

[image: ]



    
        Home
[image: Hasso-Plattner-Institut] 




        
            
                [image: Hasso-Plattner-Institut]Prof. Dr. Tobias Friedrich


                
                     

                    
                    
                

            

        

        
            
                Navigation aufklappen/zuklappen
            
        

    


    
         

        
            	Home
	People
	Teaching
	Publications
	Projects
	Media
	talks
	Offers
	Suchen


	de


        

    









schließen





schließen





schließen





schließen





schließen





schließen





schließen





schließen





        
            
            	Publications
	 > Martin Krejca





				Publications of Martin Krejca
			
The following listing contains all publications of Martin Krejca. Further publications of the research group can be found on the current list of publications and the complete list of publications. Individual listings are available externally on DBLP and Google Scholar or locally as PDF.







	
	

You can view all publications of the current members of the Algorithm Engineering group. To view all dissertations, please click here. For other listings, please see:
	years: 2024, 2023, 2022, 2021, 2020, 2019, 2018, 2017, 2016, 2015, 2014, 2013, 2012, 2011, 2010
	researchers: Prof. Dr. Tobias Friedrich, Dr. Samuel Baguley, Dr. Sarel Cohen, Dr. Andreas Göbel, Dr. Timo Kötzing, Dr. Pascal Lenzner, Dr. Kirill Simonov, Dr. George Skretas, Dr. Shaily Verma
	PhD students: Panagiotis Aivasiliotis, Michelle Döring, Philipp Fischbeck, Hans Gawendowicz, Merlin de la Haye, Nicolas Klodt, Simon Krogmann, Xiaoyue Sherry Li, Paraskevi Machaira,Nadym Mallek, Stefan Neubert, Aikaterini Niklanovits, Marcus Pappik, Aishwarya Radhakrishnan, Janosch Ruff, Farehe Soheil, Ziena Zeif
	theory conferences: FOCS, ICALP, MFCS, SAGT, STACS, STOC, WINE
 	algorithm conferences: ALENEX, ESA, GD, ISAAC, SODA, SPAA, SWAT, WAW
	artificial intelligence conferences: AAAI, AAMAS, ALT, COLT, ECAI, ICAPS, IJCAI, SAT
 	evolutionary computation conferences: CEC, EMO, EvoCOP, FOGA, GECCO, PPSN













				Publications without Group Members
			
Clean Citation Style 005

                                        
                                                [ 2022 ]
                                            
                                    
Clean Citation Style 005
{ "authors" : [{ "lastname":"Bläsius" , "initial":"T" , "url":"https://hpi.de/friedrich/publications/people/thomas-blaesius.html" , "mail":"thomas.blasius(at)hpi.de" }, { "lastname":"Casel" , "initial":"K" , "url":"https://hpi.de/friedrich/publications/people/katrin-casel.html" , "mail":"katrin.casel(at)hpi.de" }, { "lastname":"Chauhan" , "initial":"A" , "url":"https://hpi.de/friedrich/publications/people/ankit-chauhan.html" , "mail":"ankit.chauhan(at)hpi.de" }, { "lastname":"Cohen" , "initial":"S" , "url":"https://hpi.de/friedrich/publications/people/sarel-cohen.html" , "mail":"sarel.cohen(at)hpi.de" }, { "lastname":"Cseh" , "initial":"�" , "url":"https://hpi.de/friedrich/publications/people/agnes-cseh.html" , "mail":"agnes.cseh(at)hpi.de" }, { "lastname":"Doskoč" , "initial":"V" , "url":"https://hpi.de/friedrich/publications/people/vanja-doskoc.html" , "mail":"vanja.doskoc(at)hpi.de" }, { "lastname":"Elijazyfer" , "initial":"Z" , "url":"https://hpi.de/friedrich/people/ziena-elijazyfer.html" , "mail":"ziena.elijazyfer(at)hpi.de" }, { "lastname":"Fischbeck" , "initial":"P" , "url":"https://hpi.de/friedrich/publications/people/philipp-fischbeck.html" , "mail":"philipp.fischbeck(at)hpi.de" }, { "lastname":"Friedrich" , "initial":"T" , "url":"https://hpi.de/friedrich/publications/people/tobias-friedrich.html" , "mail":"friedrich(at)hpi.de" }, { "lastname":"Göbel" , "initial":"A" , "url":"https://hpi.de/friedrich/publications/people/andreas-goebel.html" , "mail":"andreas.goebel(at)hpi.de" }, { "lastname":"Issac" , "initial":"D" , "url":"https://hpi.de/friedrich/publications/people/davis-issac.html" , "mail":"davis.issac(at)hpi.de" }, { "lastname":"Katzmann" , "initial":"M" , "url":"https://hpi.de/friedrich/publications/people/maximilian-katzmann.html" , "mail":"maximilian.katzmann(at)hpi.de" }, { "lastname":"Khazraei" , "initial":"A" , "url":"https://hpi.de/friedrich/publications/people/ardalan-khazraei.html" , "mail":"ardalan.khazraei(at)hpi.de" }, { "lastname":"Kötzing" , "initial":"T" , "url":"https://hpi.de/friedrich/publications/people/timo-koetzing.html" , "mail":"timo.koetzing(at)hpi.de" }, { "lastname":"Krejca" , "initial":"M" , "url":"https://hpi.de/friedrich/publications/people/martin-krejca.html" , "mail":"martin.krejca(at)hpi.de" }, { "lastname":"Krogmann" , "initial":"S" , "url":"https://hpi.de/friedrich/publications/people/simon-krogmann.html" , "mail":"simon.krogmann(at)hpi.de" }, { "lastname":"Krohmer" , "initial":"A" , "url":"https://hpi.de/friedrich/publications/people/anton-krohmer.html" , "mail":"none" }, { "lastname":"Kumar" , "initial":"N" , "url":"https://hpi.de/friedrich/publications/people/nikhil-kumar.html" , "mail":"nikhil.kumar(at)hpi.de" }, { "lastname":"Lagodzinski" , "initial":"G" , "url":"https://hpi.de/friedrich/publications/people/gregor-lagodzinski.html" , "mail":"gregor.lagodzinski(at)hpi.de" }, { "lastname":"Lenzner" , "initial":"P" , "url":"https://hpi.de/friedrich/publications/people/pascal-lenzner.html" , "mail":"pascal.lenzner(at)hpi.de" }, { "lastname":"Melnichenko" , "initial":"A" , "url":"https://hpi.de/friedrich/publications/people/anna-melnichenko.html" , "mail":"anna.melnichenko(at)hpi.de" }, { "lastname":"Molitor" , "initial":"L" , "url":"https://hpi.de/friedrich/publications/people/louise-molitor.html" , "mail":"louise.molitor(at)hpi.de" }, { "lastname":"Neubert" , "initial":"S" , "url":"https://hpi.de/friedrich/publications/people/stefan-neubert.html" , "mail":"stefan.neubert(at)hpi.de" }, { "lastname":"Pappik" , "initial":"M" , "url":"https://hpi.de/friedrich/publications/people/marcus-pappik.html" , "mail":"marcus.pappik(at)hpi.de" }, { "lastname":"Quinzan" , "initial":"F" , "url":"https://hpi.de/friedrich/publications/people/francesco-quinzan.html" , "mail":"francesco.quinzan(at)hpi.de" }, { "lastname":"Rizzo" , "initial":"M" , "url":"https://hpi.de/friedrich/publications/people/manuel-rizzo.html" , "mail":"manuel.rizzo(at)hpi.de" }, { "lastname":"Rothenberger" , "initial":"R" , "url":"https://hpi.de/friedrich/publications/people/ralf-rothenberger.html" , "mail":"ralf.rothenberger(at)hpi.de" }, { "lastname":"Schirneck" , "initial":"M" , "url":"https://hpi.de/friedrich/publications/people/martin-schirneck.html" , "mail":"martin.schirneck(at)hpi.de" }, { "lastname":"Seidel" , "initial":"K" , "url":"https://hpi.de/friedrich/publications/people/karen-seidel.html" , "mail":"karen.seidel(at)hpi.de" }, { "lastname":"Sutton" , "initial":"A" , "url":"https://hpi.de/friedrich/publications/people/andrew-m-sutton.html" , "mail":"none" }, { "lastname":"Weyand" , "initial":"C" , "url":"https://hpi.de/friedrich/publications/people/christopher-weyand.html" , "mail":"none" }]}

2022
                                            [
                                            
                                            nach oben
                                        
                                        ]
                                        

	[image: ]
Biedenkapp, André; Dang, Nguyên; Krejca, Martin S.; Hutter, Frank; Doerr, Carola Theory-inspired Parameter Control Benchmarks for Dynamic Algorithm ConfigurationGenetic and Evolutionary Computation Conference (GECCO) 2022




                                            [
                                            
                                                BibTeX
                                            
                                            ]
                                        [ DOI ]
 
@inproceedings{biedenkapp2022theoryinspired,
  author = {Biedenkapp, André and Dang, Nguyên and Krejca, Martin S. and Hutter, Frank and Doerr, Carola},
  booktitle = {Genetic and Evolutionary Computation Conference (GECCO)},
  keywords = {gecco2022 martinskrejca},
  title = {Theory-inspired Parameter Control Benchmarks for Dynamic Algorithm Configuration},
  year = 2022
}















				Publications with Group Members
			
Clean Citation Style 005

                                        
                                                [ 2024 ]
                                            
                                    
                                        
                                                [ 2023 ]
                                            
                                    
                                        
                                                [ 2022 ]
                                            
                                    
                                        
                                                [ 2021 ]
                                            
                                    
                                        
                                                [ 2020 ]
                                            
                                    
                                        
                                                [ 2019 ]
                                            
                                    
                                        
                                                [ 2018 ]
                                            
                                    
                                        
                                                [ 2017 ]
                                            
                                    
                                        
                                                [ 2016 ]
                                            
                                    
                                        
                                                [ 2015 ]
                                            
                                    
Clean Citation Style 005
{ "authors" : [{ "lastname":"Bläsius" , "initial":"T" , "url":"https://hpi.de/friedrich/publications/people/thomas-blaesius.html" , "mail":"thomas.blasius(at)hpi.de" }, { "lastname":"Casel" , "initial":"K" , "url":"https://hpi.de/friedrich/publications/people/katrin-casel.html" , "mail":"katrin.casel(at)hpi.de" }, { "lastname":"Chauhan" , "initial":"A" , "url":"https://hpi.de/friedrich/publications/people/ankit-chauhan.html" , "mail":"ankit.chauhan(at)hpi.de" }, { "lastname":"Cohen" , "initial":"S" , "url":"https://hpi.de/friedrich/publications/people/sarel-cohen.html" , "mail":"sarel.cohen(at)hpi.de" }, { "lastname":"Cseh" , "initial":"�" , "url":"https://hpi.de/friedrich/publications/people/agnes-cseh.html" , "mail":"agnes.cseh(at)hpi.de" }, { "lastname":"Doskoč" , "initial":"V" , "url":"https://hpi.de/friedrich/publications/people/vanja-doskoc.html" , "mail":"vanja.doskoc(at)hpi.de" }, { "lastname":"Elijazyfer" , "initial":"Z" , "url":"https://hpi.de/friedrich/people/ziena-elijazyfer.html" , "mail":"ziena.elijazyfer(at)hpi.de" }, { "lastname":"Fischbeck" , "initial":"P" , "url":"https://hpi.de/friedrich/publications/people/philipp-fischbeck.html" , "mail":"philipp.fischbeck(at)hpi.de" }, { "lastname":"Friedrich" , "initial":"T" , "url":"https://hpi.de/friedrich/publications/people/tobias-friedrich.html" , "mail":"friedrich(at)hpi.de" }, { "lastname":"Göbel" , "initial":"A" , "url":"https://hpi.de/friedrich/publications/people/andreas-goebel.html" , "mail":"andreas.goebel(at)hpi.de" }, { "lastname":"Issac" , "initial":"D" , "url":"https://hpi.de/friedrich/publications/people/davis-issac.html" , "mail":"davis.issac(at)hpi.de" }, { "lastname":"Katzmann" , "initial":"M" , "url":"https://hpi.de/friedrich/publications/people/maximilian-katzmann.html" , "mail":"maximilian.katzmann(at)hpi.de" }, { "lastname":"Khazraei" , "initial":"A" , "url":"https://hpi.de/friedrich/publications/people/ardalan-khazraei.html" , "mail":"ardalan.khazraei(at)hpi.de" }, { "lastname":"Kötzing" , "initial":"T" , "url":"https://hpi.de/friedrich/publications/people/timo-koetzing.html" , "mail":"timo.koetzing(at)hpi.de" }, { "lastname":"Krejca" , "initial":"M" , "url":"https://hpi.de/friedrich/publications/people/martin-krejca.html" , "mail":"martin.krejca(at)hpi.de" }, { "lastname":"Krogmann" , "initial":"S" , "url":"https://hpi.de/friedrich/publications/people/simon-krogmann.html" , "mail":"simon.krogmann(at)hpi.de" }, { "lastname":"Krohmer" , "initial":"A" , "url":"https://hpi.de/friedrich/publications/people/anton-krohmer.html" , "mail":"none" }, { "lastname":"Kumar" , "initial":"N" , "url":"https://hpi.de/friedrich/publications/people/nikhil-kumar.html" , "mail":"nikhil.kumar(at)hpi.de" }, { "lastname":"Lagodzinski" , "initial":"G" , "url":"https://hpi.de/friedrich/publications/people/gregor-lagodzinski.html" , "mail":"gregor.lagodzinski(at)hpi.de" }, { "lastname":"Lenzner" , "initial":"P" , "url":"https://hpi.de/friedrich/publications/people/pascal-lenzner.html" , "mail":"pascal.lenzner(at)hpi.de" }, { "lastname":"Melnichenko" , "initial":"A" , "url":"https://hpi.de/friedrich/publications/people/anna-melnichenko.html" , "mail":"anna.melnichenko(at)hpi.de" }, { "lastname":"Molitor" , "initial":"L" , "url":"https://hpi.de/friedrich/publications/people/louise-molitor.html" , "mail":"louise.molitor(at)hpi.de" }, { "lastname":"Neubert" , "initial":"S" , "url":"https://hpi.de/friedrich/publications/people/stefan-neubert.html" , "mail":"stefan.neubert(at)hpi.de" }, { "lastname":"Pappik" , "initial":"M" , "url":"https://hpi.de/friedrich/publications/people/marcus-pappik.html" , "mail":"marcus.pappik(at)hpi.de" }, { "lastname":"Quinzan" , "initial":"F" , "url":"https://hpi.de/friedrich/publications/people/francesco-quinzan.html" , "mail":"francesco.quinzan(at)hpi.de" }, { "lastname":"Rizzo" , "initial":"M" , "url":"https://hpi.de/friedrich/publications/people/manuel-rizzo.html" , "mail":"manuel.rizzo(at)hpi.de" }, { "lastname":"Rothenberger" , "initial":"R" , "url":"https://hpi.de/friedrich/publications/people/ralf-rothenberger.html" , "mail":"ralf.rothenberger(at)hpi.de" }, { "lastname":"Schirneck" , "initial":"M" , "url":"https://hpi.de/friedrich/publications/people/martin-schirneck.html" , "mail":"martin.schirneck(at)hpi.de" }, { "lastname":"Seidel" , "initial":"K" , "url":"https://hpi.de/friedrich/publications/people/karen-seidel.html" , "mail":"karen.seidel(at)hpi.de" }, { "lastname":"Sutton" , "initial":"A" , "url":"https://hpi.de/friedrich/publications/people/andrew-m-sutton.html" , "mail":"none" }, { "lastname":"Weyand" , "initial":"C" , "url":"https://hpi.de/friedrich/publications/people/christopher-weyand.html" , "mail":"none" }]}

2024
                                            [
                                            
                                            nach oben
                                        
                                        ]
                                        

	[image: Runtime Analysis of the (... - Download]
Doerr, Benjamin; Echarghaoui, Aymen; Jamal, Mohammed; Krejca, Martin S. Runtime Analysis of the (µ + 1) GA: Provable Speed-Ups from Strong Drift towards Diverse PopulationsAnnual AAAI Conference on Artificial Intelligence (AAAI) 2024




                                                [
                                                
                                                    Abstract
                                                
                                                ]
                                            
                                            [
                                            
                                                BibTeX
                                            
                                            ]
                                        
                                                    [
                                                    
                                                        Download
                                                    
                                                    ]
                                                
 

                                            Most evolutionary algorithms used in practice heavily employ crossover. In contrast, the rigorous understanding of how crossover is beneficial is largely lagging behind. In this work, we make a considerable step forward by analyzing the population dynamics of the \((\mu+1)\) genetic algorithm when optimizing the Jump benchmark. We observe (and prove via mathematical means) that once the population contains two different individuals on the local optimum, the diversity in the population increases in expectation. From this drift towards more diverse states, we show that a diversity suitable for crossover to be effective is reached quickly and, more importantly, then persists for a time that is at least exponential in the population size \(\mu\). This drastically improves over the previously best known guarantee, which is only quadratic in \(\mu\). Our new understanding of the population dynamics easily gives stronger performance guarantees. In particular, we derive that population sizes logarithmic in the problem size \(n\) already suffice to gain an \(\Omega(n)\)-factor runtime improvement from crossover (previous works achieved comparable bounds only with \(\mu=\Theta(n)\) or via a non-standard mutation rate).
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  abstract = {Most evolutionary algorithms used in practice heavily employ crossover. In contrast, the rigorous understanding of how crossover is beneficial is largely lagging behind. In this work, we make a considerable step forward by analyzing the population dynamics of the \((\mu+1)\) genetic algorithm when optimizing the Jump benchmark. We observe (and prove via mathematical means) that once the population contains two different individuals on the local optimum, the diversity in the population increases in expectation. From this drift towards more diverse states, we show that a diversity suitable for crossover to be effective is reached quickly and, more importantly, then persists for a time that is at least exponential in the population size \(\mu\). This drastically improves over the previously best known guarantee, which is only quadratic in \(\mu\). Our new understanding of the population dynamics easily gives stronger performance guarantees. In particular, we derive that population sizes logarithmic in the problem size \(n\) already suffice to gain an \(\Omega(n)\)-factor runtime improvement from crossover (previous works achieved comparable bounds only with \(\mu=\Theta(n)\) or via a non-standard mutation rate).},
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                                            Information diffusion models on networks are at the forefront of AI research. The dynamics of such models typically follow stochastic models from epidemiology, used to model not only infections but various phenomena, including the behavior of computer viruses and viral marketing campaigns. A core question in this setting is how to efficiently detect the most influential vertices in the host graph such that the infection survives the longest. In processes that incorporate re-infection of the vertices, such as the SIS process, theoretical studies identify parameter thresholds where the survival time of the process rapidly transitions from logarithmic to super-polynomial. These results contradict the intuition that the starting configuration is relevant, since the process will always either die out fast or survive almost indefinitely. A shortcoming of these results is that models incorporating short-term immunity (or creative advertisement fatigue) have not been subjected to such a theoretical analysis so far. We reduce this gap in the literature by studying the SIRS process, a more realistic model, which besides re-infection additionally incorporates short-term immunity. On complex network models, we identify parameter regimes for which the process survives exponentially long, and we get a tight threshold for random graphs. Underlying these results is our main technical contribution, showing a threshold behavior for the survival time of the SIRS process on graphs with large expander subgraphs, such as social network models.
                                        
@inproceedings{friedrich2024irrelevance,
  abstract = {Information diffusion models on networks are at the forefront of AI research. The dynamics of such models typically follow stochastic models from epidemiology, used to model not only infections but various phenomena, including the behavior of computer viruses and viral marketing campaigns. A core question in this setting is how to efficiently detect the most influential vertices in the host graph such that the infection survives the longest. In processes that incorporate re-infection of the vertices, such as the SIS process, theoretical studies identify parameter thresholds where the survival time of the process rapidly transitions from logarithmic to super-polynomial. These results contradict the intuition that the starting configuration is relevant, since the process will always either die out fast or survive almost indefinitely. A shortcoming of these results is that models incorporating short-term immunity (or creative advertisement fatigue) have not been subjected to such a theoretical analysis so far. We reduce this gap in the literature by studying the SIRS process, a more realistic model, which besides re-infection additionally incorporates short-term immunity. On complex network models, we identify parameter regimes for which the process survives exponentially long, and we get a tight threshold for random graphs. Underlying these results is our main technical contribution, showing a threshold behavior for the survival time of the SIRS process on graphs with large expander subgraphs, such as social network models.},
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                                            We propose a new, flexible approach for dynamically maintaining successful mutation rates in evolutionary algorithms using \(k\)-bit flip mutations. The algorithm adds successful mutation rates to an archive of promising rates that are favored in subsequent steps. Rates expire when their number of unsuccessful trials has exceeded a threshold, while rates currently not present in the archive can enter it in two ways: (i) via user-defined minimum selection probabilities for rates combined with a successful step or (ii) via a stagnation detection mechanism increasing the value for a promising rate after the current bit-flip neighborhood has been explored with high probability. For the minimum selection probabilities, we suggest different options, including heavy-tailed distributions. We conduct rigorous runtime analysis of the flexible evolutionary algorithm on the OneMax and Jump functions, on general unimodal functions, on minimum spanning and on a class of hurdle-like functions with varying hurdle width that benefit particularly from the archive of promising mutation rates. In all cases, the runtime bounds are close to or even outperform the best known results for both stagnation detection and heavy-tailed mutations.
                                        
@inproceedings{krejca2024flexible,
  abstract = {We propose a new, flexible approach for dynamically maintaining successful mutation rates in evolutionary algorithms using \(k\)-bit flip mutations. The algorithm adds successful mutation rates to an archive of promising rates that are favored in subsequent steps. Rates expire when their number of unsuccessful trials has exceeded a threshold, while rates currently not present in the archive can enter it in two ways: (i) via user-defined minimum selection probabilities for rates combined with a successful step or (ii) via a stagnation detection mechanism increasing the value for a promising rate after the current bit-flip neighborhood has been explored with high probability. For the minimum selection probabilities, we suggest different options, including heavy-tailed distributions. We conduct rigorous runtime analysis of the flexible evolutionary algorithm on the OneMax and Jump functions, on general unimodal functions, on minimum spanning and on a class of hurdle-like functions with varying hurdle width that benefit particularly from the archive of promising mutation rates. In all cases, the runtime bounds are close to or even outperform the best known results for both stagnation detection and heavy-tailed mutations.},
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                                            Diffusion of information in networks is at the core of many problems in AI. Common examples include the spread of ideas and rumors as well as marketing campaigns. Typically, information diffuses at a non-linear rate, for example, if markets become saturated or if users of social networks reinforce each other's opinions. Despite these characteristics, this area has seen little research, compared to the vast amount of results for linear models, which exhibit less complex dynamics. Especially, when considering the possibility of re-infection, no fully rigorous guarantees exist so far. We address this shortcoming by studying a very general non-linear diffusion model that captures saturation as well as reinforcement. More precisely, we consider a variant of the SIS model in which vertices get infected at a rate that scales polynomially in the number of their infected neighbors, weighted by an infection coefficient \(\lambda\). We give the first fully rigorous results for thresholds of \(\lambda\) at which the expected survival time becomes super-polynomial. For cliques we show that when the infection rate scales sub-linearly, the threshold only shifts by a poly-logarithmic factor, compared to the standard SIS model. In contrast, super-linear scaling changes the process considerably and shifts the threshold by a polynomial term. For stars, sub-linear and super-linear scaling behave similar and both shift the threshold by a polynomial factor. Our bounds are almost tight, as they are only apart by at most a poly-logarithmic factor from the lower thresholds, at which the expected survival time is logarithmic.
                                        
@inproceedings{friedrich2024market,
  abstract = {Diffusion of information in networks is at the core of many problems in AI. Common examples include the spread of ideas and rumors as well as marketing campaigns. Typically, information diffuses at a non-linear rate, for example, if markets become saturated or if users of social networks reinforce each other's opinions. Despite these characteristics, this area has seen little research, compared to the vast amount of results for linear models, which exhibit less complex dynamics. Especially, when considering the possibility of re-infection, no fully rigorous guarantees exist so far. We address this shortcoming by studying a very general non-linear diffusion model that captures saturation as well as reinforcement. More precisely, we consider a variant of the SIS model in which vertices get infected at a rate that scales polynomially in the number of their infected neighbors, weighted by an infection coefficient \(\lambda\). We give the first fully rigorous results for thresholds of \(\lambda\) at which the expected survival time becomes super-polynomial. For cliques we show that when the infection rate scales sub-linearly, the threshold only shifts by a poly-logarithmic factor, compared to the standard SIS model. In contrast, super-linear scaling changes the process considerably and shifts the threshold by a polynomial term. For stars, sub-linear and super-linear scaling behave similar and both shift the threshold by a polynomial factor. Our bounds are almost tight, as they are only apart by at most a poly-logarithmic factor from the lower thresholds, at which the expected survival time is logarithmic.},
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                                            The target set selection problem (TSS) asks for a set of vertices such that an influence spreading process started in these vertices reaches the whole graph. The current state of the art for this NP-hard problem are three recently proposed randomized search heuristics, namely a biased random-key genetic algorithm (BRKGA) obtained from extensive parameter tuning, a max-min ant system (MMAS), and a MMAS using Q-learning with a graph convolutional network. We show that the BRKGA with two simple modifications and without the costly parameter tuning obtains significantly better results. Our first modification is to simply choose all parameters of the BRKGA in each iteration randomly from a power-law distribution. The resulting parameterless BRKGA is already competitive with the tuned BRKGA, as our experiments on the previously used benchmarks show. We then add a natural greedy heuristic, namely to repeatedly discard small-degree vertices that are not necessary for reaching the whole graph. The resulting algorithm consistently outperforms all of the state-of-the-art algorithms. Besides providing a superior algorithm for the TSS problem, this work shows that randomized parameter choices and elementary greedy heuristics can give better results than complex algorithms and costly parameter tuning.
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  abstract = {The target set selection problem (TSS) asks for a set of vertices such that an influence spreading process started in these vertices reaches the whole graph. The current state of the art for this NP-hard problem are three recently proposed randomized search heuristics, namely a biased random-key genetic algorithm (BRKGA) obtained from extensive parameter tuning, a max-min ant system (MMAS), and a MMAS using Q-learning with a graph convolutional network. We show that the BRKGA with two simple modifications and without the costly parameter tuning obtains significantly better results. Our first modification is to simply choose all parameters of the BRKGA in each iteration randomly from a power-law distribution. The resulting parameterless BRKGA is already competitive with the tuned BRKGA, as our experiments on the previously used benchmarks show. We then add a natural greedy heuristic, namely to repeatedly discard small-degree vertices that are not necessary for reaching the whole graph. The resulting algorithm consistently outperforms all of the state-of-the-art algorithms. Besides providing a superior algorithm for the TSS problem, this work shows that randomized parameter choices and elementary greedy heuristics can give better results than complex algorithms and costly parameter tuning.},
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                                            Random graph models are widely used to understand network properties and graph algorithms. Key to such analyses are the different parameters of each model, which affect various network features, such as its size, clustering, or degree distribution. The exact effect of the parameters on these features is not well understood, mainly because we lack tools to thoroughly investigate this relation. Moreover, the parameters cannot be considered in isolation, as changing one affects multiple features. Existing approaches for finding the best model parameters of desired features, such as a grid search or estimating the parameter-feature relations, are not well suited, as they are inaccurate or computationally expensive. We introduce an efficient iterative fitting method, named ParFit, that finds parameters using only a few network samples, based on the Robbins-Monro algorithm. We test ParFit on three well-known graph models, namely Erdős-Rényi, Chung-Lu, and geometric inhomogeneous random graphs, as well as on real-world networks, including web networks. We find that ParFit performs well in terms of quality and running time across most parameter configurations.
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  abstract = {Random graph models are widely used to understand network properties and graph algorithms. Key to such analyses are the different parameters of each model, which affect various network features, such as its size, clustering, or degree distribution. The exact effect of the parameters on these features is not well understood, mainly because we lack tools to thoroughly investigate this relation. Moreover, the parameters cannot be considered in isolation, as changing one affects multiple features. Existing approaches for finding the best model parameters of desired features, such as a grid search or estimating the parameter-feature relations, are not well suited, as they are inaccurate or computationally expensive. We introduce an efficient iterative fitting method, named ParFit, that finds parameters using only a few network samples, based on the Robbins-Monro algorithm. We test ParFit on three well-known graph models, namely Erdős-Rényi, Chung-Lu, and geometric inhomogeneous random graphs, as well as on real-world networks, including web networks. We find that ParFit performs well in terms of quality and running time across most parameter configurations.},
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                                            Schelling's classical segregation model gives a coherent explanation for the wide-spread phenomenon of residential segregation. We introduce an agent-based saturated open-city variant, the Flip Schelling Process (FSP), in which agents, placed on a graph, have one out of two types and, based on the predominant type in their neighborhood, decide whether to change their types; similar to a new agent arriving as soon as another agent leaves the vertex. We investigate the probability that an edge u,v is monochrome, i.e., that both vertices u and v have the same type in the FSP, and we provide a general framework for analyzing the influence of the underlying graph topology on residential segregation. In particular, for two adjacent vertices, we show that a highly decisive common neighborhood, i.e., a common neighborhood where the absolute value of the difference between the number of vertices with different types is high, supports segregation and, moreover, that large common neighborhoods are more decisive. As an application, we study the expected behavior of the FSP on two common random graph models with and without geometry: (1) For random geometric graphs, we show that the existence of an edge u,v makes a highly decisive common neighborhood for u and v more likely. Based on this, we prove the existence of a constant c>0 such that the expected fraction of monochrome edges after the FSP is at least 1/2+c. (2) For Erdős–Rényi graphs we show that large common neighborhoods are unlikely and that the expected fraction of monochrome edges after the FSP is at most 1/2+o(1). Our results indicate that the cluster structure of the underlying graph has a significant impact on the obtained segregation strength.
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  abstract = {Schelling's classical segregation model gives a coherent explanation for the wide-spread phenomenon of residential segregation. We introduce an agent-based saturated open-city variant, the Flip Schelling Process (FSP), in which agents, placed on a graph, have one out of two types and, based on the predominant type in their neighborhood, decide whether to change their types; similar to a new agent arriving as soon as another agent leaves the vertex. We investigate the probability that an edge {u,v} is monochrome, i.e., that both vertices u and v have the same type in the FSP, and we provide a general framework for analyzing the influence of the underlying graph topology on residential segregation. In particular, for two adjacent vertices, we show that a highly decisive common neighborhood, i.e., a common neighborhood where the absolute value of the difference between the number of vertices with different types is high, supports segregation and, moreover, that large common neighborhoods are more decisive. As an application, we study the expected behavior of the FSP on two common random graph models with and without geometry: (1) For random geometric graphs, we show that the existence of an edge {u,v} makes a highly decisive common neighborhood for u and v more likely. Based on this, we prove the existence of a constant c>0 such that the expected fraction of monochrome edges after the FSP is at least 1/2+c. (2) For Erdős–Rényi graphs we show that large common neighborhoods are unlikely and that the expected fraction of monochrome edges after the FSP is at most 1/2+o(1). Our results indicate that the cluster structure of the underlying graph has a significant impact on the obtained segregation strength.},
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                                            Run time analysis of evolutionary algorithms recently makes significant progress in linking algorithm performance to algorithm parameters. However, settings that study the impact of problem parameters are rare. The recently proposed W-model provides a good framework for such analyses, generating pseudo-Boolean optimization problems with tunable properties. We initiate theoretical research of the W-model by studying how one of its properties—neutrality—influences the run time of random local search. Neutrality creates plateaus in the search space by first performing a majority vote for subsets of the solution candidate and then evaluating the smaller-dimensional string via a low-level fitness function. We prove upper bounds for the expected run time of random local search on this MAJORITY problem for its entire parameter spectrum. To this end, we provide a theorem, applicable to many optimization algorithms, that links the run time of MAJORITY with its symmetric version HASMAJORITY, where a sufficient majority is needed to optimize the subset. We also introduce a generalized version of classic drift theorems as well as a generalized version of Wald's equation, both of which we believe to be of independent interest.
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  abstract = {Run time analysis of evolutionary algorithms recently makes significant progress in linking algorithm performance to algorithm parameters. However, settings that study the impact of problem parameters are rare. The recently proposed W-model provides a good framework for such analyses, generating pseudo-Boolean optimization problems with tunable properties. We initiate theoretical research of the W-model by studying how one of its properties—neutrality—influences the run time of random local search. Neutrality creates plateaus in the search space by first performing a majority vote for subsets of the solution candidate and then evaluating the smaller-dimensional string via a low-level fitness function. We prove upper bounds for the expected run time of random local search on this MAJORITY problem for its entire parameter spectrum. To this end, we provide a theorem, applicable to many optimization algorithms, that links the run time of MAJORITY with its symmetric version HASMAJORITY, where a sufficient majority is needed to optimize the subset. We also introduce a generalized version of classic drift theorems as well as a generalized version of Wald's equation, both of which we believe to be of independent interest.},
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                                            Traffic congestion is a major issue that can be solved by suggesting drivers alternative routes they are willing to take. This concept has been formalized as a strategic routing problem in which a single alternative route is suggested to an existing one. We extend this formalization and introduce the Multiple-Routes problem, which is given a start and destination and aims at finding up to \(n\) different routes that the drivers strategically disperse over, minimizing the overall travel time of the system. Due to the NP-hard nature of the problem, we introduce the Multiple-Routes evolutionary algorithm (MREA) as a heuristic solver. We study several mutation and crossover operators and evaluate them on real-world data of Berlin, Germany. We find that a combination of all operators yields the best result, reducing the overall travel time by a factor between \(1.8\) and \(3\), in the median, compared to all drivers taking the fastest route. For the base case \(n = 2\), we compare our MREA to the highly tailored optimal solver by Bläsius et al. (ATMOS 2020), and show that, in the median, our approach finds solutions of quality at least \(99.69 \%\) of an optimal solution while only requiring \(40 \%\) of the time.
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  abstract = {Traffic congestion is a major issue that can be solved by suggesting drivers alternative routes they are willing to take. This concept has been formalized as a strategic routing problem in which a single alternative route is suggested to an existing one. We extend this formalization and introduce the Multiple-Routes problem, which is given a start and destination and aims at finding up to \(n\) different routes that the drivers strategically disperse over, minimizing the overall travel time of the system. Due to the NP-hard nature of the problem, we introduce the Multiple-Routes evolutionary algorithm (MREA) as a heuristic solver. We study several mutation and crossover operators and evaluate them on real-world data of Berlin, Germany. We find that a combination of all operators yields the best result, reducing the overall travel time by a factor between \(1.8\) and \(3\), in the median, compared to all drivers taking the fastest route. For the base case \(n = 2\), we compare our MREA to the highly tailored optimal solver by Bläsius et al. (ATMOS 2020), and show that, in the median, our approach finds solutions of quality at least \(99.69 \%\) of an optimal solution while only requiring \(40 \%\) of the time.},
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                                            Abstract polymer models are systems of weighted objects, called polymers, equipped with an incompatibility relation. An important quantity associated with such models is the partition function, which is the weighted sum over all sets of compatible polymers. Various approximation problems reduce to approximating the partition function of a polymer model. Central to the existence of such approximation algorithms are weight conditions of the respective polymer model. Such conditions are derived either via complex analysis or via probabilistic arguments. We follow the latter path and establish a new condition—the clique dynamics condition—, which is less restrictive than the ones in the literature. We introduce a new Markov chain where the clique dynamics condition implies rapid mixing by utilizing cliques of incompatible polymers that naturally arise from the translation of algorithmic problems into polymer models. This leads to improved parameter ranges for several approximation algorithms, such as a factor of at least \(2^{1/\alpha}\) for the hard-core model on bipartite \(\alpha\)-expanders.
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  abstract = {Abstract polymer models are systems of weighted objects, called polymers, equipped with an incompatibility relation. An important quantity associated with such models is the partition function, which is the weighted sum over all sets of compatible polymers. Various approximation problems reduce to approximating the partition function of a polymer model. Central to the existence of such approximation algorithms are weight conditions of the respective polymer model. Such conditions are derived either via complex analysis or via probabilistic arguments. We follow the latter path and establish a new condition—the clique dynamics condition—, which is less restrictive than the ones in the literature. We introduce a new Markov chain where the clique dynamics condition implies rapid mixing by utilizing cliques of incompatible polymers that naturally arise from the translation of algorithmic problems into polymer models. This leads to improved parameter ranges for several approximation algorithms, such as a factor of at least \(2^{1/\alpha}\) for the hard-core model on bipartite \(\alpha\)-expanders.},
  author = {Friedrich, Tobias and Göbel, Andreas and Krejca, Martin S. and Pappik, Marcus},
  journal = {Theoretical Computer Science},
  keywords = {andreasgoebel marcuspappik martinskrejca tcs tobiasfriedrich year2023},
  pages = {230-252},
  title = {Polymer Dynamics via Cliques: New Conditions for Approximations},
  volume = 942,
  year = 2023
}


	[image: Bivariate Estimation-of-D... - Download]
Doerr, Benjamin; Krejca, Martin S. Bivariate Estimation-of-Distribution Algorithms Can Find an Exponential Number of OptimaTheoretical Computer Science 2023: 114074.1–114074.16




                                            [
                                            
                                                BibTeX
                                            
                                            ]
                                        [ DOI ]
                                                    [
                                                    
                                                        Download
                                                    
                                                    ]
                                                
 
@article{doerr2023bivariate,
  author = {Doerr, Benjamin and Krejca, Martin S.},
  journal = {Theoretical Computer Science},
  keywords = {benjamindoerr martinskrejca solelyextern tcs year2023},
  pages = {114074.1-114074.16},
  title = {Bivariate Estimation-of-Distribution Algorithms Can Find an Exponential Number of Optima},
  volume = 971,
  year = 2023
}


	[image: Estimation-of-Distributio... - Download]
Ben Jedidia, Firas; Doerr, Benjamin; Krejca, Martin S. Estimation-of-Distribution Algorithms for Multi-Valued Decision VariablesGenetic and Evolutionary Computation Conference (GECCO) 2023: 230–238




                                                [
                                                
                                                    Abstract
                                                
                                                ]
                                            
                                            [
                                            
                                                BibTeX
                                            
                                            ]
                                        
                                                [
                                                
                                                    URL
                                                
                                                ]
                                            [ DOI ]
                                                    [
                                                    
                                                        Download
                                                    
                                                    ]
                                                
 

                                            With apparently all research on estimation-of-distribution algorithms (EDAs) concentrated on pseudo-Boolean optimization and permutation problems, we undertake the first steps towards using EDAs for problems in which the decision variables can take more than two values, but which are not permutation problems. To this aim, we propose a natural way to extend the known univariate EDAs to such variables. Different from a naive reduction to the binary case, it avoids additional constraints. Since understanding genetic drift is crucial for an optimal parameter choice, we extend the known quantitative analysis of genetic drift to EDAs for multi-valued variables. Roughly speaking, when the variables take \(r\) different values, the time for genetic drift to become critical is \(r\) times shorter than in the binary case. Consequently, the update strength of the probabilistic model has to be chosen \(r\) times lower now. To investigate how desired model updates take place in this framework, we undertake a mathematical runtime analysis on the \(r\)-valued LeadingOnes problem. We prove that with the right parameters, the multi-valued UMDA solves this problem efficiently in \(O(r\log(r)^2 n^2 \log(n))\) function evaluations. Overall, our work shows that EDAs can be adjusted to multi-valued problems and gives advice on how to set their parameters.
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  abstract = {With apparently all research on estimation-of-distribution algorithms (EDAs) concentrated on pseudo-Boolean optimization and permutation problems, we undertake the first steps towards using EDAs for problems in which the decision variables can take more than two values, but which are not permutation problems. To this aim, we propose a natural way to extend the known univariate EDAs to such variables. Different from a naive reduction to the binary case, it avoids additional constraints. Since understanding genetic drift is crucial for an optimal parameter choice, we extend the known quantitative analysis of genetic drift to EDAs for multi-valued variables. Roughly speaking, when the variables take \(r\) different values, the time for genetic drift to become critical is \(r\) times shorter than in the binary case. Consequently, the update strength of the probabilistic model has to be chosen \(r\) times lower now. To investigate how desired model updates take place in this framework, we undertake a mathematical runtime analysis on the \(r\)-valued LeadingOnes problem. We prove that with the right parameters, the multi-valued UMDA solves this problem efficiently in \(O(r\log(r)^2 n^2 \log(n))\) function evaluations. Overall, our work shows that EDAs can be adjusted to multi-valued problems and gives advice on how to set their parameters.},
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                                            Real-world networks typically display a complex structure that is hard to explain by a single model. A common approach is to partition the edges of the network into disjoint simpler structures. An important property in this context is locality—incident vertices usually have many common neighbors. This allows to classify edges into two groups, based on the number of the common neighbors of their incident vertices. Formally, this is captured by the common-neighbors (CN) metric, which forms the basis of many metrics for detecting outlier edges. Such outliers can be interpreted as noise or as a substructure. We aim to understand how useful the metric is, and empirically analyze several scenarios. We randomly insert outlier edges into real-world and generated graphs with high locality, and measure the metric accuracy for partitioning the combined edges. In addition, we use the metric to decompose real-world networks, and measure properties of the partitions. Our results show that the CN metric is a very good classifier that can reliably detect noise up to extreme levels (\(83\%\) noisy edges). We also provide mathematically rigorous analyses on special random-graph models. Last, we find the CN metric consistently decomposes real-world networks into two graphs with very different structures.
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  abstract = {Real-world networks typically display a complex structure that is hard to explain by a single model. A common approach is to partition the edges of the network into disjoint simpler structures. An important property in this context is locality—incident vertices usually have many common neighbors. This allows to classify edges into two groups, based on the number of the common neighbors of their incident vertices. Formally, this is captured by the common-neighbors (CN) metric, which forms the basis of many metrics for detecting outlier edges. Such outliers can be interpreted as noise or as a substructure. We aim to understand how useful the metric is, and empirically analyze several scenarios. We randomly insert outlier edges into real-world and generated graphs with high locality, and measure the metric accuracy for partitioning the combined edges. In addition, we use the metric to decompose real-world networks, and measure properties of the partitions. Our results show that the CN metric is a very good classifier that can reliably detect noise up to extreme levels (\(83\%\) noisy edges). We also provide mathematically rigorous analyses on special random-graph models. Last, we find the CN metric consistently decomposes real-world networks into two graphs with very different structures.},
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                                            The hard-sphere model is one of the most extensively studied models in statistical physics. It describes the continuous distribution of spherical particles, governed by hard-core interactions. An important quantity of this model is the normalizing factor of this distribution, called the partition function. We propose a Markov chain Monte Carlo algorithm for approximating the grand canonical partition function of the hard-sphere model in \(d\) dimensions. Up to a fugacity of \(\lambda < \mathrm{e / 2d\), the runtime of our algorithm is polynomial in the volume of the system. Key to our approach is to define a discretization that closely approximates the partition function of the continuous model. This results in a discrete hard-core instance that is exponential in the size of the initial hard-sphere model. Our approximation bound follows directly from the correlation decay threshold of an infinite regular tree with degree equal to the maximum degree of our discretization. To cope with the exponential blow-up of the discrete instance, we use block dynamics, a Markov chain that generalizes the more frequently studied Glauber dynamics by grouping the vertices of the graph into blocks and updating an entire block instead of a single vertex in each step. We prove rapid mixing of block dynamics, based on disjoint cliques as blocks, up to the tree threshold of the univariate hard-core model. This is achieved by adapting the spectral expansion method, which was recently used for bounding the mixing time of Glauber dynamics within the same parameter regime.
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  abstract = {The hard-sphere model is one of the most extensively studied models in statistical physics. It describes the continuous distribution of spherical particles, governed by hard-core interactions. An important quantity of this model is the normalizing factor of this distribution, called the partition function. We propose a Markov chain Monte Carlo algorithm for approximating the grand canonical partition function of the hard-sphere model in \(d\) dimensions. Up to a fugacity of \(\lambda < \mathrm{e} / 2d\), the runtime of our algorithm is polynomial in the volume of the system. Key to our approach is to define a discretization that closely approximates the partition function of the continuous model. This results in a discrete hard-core instance that is exponential in the size of the initial hard-sphere model. Our approximation bound follows directly from the correlation decay threshold of an infinite regular tree with degree equal to the maximum degree of our discretization. To cope with the exponential blow-up of the discrete instance, we use block dynamics, a Markov chain that generalizes the more frequently studied Glauber dynamics by grouping the vertices of the graph into blocks and updating an entire block instead of a single vertex in each step. We prove rapid mixing of block dynamics, based on disjoint cliques as blocks, up to the tree threshold of the univariate hard-core model. This is achieved by adapting the spectral expansion method, which was recently used for bounding the mixing time of Glauber dynamics within the same parameter regime.},
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                                            We study the algorithmic applications of a natural discretization for the hard-sphere model and the Widom--Rowlinson model in a region of \(d\)-dimensional Euclidean space \(V \subset \mathbf{R}^{d}\). These continuous models are frequently used in statistical physics to describe mixtures of one or multiple particle types subjected to hard-core interactions. For each type, particles are distributed according to a Poisson point process with a type-specific activity parameter, called fugacity. The Gibbs distribution over all possible system states is characterized by the mixture of these point processes conditioned that no two particles are closer than some type-dependent distance threshold. A key part in better understanding the Gibbs distribution is its normalizing constant, called partition function. Our main algorithmic result is the first deterministic approximation algorithm for the partition function of the hard-sphere model and the Widom--Rowlinson model in box-shaped regions of Euclidean space. Our algorithms have quasi-polynomial running time in the volume of the region \(\nu(V)\) if the fugacity is below a certain threshold. For the \(d\)-dimensional hard-sphere model with particles of unit volume, this threshold is \(\mathrm{e}/2^d\). As the number of dimensions \(d\) increases, this bound asymptotically matches the best known results for randomized approximation of the hard-sphere partition function. We prove similar bounds for the Widom--Rowlinson model. To the best of our knowledge, this is the first rigorous algorithmic result for this model.
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  abstract = {We study the algorithmic applications of a natural discretization for the hard-sphere model and the Widom&ndash;Rowlinson model in a region of \(d\)-dimensional Euclidean space \(V \subset \mathbf{R}^{d}\). These continuous models are frequently used in statistical physics to describe mixtures of one or multiple particle types subjected to hard-core interactions. For each type, particles are distributed according to a Poisson point process with a type-specific activity parameter, called fugacity. The Gibbs distribution over all possible system states is characterized by the mixture of these point processes conditioned that no two particles are closer than some type-dependent distance threshold. A key part in better understanding the Gibbs distribution is its normalizing constant, called partition function. Our main algorithmic result is the first deterministic approximation algorithm for the partition function of the hard-sphere model and the Widom&ndash;Rowlinson model in box-shaped regions of Euclidean space. Our algorithms have quasi-polynomial running time in the volume of the region \(\nu(V)\) if the fugacity is below a certain threshold. For the \(d\)-dimensional hard-sphere model with particles of unit volume, this threshold is \(\mathrm{e}/2^d\). As the number of dimensions \(d\) increases, this bound asymptotically matches the best known results for randomized approximation of the hard-sphere partition function. We prove similar bounds for the Widom&ndash;Rowlinson model. To the best of our knowledge, this is the first rigorous algorithmic result for this model.},
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                                            Local search is the most basic strategy in optimization settings when no specific problem knowledge is employed. While this strategy finds good solutions for certain optimization problems, it generally suffers from getting stuck in local optima. This stagnation can be avoided if local search is modified. Depending on the optimization landscape, different modifications vary in their success. We discuss several features of optimization landscapes and give analyses as examples for how they affect the performance of modifications of local search. We consider modifying random local search by restarting it and by considering larger search radii. The landscape features we analyze include the number of local optima, the distance between different optima, as well as the local landscape around a local optimum. For each feature, we show which modifications of local search handle them well and which do not.
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                                            Bootstrap percolation is a classical model for the spread of information in a network. In the round-based version, nodes of an undirected graph become active once at least \(r\) neighbors were active in the previous round. We propose the \emph{perturbed percolation process: a superposition of two percolation processes on the same node set. One process acts on a local graph with activation threshold~\(1\), the other acts on a global graph with threshold \(r\)~-- representing local and global edges, respectively. We consider grid-like local graphs and expanders as global graphs on~\(n\) nodes. For the extreme case \(r = 1\), all nodes are active after \(O(\log n)\) rounds, while the process spreads only polynomially fast for the other extreme case \(r \geq n\). For a range of suitable values of~\(r\), we prove that the process exhibits both phases of the above extremes: It starts with a polynomial growth and eventually transitions from at most \(cn\) to~\(n\) active nodes, for some constant \(c in (0, 1)\), in \(O(\log n)\) rounds. We observe this behavior also empirically, considering additional global-graph models.
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                                            In their recent work, Lehre and Nguyen (FOGA 2019) show that the univariate marginal distribution algorithm (UMDA) needs time exponential in the parent populations size to optimize the DeceivingLeadingBlocks (DLB) problem. They conclude from this result that univariate EDAs have difficulties with deception and epistasis. In this work, we show that this negative finding is caused by an unfortunate choice of the parameters of the UMDA. When the population sizes are chosen large enough to prevent genetic drift, then the UMDA optimizes the DLB problem with high probability with at most \(\lambda(\frac{n}{2 + 2 e \ln n)\) fitness evaluations. Since an offspring population size \(\lambda\) of order \(n \log n\) can prevent genetic drift, the UMDA can solve the DLB problem with \(O(n^2 \log n)\) fitness evaluations. In contrast, for classic evolutionary algorithms no better run time guarantee than \(O(n^3)\) is known (which we prove to be tight for the \(1 + 1\) EA), so our result rather suggests that the UMDA can cope well with deception and epistatis. From a broader perspective, our result shows that the UMDA can cope better with local optima than many classic evolutionary algorithms; such a result was previously known only for the compact genetic algorithm. Together with the lower bound of Lehre and Nguyen, our result for the first time rigorously proves that running EDAs in the regime with genetic drift can lead to drastic performance losses.
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  abstract = {In their recent work, Lehre and Nguyen (FOGA 2019) show that the univariate marginal distribution algorithm (UMDA) needs time exponential in the parent populations size to optimize the DeceivingLeadingBlocks (DLB) problem. They conclude from this result that univariate EDAs have difficulties with deception and epistasis. In this work, we show that this negative finding is caused by an unfortunate choice of the parameters of the UMDA. When the population sizes are chosen large enough to prevent genetic drift, then the UMDA optimizes the DLB problem with high probability with at most \(\lambda(\frac{n}{2} + 2 e \ln n)\) fitness evaluations. Since an offspring population size \(\lambda\) of order \(n \log n\) can prevent genetic drift, the UMDA can solve the DLB problem with \(O(n^2 \log n)\) fitness evaluations. In contrast, for classic evolutionary algorithms no better run time guarantee than \(O(n^3)\) is known (which we prove to be tight for the \(1 + 1\) EA), so our result rather suggests that the UMDA can cope well with deception and epistatis. From a broader perspective, our result shows that the UMDA can cope better with local optima than many classic evolutionary algorithms; such a result was previously known only for the compact genetic algorithm. Together with the lower bound of Lehre and Nguyen, our result for the first time rigorously proves that running EDAs in the regime with genetic drift can lead to drastic performance losses.},
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                                            With elementary means, we prove in this note a stronger run time guarantee for the univariate marginal distribution algorithm (UMDA) optimizing the LeadingOnes benchmark function in the desirable regime with low genetic drift. If the population size \(\mu\) is at least \(128 n \ln(n)\) and the selection rate \(\mu/\lambda\) is at most some constant less than \(\frac{1}{4e \approx 0.092\), then the UMDA samples the optimum within \(O\big(n\frac{\lambda}{log (\lambda/\mu)}\big)\) fitness evaluations with high probability. This improves over the previous \(O(n \lambda \log\lambda)\) guarantee that was obtained by Dang and Lehre (2015) via the deep level-based population method. With similar arguments as in our upper-bound analysis, we also obtain the first lower bound for this problem. Under similar assumptions, we prove that a bound of \(\Omega\big(lambda \frac{n - \log(n\lambda)}log (\lambda / \mu)}\big)\) fitness evaluations holds with high probability.
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                                            Traffic congestion is a major issue that can be solved by suggesting drivers alternative routes they are willing to take. This concept has been formalized as a strategic routing problem in which a single alternative route is suggested to an existing one. We extend this formalization and introduce the Multiple-Routes problem, which is given a start and a destination and then aims at finding up to \(n\) different routes that the drivers strategically disperse over, minimizing the overall travel time of the system. Due to the NP-hard nature of the problem, we introduce the Multiple-Routes evolutionary algorithm (MREA) as a heuristic solver. We study several mutation and crossover operators and evaluate them on real-world data of the city of Berlin, Germany. We find that a combination of all operators yields the best result, improving the overall travel time by a factor between 1.8 and 3, in the median, compared to all drivers taking the fastest route. For the base case \(n=2\), we compare our MREA to the highly tailored optimal solver by Bläsius etal. [ATMOS 2020] and show that, in the median, our approach finds solutions of quality at least \(99.69\%\) of an optimal solution while only requiring \(40\%\) of the time.
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  abstract = {Traffic congestion is a major issue that can be solved by suggesting drivers alternative routes they are willing to take. This concept has been formalized as a strategic routing problem in which a single alternative route is suggested to an existing one. We extend this formalization and introduce the Multiple-Routes problem, which is given a start and a destination and then aims at finding up to \(n\) different routes that the drivers strategically disperse over, minimizing the overall travel time of the system. Due to the NP-hard nature of the problem, we introduce the Multiple-Routes evolutionary algorithm (MREA) as a heuristic solver. We study several mutation and crossover operators and evaluate them on real-world data of the city of Berlin, Germany. We find that a combination of all operators yields the best result, improving the overall travel time by a factor between 1.8 and 3, in the median, compared to all drivers taking the fastest route. For the base case \(n=2\), we compare our MREA to the highly tailored optimal solver by Bläsius etal. [ATMOS 2020] and show that, in the median, our approach finds solutions of quality at least \(99.69\%\) of an optimal solution while only requiring \(40\%\) of the time.},
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                                            The hard-sphere model is one of the most extensively studied models in statistical physics. It describes the continuous distribution of spherical particles, governed by hard-core interactions. An important quantity of this model is the normalizing factor of this distribution, called the partition function. We propose a Markov chain Monte Carlo algorithm for approximating the grand-canonical partition function of the hard-sphere model in \(d\) dimensions. Up to a fugacity of \( \lambda < \text{e}/2^d\), the runtime of our algorithm is polynomial in the volume of the system. This covers the entire known real-valued regime for the uniqueness of the Gibbs measure. Key to our approach is to define a discretization that closely approximates the partition function of the continuous model. This results in a discrete hard-core instance that is exponential in the size of the initial hard-sphere model. Our approximation bound follows directly from the correlation decay threshold of an infinite regular tree with degree equal to the maximum degree of our discretization. To cope with the exponential blow-up of the discrete instance we use clique dynamics, a Markov chain that was recently introduced in the setting of abstract polymer models. We prove rapid mixing of clique dynamics up to the tree threshold of the univariate hard-core model. This is achieved by relating clique dynamics to block dynamics and adapting the spectral expansion method, which was recently used to bound the mixing time of Glauber dynamics within the same parameter regime.
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  abstract = {The hard-sphere model is one of the most extensively studied models in statistical physics. It describes the continuous distribution of spherical particles, governed by hard-core interactions. An important quantity of this model is the normalizing factor of this distribution, called the partition function. We propose a Markov chain Monte Carlo algorithm for approximating the grand-canonical partition function of the hard-sphere model in \(d\) dimensions. Up to a fugacity of \( \lambda < \text{e}/2^d\), the runtime of our algorithm is polynomial in the volume of the system. This covers the entire known real-valued regime for the uniqueness of the Gibbs measure. Key to our approach is to define a discretization that closely approximates the partition function of the continuous model. This results in a discrete hard-core instance that is exponential in the size of the initial hard-sphere model. Our approximation bound follows directly from the correlation decay threshold of an infinite regular tree with degree equal to the maximum degree of our discretization. To cope with the exponential blow-up of the discrete instance we use clique dynamics, a Markov chain that was recently introduced in the setting of abstract polymer models. We prove rapid mixing of clique dynamics up to the tree threshold of the univariate hard-core model. This is achieved by relating clique dynamics to block dynamics and adapting the spectral expansion method, which was recently used to bound the mixing time of Glauber dynamics within the same parameter regime.},
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                                            Schelling’s classical segregation model gives a coherent explanation for the wide-spread phenomenon of residential segregation. We consider an agent-based saturated open-city variant, the Flip-Schelling-Process (FSP), in which agents, placed on a graph, have one out of two types and, based on the predominant type in their neighborhood, decide whether to changes their types; similar to a new agent arriving as soon as another agent leaves the vertex. We investigate the probability that an edge u,vis monochrome, i.e., that both vertices u and v have the same type in the FSP, and we provide a general framework for analyzing the influence of the underlying graph topology on residential segregation. In particular, for two adjacent vertices, we show that a highly decisive common neighborhood, i.e., a common neighborhood where the absolute value of the difference between the number of vertices with different types is high, supports segregation and moreover, that large common neighborhoods are more decisive. As an application, we study the expected behavior of the FSP on two common random graph models with and without geometry: (1) For random geometric graphs, we show that the existence of an edge u,v makes a highly decisive common neighborhood for u and v more likely. Based on this, we prove the existence of a constant c > 0 such that the expected fraction of monochrome edges after the FSP is at least 1/2 + c. (2) For Erdős–Rényi graphs we show that large common neighborhoods are unlikely and that the expected fraction of monochrome edges after the FSP is at most 1/2 + o (1). Our results indicate that the cluster structure of the underlying graph has a significant impact on the obtained segregation strength.
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  abstract = {Schelling’s classical segregation model gives a coherent explanation for the wide-spread phenomenon of residential segregation. We consider an agent-based saturated open-city variant, the Flip-Schelling-Process (FSP), in which agents, placed on a graph, have one out of two types and, based on the predominant type in their neighborhood, decide whether to changes their types; similar to a new agent arriving as soon as another agent leaves the vertex. We investigate the probability that an edge {u,v}is monochrome, i.e., that both vertices u and v have the same type in the FSP, and we provide a general framework for analyzing the influence of the underlying graph topology on residential segregation. In particular, for two adjacent vertices, we show that a highly decisive common neighborhood, i.e., a common neighborhood where the absolute value of the difference between the number of vertices with different types is high, supports segregation and moreover, that large common neighborhoods are more decisive. As an application, we study the expected behavior of the FSP on two common random graph models with and without geometry: (1) For random geometric graphs, we show that the existence of an edge {u,v} makes a highly decisive common neighborhood for u and v more likely. Based on this, we prove the existence of a constant c > 0 such that the expected fraction of monochrome edges after the FSP is at least 1/2 + c. (2) For Erdős–Rényi graphs we show that large common neighborhoods are unlikely and that the expected fraction of monochrome edges after the FSP is at most 1/2 + o (1). Our results indicate that the cluster structure of the underlying graph has a significant impact on the obtained segregation strength.},
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                                            Estimation-of-distribution algorithms (EDAs) are randomized search heuristics that create a probabilistic model of the solution space, which is updated iteratively, based on the quality of the solutions sampled according to the model. As previous works show, this iteration-based perspective can lead to erratic updates of the model, in particular, to bit-frequencies approaching a random boundary value. In order to overcome this problem, we propose a new EDA based on the classic compact genetic algorithm (cGA) that takes into account a longer history of samples and updates its model only with respect to information which it classifies as statistically significant. We prove that this significance-based compact genetic algorithm (sig-cGA) optimizes the commonly regarded benchmark functions OneMax, LeadingOnes, and BinVal all in quasilinear time, a result shown for no other EDA or evolutionary algorithm so far. For the recently proposed scGA – an EDA that tries to prevent erratic model updates by imposing a bias to the uniformly distributed model – we prove that it optimizes OneMax only in a time exponential in its hypothetical population size. Similarly, we show that the convex search algorithm cannot optimize OneMax in polynomial time.
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  abstract = {Estimation-of-distribution algorithms (EDAs) are randomized search heuristics that create a probabilistic model of the solution space, which is updated iteratively, based on the quality of the solutions sampled according to the model. As previous works show, this iteration-based perspective can lead to erratic updates of the model, in particular, to bit-frequencies approaching a random boundary value. In order to overcome this problem, we propose a new EDA based on the classic compact genetic algorithm (cGA) that takes into account a longer history of samples and updates its model only with respect to information which it classifies as statistically significant. We prove that this significance-based compact genetic algorithm (sig-cGA) optimizes the commonly regarded benchmark functions OneMax, LeadingOnes, and BinVal all in quasilinear time, a result shown for no other EDA or evolutionary algorithm so far. For the recently proposed scGA – an EDA that tries to prevent erratic model updates by imposing a bias to the uniformly distributed model – we prove that it optimizes OneMax only in a time exponential in its hypothetical population size. Similarly, we show that the convex search algorithm cannot optimize OneMax in polynomial time.},
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                                            The Univariate Marginal Distribution Algorithm (UMDA) -- a popular estimation-of-distribution algorithm -- is studied from a run time perspective. On the classical OneMax benchmark function on bit strings of length \(n\), a lower bound of \(\Omega(\lambda + \mu \sqrt{n} + n\log n)\), where \(\mu\) and \(\lambda\) are algorithm-specific parameters, on its expected run time is proved. This is the first direct lower bound on the run time of UMDA. It is stronger than the bounds that follow from general black-box complexity theory and is matched by the run time of many evolutionary algorithms. The results are obtained through advanced analyses of the stochastic change of the frequencies of bit values maintained by the algorithm, including carefully designed potential functions. These techniques may prove useful in advancing the field of run time analysis for estimation-of-distribution algorithms in general.
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  abstract = {The Univariate Marginal Distribution Algorithm (UMDA) &ndash; a popular estimation-of-distribution algorithm &ndash; is studied from a run time perspective. On the classical OneMax benchmark function on bit strings of length \(n\), a lower bound of \(\Omega(\lambda + \mu \sqrt{n} + n\log n)\), where \(\mu\) and \(\lambda\) are algorithm-specific parameters, on its expected run time is proved. This is the first direct lower bound on the run time of UMDA. It is stronger than the bounds that follow from general black-box complexity theory and is matched by the run time of many evolutionary algorithms. The results are obtained through advanced analyses of the stochastic change of the frequencies of bit values maintained by the algorithm, including carefully designed potential functions. These techniques may prove useful in advancing the field of run time analysis for estimation-of-distribution algorithms in general.},
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                                            Estimation-of-distribution algorithms (EDAs) are general metaheuristics used in optimization that represent a more recent alternative to classical approaches such as evolutionary algorithms. In a nutshell, EDAs typically do not directly evolve populations of search points but build probabilistic models of promising solutions by repeatedly sampling and selecting points from the underlying search space. Recently, significant progress has been made in the theoretical understanding of EDAs. This chapter provides an up-to-date overview of the most commonly analyzed EDAs and the most recent theoretical results in this area. In particular, emphasis is put on the runtime analysis of simple univariate EDAs, including a description of typical benchmark functions and tools for the analysis. Along the way, open problems and directions for future research are described.
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                                            Finding a large set of optima in a multimodal optimization landscape is a challenging task. Classical population-based evolutionary algorithms (EAs) typically converge only to a single solution. While this can be counteracted by applying niching strategies, the number of optima is nonetheless trivially bounded by the population size. Estimation-of-distribution algorithms (EDAs) provide an alternative approach by maintaining a probabilistic model of the solution space instead of an explicit population. Such a model has the benefit of being able to implicitly represent a solution set that is far larger than any realistic population size. To support the study of how optimization algorithms handle large sets of optima, we propose the test function EqualBlocksOneMax (EBOM). It has an easy to optimize fitness landscape, however, with an exponential number of optima. We show that the bivariate EDA mutual-information-maximizing input clustering (MIMIC), without any problem-specific modification, quickly generates a model that behaves very similarly to a theoretically ideal model for that function, which samples each of the exponentially many optima with the same maximal probability.
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  abstract = {Finding a large set of optima in a multimodal optimization landscape is a challenging task. Classical population-based evolutionary algorithms (EAs) typically converge only to a single solution. While this can be counteracted by applying niching strategies, the number of optima is nonetheless trivially bounded by the population size. Estimation-of-distribution algorithms (EDAs) provide an alternative approach by maintaining a probabilistic model of the solution space instead of an explicit population. Such a model has the benefit of being able to implicitly represent a solution set that is far larger than any realistic population size. To support the study of how optimization algorithms handle large sets of optima, we propose the test function EqualBlocksOneMax (EBOM). It has an easy to optimize fitness landscape, however, with an exponential number of optima. We show that the bivariate EDA mutual-information-maximizing input clustering (MIMIC), without any problem-specific modification, quickly generates a model that behaves very similarly to a theoretically ideal model for that function, which samples each of the exponentially many optima with the same maximal probability.},
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                                            Time series are sequences of data indexed by time. Such data are collected in various domains, often in massive amounts, such that storing them proves challenging. Thus, time series are commonly stored in a compressed format. An important compression approach is piecewise linear approximation (PLA), which only keeps a small set of time points and interpolates the remainder linearly. Picking a subset of time points such that the PLA minimizes the mean squared error to the original time series is a challenging task, naturally lending itself to heuristics. We propose the piecewise linear approximation genetic algorithm (PLA-GA) for compressing time series by PLA. The PLA-GA is a memetic \((\mu + \lambda)\) GA that makes use of two distinct operators tailored to time series compression. First, we add special individuals to the initial population that are derived using established PLA heuristics. Second, we propose a novel local search operator that greedily improves a compressed time series. We compare the PLA-GA empirically with existing evolutionary approaches and with a deterministic PLA algorithm, known as Bellman's algorithm, that is optimal for the restricted setting of sampling. In both cases, the PLA-GA approximates the original time series better and quicker. Further, it drastically outperforms Bellman's algorithm with increasing instance size with respect to run time until finding a solution of equal or better quality -- we observe speed-up factors between 7 and 100 for instances of 90,000 to 100,000 data points.
                                        
@inproceedings{friedrich2020memetic,
  abstract = {Time series are sequences of data indexed by time. Such data are collected in various domains, often in massive amounts, such that storing them proves challenging. Thus, time series are commonly stored in a compressed format. An important compression approach is piecewise linear approximation (PLA), which only keeps a small set of time points and interpolates the remainder linearly. Picking a subset of time points such that the PLA minimizes the mean squared error to the original time series is a challenging task, naturally lending itself to heuristics. We propose the piecewise linear approximation genetic algorithm (PLA-GA) for compressing time series by PLA. The PLA-GA is a memetic \((\mu + \lambda)\) GA that makes use of two distinct operators tailored to time series compression. First, we add special individuals to the initial population that are derived using established PLA heuristics. Second, we propose a novel local search operator that greedily improves a compressed time series. We compare the PLA-GA empirically with existing evolutionary approaches and with a deterministic PLA algorithm, known as Bellman's algorithm, that is optimal for the restricted setting of sampling. In both cases, the PLA-GA approximates the original time series better and quicker. Further, it drastically outperforms Bellman's algorithm with increasing instance size with respect to run time until finding a solution of equal or better quality &ndash; we observe speed-up factors between 7 and 100 for instances of 90,000 to 100,000 data points.},
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                                            A significant percentage of urban traffic is caused by the search for parking spots. One possible approach to improve this situation is to guide drivers along routes which are likely to have free parking spots. The task of finding such a route can be modeled as a probabilistic graph problem which is NP-complete. Thus, we propose heuristic approaches for solving this problem and evaluate them experimentally. For this, we use probabilities of finding a parking spot, which are based on publicly available empirical data from TomTom International B.V. Additionally, we propose a heuristic that relies exclusively on conventional road attributes. Our experiments show that this algorithm comes close to the baseline by a factor of 1.3 in our cost measure. Last, we complement our experiments with results from a field study, comparing the success rates of our algorithms against real human drivers.
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  abstract = {A significant percentage of urban traffic is caused by the search for parking spots. One possible approach to improve this situation is to guide drivers along routes which are likely to have free parking spots. The task of finding such a route can be modeled as a probabilistic graph problem which is NP-complete. Thus, we propose heuristic approaches for solving this problem and evaluate them experimentally. For this, we use probabilities of finding a parking spot, which are based on publicly available empirical data from TomTom International B.V. Additionally, we propose a heuristic that relies exclusively on conventional road attributes. Our experiments show that this algorithm comes close to the baseline by a factor of 1.3 in our cost measure. Last, we complement our experiments with results from a field study, comparing the success rates of our algorithms against real human drivers.},
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                                            The environment changes constantly at various time scales and, in order to survive, species need to keep adapting. Whether these species succeed in avoiding extinction is a major evolutionary question. Using a multilocus evolutionary model of a mutation‐limited population adapting under strong selection, we investigate the effects of the frequency of environmental fluctuations on adaptation. Our results rely on an "adaptive‐walk" approximation and use mathematical methods from evolutionary computation theory to investigate the interplay between fluctuation frequency, the similarity of environments, and the number of loci contributing to adaptation. First, we assume a linear additive fitness function, but later generalize our results to include several types of epistasis. We show that frequent environmental changes prevent populations from reaching a fitness peak, but they may also prevent the large fitness loss that occurs after a single environmental change. Thus, the population can survive, although not thrive, in a wide range of conditions. Furthermore, we show that in a frequently changing environment, the similarity of threats that a population faces affects the level of adaptation that it is able to achieve. We check and supplement our analytical results with simulations.
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  abstract = {The environment changes constantly at various time scales and, in order to survive, species need to keep adapting. Whether these species succeed in avoiding extinction is a major evolutionary question. Using a multilocus evolutionary model of a mutation‐limited population adapting under strong selection, we investigate the effects of the frequency of environmental fluctuations on adaptation. Our results rely on an "adaptive‐walk" approximation and use mathematical methods from evolutionary computation theory to investigate the interplay between fluctuation frequency, the similarity of environments, and the number of loci contributing to adaptation. First, we assume a linear additive fitness function, but later generalize our results to include several types of epistasis. We show that frequent environmental changes prevent populations from reaching a fitness peak, but they may also prevent the large fitness loss that occurs after a single environmental change. Thus, the population can survive, although not thrive, in a wide range of conditions. Furthermore, we show that in a frequently changing environment, the similarity of threats that a population faces affects the level of adaptation that it is able to achieve. We check and supplement our analytical results with simulations.},
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                                            In the context of black-box optimization, black-box complexity is used for understanding the inherent difficulty of a given optimization problem. Central to our understanding of nature-inspired search heuristics in this context is the notion of unbiasedness. Specialized black-box complexities have been developed in order to better understand the limitations of these heuristics – especially of (population-based) evolutionary algorithms (EAs). In contrast to this, we focus on a model for algorithms explicitly maintaining a probability distribution over the search space: so-called estimation-of-distribution algorithms (EDAs). We consider the recently introduced \(n\)-Bernoulli-\(\lambda\)-EDA framework, which subsumes, for example, the commonly known EDAs PBIL, UMDA, \(\lambda\)-MMAS\(_\textrm{IB}\), and cGA. We show that an \(n\)-Bernoulli-\(\lambda\)-EDA is unbiased if and only if its probability distribution satisfies a certain invariance property under isometric automorphisms of \([0, 1]^n\). By restricting how an \(n\)-Bernoulli-\(\lambda\)-EDA can perform an update, in a way common to many examples, we derive conciser characterizations, which are easy to verify. We demonstrate this by showing that our examples above are all unbiased.
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  abstract = {In the context of black-box optimization, black-box complexity is used for understanding the inherent difficulty of a given optimization problem. Central to our understanding of nature-inspired search heuristics in this context is the notion of unbiasedness. Specialized black-box complexities have been developed in order to better understand the limitations of these heuristics – especially of (population-based) evolutionary algorithms (EAs). In contrast to this, we focus on a model for algorithms explicitly maintaining a probability distribution over the search space: so-called estimation-of-distribution algorithms (EDAs). We consider the recently introduced \(n\)-Bernoulli-\(\lambda\)-EDA framework, which subsumes, for example, the commonly known EDAs PBIL, UMDA, \(\lambda\)-MMAS\(_\textrm{IB}\), and cGA. We show that an \(n\)-Bernoulli-\(\lambda\)-EDA is unbiased if and only if its probability distribution satisfies a certain invariance property under isometric automorphisms of \([0, 1]^n\). By restricting how an \(n\)-Bernoulli-\(\lambda\)-EDA can perform an update, in a way common to many examples, we derive conciser characterizations, which are easy to verify. We demonstrate this by showing that our examples above are all unbiased.},
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                                            For the last ten years, almost every theoretical result concerning the expected run time of a randomized search heuristic used drift theory, making it the arguably most important tool in this domain. Its success is due to its ease of use and its powerful result: drift theory allows the user to derive bounds on the expected first-hitting time of a random process by bounding expected local changes of the process – the drift. This is usually far easier than bounding the expected first-hitting time directly. Due to the widespread use of drift theory, it is of utmost importance to have the best drift theorems possible. We improve the fundamental additive, multiplicative, and variable drift theorems by stating them in a form as general as possible and providing examples of why the restrictions we keep are still necessary. Our additive drift theorem for upper bounds only requires the process to be lower-bounded, that is, we remove unnecessary restrictions like a finite, discrete, or bounded state space. As corollaries, the same is true for our upper bounds in the case of variable and multiplicative drift. By bounding the step size of the process, we derive new lower-bounding multiplicative and variable drift theorems. Last, we also state theorems that are applicable when the process has a drift of 0, by using a drift on the variance of the process.
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  abstract = {For the last ten years, almost every theoretical result concerning the expected run time of a randomized search heuristic used drift theory, making it the arguably most important tool in this domain. Its success is due to its ease of use and its powerful result: drift theory allows the user to derive bounds on the expected first-hitting time of a random process by bounding expected local changes of the process – the drift. This is usually far easier than bounding the expected first-hitting time directly. Due to the widespread use of drift theory, it is of utmost importance to have the best drift theorems possible. We improve the fundamental additive, multiplicative, and variable drift theorems by stating them in a form as general as possible and providing examples of why the restrictions we keep are still necessary. Our additive drift theorem for upper bounds only requires the process to be lower-bounded, that is, we remove unnecessary restrictions like a finite, discrete, or bounded state space. As corollaries, the same is true for our upper bounds in the case of variable and multiplicative drift. By bounding the step size of the process, we derive new lower-bounding multiplicative and variable drift theorems. Last, we also state theorems that are applicable when the process has a drift of 0, by using a drift on the variance of the process.},
  author = {Kötzing, Timo and Krejca, Martin S.},
  journal = {Theoretical Computer Science},
  keywords = {martinskrejca tcs timokoetzing year2019},
  pages = {51-69},
  title = {First-hitting times under drift},
  volume = 796,
  year = 2019
}


	[image: Mixed Integer Programming... - Download]
Peters, Jannik; Stephan, Daniel; Amon, Isabel; Gawendowicz, Hans; Lischeid, Julius; Salabarria, Julius; Umland, Jonas; Werner, Felix; Krejca, Martin S.; Rothenberger, Ralf; Kötzing, Timo; Friedrich, Tobias Mixed Integer Programming versus Evolutionary Computation for Optimizing a Hard Real-World Staff Assignment ProblemInternational Conference on Automated Planning and Scheduling (ICAPS) 2019: 541–554




                                                [
                                                
                                                    Abstract
                                                
                                                ]
                                            
                                            [
                                            
                                                BibTeX
                                            
                                            ]
                                        
                                                [
                                                
                                                    URL
                                                
                                                ]
                                            
                                                    [
                                                    
                                                        Download
                                                    
                                                    ]
                                                
 

                                            Assigning staff to engagements according to hard constraints while optimizing several objectives is a task encountered by many companies on a regular basis. Simplified versions of such assignment problems are NP-hard. Despite this, a typical approach to solving them consists of formulating them as mixed integer programming (MIP) problems and using a state-of-the-art solver to get solutions that closely approximate the optimum. In this paper, we consider a complex real-world staff assignment problem encountered by the professional service company KPMG, with the goal of finding an algorithm that solves it faster and with a better solution than a commercial MIP solver. We follow the evolutionary algorithm (EA) metaheuristic and design a search heuristic which iteratively improves a solution using domain-specific mutation operators. Furthermore, we use a flow algorithm to optimally solve a subproblem, which tremendously reduces the search space for the EA. For our real-world instance of the assignment problem, given the same total time budget of \(100\) hours, a parallel EA approach finds a solution that is only \(1.7\)% away from an upper bound for the (unknown) optimum within under five hours, while the MIP solver Gurobi still has a gap of \(10.5\) %.
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  abstract = {Assigning staff to engagements according to hard constraints while optimizing several objectives is a task encountered by many companies on a regular basis. Simplified versions of such assignment problems are NP-hard. Despite this, a typical approach to solving them consists of formulating them as mixed integer programming (MIP) problems and using a state-of-the-art solver to get solutions that closely approximate the optimum. In this paper, we consider a complex real-world staff assignment problem encountered by the professional service company KPMG, with the goal of finding an algorithm that solves it faster and with a better solution than a commercial MIP solver. We follow the evolutionary algorithm (EA) metaheuristic and design a search heuristic which iteratively improves a solution using domain-specific mutation operators. Furthermore, we use a flow algorithm to optimally solve a subproblem, which tremendously reduces the search space for the EA. For our real-world instance of the assignment problem, given the same total time budget of \(100\) hours, a parallel EA approach finds a solution that is only \(1.7\)\% away from an upper bound for the (unknown) optimum within under five hours, while the MIP solver Gurobi still has a gap of \(10.5\) \%.},
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                                            Optimization is a core part of technological advancement and is usually heavily aided by computers. However, since many optimization problems are hard, it is unrealistic to expect an optimal solution within reasonable time. Hence, heuristics are employed, that is, computer programs that try to produce solutions of high quality quickly. One special class are estimation-of-distribution algorithms (EDAs), which are characterized by maintaining a probabilistic model over the problem domain, which they evolve over time. In an iterative fashion, an EDA uses its model in order to generate a set of solutions, which it then uses to refine the model such that the probability of producing good solutions is increased. In this thesis, we theoretically analyze the class of univariate EDAs over the Boolean domain, that is, over the space of all length-\(n\) bit strings. In this setting, the probabilistic model of a univariate EDA consists of an \(n\)-dimensional probability vector where each component denotes the probability to sample a \(1\) for that position in order to generate a bit string. My contribution follows two main directions: first, we analyze general inherent properties of univariate EDAs. Second, we determine the expected run times of specific EDAs on benchmark functions from theory. In the first part, we characterize when EDAs are unbiased with respect to the problem encoding. We then consider a setting where all solutions look equally good to an EDA, and we show that the probabilistic model of an EDA quickly evolves into an incorrect model if it is always updated such that it does not change in expectation. In the second part, we first show that the algorithms cGA and MMAS-fp are able to efficiently optimize a noisy version of the classical benchmark function OneMax. We perturb the function by adding Gaussian noise with a variance of \(\sigma^2\), and we prove that the algorithms are able to generate the true optimum in a time polynomial in \(\sigma^2\) and the problem size \(n\). For the MMAS-fp, we generalize this result to linear functions. Further, we prove a run time of \(\Omega\big(n \log(n)\big)\) for the algorithm UMDA on (unnoisy) OneMax. Last, we introduce a new algorithm that is able to optimize the benchmark functions OneMax and LeadingOnes both in \(O\big(n \log(n)\big)\), which is a novelty for heuristics in the domain we consider.
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                                            Population diversity is essential for the effective use of any crossover operator. We compare seven commonly used diversity mechanisms and prove rigorous run time bounds for the \((\mu+1)\) GA using uniform crossover on the fitness function \(Jump_k\). All previous results in this context only hold for unrealistically low crossover probability \(p_c=O(k/n)\), while we give analyses for the setting of constant \(p_c < 1\) in all but one case. Our bounds show a dependence on the problem size \(n\), the jump length \(k\), the population size \(\mu\), and the crossover probability \(p_c\). For the typical case of constant \(k > 2\) and constant \(p_c\), we can compare the resulting expected optimisation times for different diversity mechanisms assuming an optimal choice of \(\mu\): \(O(n^{k-1})\) for duplicate elimination/minimisation, \(O(n^2 \log n)\) for maximising the convex hull, \(O(n \log n)\) for det. crowding (assuming \(p_c = k/n\)), \(O(n \log n)\) for maximising the Hamming distance, \(O(n \log n)\) for fitness sharing, \(O(n \log n)\) for the single-receiver island model. This proves a sizeable advantage of all variants of the \((\mu+1)\) GA compared to the (1+1) EA, which requires \(\Theta(n^k)\). In a short empirical study we confirm that the asymptotic differences can also be observed experimentally.
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  abstract = {Population diversity is essential for the effective use of any crossover operator. We compare seven commonly used diversity mechanisms and prove rigorous run time bounds for the \((\mu+1)\) GA using uniform crossover on the fitness function \(Jump_k\). All previous results in this context only hold for unrealistically low crossover probability \(p_c=O(k/n)\), while we give analyses for the setting of constant \(p_c < 1\) in all but one case. Our bounds show a dependence on the problem size \(n\), the jump length \(k\), the population size \(\mu\), and the crossover probability \(p_c\). For the typical case of constant \(k > 2\) and constant \(p_c\), we can compare the resulting expected optimisation times for different diversity mechanisms assuming an optimal choice of \(\mu\): \(O(n^{k-1})\) for duplicate elimination/minimisation, \(O(n^2 \log n)\) for maximising the convex hull, \(O(n \log n)\) for det. crowding (assuming \(p_c = k/n\)), \(O(n \log n)\) for maximising the Hamming distance, \(O(n \log n)\) for fitness sharing, \(O(n \log n)\) for the single-receiver island model. This proves a sizeable advantage of all variants of the \((\mu+1)\) GA compared to the (1+1) EA, which requires \(\Theta(n^k)\). In a short empirical study we confirm that the asymptotic differences can also be observed experimentally.},
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                                            Estimation-of-distribution algorithms (EDAs) are randomized search heuristics that maintain a stochastic model of the solution space. This model is updated from iteration to iteration based on the quality of the solutions sampled according to the model. As previous works show, this short-term perspective can lead to erratic updates of the model, in particular, to bit-frequencies approaching a random boundary value. This can lead to significant performance losses. In order to overcome this problem, we propose a new EDA that takes into account a longer history of samples and updates its model only with respect to information which it classifies as statistically significant. We prove that this significance-based compact genetic algorithm (sig-cGA) optimizes the common benchmark functions OneMax and LeadingOnes both in \(O(n\log n)\) time, a result shown for no other EDA or evolutionary algorithm so far. For the recently proposed scGA – an EDA that tries to prevent erratic model updates by imposing a bias to the uniformly distributed model – we prove that it optimizes OneMax only in a time exponential in the hypothetical population size \(1/\rho\).
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  abstract = {Estimation-of-distribution algorithms (EDAs) are randomized search heuristics that maintain a stochastic model of the solution space. This model is updated from iteration to iteration based on the quality of the solutions sampled according to the model. As previous works show, this short-term perspective can lead to erratic updates of the model, in particular, to bit-frequencies approaching a random boundary value. This can lead to significant performance losses. In order to overcome this problem, we propose a new EDA that takes into account a longer history of samples and updates its model only with respect to information which it classifies as statistically significant. We prove that this significance-based compact genetic algorithm (sig-cGA) optimizes the common benchmark functions OneMax and LeadingOnes both in \(O(n\log n)\) time, a result shown for no other EDA or evolutionary algorithm so far. For the recently proposed scGA – an EDA that tries to prevent erratic model updates by imposing a bias to the uniformly distributed model – we prove that it optimizes OneMax only in a time exponential in the hypothetical population size \(1/\rho\).},
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                                            One of the most important aspects of a randomized algorithm is bounding its expected run time on various problems. Formally speaking, this means bounding the expected first-hitting time of a random process. The two arguably most popular tools to do so are the fitness level method and drift theory. The fitness level method considers arbitrary transition probabilities but only allows the process to move toward the goal. On the other hand, drift theory allows the process to move into any direction as long as it moves closer to the goal in expectation; however, this tendency has to be monotone and, thus, the transition probabilities cannot be arbitrary. We provide a result that combines the benefit of these two approaches: our result gives a lower and an upper bound for the expected first-hitting time of a random process over \(\{0, \ldots ,n\}\) that is allowed to move forward and backward by 1 and can use arbitrary transition probabilities. In case that the transition probabilities are known, our bounds coincide and yield the exact value of the expected first-hitting time. Further, we also state the stationary distribution as well as the mixing time of a special case of our scenario.
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  abstract = {One of the most important aspects of a randomized algorithm is bounding its expected run time on various problems. Formally speaking, this means bounding the expected first-hitting time of a random process. The two arguably most popular tools to do so are the fitness level method and drift theory. The fitness level method considers arbitrary transition probabilities but only allows the process to move toward the goal. On the other hand, drift theory allows the process to move into any direction as long as it moves closer to the goal in expectation; however, this tendency has to be monotone and, thus, the transition probabilities cannot be arbitrary. We provide a result that combines the benefit of these two approaches: our result gives a lower and an upper bound for the expected first-hitting time of a random process over \(\{0, \ldots ,n\}\) that is allowed to move forward and backward by 1 and can use arbitrary transition probabilities. In case that the transition probabilities are known, our bounds coincide and yield the exact value of the expected first-hitting time. Further, we also state the stationary distribution as well as the mixing time of a special case of our scenario.},
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                                            For the last ten years, almost every theoretical result concerning the expected run time of a randomized search heuristic used drift theory, making it the arguably most important tool in this domain. Its success is due to its ease of use and its powerful result: drift theory allows the user to derive bounds on the expected first-hitting time of a random process by bounding expected local changes of the process – the drift. This is usually far easier than bounding the expected first-hitting time directly. Due to the widespread use of drift theory, it is of utmost importance to have the best drift theorems possible. We improve the fundamental additive, multiplicative, and variable drift theorems by stating them in a form as general as possible and providing examples of why the restrictions we keep are still necessary. Our additive drift theorem for upper bounds only requires the process to be nonnegative, that is, we remove unnecessary restrictions like a finite, discrete, or bounded search space. As corollaries, the same is true for our upper bounds in the case of variable and multiplicative drift
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  abstract = {For the last ten years, almost every theoretical result concerning the expected run time of a randomized search heuristic used drift theory, making it the arguably most important tool in this domain. Its success is due to its ease of use and its powerful result: drift theory allows the user to derive bounds on the expected first-hitting time of a random process by bounding expected local changes of the process – the drift. This is usually far easier than bounding the expected first-hitting time directly. Due to the widespread use of drift theory, it is of utmost importance to have the best drift theorems possible. We improve the fundamental additive, multiplicative, and variable drift theorems by stating them in a form as general as possible and providing examples of why the restrictions we keep are still necessary. Our additive drift theorem for upper bounds only requires the process to be nonnegative, that is, we remove unnecessary restrictions like a finite, discrete, or bounded search space. As corollaries, the same is true for our upper bounds in the case of variable and multiplicative drift},
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                                            Modern routing algorithms reduce query time by depending heavily on preprocessed data. The recently developed Navigation Data Standard (NDS) enforces a separation between algorithms and map data, rendering preprocessing inapplicable. Furthermore, map data is partitioned into tiles with respect to their geographic coordinates. With the limited memory found in portable devices, the number of tiles loaded becomes the major factor for run time. We study routing under these restrictions and present new algorithms as well as empirical evaluations. Our results show that, on average, the most efficient algorithm presented uses more than 20 times fewer tile loads than a normal A*.
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                                            Practical optimization problems frequently include uncertainty about the quality measure, for example due to noisy evaluations. Thus, they do not allow for a straightforward application of traditional optimization techniques. In these settings, randomized search heuristics such as evolutionary algorithms are a popular choice because they are often assumed to exhibit some kind of resistance to noise. Empirical evidence suggests that some algorithms, such as estimation of distribution algorithms (EDAs) are robust against a scaling of the noise intensity, even without resorting to explicit noise-handling techniques such as resampling. In this paper, we want to support such claims with mathematical rigor. We introduce the concept of graceful scaling in which the run time of an algorithm scales polynomially with noise intensity. We study a monotone fitness function over binary strings with additive noise taken from a Gaussian distribution. We show that myopic heuristics cannot efficiently optimize the function under arbitrarily intense noise without any explicit noise-handling. Furthermore, we prove that using a population does not help. Finally we show that a simple EDA called the compact Genetic Algorithm can overcome the shortsightedness of mutation-only heuristics to scale gracefully with noise. We conjecture that recombinative genetic algorithms also have this property.
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  abstract = {Practical optimization problems frequently include uncertainty about the quality measure, for example due to noisy evaluations. Thus, they do not allow for a straightforward application of traditional optimization techniques. In these settings, randomized search heuristics such as evolutionary algorithms are a popular choice because they are often assumed to exhibit some kind of resistance to noise. Empirical evidence suggests that some algorithms, such as estimation of distribution algorithms (EDAs) are robust against a scaling of the noise intensity, even without resorting to explicit noise-handling techniques such as resampling. In this paper, we want to support such claims with mathematical rigor. We introduce the concept of graceful scaling in which the run time of an algorithm scales polynomially with noise intensity. We study a monotone fitness function over binary strings with additive noise taken from a Gaussian distribution. We show that myopic heuristics cannot efficiently optimize the function under arbitrarily intense noise without any explicit noise-handling. Furthermore, we prove that using a population does not help. Finally we show that a simple EDA called the compact Genetic Algorithm can overcome the shortsightedness of mutation-only heuristics to scale gracefully with noise. We conjecture that recombinative genetic algorithms also have this property.},
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                                            The Univariate Marginal Distribution Algorithm (UMDA), a popular estimation of distribution algorithm, is studied from a run time perspective. On the classical OneMax benchmark function, a lower bound of \(Omega (\mu \sqrt n + n \log n)\), where \(\mu\) is the population size, on its expected run time is proved. This is the first direct lower bound on the run time of the UMDA. It is stronger than the bounds that follow from general black-box complexity theory and is matched by the run time of many evolutionary algorithms. The results are obtained through advanced analyses of the stochastic change of the frequencies of bit values maintained by the algorithm, including carefully designed potential functions. These techniques may prove useful in advancing the field of run time analysis for estimation of distribution algorithms in general.
                                        
@inproceedings{DBLP:conf/foga/KrejcaW17,
  abstract = {The Univariate Marginal Distribution Algorithm (UMDA), a popular estimation of distribution algorithm, is studied from a run time perspective. On the classical OneMax benchmark function, a lower bound of \(\Omega (\mu \sqrt n + n \log n)\), where \(\mu\) is the population size, on its expected run time is proved. This is the first direct lower bound on the run time of the UMDA. It is stronger than the bounds that follow from general black-box complexity theory and is matched by the run time of many evolutionary algorithms. The results are obtained through advanced analyses of the stochastic change of the frequencies of bit values maintained by the algorithm, including carefully designed potential functions. These techniques may prove useful in advancing the field of run time analysis for estimation of distribution algorithms in general.},
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                                            Recently Ant Colony Optimization (ACO) algorithms have been proven to be efficient in uncertain environments, such as noisy or dynamically changing fitness functions. Most of these analyses focus on combinatorial problems, such as path finding. We analyze an ACO algorithm in a setting where we try to optimize the simple OneMax test function, but with additive posterior noise sampled from a Gaussian distribution. Without noise the classical \((\mu+1)\)-EA outperforms any ACO algorithm, with smaller \(\mu\) being better; however, with large noise, the \((\mu+1)\)-EA fails, even for high values of \(\mu\) (which are known to help against small noise). In this paper we show that ACO is able to deal with arbitrarily large noise in a graceful manner, that is, as long as the evaporation factor \(p\) is small enough dependent on the parameter \(\delta^2\) of the noise and the dimension \(n\) of the search space \((p = o(1/(n(n + \delta \log n)^2 \log n)))\), optimization will be successful.
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  abstract = {Recently Ant Colony Optimization (ACO) algorithms have been proven to be efficient in uncertain environments, such as noisy or dynamically changing fitness functions. Most of these analyses focus on combinatorial problems, such as path finding. We analyze an ACO algorithm in a setting where we try to optimize the simple OneMax test function, but with additive posterior noise sampled from a Gaussian distribution. Without noise the classical \((\mu+1)\)-EA outperforms any ACO algorithm, with smaller \(\mu\) being better; however, with large noise, the \((\mu+1)\)-EA fails, even for high values of \(\mu\) (which are known to help against small noise). In this paper we show that ACO is able to deal with arbitrarily large noise in a graceful manner, that is, as long as the evaporation factor \(p\) is small enough dependent on the parameter \(\delta^2\) of the noise and the dimension \(n\) of the search space \((p = o(1/(n(n + \delta \log n)^2 \log n)))\), optimization will be successful.},
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                                            An estimated \(30\%\) of urban traffic is caused by search for parking spots. Traffic could be reduced by suggesting effective routes leading along potential parking spots. In this paper, we formalize parking search as a probabilistic problem on a road graph and show that it is NP-complete. We explore heuristics that optimize for the driving duration and the walking distance to the destination. Routes are constrained to reach a certain probability threshold of finding a spot. Empirically estimated probabilities of successful parking attempts are provided by TomTom on a per-street basis. We release these probabilities as a dataset of about 80,000 roads covering the Berlin area. This allows to evaluate parking search algorithms on a real road network with realistic probabilities for the first time. However, for many other areas, parking probabilities are not openly available. Because they are effortful to collect, we propose an algorithm that relies on conventional road attributes only. Our experiments show that this algorithm comes close to the baseline by a factor of 1.3 in our cost measure. This leads to the conclusion that conventional road attributes may be sufficient to compute reasonably good parking search routes.
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                                            Practical optimization problems frequently include uncertainty about the quality measure, for example due to noisy evaluations. Thus, they do not allow for a straightforward application of traditional optimization techniques. In these settings, randomized search heuristics such as evolutionary algorithms are a popular choice because they are often assumed to exhibit some kind of resistance to noise. Empirical evidence suggests that some algorithms, such as estimation of distribution algorithms (EDAs) are robust against a scaling of the noise intensity, even without resorting to explicit noise-handling techniques such as resampling. In this paper, we want to support such claims with mathematical rigor. We introduce the concept of graceful scaling in which the run time of an algorithm scales polynomially with noise intensity. We study a monotone fitness function over binary strings with additive noise taken from a Gaussian distribution. We show that myopic heuristics cannot efficiently optimize the function under arbitrarily intense noise without any explicit noise-handling. Furthermore, we prove that using a population does not help. Finally we show that a simple EDA called the Compact Genetic Algorithm can overcome the shortsightedness of mutation-only heuristics to scale gracefully with noise. We conjecture that recombinative genetic algorithms also have this property.
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                                            Population diversity is essential for the effective use of any crossover operator. We compare seven commonly used diversity mechanisms and prove rigorous run time bounds for the \((\mu+1)\) GA using uniform crossover on the fitness function \(Jump_k\). All previous results in this context only hold for unrealistically low crossover probability \(p_c=O(k/n)\), while we give analyses for the setting of constant \(p_c < 1\) in all but one case. Our bounds show a dependence on the problem size \(n\), the jump length \(k\), the population size \(\mu\), and the crossover probability \(p_c\). For the typical case of constant \(k > 2\) and constant \(p_c\), we can compare the resulting expected optimisation times for different diversity mechanisms assuming an optimal choice of \(\mu\): \(O(n^{k-1})\) for duplicate elimination/minimisation, \(O(n^2 \log n)\) for maximising the convex hull, \(O(n \log n)\) for det. crowding (assuming \(p_c = k/n\)), \(O(n \log n)\) for maximising the Hamming distance, \(O(n \log n)\) for fitness sharing, \(O(n \log n)\) for the single-receiver island model. This proves a sizeable advantage of all variants of the \((\mu+1)\) GA compared to the (1+1) EA, which requires \(\Theta(n^k)\). In a short empirical study we confirm that the asymptotic differences can also be observed experimentally.
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                                            Different works have shown how crossover can help with building block assembly. Typically, crossover might get lucky to select good building blocks from each parent, but these lucky choices are usually rare. In this work we consider a crossover operator which works on three parent individuals. In each component, the offspring inherits the value present in the majority of the parents; thus, we call this crossover operator majority vote. We show that, if good components are sufficiently prevalent in the individuals, majority vote creates an optimal individual with high probability. Furthermore, we show that this process can be amplified: as long as components are good independently and with probability at least \(1/2+\delta\), we require only \(O(\log 1/\delta + \log \log n)\) successive stages of majority vote to create an optimal individual with high probability! We show how this applies in two scenarios. The first scenario is the Jump test function. With sufficient diversity, we get an optimization time of \(O(n \log n)\) even for jump sizes as large as \(O(n^{(1/2-\epsilon)})\). Our second scenario is a family of vertex cover instances. Majority vote optimizes this family efficiently, while local searches fail and only highly specialized two-parent crossovers are successful.
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                                            Estimation of Distribution Algorithms (EDAs) work by iteratively updating a distribution over the search space with the help of samples from each iteration. Up to now, theoretical analyses of EDAs are scarce and present run time results for specific EDAs. We propose a new framework for EDAs that captures the idea of several known optimizers, including PBIL, UMDA, \(\lambda\)-MMASIB, cGA, and \((1,\lambda)\)-EA. Our focus is on analyzing two core features of EDAs: a balanced EDA is sensitive to signals in the fitness; a stable EDA remains uncommitted under a biasless fitness function. We prove that no EDA can be both balanced and stable. The LeadingOnes function is a prime example where, at the beginning of the optimization, the fitness function shows no bias for many bits. Since many well-known EDAs are balanced and thus not stable, they are not well-suited to optimize LeadingOnes. We give a stable EDA which optimizes LeadingOnes within a time of \(O(n\,\log n)\).
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                                            Recently, different evolutionary algorithms (EAs) have been analyzed in noisy environments. The most frequently used noise model for this was additive posterior noise (noise added after the fitness evaluation) taken from a Gaussian distribution. In particular, for this setting it was shown that the \((\mu + 1)\)-EA on OneMax does not scale gracefully (higher noise cannot efficiently be compensated by higher \(\mu\)). In this paper we want to understand whether there is anything special about the Gaussian distribution which makes the \((\mu + 1)\)-EA not scale gracefully. We keep the setting of posterior noise, but we look at other distributions. We see that for exponential tails the \((\mu + 1)\)-EA on OneMax does also not scale gracefully, for similar reasons as in the case of Gaussian noise. On the other hand, for uniform distributions (as well as other, similar distributions) we see that the \((\mu + 1)\)-EA on OneMax does scale gracefully, indicating the importance of the noise model.
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                                            Population diversity is essential for avoiding premature convergence in Genetic Algorithms (GAs) and for the effective use of crossover. Yet the dynamics of how diversity emerges in populations are not well understood. We use rigorous runtime analysis to gain insight into population dynamics and GA performance for a standard \((\mu+1)\) GA and the \(Jump_k\) test function. By studying the stochastic process underlying the size of the largest collection of identical genotypes we show that the interplay of crossover followed by mutation may serve as a catalyst leading to a sudden burst of diversity. This leads to improvements of the expected optimisation time of order \(\Omega(n/ \log n)\) compared to mutation-only algorithms like the \((1+1)\) EA.
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                                            Recently Ant Colony Optimization (ACO) algorithms have been proven to be efficient in uncertain environments, such as noisy or dynamically changing fitness functions. Most of these analyses focus on combinatorial problems, such as path finding. We analyze an ACO algorithm in a setting where we try to optimize the simple OneMax test function, but with additive posterior noise sampled from a Gaussian distribution. Without noise the classical \((\mu+1)\)-EA outperforms any ACO algorithm, with smaller \(\mu\) being better; however, with large noise, the \((\mu+1)\)-EA fails, even for high values of \(\mu\) (which are known to help against small noise). In this paper we show that ACO is able to deal with arbitrarily large noise in a graceful manner, that is, as long as the evaporation factor \(\mu\) is small enough dependent on the parameter \(\delta^2\) of the noise and the dimension \(n\) of the search space \((p = o(1/(n(n + \delta \log n)^2 \log n)))\), optimization will be successful.
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                                            Practical optimization problems frequently include uncertainty about the quality measure, for example due to noisy evaluations. Thus, they do not allow for a straightforward application of traditional optimization techniques. In these settings meta-heuristics are a popular choice for deriving good optimization algorithms, most notably evolutionary algorithms which mimic evolution in nature. Empirical evidence suggests that genetic recombination is useful in uncertain environments because it can stabilize a noisy fitness signal. With this paper we want to support this claim with mathematical rigor. The setting we consider is that of noisy optimization. We study a simple noisy fitness function that is derived by adding Gaussian noise to a monotone function. First, we show that a classical evolutionary algorithm that does not employ sexual recombination (the \((\mu+1)\)-EA) cannot handle the noise efficiently, regardless of the population size. Then we show that an evolutionary algorithm which does employ sexual recombination (the Compact Genetic Algorithm, short: cGA) can handle the noise using a graceful scaling of the population.
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