FLO8, IRA2, MSS11 and SFL1, we
detected loci overlapping the vesicle component END3, the
activator MGA1 and the redox stress detoxifier TRR1 (Fig. 2a,b).
As with Flo8–Mss11 heterodimer and Sfl1, Mga1 acts
downstream of the Ras pathway and regulates FLO11 and other
genes that are important for yeast colony morphology traits31

(Fig. 4). Furthermore, although End3 and Trr1 are not
components of the Ras pathway, functional relationships
between these genes and Ras signalling likely exist32,33. We also
cloned the causal genes underlying three loci that had not
previously been characterized. By performing allele replacements
in multiple rough segregants, we successfully resolved loci on
chromosome V, VII and XI to GPA2, MDS3 and TPK3,
respectively (Fig. 2a,b; Supplementary Fig. 5; Methods). These
genes encode a G protein subunit that is required for the
recruitment of Ras-GTP (GPA2)25, a component of the target of
rapamycin pathway that has also been shown to influence Ras
signalling (MDS3)34, and a subunit of the Ras effector kinase
protein kinase A (TPK3)25.

Discussion
In summary, we have determined the genetic architectures
underlying 17 independent instances of the same cryptic
phenotype. These different occurrences of rough colony
morphology vary significantly in their numbers of involved
cryptic variants and also in whether they require a de novo
mutation. Among cases involving de novo mutations, our work
suggests that the rough phenotype’s genetic architecture depends
on the gene that is mutated. This relationship is likely tied to Ras
signalling and the transcriptional control of Ras target genes
(Fig. 4). For example, Ssn3 and Ssn8 act the most proximally to
transcription, and rough SSN3 and SSN8mutants show the lowest
genetic complexity in our study (Figs 2a and 4). In contrast,
Gpb1, Ira1 and Ira2 act in the upstream portion of the Ras
cascade, and rough GPB1, IRA1 and IRA2 mutants exhibit
relatively high numbers of detected loci (Figs 2a and 4).
Furthermore, the IRC8 mutant also shows a high number of
detected loci (Fig. 2a), suggesting this uncharacterized gene might
also act upstream of the Ras pathway.

In addition, our study illustrates how the rough phenotype can
arise in certain environments, here 21 �C, due to higher-order
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genetic interactions that only involve cryptic variants (Fig. 2a).
These combinations of cryptic variants presumably recapitulate
the molecular and systems level effects of epistatic interactions
that involve both cryptic variants and de novo or induced
mutations11,13,17. This scenario is supported by the fact that
certain genes, namely IRA2 and SFL1, appear to both possess
cryptic variants and have the potential to uncover the rough
phenotype when mutated (Fig. 4). Tied to this point, we note that
while GPB1, IRA1, IRC8, SSN3 and SSN8 do not seem to harbour
cryptic variation in the BY� 3S cross, it is possible that other S.
cerevisiae strains carry cryptic variation in these genes.

Given that most of the genes involved in the rough phenotype
act in or are influenced by the Ras pathway (Fig. 4), which has
components that are evolutionarily conserved35, our findings
might extend to other species and traits. In fact, cryptic variation
in the Ras pathway is known to impact the development in
Caenorhabditis elegans36, and perturbation of Ras pathway
components in humans can lead to cancer and other diseases37.
Thus, further characterizing cryptic variation in the Ras pathway
in yeast might provide valuable new insights into the mechanisms
that give rise to genetically complex phenotypes, which are
relevant to health and evolution.

Methods
Phenotyping of yeast colony morphology. Strains were grown at 30 �C overnight
in liquid media comprised of yeast extract and peptone (YP) with 2% dextrose as
the carbon source (YPD). Stationary-phase cultures were pinned onto YP agar
media with 2% ethanol as the carbon source (YPE) and grown for 7 days at 21 �C,
unless otherwise noted.

Generation of rough segregants. The rough segregants examined in this work
come from a cross between BY4716 (‘BY’), a descendant of the reference strain
S288c, and a haploid derivative of 322134S (‘3S’), a clinical isolate. Strains used in
this work possessed the synthetic genetic array (SGA) marker system38, which
facilitates rapid generation of MATa haploid progeny from diploid strains. This
system allows for selection of MATa spores by plating of sporulated cultures onto
yeast nitrogen base (YNB) media containing canavanine. To generate a diploid, a
MATa BY strain and a MATa 3S strain were grown overnight in YPD, and then
mixed on YPD agar media and incubated for 4 h at 30 �C. Microdissection was then
used to obtain diploid BY/3S zygotes. This process was repeated 106 independent
times. A single diploid from each mating was sporulated as in Taylor and
Ehrenreich (2014)13, after which segregants were plated onto YNB containing
canavanine to an average density ofB200 per plate. In total, 4500 such plates and
4100,000 segregants were produced. Once colonies were visible on these YNB
plates, they were replicated onto YPE plates. After 7 days of growth at room
temperature, segregants were screened for rough morphology. To ensure that all
instances of the rough phenotype were biologically independent, no more than one
rough segregant was gathered from any particular diploid.

Generation of backcross segregants. Each rough segregant was backcrossed to
both BY and 3S to generate diploids in the same manner described above. These
backcross diploids were sporulated and then plated onto YNB media containing
canavanine to select for MATa haploid progeny. Between 46 and 95 rough
segregants were obtained from each backcross (Supplementary Table 1). Rough
segregants from each backcross were grown to stationary phase in YPD at 30 �C.
These stationary cultures were then mixed together in equal volumes and DNA was
extracted from these pools of rough segregants using the Qiagen Genomic-tip
100/G kit. To generate control populations for these backcrosses, sporulations were
plated at high density onto YNB with canavanine and grown at 21 �C for 2 days to
produce lawns containing millions of random backcross segregants. These lawns
were scraped directly off the plates and DNA was extracted from these pools of
cells, using the Qiagen Genomic-tip 100/G kit.

Sequencing of mapping populations. Sequencing libraries were generated from
each backcross pool, using the Illumina Nextera kit. These libraries were sequenced
on an Illumina NextSeq machine by the USC Epigenome Center, using 75� 75
base reads. Rough pools were sequenced to an average of 246-fold and control
pools were sequenced to an average of 162-fold coverage. Reads were aligned to
either a BY or 3S reference genome, using the Burrows–Wheeler Aligner version 7
with option mem � t 20 (ref. 39) and mpileup files were generated with
SAMtools40. Sequencing data can be accessed from the Sequence Read Archive
using Biosample accession numbers SAMN04126845 through SAMN04126912 or
the Bioproject accession number PRJNA301897. The specific accession number for
each pool is listed in Supplementary Table 6.

Genetic mapping using MULTIPOOL. Genome-wide allele frequencies at 36,756
high-confidence single-nucleotide polymorphisms were determined by a custom
Python script11,13. Loci were detected in each mapping population using
MULTIPOOL22 with settings: replicates mode, 3,300-bp centimorgans and 100-bp
bins. Segregating genomic intervals in each population were independently analysed,
with a region considered significant in a given backcross if it had a logarithm of odds
(LOD) score Z5 across a region of at least 30 kb. We considered the span of each
locus as the 90% confidence interval surrounding the point of maximal significance,
as determined by MULTIPOOL. Loci that were detected in control backcross
populations were ignored from their corresponding populations of rough segregants.
Also, detected loci that were within 50kb of the mating locus were excluded, as the
mating locus is used in the SGA marker system. All loci identified in mapping and
control experiments can be found in Supplementary Tables 3 and 4. In a few
instances, detected loci were broad and overlapped two cryptic variants that were
previously identified11,13,17 or were cloned in the current study. In such cases, these
broad regions were counted as two loci.

Identification of de novo mutations. Sequence data for the mapping populations
were examined for genetic differences relative to the BY and 3S reference genomes,
using a combination of custom Python scripts and manual inspection. Identified lesions
were then validated by PCR and Sanger sequencing of a potentially mutated site in the
corresponding rough segregant. Primers for these sequencing experiments are provided
in Supplementary Table 7. In addition, we investigated the role of chromosomal
anomalies, such as aneuploidies, inversions and translocation, and did not see evidence
of such events playing a role in the phenotype (Supplementary Note 1).
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Genetic engineering experiments. Allele replacements were performed using a
modified form of adaptamer-mediated allele replacement11,24,41. Transformations
were conducted with two partially overlapping PCR products—a full-length
amplicon of a gene of interest that was tailed at the 30 end, with the 50 portion of
the kanMX cassette and a copy of the kanMX cassette that was tailed on the 30 end,
with part of the intragenic region downstream of the gene11,24. Knock-ins were
identified using selection on G418 and verified by Sanger sequencing. At least three
knock-in strains were screened per allele replacement. Gene deletions were
performed by replacing a gene of interest with the CORE cassette42. Regions
corresponding to 60 bases upstream and downstream of the target gene were tailed
to the CORE cassette using PCR. This product was transformed into cells using the
lithium acetate method43, and selection with G418 was used to screen for
integration of the cassette. PCR was then used to verify that deletion strains
recovered from the G418 selection lacked the gene of interest. Primers used in
genetic engineering experiments can be found in Supplementary Table 7.

Data availability. All sequencing data has been deposited in the National Center
for Biotechnology Information (NCBI) Short Read Archive, and can be accessed
under the BioProject ID PRJNA301897 and BioSample accessions
SAMN04126845–SAMN04126912. A full list of accessions can be found in
Supplementary Table 6.

References
1. Rutherford, S. L. & Lindquist, S. Hsp90 as a capacitor for morphological

evolution. Nature 396, 336–342 (1998).
2. Queitsch, C., Sangster, T. A. & Lindquist, S. Hsp90 as a capacitor of phenotypic

variation. Nature 417, 618–624 (2002).
3. Bergman, A. & Siegal, M. L. Evolutionary capacitance as a general feature of

complex gene networks. Nature 424, 549–552 (2003).
4. Gibson, G. & Dworkin, I. Uncovering cryptic genetic variation. Nat. Rev. Genet.

5, 681–690 (2004).
5. Le Rouzic, A. & Carlborg, O. Evolutionary potential of hidden genetic variation.

Trends Ecol. Evol. 23, 33–37 (2008).
6. Gibson, G. Decanalization and the origin of complex disease. Nat. Rev. Genet.

10, 134–140 (2009).
7. Jarosz, D. F. & Lindquist, S. Hsp90 and environmental stress transform the

adaptive value of natural genetic variation. Science 330, 1820–1824 (2010).
8. Paaby, A. B. & Rockman, M. V. Cryptic genetic variation: evolution’s hidden

substrate. Nat. Rev. Genet. 15, 247–258 (2014).
9. Richardson, J. B., Uppendahl, L. D., Traficante, M. K., Levy, S. F. & Siegal, M. L.

Histone variant HTZ1 shows extensive epistasis with, but does not increase
robustness to, new mutations. PLoS Genet. 9, e1003733 (2013).

10. Masel, J. Q&A: Evolutionary capacitance. BMC. Biol. 11, 103 (2013).
11. Taylor, M. B. & Ehrenreich, I. M. Transcriptional derepression uncovers cryptic

higher-order genetic interactions. PLoS Genet. 11, e1005606 (2015).
12. Hermisson, J. & Wagner, G. P. The population genetic theory of hidden

variation and genetic robustness. Genetics 168, 2271–2284 (2004).
13. Taylor, M. B. & Ehrenreich, I. M. Genetic interactions involving five or more

genes contribute to a complex trait in yeast. PLoS Genet. 10, e1004324 (2014).
14. Chandler, C. H., Chari, S., Tack, D. & Dworkin, I. Causes and consequences of

genetic background effects illuminated by integrative genomic analysis. Genetics
196, 1321–1336 (2014).

15. Taylor, M. B. & Ehrenreich, I. M. Higher-order genetic interactions and their
contribution to complex traits. Trends Genet. 31, 34–40 (2015).

16. Dworkin, I. Towards a genetic architecture of cryptic genetic variation and genetic
assimilation: the contribution of K. G. Bateman. J. Genet. 84, 223–226 (2005).

17. Lee, J. T., Taylor, M. B., Shen, A. & Ehrenreich, I. M. Multi-locus genotypes
underlying temperature sensitivity in a mutationally induced trait. PLoS Genet.
12, e1005929 (2016).

18. Liti, G. et al. Population genomics of domestic and wild yeasts. Nature 458,
337–341 (2009).

19. Michelmore, R. W., Paran, I. & Kesseli, R. V. Identification of markers linked to
disease-resistance genes by bulked segregant analysis: a rapid method to detect
markers in specific genomic regions by using segregating populations. Proc.
Natl Acad. Sci. USA 88, 9828–9832 (1991).

20. Ehrenreich, I. M. et al. Dissection of genetically complex traits with extremely
large pools of yeast segregants. Nature 464, 1039–1042 (2010).

21. Wenger, J. W., Schwartz, K. & Sherlock, G. Bulk segregant analysis by
high-throughput sequencing reveals a novel xylose utilization gene from
Saccharomyces cerevisiae. PLoS Genet. 6, e1000942 (2010).

22. Edwards, M. D. & Gifford, D. K. High-resolution genetic mapping with pooled
sequencing. BMC Bioinformatics 13 (Suppl 6): S8 (2012).

23. Liu, H., Styles, C. A. & Fink, G. R. Saccharomyces cerevisiae S288C has a mutation in
FLO8, a gene required for filamentous growth. Genetics 144, 967–978 (1996).

24. Matsui, T., Linder, R., Phan, J., Seidl, F. & Ehrenreich, I. M. Regulatory rewiring
in a cross causes extensive genetic heterogeneity. Genetics 201, 769–777 (2015).

25. Cherry, J. M. et al. Saccharomyces genome database: The genomics resource of
budding yeast. Nucleic Acids Res. 40, D700–D705 (2012).

26. Phan, V. T. et al. The RasGAP proteins Ira2 and neurofibromin are negatively
regulated by Gpb1 in yeast and ETEA in humans. Mol. Cell. Biol. 30,
2264–2279 (2010).

27. Chang, Y. W., Howard, S. C. & Herman, P. K. The Ras/PKA signalling pathway
directly targets the Srb9 protein, a component of the general RNA polymerase
II transcription apparatus. Mol. Cell 15, 107–116 (2004).

28. Song, W. & Carlson, M. Srb/mediator proteins interact functionally and
physically with transcriptional repressor Sfl1. EMBO. J. 17, 5757–5765 (1998).

29. Kim, T. S., Kim, H. Y., Yoon, J. H. & Kang, H. S. Recruitment of the Swi/Snf
complex by Ste12-Tec1 promotes Flo8-Mss11-mediated activation of STA1
expression. Mol. Cell. Biol. 24, 9542–9556 (2004).

30. Kim, H. Y., Lee, S. B., Kang, H. S., Oh, G. T. & Kim, T. Two distinct domains of
Flo8 activator mediates its role in transcriptional activation and the physical
interaction with Mss11. Biochem. Biophys. Res. Commun. 449, 202–207 (2014).

31. Bruckner, S. & Mosch, H. U. Choosing the right lifestyle: Adhesion and
development in Saccharomyces cerevisiae. FEMS. Microbiol. Rev. 36, 25–58 (2012).

32. Gourlay, C. W. & Ayscough, K. R. Actin-induced hyperactivation
of the Ras signalling pathway leads to apoptosis in Saccharomyces cerevisiae.
Mol. Cell. Biol. 26, 6487–6501 (2006).

33. Charizanis, C., Juhnke, H., Krems, B. & Entian, K. D. The oxidative stress
response mediated via Pos9/Skn7 is negatively regulated by the Ras/PKA
pathway in Saccharomyces cerevisiae. Mol. Gen. Genet. 261, 740–752 (1999).

34. McDonald, C. M. et al. The Ras/cAMP pathway and the CDK-like kinase Ime2
regulate the MAPK Smk1 and spore morphogenesis in Saccharomyces
cerevisiae. Genetics 181, 511–523 (2009).

35. Cox, A. D. & Der, C. J. Ras history: the saga continues. Small GTPases 1, 2–27
(2010).

36. Milloz, J., Duveau, F., Nuez, I. & Felix, M. A. Intraspecific evolution of the
intercellular signalling network underlying a robust developmental system.
Genes Dev. 22, 3064–3075 (2008).

37. Krauthammer, M. et al. Exome sequencing identifies recurrent mutations in NF1
and RASopathy genes in sun-exposed melanomas. Nat. Genet. 47, 996–1002 (2015).

38. Tong, A. H. et al. Systematic genetic analysis with ordered arrays of yeast
deletion mutants. Science 294, 2364–2368 (2001).

39. Li, H. & Durbin, R. Fast and accurate short read alignment with Burrows-Wheeler
transform. Bioinformatics. 25, 1754–1760 (2009).

40. Li, H. et al. The sequence alignment/map format and SAMtools. Bioinformatics.
25, 2078–2079 (2009).

41. Erdeniz, N., Mortensen, U. H. & Rothstein, R. Cloning-free PCR-based allele
replacement methods. Genome Res. 7, 1174–1183 (1997).

42. Storici, F., Lewis, L. K. & Resnick, M. A. In vivo site-directed mutagenesis using
oligonucleotides. Nat. Biotechnol. 19, 773–776 (2001).

43. Gietz, R. D. & Woods, R. A. Transformation of yeast by lithium
acetate/single-stranded carrier DNA/polyethylene glycol method. Methods
Enzymol. 350, 87–96 (2002).

Acknowledgements
We are grateful to members of the Ehrenreich group, three anonymous reviewers and
Min Cho for comments on this manuscript; Fabian Seidl for bioinformatics assistance;
and Charles Nicolet and the University of Southern California (USC) Epigenome Center
for help with sequencing. This work was supported by grants from the National Institutes
of Health (R01GM110255 and R21AI108939), National Science Foundation
(MCB1330874), Alfred P. Sloan Foundation and Rose Hills Foundation to I.M.E.

Author contributions
M.B.T., J.P. and I.M.E. designed the experiments. M.B.T., J.P., J.T.L. and M.M. performed
the experiments. M.B.T. and J.T.L. analysed the data. M.B.T., J.P., J.T.L. and I.M.E. wrote
the paper.

Additional information
Supplementary Information accompanies this paper at http://www.nature.com/
naturecommunications

Competing financial interests: The authors declare no competing financial interests.

Reprints and permission information is available online at http://npg.nature.com/
reprintsandpermissions/

How to cite this article: Taylor, M. B. et al. Diverse genetic architectures lead to the same
cryptic phenotype in a yeast cross. Nat. Commun. 7:11669 doi: 10.1038/ncomms11669
(2016).

This work is licensed under a Creative Commons Attribution 4.0
International License. The images or other third party material in this

article are included in the article’s Creative Commons license, unless indicated otherwise
in the credit line; if the material is not included under the Creative Commons license,
users will need to obtain permission from the license holder to reproduce the material.
To view a copy of this license, visit http://creativecommons.org/licenses/by/4.0/

ARTICLE NATURE COMMUNICATIONS | DOI: 10.1038/ncomms11669

6 NATURE COMMUNICATIONS | 7:11669 |DOI: 10.1038/ncomms11669 | www.nature.com/naturecommunications

http://www.nature.com/naturecommunications
http://www.nature.com/naturecommunications
http://npg.nature.com/reprintsandpermissions/
http://npg.nature.com/reprintsandpermissions/
http://creativecommons.org/licenses/by/4.0/
http://www.nature.com/naturecommunications

	Diverse genetic architectures lead to the same cryptic phenotype in a yeast cross
	Introduction
	Results
	Genetic mapping of 17 independent cases of rough morphology
	Genes that can lead to rough morphology when mutated
	Genetics of mutation-independent rough colony morphology
	Most identified cryptic variants affect the Ras pathway

	Discussion
	Methods
	Phenotyping of yeast colony morphology
	Generation of rough segregants
	Generation of backcross segregants
	Sequencing of mapping populations
	Genetic mapping using MULTIPOOL
	Identification of de novo mutations
	Genetic engineering experiments
	Data availability

	Additional information
	Acknowledgements
	References




