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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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                                            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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  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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                                            We provide an open source framework to experiment with evolutionary algorithms which we call Experimenting and Learning toolkit for Evolutionary Algorithms (ELEA). ELEA is browser-based and allows to assemble evolutionary algorithms using drag-and-drop, starting from a number of simple predesigned examples, making the startup costs for employing the toolkit minimal. The designed examples can be executed and collected data can be displayed graphically. Further features include export of algorithm designs and experimental results as well as multi-threading. With the very intuitive user interface and the short time to get initial experiments going, this tool is especially suitable for explorative analyses of algorithms as well as for the use in classrooms.
                                        
@conference{wagner2023build,
  abstract = {We provide an open source framework to experiment with evolutionary algorithms which we call Experimenting and Learning toolkit for Evolutionary Algorithms (ELEA). ELEA is browser-based and allows to assemble evolutionary algorithms using drag-and-drop, starting from a number of simple predesigned examples, making the startup costs for employing the toolkit minimal. The designed examples can be executed and collected data can be displayed graphically. Further features include export of algorithm designs and experimental results as well as multi-threading. With the very intuitive user interface and the short time to get initial experiments going, this tool is especially suitable for explorative analyses of algorithms as well as for the use in classrooms.},
  author = {Wagner, Markus and Kohlros, Erik and Quantmeyer, Gerome and Kotzing, Timo},
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                                            While it is mathematically proven that the \((\mu+1)\) GA optimizes \(\mathrm{jump}_{k}\) efficiently for low crossover probabilities, theory research still struggles with the analysis of crossover-based optimization for high crossover probabilities on this key test function. Research in this area has improved our understanding of crossover in general, in particular regarding the emergence of diversity, the crucial ingredient for successful optimization with genetic algorithms. In this paper we study the optimizing process after the \((\mu+1)\) GA has reached the plateau of \(\mathrm{jump}_{k}\). We are interested in (a) the stationary distribution of the algorithm on the plateau (when ignoring the optimum) and (b) the dynamics of the stationary distribution. We experimentally show that the \((\mu+1)\) GA achieves 10% complementary pairs if \(\mu = 10 \cdot k\), unless \(n\) is very small. Regarding the dynamics, we show samples of how bit positions gain and lose individuals with a \(0\) at that position.
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  abstract = {While it is mathematically proven that the \((\mu+1)\) GA optimizes \(\mathrm{jump}_{k}\) efficiently for low crossover probabilities, theory research still struggles with the analysis of crossover-based optimization for high crossover probabilities on this key test function. Research in this area has improved our understanding of crossover in general, in particular regarding the emergence of diversity, the crucial ingredient for successful optimization with genetic algorithms. In this paper we study the optimizing process after the \((\mu+1)\) GA has reached the plateau of \(\mathrm{jump}_{k}\). We are interested in (a) the stationary distribution of the algorithm on the plateau (when ignoring the optimum) and (b) the dynamics of the stationary distribution. We experimentally show that the \((\mu+1)\) GA achieves 10\% complementary pairs if \(\mu = 10 \cdot k\), unless \(n\) is very small. Regarding the dynamics, we show samples of how bit positions gain and lose individuals with a \(0\) at that position.},
  author = {Li, Xiaoyue and Kötzing, Timo},
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                                            Understanding how evolutionary algorithms perform on constrained problems has gained increasing attention in recent years. In this paper, we study how evolutionary algorithms optimize constrained versions of the classical LeadingOnes problem. We first provide a run time analysis for the classical (1+1)~EA on the LeadingOnes problem with a deterministic cardinality constraint, giving \($\Theta(n (n-B)\log(B) + n^2)$\) as the tight bound. Our results show that the behaviour of the algorithm is highly dependent on the constraint bound of the uniform constraint. Afterwards, we consider the problem in the context of stochastic constraints and provide insights using experimental studies on how the (\($\mu$\)+1)~EA is able to deal with these constraints in a sampling-based setting.
                                        
@inproceedings{friedrich2023analysis,
  abstract = {Understanding how evolutionary algorithms perform on constrained problems has gained increasing attention in recent years. In this paper, we study how evolutionary algorithms optimize constrained versions of the classical LeadingOnes problem. We first provide a run time analysis for the classical (1+1)&nbsp;EA on the LeadingOnes problem with a deterministic cardinality constraint, giving $\Theta(n (n-B)\log(B) + n^2)$ as the tight bound. Our results show that the behaviour of the algorithm is highly dependent on the constraint bound of the uniform constraint. Afterwards, we consider the problem in the context of stochastic constraints and provide insights using experimental studies on how the ($\mu$+1)&nbsp;EA is able to deal with these constraints in a sampling-based setting.},
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                                            Parameterized analysis provides powerful mechanisms for obtaining fine-grained insights into different types of algorithms. In this work, we combine this field with evolutionary algorithms and provide parameterized complexity analysis of evolutionary multi-objective algorithms for the W-separator problem, which is a natural generalization of the vertex cover problem. The goal is to remove the minimum number of vertices such that each connected component in the resulting graph has at most W vertices. We provide different multi-objective formulations involving two or three objectives that provably lead to fixed-parameter evolutionary algorithms with respect to the value of an optimal solution OPT and W. Of particular interest are kernelizations and the reducible structures used for them. We show that in expectation the algorithms make incremental progress in finding such structures and beyond. The current best known kernelization of the W-separator uses linear programming methods and requires a non-trivial post-process to extract the reducible structures. We provide additional structural features to show that evolutionary algorithms with appropriate objectives are also capable of extracting them. Our results show that evolutionary algorithms with different objectives guide the search and admit fixed parameterized runtimes to solve or approximate (even arbitrarily close) the W-separator problem.
                                        
@inproceedings{baguley2023fixed,
  abstract = {Parameterized analysis provides powerful mechanisms for obtaining fine-grained insights into different types of algorithms. In this work, we combine this field with evolutionary algorithms and provide parameterized complexity analysis of evolutionary multi-objective algorithms for the W-separator problem, which is a natural generalization of the vertex cover problem. The goal is to remove the minimum number of vertices such that each connected component in the resulting graph has at most W vertices. We provide different multi-objective formulations involving two or three objectives that provably lead to fixed-parameter evolutionary algorithms with respect to the value of an optimal solution OPT and W. Of particular interest are kernelizations and the reducible structures used for them. We show that in expectation the algorithms make incremental progress in finding such structures and beyond. The current best known kernelization of the W-separator uses linear programming methods and requires a non-trivial post-process to extract the reducible structures. We provide additional structural features to show that evolutionary algorithms with appropriate objectives are also capable of extracting them. Our results show that evolutionary algorithms with different objectives guide the search and admit fixed parameterized runtimes to solve or approximate (even arbitrarily close) the W-separator problem.},
  author = {Baguley, Samuel and Friedrich, Tobias and Neumann, Aneta and Neumann, Frank and Pappik, Marcus and Zeif, Ziena},
  booktitle = {Genetic and Evolutionary Computation Conference (GECCO)},
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                                            Computing diverse solutions for a given problem, in particular evolutionary diversity optimisation (EDO), is a hot research topic in the evolutionary computation community. This paper studies the Boolean satisfiability problem (SAT) in the context of EDO. SAT is an of great importance in computer science and differs from the other problems that have been studied in EDO literature, such as KP and TSP. 1) it is possible to add more constraints (clauses) to the problem so as to forbid solutions or fix variables. 2) There can be found several powerful solvers in the literature such as minisat; we utilise such a solver to construct a diverse set of solutions. Moreover, maximising diversity provides us with invaluable information about the solution space of a given SAT problem, such as how large is the feasible region. In this study, we introduce evolutionary algorithms (EAs) employing a well-known SAT solver to maximise diversity among a set of SAT solutions explicitly. The experimental investigations indicate the introduced algorithms' capability to maximise diversity among the SAT solutions.
                                        
@inproceedings{nikfarjam2023evolutionary,
  abstract = {Computing diverse solutions for a given problem, in particular evolutionary diversity optimisation (EDO), is a hot research topic in the evolutionary computation community. This paper studies the Boolean satisfiability problem (SAT) in the context of EDO. SAT is an of great importance in computer science and differs from the other problems that have been studied in EDO literature, such as KP and TSP. 1) it is possible to add more constraints (clauses) to the problem so as to forbid solutions or fix variables. 2) There can be found several powerful solvers in the literature such as minisat; we utilise such a solver to construct a diverse set of solutions. Moreover, maximising diversity provides us with invaluable information about the solution space of a given SAT problem, such as how large is the feasible region. In this study, we introduce evolutionary algorithms (EAs) employing a well-known SAT solver to maximise diversity among a set of SAT solutions explicitly. The experimental investigations indicate the introduced algorithms' capability to maximise diversity among the SAT solutions.},
  author = {Nikfarjam, Adel and Rothenberger, Ralf and Neumann, Frank and Friedrich, Tobias},
  booktitle = {Genetic and Evolutionary Computation Conference (GECCO)},
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  title = {Evolutionary Diversity Optimisation in Constructing Satisfying Assignments},
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                                            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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                                            Combinatorial optimization problems are a prominent application area of evolutionary algorithms, where the (1+1) EA is one of the most investigated. We extend this algorithm by introducing some problem knowledge with a specialized mutation operator which works under the assumption that the number of 1s of a solution is critical, as frequently happens in combinatorial optimization. This slight modification increases the chance to correct wrongly placed bits while preserving the simplicity and problem independence of the (1+1) EA. As an application of our algorithm we examine the vertex cover problem on certain instances, where we show that it leads to asymptotically better runtimes and even finds with higher probability optimal solutions in comparison with the usual (1+1) EA. Precisely, we compare the performance of both algorithms on paths and on complete bipartite graphs of size \(n\). Regarding the path we prove that, for a particular initial configuration, the (1+1) EA takes in expectation \(\Theta(n^4)\) iterations while the modification reduces this to \(\Theta(n^3)\), and present experimental evidence that such a configuration is reached. Concerning the complete bipartite graph our modification finds the optimum in polynomial time with probability \(1-1/2^{\Omega(n^\xi)}\) for every positive constant \(\xi < 1\), which improves the known probability of \(1-1/\)poly\((n)\) for the (1+1) EA.
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  abstract = {Combinatorial optimization problems are a prominent application area of evolutionary algorithms, where the (1+1) EA is one of the most investigated. We extend this algorithm by introducing some problem knowledge with a specialized mutation operator which works under the assumption that the number of 1s of a solution is critical, as frequently happens in combinatorial optimization. This slight modification increases the chance to correct wrongly placed bits while preserving the simplicity and problem independence of the (1+1) EA. As an application of our algorithm we examine the vertex cover problem on certain instances, where we show that it leads to asymptotically better runtimes and even finds with higher probability optimal solutions in comparison with the usual (1+1) EA. Precisely, we compare the performance of both algorithms on paths and on complete bipartite graphs of size \(n\). Regarding the path we prove that, for a particular initial configuration, the (1+1) EA takes in expectation \(\Theta(n^4)\) iterations while the modification reduces this to \(\Theta(n^3)\), and present experimental evidence that such a configuration is reached. Concerning the complete bipartite graph our modification finds the optimum in polynomial time with probability \(1-1/2^{\Omega(n^\xi)}\) for every positive constant \(\xi < 1\), which improves the known probability of \(1-1/\)poly\((n)\) for the (1+1) EA.},
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                                            Human lives are increasingly influenced by algorithms, which therefore need to meet higher standards not only in accuracy but also with respect to explainability. This is especially true for high-stakes areas such as real estate valuation. Unfortunately, the methods applied there often exhibit a trade-off between accuracy and explainability. One explainable approach is case-based reasoning (CBR), whereeach decision is supported by specific previous cases. However, such methods can be wanting in accuracy. The unexplainable machine learning approaches are often observed to provide higher accuracy but are not scrutable in their decision-making. In this paper, we apply evolutionary algorithms (EAs) to CBR predictors in order to improve their performance. In particular, we deploy EAs to the similarity functions (used in CBR to find comparable cases), which are fitted to the data set at hand. As a consequence, we achieve higher accuracy than state-of-the-art deep neural networks (DNNs), while keeping interpretability and explainability. These results stem from our empirical evaluation on a large data set of real estate offers where we compare known similarity functions, their EA-improved counterparts, and DNNs. Surprisingly, DNNs are only on par with standard CBR techniques. However, using EA-learned similarity functions does yield an improved performance.
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  abstract = {Human lives are increasingly influenced by algorithms, which therefore need to meet higher standards not only in accuracy but also with respect to explainability. This is especially true for high-stakes areas such as real estate valuation. Unfortunately, the methods applied there often exhibit a trade-off between accuracy and explainability. One explainable approach is case-based reasoning (CBR), whereeach decision is supported by specific previous cases. However, such methods can be wanting in accuracy. The unexplainable machine learning approaches are often observed to provide higher accuracy but are not scrutable in their decision-making. In this paper, we apply evolutionary algorithms (EAs) to CBR predictors in order to improve their performance. In particular, we deploy EAs to the similarity functions (used in CBR to find comparable cases), which are fitted to the data set at hand. As a consequence, we achieve higher accuracy than state-of-the-art deep neural networks (DNNs), while keeping interpretability and explainability. These results stem from our empirical evaluation on a large data set of real estate offers where we compare known similarity functions, their EA-improved counterparts, and DNNs. Surprisingly, DNNs are only on par with standard CBR techniques. However, using EA-learned similarity functions does yield an improved performance.},
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                                            In order to understand better how and why crossover can benefit optimization, we consider pseudo-Boolean functions with an upper bound \(B\) on the number of 1s allowed in the bit string (cardinality constraint). We consider the natural translation of the OneMax test function, a linear function where \(B\) bits have a weight of \(1+\varepsilon\) and the remaining bits have a weight of \(1\). The literature gives a bound of \(\Theta(n^2)\) for the (1+1) EA on this function. Part of the difficulty when optimizing this problem lies in having to improve individuals meeting the cardinality constraint by flipping both a 1 and a 0. The experimental literature proposes balanced operators, preserving the number of 1s, as a remedy. We show that a balanced mutation operator optimizes the problem in \(O(n \log n)\) if \(n-B = O(1)\). However, if \(n-B = \Theta(n)\), we show a bound of \(\Omega(n^2)\), just as classic bit flip mutation. Crossover and a simple island model gives \(O(n^2 / \log n)\) (uniform crossover) and \(O(n\sqrt{n})\) (3-ary majority vote crossover). For balanced uniform crossover with Hamming distance maximization for diversity we show a bound of \(O(n \log n)\). As an additional contribution we analyze and discuss different balanced crossover operators from the literature.
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  abstract = {In order to understand better how and why crossover can benefit optimization, we consider pseudo-Boolean functions with an upper bound \(B\) on the number of 1s allowed in the bit string (cardinality constraint). We consider the natural translation of the OneMax test function, a linear function where \(B\) bits have a weight of \(1+\varepsilon\) and the remaining bits have a weight of \(1\). The literature gives a bound of \(\Theta(n^2)\) for the (1+1) EA on this function. Part of the difficulty when optimizing this problem lies in having to improve individuals meeting the cardinality constraint by flipping both a 1 and a 0. The experimental literature proposes balanced operators, preserving the number of 1s, as a remedy. We show that a balanced mutation operator optimizes the problem in \(O(n \log n)\) if \(n-B = O(1)\). However, if \(n-B = \Theta(n)\), we show a bound of \(\Omega(n^2)\), just as classic bit flip mutation. Crossover and a simple island model gives \(O(n^2 / \log n)\) (uniform crossover) and \(O(n\sqrt{n})\) (3-ary majority vote crossover). For balanced uniform crossover with Hamming distance maximization for diversity we show a bound of \(O(n \log n)\). As an additional contribution we analyze and discuss different balanced crossover operators from the literature.},
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                                            One of the first and easy to use techniques for proving run time bounds for evolutionary algorithms is the so-called method of fitness levels by Wegener. It uses a partition of the search space into a sequence of levels which are traversed by the algorithm in increasing order, possibly skipping levels. An easy, but often strong upper bound for the run time can then be derived by adding the reciprocals of the probabilities to leave the levels (or upper bounds for these). Unfortunately, a similarly effective method for proving lower bounds has not yet been established. The strongest such method, proposed by Sudholt (2013), requires a careful choice of the viscosity parameters gamma. In this paper we present two new variants of the method, one for upper and one for lower bounds. Besides the level leaving probabilities, they only rely on the probabilities that levels are visited at all. We show that these can be computed or estimated without greater difficulties and apply our method to reprove the following known results in an easy and natural way. (i) The precise run time of the (1+1) EA on LeadingOnes. (ii) A lower bound for the run time of the (1+1) EA on OneMax, tight apart from an O(n) term. (iii) A lower bound for the run time of the (1+1) EA on long k-paths.
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  abstract = {One of the first and easy to use techniques for proving run time bounds for evolutionary algorithms is the so-called method of fitness levels by Wegener. It uses a partition of the search space into a sequence of levels which are traversed by the algorithm in increasing order, possibly skipping levels. An easy, but often strong upper bound for the run time can then be derived by adding the reciprocals of the probabilities to leave the levels (or upper bounds for these). Unfortunately, a similarly effective method for proving lower bounds has not yet been established. The strongest such method, proposed by Sudholt (2013), requires a careful choice of the viscosity parameters gamma. In this paper we present two new variants of the method, one for upper and one for lower bounds. Besides the level leaving probabilities, they only rely on the probabilities that levels are visited at all. We show that these can be computed or estimated without greater difficulties and apply our method to reprove the following known results in an easy and natural way. (i) The precise run time of the (1+1) EA on LeadingOnes. (ii) A lower bound for the run time of the (1+1) EA on OneMax, tight apart from an O(n) term. (iii) A lower bound for the run time of the (1+1) EA on long k-paths.},
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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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                                            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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                                            Several important optimization problems in the area of vehicle routing can be seen as a variant of the classical Traveling Salesperson Problem (TSP). In the area of evolutionary computation, the traveling thief problem (TTP) has gained increasing interest over the last 5 years. In this paper, we investigate the effect of weights on such problems, in the sense that the cost of traveling increases with respect to the weights of nodes already visited during a tour. This provides abstractions of important TSP variants such as the Traveling Thief Problem and time dependent TSP variants, and allows to study precisely the increase in difficulty caused by weight dependence. We provide a 3.59-approximation for this weight dependent version of TSP with metric distances and bounded positive weights. Furthermore, we conduct experimental investigations for simple randomized local search with classical mutation operators and two variants of the state-of-the-art evolutionary algorithm EAX adapted to the weighted TSP. Our results show the impact of the node weights on the position of the nodes in the resulting tour.
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  abstract = {Several important optimization problems in the area of vehicle routing can be seen as a variant of the classical Traveling Salesperson Problem (TSP). In the area of evolutionary computation, the traveling thief problem (TTP) has gained increasing interest over the last 5 years. In this paper, we investigate the effect of weights on such problems, in the sense that the cost of traveling increases with respect to the weights of nodes already visited during a tour. This provides abstractions of important TSP variants such as the Traveling Thief Problem and time dependent TSP variants, and allows to study precisely the increase in difficulty caused by weight dependence. We provide a 3.59-approximation for this weight dependent version of TSP with metric distances and bounded positive weights. Furthermore, we conduct experimental investigations for simple randomized local search with classical mutation operators and two variants of the state-of-the-art evolutionary algorithm EAX adapted to the weighted TSP. Our results show the impact of the node weights on the position of the nodes in the resulting tour.},
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                                            Drift analysis aims at translating the expected progress of an evo- lutionary algorithm (or more generally, a random process) into a probabilistic guarantee on its run time (hitting time). So far, drift arguments have been successfully employed in the rigorous analy- sis of evolutionary algorithms, however, only for the situation that the progress is constant or becomes weaker when approaching the target. Motivated by questions like how fast fit individuals take over a population, we analyze random processes exhibiting a multiplica- tive growth in expectation. We prove a drift theorem translating this expected progress into a hitting time. This drift theorem gives a sim- ple and insightful proof of the level-based theorem first proposed by Lehre (2011). Our version of this theorem has, for the first time, the best-possible linear dependence on the growth parameter \(\delta\) (the previous-best was quadratic). This gives immediately stronger run time guarantees for a number of applications.
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  abstract = {Drift analysis aims at translating the expected progress of an evo- lutionary algorithm (or more generally, a random process) into a probabilistic guarantee on its run time (hitting time). So far, drift arguments have been successfully employed in the rigorous analy- sis of evolutionary algorithms, however, only for the situation that the progress is constant or becomes weaker when approaching the target. Motivated by questions like how fast fit individuals take over a population, we analyze random processes exhibiting a multiplica- tive growth in expectation. We prove a drift theorem translating this expected progress into a hitting time. This drift theorem gives a sim- ple and insightful proof of the level-based theorem first proposed by Lehre (2011). Our version of this theorem has, for the first time, the best-possible linear dependence on the growth parameter \(\delta\) (the previous-best was quadratic). This gives immediately stronger run time guarantees for a number of applications.},
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                                            Greedy algorithms provide a fast and often also effective solution to many combinatorial optimization problems. However, it is well known that they sometimes lead to low quality solutions on certain instances. In this paper, we explore the use of randomness in greedy algorithms for the minimum vertex cover and dominating set problem and compare the resulting performance against their deterministic counterpart. Our algorithms are based on a parameter \(\gamma\) which allows to explore the spectrum between uniform and deterministic greedy selection in the steps of the algorithm and our theoretical and experimental investigations point out the benefits of incorporating randomness into greedy algorithms for the two considered combinatorial optimization problems.
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                                            In the context of black box optimization, the most common way to handle deceptive attractors is to periodically restart the algorithm. In this paper, we explore the benefits of combining the simple \((1+1)\) Evolutionary Algorithm (EA) with the Luby Universal Strategy - the \((1+1)~EA_{\mathcal{U}}\), a meta-heuristic that does not require parameter tuning. We first consider two artificial pseudo-Boolean landscapes, on which the \((1+1)~EA\) exhibits exponential run time. We prove that the \((1+1)~EA_{\mathcal{U}}\) has polynomial run time on both instances. We then consider the Minimum Vertex Cover on two classes of graphs. Again, the \((1+1)~EA\) yields exponential run time on those instances, and the \((1+1)~EA_{\mathcal{U}}\) finds the global optimum in polynomial time. We conclude by studying the Makespan Scheduling. We consider an instance on which the \((1+1)~EA\) does not find a \((4/3-\epsilon)\)-approximation in polynomial time, and we show that the \((1+1)~EA_{\mathcal{U}}\) reaches a \((4/3-\epsilon)\)-approximation in polynomial time. We then prove that the \((1+1)~EA_{\mathcal{U}}\) serves as an Efficient Polynomial-time Approximation Scheme (EPTAS) for the Partition Problem, for a \((1+\epsilon)\)-approximation with \(\epsilon > 4/n\).
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  abstract = {In the context of black box optimization, the most common way to handle deceptive attractors is to periodically restart the algorithm. In this paper, we explore the benefits of combining the simple \((1+1)\) Evolutionary Algorithm (EA) with the Luby Universal Strategy - the \((1+1)&nbsp;EA_{\mathcal{U}}\), a meta-heuristic that does not require parameter tuning. We first consider two artificial pseudo-Boolean landscapes, on which the \((1+1)&nbsp;EA\) exhibits exponential run time. We prove that the \((1+1)&nbsp;EA_{\mathcal{U}}\) has polynomial run time on both instances. We then consider the Minimum Vertex Cover on two classes of graphs. Again, the \((1+1)&nbsp;EA\) yields exponential run time on those instances, and the \((1+1)&nbsp;EA_{\mathcal{U}}\) finds the global optimum in polynomial time. We conclude by studying the Makespan Scheduling. We consider an instance on which the \((1+1)&nbsp;EA\) does not find a \((4/3-\epsilon)\)-approximation in polynomial time, and we show that the \((1+1)&nbsp;EA_{\mathcal{U}}\) reaches a \((4/3-\epsilon)\)-approximation in polynomial time. We then prove that the \((1+1)&nbsp;EA_{\mathcal{U}}\) serves as an Efficient Polynomial-time Approximation Scheme (EPTAS) for the Partition Problem, for a \((1+\epsilon)\)-approximation with \(\epsilon > 4/n\).},
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                                            In many Evolutionary Algorithms (EAs), a parameter that needs to be tuned is that of the mutation rate, which determines the probability for each decision variable to be mutated. Typically, this rate is set to 1/n for the duration of the optimization, where n is the number of decision variables. This setting has the appeal that the expected number of mutated variables per iteration is one. In a recent theoretical study, it was proposed to sample the number of mutated variables from a power-law distribution. This results into a significantly higher probability on larger numbers of mutations, so that escaping local optima becomes more probable. In this paper, we propose another class of non-uniform mutation rates. We study the benefits of this operator in terms of average-case black-box complexity analysis and experimental comparison. We consider both pseudo-Boolean artificial landscapes and combinatorial problems (the Minimum Vertex Cover and the Maximum Cut). We observe that our non-uniform mutation rates significantly outperform the standard choices, when dealing with landscapes that exhibit large deceptive basins of attraction.
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  abstract = {In many Evolutionary Algorithms (EAs), a parameter that needs to be tuned is that of the mutation rate, which determines the probability for each decision variable to be mutated. Typically, this rate is set to 1/n for the duration of the optimization, where n is the number of decision variables. This setting has the appeal that the expected number of mutated variables per iteration is one. In a recent theoretical study, it was proposed to sample the number of mutated variables from a power-law distribution. This results into a significantly higher probability on larger numbers of mutations, so that escaping local optima becomes more probable. In this paper, we propose another class of non-uniform mutation rates. We study the benefits of this operator in terms of average-case black-box complexity analysis and experimental comparison. We consider both pseudo-Boolean artificial landscapes and combinatorial problems (the Minimum Vertex Cover and the Maximum Cut). We observe that our non-uniform mutation rates significantly outperform the standard choices, when dealing with landscapes that exhibit large deceptive basins of attraction.},
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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 \(1/\rho\).},
  author = {Doerr, Benjamin and Krejca, Martin S.},
  booktitle = {Genetic and Evolutionary Computation Conference (GECCO)},
  keywords = {GECCO benjamindoerr martinskrejca year2018},
  pages = {1483-1490},
  title = {Significance-based Estimation-of-Distribution Algorithms},
  year = 2018
}




2017
                                            [
                                            
                                            nach oben
                                        
                                        ]
                                        

	[image: Analyzing Search Heuristi... - Download]
Friedrich, Tobias; Kötzing, Timo; Melnichenko, Anna Analyzing Search Heuristics with Differential EquationsGenetic and Evolutionary Computation Conference (GECCO) 2017: 313–314




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

                                            Drift Theory is currently the most common technique for the analysis of randomized search heuristics because of its broad applicability and the resulting tight first hitting time bounds. The biggest problem when applying a drift theorem is to find a suitable potential function which maps a complex space into a single number, capturing the essence of the state of the search in just one value. We discuss another method for the analysis of randomized search heuristics based on the Theory of Differential Equations. This method considers the deterministic counterpart of the randomized process by replacing probabilistic outcomes by their expectation, and then bounding the error with good probability. We illustrate this by analyzing an Ant Colony Optimization algorithm (ACO) for the Minimum Spanning Tree problem (MST).
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                                            It has been experimentally observed that real-world networks follow certain topologicalproperties, such as small-world, power-law etc. To study these networks, many random graph models, such as Preferential Attachment, have been proposed. In this paper, we consider the deterministic properties which capture power-law degree distribution and degeneracy. Networks with these properties are known as scale-free networks in the literature. Many interesting problems remain NP-hard on scale-free networks. We study the relationship between scale-free properties and the approximation-ratio of some commonly used evolutionary algorithms. For the Vertex Cover, we observe experimentally that the \((1+1)\) EA always gives the better result than a greedy local search, even when it runs for only \(O(n, \log(n))\) steps. We give the construction of a scale-free network in which a multi-objective algorithm and a greedy algorithm obtain optimal solutions, while the \((1+1)\) EA obtains the worst possible solution with constant probability. We prove that for the Dominating Set, Vertex Cover, Connected Dominating Set and Independent Set, the \((1+1)\) EA obtains constant-factor approximation in expected run time \(O(n, \log(n))\) and \(O(n^4)\) respectively. Whereas, GSEMO gives even better approximation than \((1+1)\) EA in expected run time \(O(n^3)\) for Dominating Set, Vertex Cover and Connected Dominating Set on such networks.
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  abstract = {It has been experimentally observed that real-world networks follow certain topologicalproperties, such as small-world, power-law etc. To study these networks, many random graph models, such as Preferential Attachment, have been proposed. In this paper, we consider the deterministic properties which capture power-law degree distribution and degeneracy. Networks with these properties are known as scale-free networks in the literature. Many interesting problems remain NP-hard on scale-free networks. We study the relationship between scale-free properties and the approximation-ratio of some commonly used evolutionary algorithms. For the Vertex Cover, we observe experimentally that the \((1+1)\) EA always gives the better result than a greedy local search, even when it runs for only \(O(n\, \log(n))\) steps. We give the construction of a scale-free network in which a multi-objective algorithm and a greedy algorithm obtain optimal solutions, while the \((1+1)\) EA obtains the worst possible solution with constant probability. We prove that for the Dominating Set, Vertex Cover, Connected Dominating Set and Independent Set, the \((1+1)\) EA obtains constant-factor approximation in expected run time \(O(n\, \log(n))\) and \(O(n^4)\) respectively. Whereas, GSEMO gives even better approximation than \((1+1)\) EA in expected run time \(O(n^3)\) for Dominating Set, Vertex Cover and Connected Dominating Set on such networks.},
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                                            While many optimization problems work with a fixed number of decision variables and thus a fixed-length representation of possible solutions, genetic programming (GP) works on variable-length representations. A naturally occurring problem is that of bloat (unnecessary growth of solutions) slowing down optimization. Theoretical analyses could so far not bound bloat and required explicit assumptions on the magnitude of bloat. In this paper we analyze bloat in mutation-based genetic programming for the two test functions ORDER and MAJORITY. We overcome previous assumptions on the magnitude of bloat and give matching or close-to-matching upper and lower bounds for the expected optimization time. In particular, we show that the \((1+1)\) GP takes (i) \(\Theta(T_\text{init + n\, \log n)\) iterations with bloat control on ORDER as well as MAJORITY; and (ii) \(O(T_{\text{init ,log \,T_{\text{init + n(\log n)^3)\) and \(\Omega(T_\text{init + n \,\log n)\) (and \(\Omega(T_\text{init \,\log \,T_{\text{init}})\) for \(n = 1\)) iterations without bloat control on MAJORITY.
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  abstract = {While many optimization problems work with a fixed number of decision variables and thus a fixed-length representation of possible solutions, genetic programming (GP) works on variable-length representations. A naturally occurring problem is that of bloat (unnecessary growth of solutions) slowing down optimization. Theoretical analyses could so far not bound bloat and required explicit assumptions on the magnitude of bloat. In this paper we analyze bloat in mutation-based genetic programming for the two test functions ORDER and MAJORITY. We overcome previous assumptions on the magnitude of bloat and give matching or close-to-matching upper and lower bounds for the expected optimization time. In particular, we show that the \((1+1)\) GP takes (i) \(\Theta(T_{\text{init}} + n\, \log n)\) iterations with bloat control on ORDER as well as MAJORITY; and (ii) \(O(T_{\text{init}} \,\log \,T_{\text{init}} + n(\log n)^3)\) and \(\Omega(T_{\text{init}} + n \,\log n)\) (and \(\Omega(T_{\text{init}} \,\log \,T_{\text{init}})\) for \(n = 1\)) iterations without bloat control on MAJORITY.},
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                                            Thee investigations of linear pseudo-Boolean functions play a central role in the area of runtime analysis of evolutionary computing techniques. Having an additional linear constraint on a linear function is equivalent to the NP-hard knapsack problem and special problem classes thereof have been investigated in recent works. In this paper, we extend these studies to problems with dynamic constraints and investigate the runtime of different evolutionary algorithms to recompute an optimal solution when the constraint bound changes by a certain amount. We study the classical \((1+1)\) EA and population-based algorithms and show that they recompute an optimal solution very efficiently. Furthermore, we show that a variant of the \((1+(\lambda, \lambda))\) GA can recompute the optimal solution more efficiently in some cases.
                                        
@inproceedings{shi2017reoptimization,
  abstract = {Thee investigations of linear pseudo-Boolean functions play a central role in the area of runtime analysis of evolutionary computing techniques. Having an additional linear constraint on a linear function is equivalent to the NP-hard knapsack problem and special problem classes thereof have been investigated in recent works. In this paper, we extend these studies to problems with dynamic constraints and investigate the runtime of different evolutionary algorithms to recompute an optimal solution when the constraint bound changes by a certain amount. We study the classical \((1+1)\) EA and population-based algorithms and show that they recompute an optimal solution very efficiently. Furthermore, we show that a variant of the \((1+(\lambda, \lambda))\) GA can recompute the optimal solution more efficiently in some cases.},
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                                            We revisit the problem of optimizing a fitness function of unknown dimension; that is, we face a function defined over bit-strings of large length \(N\), but only \(n << N\) of them have an influence on the fitness. Neither the position of these relevant bits nor their number is known. In previous work, variants of the \((1 + 1)\) evolutionary algorithm (EA) have been developed that solve, for arbitrary \(s \in N\), such OneMax and LeadingOnes instances, simultaneously for all \(n \in N\), in expected time \(O(n(\log(n))^2 log \log(n) dots \log^{s-1 (n)(\log^{(s) (n))^1+\epsilon} )\)and \(O(n^2 \log(n) log \log(n) dots \log^{s-1 (n)(\log^{(s) (n))^1+\epsilon} )\), respectively; that is, in almost the same time as if n and the relevant bit positions were known. In this work, we prove the first, almost matching, lower bounds for this setting. For LeadingOnes, we show that, for every \(s \in N\), the \((1 + 1)\) EA with any mutation operator treating zeros and ones equally has an expected run time of \(\omega(n^2 \log(n) log \log(n) dots \log^{(s) (n))\) when facing problem size \(n\). Aiming at closing the small remaining gap, we realize that, quite surprisingly, there is no asymptotically best performance. For any algorithm solving, for all \(n\), all instances of size \(n\) in expected time at most \(T (n)\), there is an algorithm doing the same in time \(T'(n)\) with \(T' = o(T )\). For OneMax we show results of similar flavor.
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  abstract = {We revisit the problem of optimizing a fitness function of unknown dimension; that is, we face a function defined over bit-strings of large length \(N\), but only \(n << N\) of them have an influence on the fitness. Neither the position of these relevant bits nor their number is known. In previous work, variants of the \((1 + 1)\) evolutionary algorithm (EA) have been developed that solve, for arbitrary \(s \in N\), such OneMax and LeadingOnes instances, simultaneously for all \(n \in N\), in expected time \(O(n(\log(n))^2 \log \log(n) \dots \log^{s-1} (n)(\log^{(s)} (n))^{1+\epsilon} )\)and \(O(n^2 \log(n) \log \log(n) \dots \log^{s-1} (n)(\log^{(s)} (n))^{1+\epsilon} )\), respectively; that is, in almost the same time as if n and the relevant bit positions were known. In this work, we prove the first, almost matching, lower bounds for this setting. For LeadingOnes, we show that, for every \(s \in N\), the \((1 + 1)\) EA with any mutation operator treating zeros and ones equally has an expected run time of \(\omega(n^2 \log(n) \log \log(n) \dots \log^{(s)} (n))\) when facing problem size \(n\). Aiming at closing the small remaining gap, we realize that, quite surprisingly, there is no asymptotically best performance. For any algorithm solving, for all \(n\), all instances of size \(n\) in expected time at most \(T (n)\), there is an algorithm doing the same in time \(T'(n)\) with \(T' = o(T )\). For OneMax we show results of similar flavor.},
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                                            Island models in evolutionary computation solve problems by a careful interplay of independently running evolutionary algorithms on the island and an exchange of good solutions between the islands. In this work, we conduct rigorous run time analyses for such island models trying to simultaneously obtain good run times and low communication effort. We improve the existing upper bounds for the communication effort (i) by improving the run time bounds via a careful analysis, (ii) by setting the balance between individual computation and communication in a more appropriate manner, and (iii) by replacing the usual communicate-with-all-neighbors approach with randomized rumor spreading, where each island contacts a randomly chosen neighbor. This epidemic communication paradigm is known to lead to very fast and robust information dissemination in many applications. Our results concern islands running simple (1+1) evolutionary algorithms, we regard d-dimensional tori and complete graphs as communication topologies, and optimize the classic test functions OneMax and LeadingOnes.
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  abstract = {Island models in evolutionary computation solve problems by a careful interplay of independently running evolutionary algorithms on the island and an exchange of good solutions between the islands. In this work, we conduct rigorous run time analyses for such island models trying to simultaneously obtain good run times and low communication effort. We improve the existing upper bounds for the communication effort (i) by improving the run time bounds via a careful analysis, (ii) by setting the balance between individual computation and communication in a more appropriate manner, and (iii) by replacing the usual communicate-with-all-neighbors approach with randomized rumor spreading, where each island contacts a randomly chosen neighbor. This epidemic communication paradigm is known to lead to very fast and robust information dissemination in many applications. Our results concern islands running simple (1+1) evolutionary algorithms, we regard d-dimensional tori and complete graphs as communication topologies, and optimize the classic test functions OneMax and LeadingOnes.},
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                                            Despite the pervasiveness of noise in real-world optimization, there is little understanding of the interplay between the operators of randomized search heuristics and explicit noise-handling techniques such as statistical resampling. Ant Colony Optimization (ACO) algorithms are claimed to be particularly well-suited to dynamic and noisy problems, even without explicit noise-handling techniques. In this work, we empirically investigate the trade-offs between resampling an the noise-handling abilities of ACO algorithms. Our main focus is to locate the point where resampling costs more than it is worth.
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                                            The most common representation in evolutionary computation are bit strings. This is ideal to model binary decision variables, but less useful for variables taking more values. With very little theoretical work existing on how to use evolutionary algorithms for such optimization problems, we study the run time of simple evolutionary algorithms on some OneMax-like functions defined over \(\Omega=\{0,1,\dots,r-1\}n\). More precisely, we regard a variety of problem classes requesting the component-wise minimization of the distance to an unknown target vector \(z \in \Omega\). For such problems we see a crucial difference in how we extend the standard-bit mutation operator to these multi-valued domains. While it is natural to select each position of the solution vector to be changed independently with probability \(1/n\), there are various ways to then change such a position. If we change each selected position to a random value different from the original one, we obtain an expected run time of \(\Theta(nr\log n)\). If we change each selected position by either +1 or -1 (random choice), the optimization time reduces to \(\Theta(nr+n\log n)\). If we use a random mutation strength \(i \in \{0,1,\dots,r-1\}n\) with probability inversely proportional to \(i\) and change the selected position by either +\(i\) or -\(i\) (random choice), then the optimization time becomes \(\Theta(n\log(r)(\log(n)+\log(r)))\), bringing down the dependence on \(r\) from linear to polylogarithmic. One of our results depends on a new variant of the lower bounding multiplicative drift theorem.
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  abstract = {The most common representation in evolutionary computation are bit strings. This is ideal to model binary decision variables, but less useful for variables taking more values. With very little theoretical work existing on how to use evolutionary algorithms for such optimization problems, we study the run time of simple evolutionary algorithms on some OneMax-like functions defined over \(\Omega=\{0,1,\dots,r-1\}n\). More precisely, we regard a variety of problem classes requesting the component-wise minimization of the distance to an unknown target vector \(z \in \Omega\). For such problems we see a crucial difference in how we extend the standard-bit mutation operator to these multi-valued domains. While it is natural to select each position of the solution vector to be changed independently with probability \(1/n\), there are various ways to then change such a position. If we change each selected position to a random value different from the original one, we obtain an expected run time of \(\Theta(nr\log n)\). If we change each selected position by either +1 or -1 (random choice), the optimization time reduces to \(\Theta(nr+n\log n)\). If we use a random mutation strength \(i \in \{0,1,\dots,r-1\}n\) with probability inversely proportional to \(i\) and change the selected position by either +\(i\) or -\(i\) (random choice), then the optimization time becomes \(\Theta(n\log(r)(\log(n)+\log(r)))\), bringing down the dependence on \(r\) from linear to polylogarithmic. One of our results depends on a new variant of the lower bounding multiplicative drift theorem.},
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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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                                            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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  abstract = {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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                                            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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                                            With this paper, we contribute to the theoretical understanding of randomized search heuristics by investigating their behavior on random 3-SAT instances. We improve the results for the (1+1) EA obtained by Sutton and Neumann [PPSN 2014, 942-951] in three ways. First, we reduce the upper bound by a linear factor and prove that the (1+1) EA obtains optimal solutions in time \(O(n \log n)\) with high probability on asymptotically almost all high-density satisfiable 3-CNF formulas. Second, we extend the range of densities for which this bound holds to satisfiable formulas of at least logarithmic density. Finally, we complement these mathematical results with numerical experiments that summarize the behavior of the (1+1) EA on formulas along the density spectrum, and suggest that the implicit constants hidden in our bounds are low. Our proofs are based on analyzing the run of the algorithm by establishing a fitness-distance correlation. This approach might be of independent interest and we are optimistic that it is useful for the analysis of randomized search heuristics in various other settings. To our knowledge, this is the first time that fitness-distance correlation is explicitly used to rigorously prove a performance statement for an evolutionary algorithm.
                                        
@inproceedings{DBLP:conf/gecco/DoerrNS15,
  abstract = {With this paper, we contribute to the theoretical understanding of randomized search heuristics by investigating their behavior on random 3-SAT instances. We improve the results for the (1+1) EA obtained by Sutton and Neumann [PPSN 2014, 942-951] in three ways. First, we reduce the upper bound by a linear factor and prove that the (1+1) EA obtains optimal solutions in time \(O(n \log n)\) with high probability on asymptotically almost all high-density satisfiable 3-CNF formulas. Second, we extend the range of densities for which this bound holds to satisfiable formulas of at least logarithmic density. Finally, we complement these mathematical results with numerical experiments that summarize the behavior of the (1+1) EA on formulas along the density spectrum, and suggest that the implicit constants hidden in our bounds are low. Our proofs are based on analyzing the run of the algorithm by establishing a fitness-distance correlation. This approach might be of independent interest and we are optimistic that it is useful for the analysis of randomized search heuristics in various other settings. To our knowledge, this is the first time that fitness-distance correlation is explicitly used to rigorously prove a performance statement for an evolutionary algorithm.},
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                                            Most research in the theory of evolutionary computation assumes that the problem at hand has a fixed problem size. This assumption does not always apply to real-world optimization challenges, where the length of an optimal solution may be unknown a priori. Following up on previous work of Cathabard, Lehre, and Yao [FOGA 2011] we analyze variants of the (1+1) evolutionary algorithm for problems with unknown solution length. For their setting, in which the solution length is sampled from a geometric distribution, we provide mutation rates that yield an expected optimization time that is of the same order as that of the (1+1) EA knowing the solution length. We then show that almost the same run times can be achieved even if no a priori information on the solution length is available. Finally, we provide mutation rates suitable for settings in which neither the solution length nor the positions of the relevant bits are known. Again we obtain almost optimal run times for the OneMax and LeadingOnes test functions, thus solving an open problem from Cathabard et al.
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  abstract = {Most research in the theory of evolutionary computation assumes that the problem at hand has a fixed problem size. This assumption does not always apply to real-world optimization challenges, where the length of an optimal solution may be unknown a priori. Following up on previous work of Cathabard, Lehre, and Yao [FOGA 2011] we analyze variants of the (1+1) evolutionary algorithm for problems with unknown solution length. For their setting, in which the solution length is sampled from a geometric distribution, we provide mutation rates that yield an expected optimization time that is of the same order as that of the (1+1) EA knowing the solution length. We then show that almost the same run times can be achieved even if no a priori information on the solution length is available. Finally, we provide mutation rates suitable for settings in which neither the solution length nor the positions of the relevant bits are known. Again we obtain almost optimal run times for the OneMax and LeadingOnes test functions, thus solving an open problem from Cathabard et al.},
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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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  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 \(\mu\) 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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                                            The goal of bi-objective optimization is to find a small set of good compromise solutions. A common problem for bi-objective evolutionary algorithms is the following subset selection problem (SSP): Given \(n\) solutions \(P \subset \mathbb{R}^2\) in the objective space, select \(k\) solutions \(P^*\) from \(P\) that optimize an indicator function. In the hypervolume SSP we want to select \(k\) points \(P^*\) that maximize the hypervolume indicator \(I_{HYP}(P^*, r)\) for some reference point \(r \in R^2\). Similarly, the \(\epsilon\)-indicator SSP aims at selecting \(\tilde k\) points \(P^*\) that minimize the \(\epsilon\)-indicator \(I_{\epsilon}(P^*,\mathbb{R})\) for some reference set \(R \subset R^2\) of size \(m\) (which can be \(\mathbb{R}=P\)). We first present a new algorithm for the hypervolume SSP with runtime \(O(n (k + \log n))\). Our second main result is a new algorithm for the \(\epsilon\)-indicator SSP with runtime \(O(n \log n + m \log m)\). Both results improve the current state of the art runtimes by a factor of (nearly) \(n\) and make the problems tractable for new applications. Preliminary experiments confirm that the theoretical results translate into substantial empirical runtime improvements.
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  abstract = {The goal of bi-objective optimization is to find a small set of good compromise solutions. A common problem for bi-objective evolutionary algorithms is the following subset selection problem (SSP): Given \(n\) solutions \(P \subset \mathbb{R}^2\) in the objective space, select \(k\) solutions \(P^*\) from \(P\) that optimize an indicator function. In the hypervolume SSP we want to select \(k\) points \(P^*\) that maximize the hypervolume indicator \(I_{HYP}(P^*, r)\) for some reference point \(r \in R^2\). Similarly, the \(\epsilon\)-indicator SSP aims at selecting \(\tilde k\) points \(P^*\) that minimize the \(\epsilon\)-indicator \(I_{\epsilon}(P^*,\mathbb{R})\) for some reference set \(R \subset R^2\) of size \(m\) (which can be \(\mathbb{R}=P\)). We first present a new algorithm for the hypervolume SSP with runtime \(O(n (k + \log n))\). Our second main result is a new algorithm for the \(\epsilon\)-indicator SSP with runtime \(O(n \log n + m \log m)\). Both results improve the current state of the art runtimes by a factor of (nearly) \(n\) and make the problems tractable for new applications. Preliminary experiments confirm that the theoretical results translate into substantial empirical runtime improvements.},
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                                            We consider stochastic versions of OneMax and LeadingOnes and analyze the performance of evolutionary algorithms with and without populations on these problems. It is known that the (1+1) EA on OneMax performs well in the presence of very small noise, but poorly for higher noise levels. We extend these results to LeadingOnes and to many different noise models, showing how the application of drift theory can significantly simplify and generalize previous analyses. Most surprisingly, even small populations (of size \(\Theta(\log n)\)) can make evolutionary algorithms perform well for high noise levels, well outside the abilities of the (1+1) EA. Larger population sizes are even more beneficial; we consider both parent and offspring populations. In this sense, populations are robust in these stochastic settings.
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                                            We analyze the unbiased black-box complexity of jump functions with large jump sizes. Among other results, we show that when the jump size is \((1/2 - \epsilon)n\), that is, only a small constant fraction of the fitness values is visible, then the unbiased black-box complexities for arities 3 and higher are of the same order as those for the simple OneMax function. Even for the extreme jump function, in which all but the two fitness values \(n/2\) and \(n\) are blanked out, polynomial-time mutation-based (i.e., unary unbiased) black-box optimization algorithms exist. This is quite surprising given that for the extreme jump function almost the whole search space (all but a \(\Theta(n^{-1/2})\) fraction) is a plateau of constant fitness.To prove these results, we introduce new tools for the analysis of unbiased black-box complexities, for example, selecting the new parent individual not by comparing the fitnesses of the competing search points, but also by taking into account the (empirical) expected fitnesses of their offspring.
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                                            Recent advances in drift analysis have given us better and better tools for understanding random processes, including the run time of randomized search heuristics. In the setting of multiplicative drift we do not only have excellent bounds on the expected run time, but also more general results showing the concentration of the run time. In this paper we investigate the setting of additive drift under the assumption of strong concentration of the "step size" of the process. Under sufficiently strong drift towards the goal we show a strong concentration of the hitting time. In contrast to this, we show that in the presence of small drift a Gambler's-Ruin-like behavior of the process overrides the influence of the drift. Finally, in the presence of sufficiently strong negative drift the hitting time is superpolynomial with high probability; this corresponds to the so-called negative drift theorem, for which we give new variants.
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                                            Hill climbing algorithms are at the core of many approaches to solve optimization problems. Such algorithms usually require the complete enumeration of a neighborhood of the current solution. In the case of problems defined over binary strings of length \(n\), we define the \(r\)-ball neighborhood as the set of solutions at Hamming distance \(r\) or less from the current solution. For \(r \ll n\) this neighborhood contains \(\Theta(n^r)\) solutions. In this paper efficient methods areintroduced to locate improving moves in the \(r\)-ball neighborhood for problems that can be written as a sum of a linear number of subfunctions depending on a bounded number of variables. NK-landscapes and MAX-\(k\)-SAT are examples of these problems. If the number of subfunctions depending on any given variable is also bounded, then we prove that the method can explore the neighborhood in constant time, despite the fact that the number of solutions in the neighborhood is polynomial in \(n\). We develop a hill climber based on our exploration method and we analyze its efficiency and efficacy using experiments with NKq-landscapes instances.
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  abstract = {Hill climbing algorithms are at the core of many approaches to solve optimization problems. Such algorithms usually require the complete enumeration of a neighborhood of the current solution. In the case of problems defined over binary strings of length \(n\), we define the \(r\)-ball neighborhood as the set of solutions at Hamming distance \(r\) or less from the current solution. For \(r \ll n\) this neighborhood contains \(\Theta(n^r)\) solutions. In this paper efficient methods areintroduced to locate improving moves in the \(r\)-ball neighborhood for problems that can be written as a sum of a linear number of subfunctions depending on a bounded number of variables. NK-landscapes and MAX-\(k\)-SAT are examples of these problems. If the number of subfunctions depending on any given variable is also bounded, then we prove that the method can explore the neighborhood in constant time, despite the fact that the number of solutions in the neighborhood is polynomial in \(n\). We develop a hill climber based on our exploration method and we analyze its efficiency and efficacy using experiments with NKq-landscapes instances.},
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                                            The smallest grammar problem is the problem of finding the smallest context-free grammar that generates exactly one given sequence. Approximating the problem with a ratio of less than 8569/8568 is known to be NP-hard. Most work on this problem has focused on finding decent solutions fast (mostly in linear time), rather than on good heuristic algorithms. Inspired by a new perspective on the problem presented by Carrascosa et al. (2010), we investigate the performance of different heuristics on the problem. The aim is to find a good solution on large instances by allowing more than linear time. We propose a hybrid of a max-min ant system and a genetic algorithm that in combination with a novel local search outperforms the state of the art on all files of the Canterbury corpus, a standard benchmark suite. Furthermore, this hybrid performs well on a standard DNA corpus.
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                                            The hypervolume indicator (HYP) is a popular measure for the quality of a set of \(n\) solutions in \(\mathbb{R}^d\). We discuss its asymptotic worst-case runtimes and several lower bounds depending on different complexity-theoretic assumptions. Assuming that P \(\neq\) NP, there is no algorithm with runtime \(poly(n,d)\). Assuming the exponential time hypothesis, there is no algorithm with runtime \(n^{o(d)}\). In contrast to these worst-case lower bounds, we study the average-case complexity of HYP for points distributed i.i.d. at random on a \(d\)-dimensional simplex. We present a general framework which translates any algorithm for HYP with worst-case runtime \(n^{f(d)}\) to an algorithm with worst-case runtime \(n^{f(d) +1}\) and fixed-parameter-tractable (FPT) average-case runtime. This can be used to show that HYP can be solved in expected time \(O(d^{d^2/2 n + d n^2)\), which implies that HYP is FPT on average while it is W1-hard in the worst-case. For constant dimension \(d\) this gives an algorithm for HYP with runtime \(O(n^2)\) on average. This is the first result proving that HYP is asymptotically easier in the average case. It gives a theoretical explanation why most HYP algorithms perform much better on average than their theoretical worst-case runtime predicts.
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                                            The integrated analysis of data of different types and with various interdependencies is one of the major challenges in computational biology. Recently, we developed KeyPathwayMiner, a method that combines biological networks modeled as graphs with disease-specific genetic expression data gained from a set of cases (patients, cell lines, tissues, etc.). We aimed for finding all maximal connected sub-graphs where all nodes but K are expressed in all cases but at most L, i.e. key pathways. Thereby, we combined biological networks with OMICS data, instead of analyzing these data sets in isolation. Here we present an alternative approach that avoids a certain bias towards hub nodes: We now aim for extracting all maximal connected sub-networks where all but at most K nodes are expressed in all cases but in total (!) at most L, i.e. accumulated over all cases and all nodes in a solution. We call this strategy GLONE (global node exceptions); the previous problem we call INES (individual node exceptions). Since finding GLONE-components is computationally hard, we developed an Ant Colony Optimization algorithm and implemented it with the KeyPathwayMiner Cytoscape framework as an alternative to the INES algorithms. KeyPathwayMiner 3.0 now offers both the INES and the GLONE algorithms. It is available as plugin from Cytoscape and online at http://keypathwayminer.mpi-inf.mpg.de.
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  abstract = {The integrated analysis of data of different types and with various interdependencies is one of the major challenges in computational biology. Recently, we developed KeyPathwayMiner, a method that combines biological networks modeled as graphs with disease-specific genetic expression data gained from a set of cases (patients, cell lines, tissues, etc.). We aimed for finding all maximal connected sub-graphs where all nodes but K are expressed in all cases but at most L, i.e. key pathways. Thereby, we combined biological networks with OMICS data, instead of analyzing these data sets in isolation. Here we present an alternative approach that avoids a certain bias towards hub nodes: We now aim for extracting all maximal connected sub-networks where all but at most K nodes are expressed in all cases but in total (!) at most L, i.e. accumulated over all cases and all nodes in a solution. We call this strategy GLONE (global node exceptions); the previous problem we call INES (individual node exceptions). Since finding GLONE-components is computationally hard, we developed an Ant Colony Optimization algorithm and implemented it with the KeyPathwayMiner Cytoscape framework as an alternative to the INES algorithms. KeyPathwayMiner 3.0 now offers both the INES and the GLONE algorithms. It is available as plugin from Cytoscape and online at http://keypathwayminer.mpi-inf.mpg.de.},
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                                            This paper contributes to the rigorous understanding of genetic programming algorithms by providing runtime complexity analyses of the well-studied Max problem. Several experimental studies have indicated that it is hard to solve the Max problem with crossover-based algorithms. Our analyses show that different variants of the Max problem can provably be solved using simple mutation-based genetic programming algorithms. Our results advance the body of computational complexity analyses of genetic programming, indicate the importance of mutation in genetic programming, and reveal new insights into the behavior of mutation-based genetic programming algorithms.
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                                            We investigate the MAX-2-SAT problem and study evolutionary algorithms by parameterized runtime analysis. The parameterized runtime analysis of evolutionary algorithms has been initiated recently and reveals new insights into which type of instances of NP-hard combinatorial optimization problems are hard to solve by evolutionary computing methods. We show that a variant of the (1+1) EA is a fixed-parameter evolutionary algorithm with respect to the standard parameterization for MAX-2-SAT. Furthermore, we study how the dependencies between the variables affect problem difficulty and present fixed-parameter evolutionary algorithms for the MAX-(2,3)-SAT problem where the studied parameter is the diameter of the variable graph.
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                                            The first rigorous theoretical analysis (Horoba, Sudholt (GECCO 2010)) of an ant colony optimizer for the stochastic shortest path problem suggests that ant system experience significant difficulties when the input data is prone to noise. In this work, we propose a slightly different ant optimizer to deal with noise. We prove that under mild conditions, it finds the paths with shortest expected length efficiently, despite the fact that we do not have convergence in the classic sense. To prove our results, we introduce a stronger drift theorem that can also deal with the situation that the progress is faster when one is closer to the goal.
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                                            We study the convergence behavior of \((\mu+\lambda)\)-archiving algorithms. A \((\mu+\lambda)\)-archiving algorithm defines how to choose in each generation \(\mu\) children from \(\mu\) parents and \(\lambda\) offspring together. Archiving algorithms have to choose individuals online without knowing future offspring. Previous studies assumed the offspring generation to be best-case. We assume the initial population and the offspring generation to be worst-case and use the competitive ratio to measure how much smaller hypervolumes an archiving algorithm finds due to not knowing the future in advance. We prove that all archiving algorithms which increase the hypervolume in each step (if they can) are only \(\mu\)-competitive. We also present a new archiving algorithm which is \((4+2/\mu)\)-competitive. This algorithm not only achieves a constant competitive ratio, but is also efficiently computable. Both properties provably do not hold for the commonly used greedy archiving algorithms, for example those used in SIBEA, SMS-EMOA, or the generational MO-CMA-ES.
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                                            When the epistasis of the fitness function is bounded by a constant, we show that the expected fitness of an offspring of the (1+1)-EA can be efficiently computed for any point. Moreover, we show that, for any point, it is always possible to efficiently retrieve the "best" mutation rate at that point in the sense that the expected fitness of the resulting offspring is maximized. On linear functions, it has been shown that a mutation rate of \(1/n\) is provably optimal. On functions where epistasis is bounded by a constant \(k\), we show that for sufficiently high fitness, the commonly used mutation rate of \(1/n\) is also best, at least in terms of maximizing the expected fitness of the offspring. However, we find for certain ranges of the fitness function, a better mutation rate can be considerably higher, and can be found by solving for the real roots of a degree-\(k\) polynomial whose coefficients contain the nonzero Walsh coefficients of the fitness function. Simulation results on maximum \(k\)-satisfiability problems and NK-landscapes show that this expectation-maximized mutation rate can cause significant gains early in search.
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                                            Unbiased black-box complexity was recently introduced as a refined complexity model for randomized search heuristics (Lehre and Witt, GECCO 2010). For several problems, this notion avoids the unrealistically low complexity results given by the classical model of Droste, Jansen, and Wegener (Theor. Comput. Sci. 2006). In this work, we show that for two natural problems the unbiased black-box complexity remains artificially small. For the classical JumpK test function class and for a subclass of the well-known Partition problem, we give mutation-only unbiased black-box algorithms having complexity \(O(n \log n)\). Since the first problem usually needs \(\Theta(n^k)\) function evaluations to be optimized by standard heuristics and the second is even NP-complete, these black-box complexities seem not to indicate the true difficulty of the two problems for randomized search heuristics.
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                                            Understanding the impact of crossover on performance is a major problem in the theory of genetic algorithms (GAs). We present new insight on working principles of crossover by analyzing the performance of crossover-based GAs on the simple functions OneMax and Jump. First, we assess the potential speedup by crossover when combined with a fitness-invariant bit shuffling operator that simulates a lineage of independent evolution on a function of unitation. Theoretical and empirical results show drastic speedups for both functions. Second, we consider a simple GA without shuffling and investigate the interplay of mutation and crossover on Jump. If the crossover probability is small, subsequent mutations create sufficient diversity, even for very small populations. Contrarily, with high crossover probabilities crossover tends to lose diversity more quickly than mutation can create it. This has a drastic impact on the performance on Jump. We complement our theoretical findings by Monte Carlo simulations on the population diversity.
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                                            Genetic programming (GP) is a very successful type of learning algorithm that is hard to understand from a theoretical point of view. With this paper we contribute to the computational complexity analysis of genetic programming that has been started recently. We analyze GP in the well-known PAC learning framework and point out how it can observe quality changes in the the evolution of functions by random sampling. This leads to computational complexity bounds for a linear GP algorithm for perfectly learning any member of a simple class of linear pseudo-Boolean functions. Furthermore, we show that the same algorithm on the functions from the same class finds good approximations of the target function in less time.
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                                            Black-box complexity is a complexity theoretic measure for how difficult a problem is to be optimized by a general purpose optimization algorithm. It is thus one of the few means trying to understand which problems are tractable for genetic algorithms and other randomized search heuristics. Most previous work on black-box complexity is on artificial test functions. In this paper, we move a step forward and give a detailed analysis for the two combinatorial problems minimum spanning tree and single-source shortest paths. Besides giving interesting bounds for their black-box complexities, our work reveals that the choice of how to model the optimization problem is non-trivial here. This in particular comes true where the search space does not consist of bit strings and where a reasonable definition of unbiasedness has to be agreed on.
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                                            The core of hypervolume-based multi-objective evolutionary algorithms is an archiving algorithm which performs the environmental selection. A \((\mu+\lambda)\)-archiving algorithm defines how to choose \(\mu\) children from \(\mu\) parents and \(\lambda\) offspring together. We study theoretically \((\mu+\lambda)\)-archiving algorithms which never decrease the hypervolume from one generation to the next. Zitzler, Thiele, and Bader (IEEE Trans. Evolutionary Computation, 14:58--79, 2010) proved that all \((\mu+1)\)-archiving algorithms are ineffective, which means there is an initial population such that independent of the used reproduction rule, a set with maximum hypervolume cannot be reached. We extend this and prove that for \(\lambda < \mu\) all archiving algorithms are ineffective. On the other hand, locally optimal algorithms, which maximize the hypervolume in each step, are effective for \(\lambda = \mu\) and can always find a population with hypervolume at least half the optimum for \(\lambda < \mu\). We also prove that there is no hypervolume-based archiving algorithm which can always find a population with hypervolume greater than \(1 / (1 + 0.1338, ( 1/\lambda - 1/\mu) )\) times the optimum.
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                                            It is known that the performance of multi-objective evolutionary algorithms (MOEAs) in general deteriorates with increasing number of objectives. For few objectives, MOEAs relying on the contributing hypervolume as (second-level) sorting criterion are the methods of choice. However, the computational complexity of calculating the contributing hypervolume prevents the broad application of these powerful MOEAs to objective functions with many objectives. In this study, we employ the approximation within the steady-state MO-CMA-ES and the SMS-EMOA to empirically investigate whether the Monte-Carlo approximation is indeed useful in practice.
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                                            In order to allow a comparison of (otherwise incomparable) sets, many evolutionary multiobjective optimizers use indicator functions to guide the search and to evaluate the performance of search algorithms. The most widely used indicator is the hypervolume indicator. It measures the volume of the dominated portion of the objective space. Though the hypervolume indicator is very popular, it has not been shown that maximizing the hypervolume indicator is indeed equivalent to the overall objective of finding a good approximation of the Pareto front. To address this question, we compare the optimal approximation factor with the approximation factor achieved by sets maximizing the hypervolume indicator. We bound the optimal approximation factor of \(n\) points by \(1+\Theta(1/n)\) for arbitrary Pareto fronts. Furthermore, we prove that the same asymptotic approximation ratio is achieved by sets of \(n\) points that maximize the hypervolume indicator. This shows that the speed of convergence of the approximation ratio achieved by maximizing the hypervolume indicator is asymptotically optimal. This implies that for large values of \(n\), sets maximizing the hypervolume indicator quickly approach the optimal approximation ratio. Moreover, our bounds show that also for relatively small values of \(n\), sets maximizing the hypervolume indicator achieve a near-optimal approximation ratio.
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  abstract = {In order to allow a comparison of (otherwise incomparable) sets, many evolutionary multiobjective optimizers use indicator functions to guide the search and to evaluate the performance of search algorithms. The most widely used indicator is the hypervolume indicator. It measures the volume of the dominated portion of the objective space. Though the hypervolume indicator is very popular, it has not been shown that maximizing the hypervolume indicator is indeed equivalent to the overall objective of finding a good approximation of the Pareto front. To address this question, we compare the optimal approximation factor with the approximation factor achieved by sets maximizing the hypervolume indicator. We bound the optimal approximation factor of \(n\) points by \(1+\Theta(1/n)\) for arbitrary Pareto fronts. Furthermore, we prove that the same asymptotic approximation ratio is achieved by sets of \(n\) points that maximize the hypervolume indicator. This shows that the speed of convergence of the approximation ratio achieved by maximizing the hypervolume indicator is asymptotically optimal. This implies that for large values of \(n\), sets maximizing the hypervolume indicator quickly approach the optimal approximation ratio. Moreover, our bounds show that also for relatively small values of \(n\), sets maximizing the hypervolume indicator achieve a near-optimal approximation ratio.},
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                                            Evolutionary multi-objective optimization deals with the task of computing a minimal set of search points according to a given set of objective functions. The task has been made explicit in a recent paper by Zitzler et al. [13]. We take an order-theoretic view on this task and examine how the use of indicator functions can help to direct the search towards Pareto optimal sets. Thereby, we point out that evolutionary algorithms for multi-objective optimization working on the dominance relation of search points have to deal with a cyclic behavior that may lead to worsenings with respect to the Pareto-dominance relation defined on sets. Later on, we point out in which situations well-known binary and unary indicators can help to avoid this cyclic behavior.
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                                            Ant Colony Optimization (ACO) is a powerful metaheuristic for solving combinatorial optimization problems. With this paper we contribute to the theoretical understanding of this kind of algorithm by investigating the classical minimum cut problem. An ACO algorithm similar to the one that was proved successful for the minimum spanning tree problem is studied. Using rigorous runtime analyses we show how the ACO algorithm behaves similarly to Karger and Stein's algorithm for the minimum cut problem as long as the use of pheromone values is limited. Hence optimal solutions are obtained in expected polynomial time. On the other hand, we show that high use of pheromones has a negative effect, and the ACO algorithm may get trapped in local optima resulting in an exponential runtime to obtain an optimal solution. This result indicates that ACO algorithms may be inappropriate for finding minimum cuts.
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                                            This paper introduces a new component based model that makes it relatively simple to prove that certain types of landscapes are elementary. We use the model to reconstruct proofs for the Traveling Salesman Problem, Graph Coloring and Min-Cut Graph Partitioning. The same model is then used to efficiently compute the average values over particular partial neighborhoods for these same problems. For Graph Coloring and Min-Cut Graph Partitioning, this computation can be used to focus search on those moves that are most likely to yield an improving move, ignoring moves that cannot yield an improving move. Let \(x\) be a candidate solution with objective function value \(f(x)\). The mean value of the objective function over the entire landscape is denoted \(f\). Normally in an elementary landscape one can only be sure that a neighborhood includes an improving move (assuming minimization) if \(f(x) > f\). However, by computing the expected value of an appropriate partial neighborhood it is sometimes possible to know that an improving move exists in the partial neighborhood even when \(f(x) < f\).
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                                            The autocorrelation function and related correlation length are statistical quantities that capture the ruggedness of the fitness landscape: a measure that is directly related to the hardness of a problem for certain heuristic search algorithms. Typically, these quantities are estimated empirically by sampling along a random walk. In this paper, we show that a polynomial-time Walsh decomposition of the \(k\)-satisfiability evaluation function allows us to compute the exact autocorrelation function and correlation length for any given \(k\)-satisfiability instance. We also use the decomposition to compute a theoretical expectation for the autocorrelation function and correlation length over the ensemble of instances generated uniformly at random. We find that this expectation is invariant to the constrainedness of the problem as measured by the ratio of clauses to variables. However, we show that filtered problems, which are typically used in local search studies, have a bias that causes a significant deviation from the expected correlation structure of unfiltered, uniformly generated problems.
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                                            Indicator-based algorithms have become a very popular approach to solve multi-objective optimization problems. In this paper, we contribute to the theoretical understanding of algorithms maximizing the hypervolume for a given problem by distributing \(\mu\) points on the Pareto front. We examine this common approach with respect to the achieved multiplicative approximation ratio for a given multi-objective problem and relate it to a set of \(\mu\) points on the Pareto front that achieves the best possible approximation ratio. For the class of linear fronts and a class of concave fronts, we prove that the hypervolume gives the best possible approximation ratio. In addition, we examine Pareto fronts of different shapes by numerical calculations and show that the approximation computed by the hypervolume may differ from the optimal approximation ratio.
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  abstract = {Indicator-based algorithms have become a very popular approach to solve multi-objective optimization problems. In this paper, we contribute to the theoretical understanding of algorithms maximizing the hypervolume for a given problem by distributing \(\mu\) points on the Pareto front. We examine this common approach with respect to the achieved multiplicative approximation ratio for a given multi-objective problem and relate it to a set of \(\mu\) points on the Pareto front that achieves the best possible approximation ratio. For the class of linear fronts and a class of concave fronts, we prove that the hypervolume gives the best possible approximation ratio. In addition, we examine Pareto fronts of different shapes by numerical calculations and show that the approximation computed by the hypervolume may differ from the optimal approximation ratio.},
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                                            The landscape formalism unites a finite candidate solution set to a neighborhood topology and an objective function. This construct can be used to model the behavior of local search on combinatorial optimization problems. A landscape is elementary when it possesses a unique property that results in a relative smoothness and decomposability to its structure. In this paper we explain elementary landscapes in terms of the expected value of solution components which are transformed in the process of moving from an incumbent solution to a neighboring solution. We introduce new results about the properties of elementary landscapes and discuss the practical implications for search algorithms.
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  abstract = {The landscape formalism unites a finite candidate solution set to a neighborhood topology and an objective function. This construct can be used to model the behavior of local search on combinatorial optimization problems. A landscape is elementary when it possesses a unique property that results in a relative smoothness and decomposability to its structure. In this paper we explain elementary landscapes in terms of the expected value of solution components which are transformed in the process of moving from an incumbent solution to a neighboring solution. We introduce new results about the properties of elementary landscapes and discuss the practical implications for search algorithms.},
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                                            Maintaining diversity is important for the performance of evolutionary algorithms. Diversity-preserving mechanisms can enhance global exploration of the search space and enable crossover to find dissimilar individuals for recombination. We focus on the global exploration capabilities of mutation-based algorithms. Using a simple bimodal test function and rigorous runtime analyses, we compare well-known diversity-preserving mechanisms like deterministic crowding, fitness sharing, and others with a plain algorithm without diversification. We show that diversification is necessary for global exploration, but not all mechanisms succeed in finding both optima efficiently. Our theoretical results are accompanied by additional experiments for different population sizes.
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  abstract = {Maintaining diversity is important for the performance of evolutionary algorithms. Diversity-preserving mechanisms can enhance global exploration of the search space and enable crossover to find dissimilar individuals for recombination. We focus on the global exploration capabilities of mutation-based algorithms. Using a simple bimodal test function and rigorous runtime analyses, we compare well-known diversity-preserving mechanisms like deterministic crowding, fitness sharing, and others with a plain algorithm without diversification. We show that diversification is necessary for global exploration, but not all mechanisms succeed in finding both optima efficiently. Our theoretical results are accompanied by additional experiments for different population sizes.},
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                                            In this paper, we examine how adding objectives to a given optimization problem affects the computation effort required to generate the set of Pareto-optimal solutions. Experimental studies show that additional objectives may change the runtime behavior of an algorithm drastically. Often it is assumed that more objectives make a problem harder as the number of different trade-offs may increase with the problem dimension. We show that additional objectives, however, may be both beneficial and obstructive depending on the chosen objective. Our results are obtained by rigorous runtime analyses that show the different effects of adding objectives to a well-known plateau-function.
                                        
@inproceedings{DBLP:conf/gecco/BrockhoffFHKNZ07,
  abstract = {In this paper, we examine how adding objectives to a given optimization problem affects the computation effort required to generate the set of Pareto-optimal solutions. Experimental studies show that additional objectives may change the runtime behavior of an algorithm drastically. Often it is assumed that more objectives make a problem harder as the number of different trade-offs may increase with the problem dimension. We show that additional objectives, however, may be both beneficial and obstructive depending on the chosen objective. Our results are obtained by rigorous runtime analyses that show the different effects of adding objectives to a well-known plateau-function.},
  author = {Brockhoff, Dimo and Friedrich, Tobias and Hebbinghaus, Nils and Klein, Christian and Neumann, Frank and Zitzler, Eckart},
  booktitle = {Genetic and Evolutionary Computation Conference (GECCO)},
  keywords = {christianklein dimobrockhoff eckartzitzler frankneumann gecco imported nilshebbinghaus tobiasfriedrich year2007},
  pages = {765-772},
  publisher = {{ACM}},
  title = {Do additional objectives make a problem harder?},
  year = 2007
}


	[image: Differential evolution an... - Download]
Sutton, Andrew M.; Lunacek, Monte; Whitley, L. Darrell Differential evolution and non-separability: using selective pressure to focus searchGenetic and Evolutionary Computation Conference (GECCO) 2007: 1428–1435




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

                                            Recent results show that the Differential Evolution algorithm has significant difficulty on functions that are not linearly separable. On such functions, the algorithm must rely primarily on its differential mutation procedure which, unlike its recombination strategy, is rotationally invariant. We conjecture that this mutation strategy lacks sufficient selective pressure when appointing parent and donor vectors to have satisfactory exploitative power on non-separable functions. We find that imposing pressure in the form of rank-based differential mutation results in a significant improvement of exploitation on rotated benchmarks.
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                                            The main aim of randomized search heuristics is to produce good approximations of optimal solutions within a small amount of time. In contrast to numerous experimental results, there are only a few theoretical ones on this subject. We consider the approximation ability of randomized search heuristics for the class of covering problems and compare single-objective and multi-objective models for such problems. For the Vertex-Cover problem, we point out situations where the multi-objective model leads to a fast construction of optimal solutions while in the single-objective case even no good approximation can be achieved within expected polynomial time. Examining the more general Set-Cover problem we show that optimal solutions can be approximated within a factor of \(\log n\), where \(n\) is the problem dimension, using the multi-objective approach while the approximation quality obtainable by the single-objective approach in expected polynomial time may be arbitrarily bad.
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  abstract = {The main aim of randomized search heuristics is to produce good approximations of optimal solutions within a small amount of time. In contrast to numerous experimental results, there are only a few theoretical ones on this subject. We consider the approximation ability of randomized search heuristics for the class of covering problems and compare single-objective and multi-objective models for such problems. For the Vertex-Cover problem, we point out situations where the multi-objective model leads to a fast construction of optimal solutions while in the single-objective case even no good approximation can be achieved within expected polynomial time. Examining the more general Set-Cover problem we show that optimal solutions can be approximated within a factor of \(\log n\), where \(n\) is the problem dimension, using the multi-objective approach while the approximation quality obtainable by the single-objective approach in expected polynomial time may be arbitrarily bad.},
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                                            It is widely assumed and observed in experiments that the use of diversity mechanisms in evolutionary algorithms may have a great impact on its running time. Up to now there is no rigorous analysis pointing out the use of different mechanisms with respect to the runtime behavior. We consider evolutionary algorithms that differ from each other in the way they ensure diversity and point out situations where the right mechanism is crucial for the success of the algorithm. The algorithms considered either diversify the population with respect to the search points or with respect to function values. Investigating simple plateau functions, we show that using the "right" diversity strategy makes the difference between an exponential and a polynomial runtime.
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  abstract = {It is widely assumed and observed in experiments that the use of diversity mechanisms in evolutionary algorithms may have a great impact on its running time. Up to now there is no rigorous analysis pointing out the use of different mechanisms with respect to the runtime behavior. We consider evolutionary algorithms that differ from each other in the way they ensure diversity and point out situations where the right mechanism is crucial for the success of the algorithm. The algorithms considered either diversify the population with respect to the search points or with respect to function values. Investigating simple plateau functions, we show that using the "right" diversity strategy makes the difference between an exponential and a polynomial runtime.},
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                                            Particle Swarm Optimization (PSO) is a population-based optimization method in which search points employ a cooperative strategy to move toward one another. In this paper we show that PSO appears to work well on "singlefunnel" optimization functions. On more complex optimization problems, PSO tends to converge too quickly and then fail to make further progress. We contend that most benchmarks for PSO have classically been demonstrated on singlefunnel functions. However, in practice, optimization tasks are more complex and possess higher problem dimensionality. We present empirical results that support our conjecture that PSO performs well on single-funnel functions but tends to stagnate on more complicated landscapes.
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  abstract = {Particle Swarm Optimization (PSO) is a population-based optimization method in which search points employ a cooperative strategy to move toward one another. In this paper we show that PSO appears to work well on "singlefunnel" optimization functions. On more complex optimization problems, PSO tends to converge too quickly and then fail to make further progress. We contend that most benchmarks for PSO have classically been demonstrated on singlefunnel functions. However, in practice, optimization tasks are more complex and possess higher problem dimensionality. We present empirical results that support our conjecture that PSO performs well on single-funnel functions but tends to stagnate on more complicated landscapes.},
  author = {Sutton, Andrew M. and Whitley, Darrell and Lunacek, Monte and Howe, Adele E.},
  booktitle = {Genetic and Evolutionary Computation Conference (GECCO)},
  keywords = {andrewmsutton gecco imported year2006},
  pages = {75-82},
  publisher = {{ACM}},
  title = {PSO and multi-funnel landscapes: how cooperation might limit exploration},
  year = 2006
}













	
	








            


				Algorithm Engineering
			
Our research focus is on theoretical computer science and algorithm engineering. We are equally interested in the mathematical foundations of algorithms and developing efficient algorithms in practice. A special focus is on random structures and methods.







News

                23.02.2024
                | Two Papers accepted at ICAPS and PAKDD

            We are glad to announce two recently accepted papers. The first paper Incremental Ordering for Scheduling Problems was …
            >
                Zum Artikel
            

                02.01.2024
                | Three Papers accepted at AAAI, AAMAS and IPEC

            For the start of the year we are proud to announce three accepted papers! The first paper was accepted at the 38th …
            >
                Zum Artikel
            

                30.11.2023
                | HPI team qualifies for 2024 ICPC European Championship

            In the Northwestern Europe Regional Contest (NWERC), a competiitve programming contest by ICPC, three HPI student teams …
            >
                Zum Artikel
            

                30.10.2023
                | Three Papers accepted at SODA, GD and ISAAC

            Recently, our group had three more accepted papers: The first paper, Tree Containment Above Minimum Degree is FPT was …
            >
                Zum Artikel
            

                17.10.2023
                | Four new members joining

            This fall, we have four new group members joining: Farehe Soheil who has been working on graph theory and approximate …
            >
                Zum Artikel
            

                04.10.2023
                | Algorithm Engineering group hosts ADYN Summer School

            As part of the ADYN project, our group hosted this year's edition of the ADYN summer school. Taking place from 19-22 …
            >
                Zum Artikel
            







				Contact
			
Prof. Dr. Tobias Friedrich
 Algorithm Engineering
 Office: K-2.15
 E-Mail: friedrich(at)hpi.de
 
Assistant: Marilena Davis
 Raum: K-2.12
 Tel.: +49 331 5509-560
 E-Mail: office-friedrich(at)hpi.de
 
To visit us, please see these directions.








				Apply
			
We are accepting applications for Ph.D. and post-doc positions from exceptional candidates.
 
More details on what we can offer







            
        
    


    
        	Copyright Hasso-Plattner-Institut 2024
	Impressum
	Datenschutz
	AGBs
	Widerruf
	Hausordnung
	Kontakt
	Suche
	Sitemap
	Shop



    




    
		
	




















		
	



[image: ]



		
		

