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Abstract
The interneurons ALA and RIS both regulate stress induced sleep in C. elegans but their roles in awake animal movement has
been reported to differ. We describe the development of a motivated mobility-based assay that distinguishes between animals
mutant for ALA function and those mutant for RIS function.

 

9/20/2021 - Open Access



 

 

9/20/2021 - Open Access

https://www.micropublication.org/media/2021/09/160920211631813526.png


 

Figure 1. The motivated displacement assay (MDA): (A) Frame subtraction data following heat-shock of the indicated
genotypes (3 replicates, with ~12 worms per replicate per genotype). ns = not significant, *P<0.05, **P<0.01, ***P<0.001,
****P< 0.0001 based on Tukey’s multiple comparison test. Horizontal bars denote means and standard deviations. (B) Design
of the MDA. A 10 cm-diameter agar plate is seeded on its periphery with an E. coli 1 cm-wide ring. Worms suspended in M9
buffer are pipetted onto the center. Once the M9 dries, the worms crawl towards the food. Worms reaching the food are
counted and removed from the plate every 10 minutes. Data from MDA for the indicated genotypes are shown for non-heat
shocked (C-D) and heat shocked (E-F) animals, including estimates of differences in the time to reach food based on restricted
mean survival time analysis. A total of 1,098 N2 (598 non-HS, 500 HS), 1,099 ceh-17 (604 non-HS, 495 HS), 1,549 aptf-1
(n=1,020 non-HS, 529 HS), and 1,266 ceh-17; aptf-1 (n=585 non-HS, 681 HS) worms were studied across four trials. (G)
Data shown in C and E is displayed as a ratio of heat-shocked to non-heat-shock worms reaching the food as a function of
time. Dotted lines denote the standard error of the mean. (H) Hazard ratios comparing heat shocked to non-heat shock
conditions within genotype are presented based on Cox Proportional Hazards model. The hazard ratio represents the relative
likelihood of reaching the food in HS versus non-HS; thus, values >1 imply worms are more likely to reach food with HS than
without HS, whereas values <1 imply worms are less likely to reach food with HS than without HS.

Description
Like other animals, the nematode C. elegans exhibits reduced movement and sleep in response to sickness, which can be
induced by exposure to high temperatures (Hill et al. 2014; Nelson et al. 2014) ultraviolet light (DeBardeleben et al. 2017),
and other stressful exposures (Hill et al. 2014; Goetting et al. 2020). This response has been termed Stress/Sickness-Induced
Sleep (SIS) (Hill et al. 2014; Trojanowski and Raizen 2016). Exposure to the stressor leads to quiescence in part via release of
the cytokine Epidermal Growth Factor (EGF) (Hill et al. 2014; Konietzka et al. 2020), which is encoded by the gene lin-3
(Hill and Sternberg 1992). EGF activates the ALA and RIS neurons, which then release their respective neuropeptides to effect
reduced movement and behavioral quiescence (Konietzka et al. 2020).

Animals mutant for the homeobox gene ceh-17 (Pujol et al. 2000) are defective in ALA neuron function (Van Buskirk and
Sternberg 2007; Van Buskirk and Sternberg 2010). Animals mutant for the gene aptf-1, which encodes an interneuron-specific
transcription factor (Turek et al. 2013), are defective in RIS neuron function. While both ceh-17 and aptf-1 mutants are
defective in SIS (Konietzka et al. 2020), the two mutants are reported to behave differently. In particular, ceh-17 mutants make
dorsoventral body bends (Hill et al. 2014), whereas aptf-1 mutants move only their anterior tips without significant body
movement (Robinson et al. 2019).

Measurements of C. elegans sleep are commonly performed using a machine vision frame-subtraction assay, which can
distinguish movement from quiescence (Raizen et al. 2008). However, the frame-subtraction assay does not distinguish
between small ineffective movement and movement that results in displacement of the animal. Indeed, when assessed using
this frame-subtraction method, both ceh-17 and aptf-1 single mutants, as well as ceh-17; aptf-1 double mutants, show reduced
quiescence following a heat stressor (Fig. 1A). Hence, the frame-subtraction machine vision assay does not distinguish ceh-17
from aptf-1 mutants.

In order to distinguish these two mutants, we designed a motivational displacement assay (MDA) (Fig. 1B). The MDA, which
has also been termed the “Edge Assay” (Kawamura and Maruyama 2019), is a modification of the “Food Race Assay”
(Mitchell et al. 2010), only instead of providing animals with a point source of motivating food, we provide them with a ring
of food. Worms are placed in the center of a 10cm diameter circular petri dish with NGM agar and a ring of bacterial food at
the dish periphery acting as the motivation source. Worms that reach the food are counted and removed from the assay plate at
10-minute intervals. The MDA can be used to compare genotypes under unstressed conditions, as well as to assess effects of
stress (HS) on motivated movement. We performed this assay for ceh-17 and aptf-1 single mutants as well as for ceh-17; aptf-
1 double mutants under non-heat shock (non-HS) and under 30 minute 35°C heat shock (HS) conditions. We made a number
of observations.

First, under non-HS conditions, we observed a significant difference among genotypes in time to reach the food (p <0.0001).
There was no significant difference between ceh-17 and wild type animals in the time to arrive at the food (mean difference
[95% Confidence Interval] = 1.06 [-0.75, 2.87] minutes; p=0.253), but both aptf-1 single mutants (6.49 [4.87, 8.10] minutes
slower; p<0.0001) and ceh-17; aptf-1 double mutants (9.55 [7.67, 11.43] minutes slower; p<0.0001) reached the food
significantly slower than wild type worms (Fig. 1C-D). This observation indicates that aptf-1 is required for movement to food
even in the absence of stress. Three possible explanations, which are not mutually exclusive, include (1) reduced ability of
aptf-1 mutants to sense the food, (2) reduced motivation of aptf-1 mutants the find the food, and (3) reduced ability of aptf-1
mutants to move effectively. While we cannot yet distinguish between these explanations, we favor the third based on prior
observations of the movements made by aptf-1 mutants (Robinson et al. 2019).
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Second, under HS conditions (Fig. 1E-F), we again found a significant overall difference among genotypes (p <0.0001). In
subsequent pairwise comparisons, we observed that aptf-1 mutants reached the food significantly slower than wild-type worms
(10.99 [9.17, 12.81] minutes slower; p<0.0001), while ceh-17 worms reached the food faster than wild type (6.26 [4.20, 8.32]
minutes faster; p<0.0001). Interestingly, under HS conditions, the ceh-17; aptf-1 double mutants reached the food significantly
faster than wild type (6.06 [4.22, 7.89] minutes faster; p<0.0001) and at virtually the same speed as ceh-17 single mutants
(p=0.831).

Lastly, we compared the effects of heat shock within and between genotypes using a Cox proportional hazards (PH) model.
The results of a statistical interaction test between stress and genotype showed that the response to heat shock differs across
genotypes (p<0.0001; Fig. 1G–H). To better understand these effects, we conducted stratified analyses based on genotype in
the context of the Cox PH model. ceh-17 mutants showed no response to heat shock (HR [95% CI] = 1.01 [0.89, 1.14];
p=0.847), whereas aptf-1 (0.67 [0.60, 0.75]; p<0.0001) and wild type worms (0.68 [0.60, 0.77]; p<0.0001) were less likely to
reach the food after heat shock than without heat shock. Finally, ceh-17; aptf-1 double mutants were more likely to reach the
food after heat shock than without heat shock (1.55 [1.38, 1.75]; p <0.0001).

In conclusion, the MDA can distinguish between mutants that affect the ALA neuron and mutants that affect the RIS neuron.
The MDA also acts as an additional tool to assess the behavior before and after heat shock. In particular, our observations from
the MDA suggest that ceh-17; aptf-1 double mutants have a stronger movement deficiency than aptf-1 single mutants in the no
HS condition, but reach the food similar to ceh-17 single mutants under HS conditions. One possible explanation for these
observations is that the ALA and RIS circuitry is altered by heat shock. Further study into the circuitry of the ALA and RIS
neurons is warranted.

This assay can be helpful in the characterizations of newly identified SIS mutants, and for enriching for SIS mutants when
performing forward genetic screens. Our preliminary observations suggest that the MDA can also be used to assess effects of
other stressors.

Methods
Request a detailed protocol

MDA assay plate preparation

To prepare assay plates, we poured 35.0 mL of molten NGM agar into 10.0 cm-diameter plates and let the agar solidify at
room temperature for two days. DA837 E. coli (Davis et al. 1995) grown in liquid LB media was pipetted along the periphery
of the plates creating a ring with a width of approximately one centimeter. We placed the seeded plates in a 37°C incubator to
grow the bacteria overnight. We used the alkaline bleach method (Stiernagle 2006) to obtain synchronized populations of first
larval stage (L1) worms. We pipetted approximately 150 synchronized L1’s suspended in M9 buffer onto a six-cm diameter
NGM plates pre-seeded with E. coli bacteria, which constitutes the worm’s diet. The worms were cultivated in a 20°C
incubator for three or four days until day 1 or day 2 of adulthood, respectively. The animals are then tested during their first or
second day of adulthood.

On the day of the assay, adult worms of each genotype were washed off the six-cm plates with 7mL of M9 solution and
transferred into a 15mL conical tube. They were centrifuged in a table-top clinical centrifuge for 30 seconds at maximum
speed. The supernatant was removed, and the worm pellet was washed with 7mL of M9 to remove remaining bacteria before
being centrifuged again for 30 seconds at maximum speed. The supernatant was removed leaving the worms suspended in
approximately 100uL of M9 in the conical tube. We pipetted 35uL of the resuspended worms (~150 worms) onto the agar
surface in the geometrical center of 10 cm-diameter round assay plates that had been warmed to 35°C overnight. After adding
the worms, the plates were sealed with two layers of Parafilm and placed in a 35°C incubator for 30 minutes. A 35°C exposure
constitutes a heat shock to the worms, which prefer temperatures between 15-25°C. For the control (non-heat shock),
peripherally seeded 10cm-diameter plates were left at room temperature (22-23°C) overnight. Worms were prepared as above
and 35uL of worm solution containing approximately 150 adult worms was pipetted onto the agar surface at the geometrical
center of an assay plate and the droplet was allowed to absorb into the agar. For the non-HS condition, time 0 was defined as
the time at which the droplet had been completely absorbed, allowing for worms to begin migrating away from the plate
center. For the heat shocked plates, time 0 was immediately after the 30 min heat shock (the pellet was determined to have
absorbed in this time and no worms had migrated to the food). The plates were observed every 10 minutes for one hour.
Animals that had reached the food ring were recorded and removed using a Pasteur pipette connected to vacuum suction. At
the end of the one-hour period, we counted the total number of worms remaining on the plate.

Statistical analysis
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Statistical analyses focused on understanding differences between genotypes, including comparisons of overall quiescence and
time to reach food during non-heat shock (unstressed) and heat shock (stressed) conditions. Comparisons of quiescence among
genotypes were performed using an analysis of variance (ANOVA), followed by pairwise comparisons using Tukey’s multiple
comparisons test. To evaluate differences in time to reach food, we utilized complementary survival analysis approaches
including Cox Proportional Hazards (PH) models and Restricted Mean Survival Time (RMST) analysis. Cox PH models were
used to evaluate the effect of heat shock within each genotype and test whether these effects differed by genotype, while
controlling for the effect of any differences across the four experiments. Specifically, differences in the response to heat shock
by genotype were assessed using a statistical interaction test evaluating the significance of the product term (heat shock [Yes,
No] × genotype [wild type, aptf-1, ceh-17, ceh-17; aptf-1]) in a model that also included both main effect terms (heat shock
and genotype) and a covariate for replicate. Assessments of the response to heat shock stratified by genotype and differences
among genotypes stratified by heat shock exposure were similarly performed in the context of Cox PH models controlling for
experiment. Results from Cox PH models are presented as hazards ratios (HRs) and 95% confidence intervals (CIs),
representing the difference in the likelihood of reaching the food between genotypes or during heat shock vs. no heat shock.
While graphical analysis supported the proportional hazards assumption of the Cox PH model, to evaluate any potential
impact of deviation from this assumption on observed results we also performed pairwise comparisons of stratums using
RMST analysis. Results of RMST analyses are reported as the differences in mean survival time and associated 95% CIs
between groups. The findings from RMST analysis were consistent with the findings from Cox PH models. A significance
level of α = 0.05 were used for all tests. All analysis were performed in SAS software, version 9.4 (SAS Institute Inc., Cary,
NS) and STATA software, Version 14 or 16 (StataCorp, College Station, TX).

Reagents
Reagents

Strain Genotype Available from Reference

N2 wild type CGC (Brenner 1974)

IB16 ceh-17 (np1) I CGC (Hill et al. 2014)

HBR232 aptf-1 (tm3287) II CGC (Turek et al. 2013)

NQ1065 ceh-17(np1) I; aptf-1 (tm3287) II Raizen Lab (Grubbs et al. 2020)

DA837 Streptomycin-Resistant OP50 CGC (Davis et al. 1995)

Acknowledgments: We thank Bonnie Mendelson for support with experiments, Michael Iannacone for the MATLAB code
used for data display, and Margaux Games for figure design suggestions.

References
Brenner S. 1974. The genetics of Caenorhabditis elegans. Genetics 77: 71-94. PMID: 4366476.

Davis MW, Somerville D, Lee RY, Lockery S, Avery L, Fambrough DM. 1995. Mutations in the Caenorhabditis elegans
Na,K-ATPase alpha-subunit gene, eat-6, disrupt excitable cell function. J Neurosci 15: 8408-18. PMID: 8613772.

DeBardeleben HK, Lopes LE, Nessel MP, Raizen DM. 2017. Stress-Induced Sleep After Exposure to Ultraviolet Light Is
Promoted by p53 in Caenorhabditis elegans. Genetics 207: 571-582. PMID: 28754659.

Goetting DL, Mansfield R, Soto R, Buskirk CV. 2020. Cellular damage, including wounding, drives C. elegans stress-induced
sleep. J Neurogenet 34: 430-439. PMID: 32362197.

Grubbs JJ, Lopes LE, van der Linden AM, Raizen DM. 2020. A salt-induced kinase is required for the metabolic regulation of
sleep. PLoS Biol 18: e3000220. PMID: 32315298.

Hill RJ, Sternberg PW. 1992. The gene lin-3 encodes an inductive signal for vulval development in C. elegans. Nature 358:
470-6. PMID: 1641037.

Hill AJ, Mansfield R, Lopez JM, Raizen DM, Van Buskirk C. 2014. Cellular stress induces a protective sleep-like state in C.
elegans. Curr Biol 24: 2399-405. PMID: 25264259.

Kawamura K, Maruyama IN. 2019. Forward Genetic Screen for Caenorhabditis elegans Mutants with a Shortened Locomotor
Healthspan. G3 (Bethesda) 9: 2415-2423. PMID: 31213517.

 

9/20/2021 - Open Access



 

Konietzka J, Fritz M, Spiri S, McWhirter R, Leha A, Palumbos S, Costa WS, Oranth A, Gottschalk A, Miller DM 3rd, Hajnal
A, Bringmann H. 2020. Epidermal Growth Factor Signaling Promotes Sleep through a Combined Series and Parallel Neural
Circuit. Curr Biol 30: 1-16.e13. PMID: 31839447.

Mitchell P, Mould R, Dillon J, Glautier S, Andrianakis I, James C, Pugh A, Holden-Dye L, O'Connor V. 2010. A differential
role for neuropeptides in acute and chronic adaptive responses to alcohol: behavioural and genetic analysis in Caenorhabditis
elegans. PLoS One 5: e10422. PMID: 20454655.

Nelson MD, Lee KH, Churgin MA, Hill AJ, Van Buskirk C, Fang-Yen C, Raizen DM. 2014. FMRFamide-like FLP-13
neuropeptides promote quiescence following heat stress in Caenorhabditis elegans. Curr Biol 24: 2406-10. PMID: 25264253.

Pujol N, Torregrossa P, Ewbank JJ, Brunet JF. 2000. The homeodomain protein CePHOX2/CEH-17 controls antero-posterior
axonal growth in C. elegans. Development 127: 3361-71. PMID: 10887091.

Raizen DM, Zimmerman JE, Maycock MH, Ta UD, You YJ, Sundaram MV, Pack AI. 2008. Lethargus is a Caenorhabditis
elegans sleep-like state. Nature 451: 569-72. PMID: 18185515.

Robinson B, Goetting D, Cisneros Desir J, Van Buskirk C. 2019. aptf-1 mutants are primarily defective in head movement
quiescence during C. elegans sleep. MicroPubl Biol : 10.17912/micropub.biology.000148. DOI:
10.17912/micropub.biology.000148 | PMID: 32550461.

Stiernagle T. 2006. Maintenance of C. elegans. WormBook : 1-11. PMID: 18050451.

Trojanowski NF, Raizen DM. 2016. Call it Worm Sleep. Trends Neurosci 39: 54-62. PMID: 26747654.

Turek M, Lewandrowski I, Bringmann H. 2013. An AP2 transcription factor is required for a sleep-active neuron to induce
sleep-like quiescence in C. elegans. Curr Biol 23: 2215-2223. PMID: 24184105.

Van Buskirk C, Sternberg PW. 2007. Epidermal growth factor signaling induces behavioral quiescence in Caenorhabditis
elegans. Nat Neurosci 10: 1300-7. PMID: 17891142.

Van Buskirk C, Sternberg PW. 2010. Paired and LIM class homeodomain proteins coordinate differentiation of the C. elegans
ALA neuron. Development 137: 2065-74. PMID: 20501595.

 

Funding: Funding was provided by Penn Access Summer Scholars (PASS) program and the Center for Undergraduate
Research (CURF) of the University of Pennsylvania. DMR was supported by grants R01NS088432, R21CA224267, and
R01NS107969 and AMR was supported by T32HL007713 from the National Institutes of Health. BTK and NJ were supported
in part by P01 HL094307.

Author Contributions: Carlos Chávez-Pérez: Investigation, Methodology, Writing - original draft. Niusha Jafari: Formal
analysis. Brendan T Keenan: Formal analysis, Writing - review and editing. David M Raizen: Conceptualization, Funding
acquisition, Project administration, Supervision, Writing - review and editing. Alex M Rohacek: Formal analysis,
Investigation, Writing - review and editing, Writing - original draft.

Reviewed By: Anonymous

History: Received August 23, 2021  Revision received September 6, 2021  Accepted September 14, 2021  Published
September 20, 2021

Copyright: © 2021 by the authors. This is an open-access article distributed under the terms of the Creative Commons
Attribution 4.0 International (CC BY 4.0) License, which permits unrestricted use, distribution, and reproduction in any
medium, provided the original author and source are credited.

Citation: Chávez-Pérez, C; Jafari, N; Keenan, BT; Raizen, DM; Rohacek, AM (2021). Motivated displacement assay
distinguishes ALA neuron mutants from RIS neuron mutants during recovery from heat stress in Caenorhabditis elegans.
microPublication Biology. https://doi.org/10.17912/micropub.biology.000468

 

9/20/2021 - Open Access


