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										Prof. Tsamardinos was awarded with the European Research Council, Proof of Concept grant award in 2021									
								

								22 Jun , 2022

																	The European Research Council, Proof of Concept was awarded to Professor Tsamardinos in 2021



								
							
	
								
																	
								
									
										Best paper award from the 37th BDA 2021 conference in the National French conference on Data Management For the article: “On Predictive Explanation of Data Anomalies”, Myrtakis, N., Tsamardinos, I., & Christophides									
								

								22 Jun , 2022

																	Best paper award from the 37th BDA 2021 conference in the National French conference on Data Management For the article: “On Predictive Explanation of Data Anomalies”. The authors of the article are Myrtakis Nikos, Tsamardinos Ioannis and Christophides Vassilis.



								
							
	
								
																	
								
									
										Open positions available – CALLS FOR EXPRESSION OF INTEREST									
								

								18 Jul , 2019

																	Several contractual positions are open at the MensXMachina research group. Our group is highly multi-disciplinary and multi-national focusing on data analysis and machine learning with an emphasis on biomedical data. Our scientific goals mainly revolve around: (a) the basic research on causal discovery, causal analysis, and causal modeling, (b) the design of automated machine learning

Read More



								
							
	
								
																	
								
									
										ASCO Annual Meeting									
								

								11 May , 2019

																	Prof. Tsamardinos will attend the  ASCO Annual Meeting, taking place May 31 – June 4, 2019, at the McCormick Place Convention Center in Chicago, Illinois, where his recent scientific work produced in collaboration with Oluf D. Roe from NTNU will be presented.  https://meetings.asco.org/am/register-submit-abstracts
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                        Causal discovery and inference for surrogate-assisted optimization
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					CAUSAL PATH

					Next Generation Causal Analysis  inspired by the induction of biological pathways from cytometry data

					Details
				

			

			
			
			
			
    		
					
					HUNT

					Our aim is to develop a blood test for screening of smokers and asbestos exposed individuals to detect and cure these cancers.
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					Statistical methods and tools for the integrative analysis of omics data
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									Publications
2023

	    A. Ntroumpogiannis, M. Giannoulis, N. Myrtakis, V. Christophides, E. Simon, and I. Tsamardinos, A Meta-level Analysis of Online Anomaly DetectorsThe VLDB Journal, 2023.       doi:10.1007/s00778-022-00773-x      
   [BibTeX]         [Download PDF]

@misc{https://doi.org/10.1007/s00778-022-00773-x,
  added-at = {2023-03-07T22:49:53.000+0100},
  author = {Ntroumpogiannis, Antonios and Giannoulis, Michail and Myrtakis, Nikolaos and Christophides, Vassilis and Simon, Eric and Tsamardinos, Ioannis},
  biburl = {https://www.bibsonomy.org/bibtex/2c6cd4b4041e3e546204b7a86899b350a/mensxmachina},
  copyright = {Creative Commons Attribution 4.0 International},
  doi = {10.1007/s00778-022-00773-x},
  interhash = {b686003d5f8fd9819551157d5e3123b2},
  intrahash = {c6cd4b4041e3e546204b7a86899b350a},
  keywords = {anomalies learning machine},
  publisher = {The VLDB Journal},
  timestamp = {2023-03-07T22:49:53.000+0100},
  title = {A Meta-level Analysis of Online Anomaly Detectors},
  url = {https://link.springer.com/article/10.1007/s00778-022-00773-x},
  year = 2023
}






2022

	    S. Bowler, G. Papoutsoglou, A. Karanikas, I. Tsamardinos, M. J. Corley, and L. C. Ndhlovu, “A machine learning approach utilizing DNA methylation as an accurate classifier of COVID-19 disease severity,” Scientific Reports, vol. 12, iss. 1, p. 17480–, 2022.       doi:10.1038/s41598-022-22201-4      
   [BibTeX]      [Abstract]         [Download PDF]

Since the onset of the COVID-19 pandemic, increasing cases with variable outcomes continue globally because of variants and despite vaccines and therapies. There is a need to identify at-risk individuals early that would benefit from timely medical interventions. DNA methylation provides an opportunity to identify an epigenetic signature of individuals at increased risk. We utilized machine learning to identify DNA methylation signatures of COVID-19 disease from data available through NCBI Gene Expression Omnibus. A training cohort of 460 individuals (164 COVID-19-infected and 296 non-infected) and an external validation dataset of 128 individuals (102 COVID-19-infected and 26 non-COVID-associated pneumonia) were reanalyzed. Data was processed using ChAMP and beta values were logit transformed. The JADBio AutoML platform was leveraged to identify a methylation signature associated with severe COVID-19 disease. We identified a random forest classification model from 4 unique methylation sites with the power to discern individuals with severe COVID-19 disease. The average area under the curve of receiver operator characteristic (AUC-ROC) of the model was 0.933 and the average area under the precision-recall curve (AUC-PRC) was 0.965. When applied to our external validation, this model produced an AUC-ROC of 0.898 and an AUC-PRC of 0.864. These results further our understanding of the utility of DNA methylation in COVID-19 disease pathology and serve as a platform to inform future COVID-19 related studies.



@article{bowler2022machine,
  abstract = {Since the onset of the COVID-19 pandemic, increasing cases with variable outcomes continue globally because of variants and despite vaccines and therapies. There is a need to identify at-risk individuals early that would benefit from timely medical interventions. DNA methylation provides an opportunity to identify an epigenetic signature of individuals at increased risk. We utilized machine learning to identify DNA methylation signatures of COVID-19 disease from data available through NCBI Gene Expression Omnibus. A training cohort of 460 individuals (164 COVID-19-infected and 296 non-infected) and an external validation dataset of 128 individuals (102 COVID-19-infected and 26 non-COVID-associated pneumonia) were reanalyzed. Data was processed using ChAMP and beta values were logit transformed. The JADBio AutoML platform was leveraged to identify a methylation signature associated with severe COVID-19 disease. We identified a random forest classification model from 4 unique methylation sites with the power to discern individuals with severe COVID-19 disease. The average area under the curve of receiver operator characteristic (AUC-ROC) of the model was 0.933 and the average area under the precision-recall curve (AUC-PRC) was 0.965. When applied to our external validation, this model produced an AUC-ROC of 0.898 and an AUC-PRC of 0.864. These results further our understanding of the utility of DNA methylation in COVID-19 disease pathology and serve as a platform to inform future COVID-19 related studies.},
  added-at = {2023-03-07T22:52:39.000+0100},
  author = {Bowler, Scott and Papoutsoglou, Georgios and Karanikas, Aristides and Tsamardinos, Ioannis and Corley, Michael J. and Ndhlovu, Lishomwa C.},
  biburl = {https://www.bibsonomy.org/bibtex/224959130925e38210da9cab651bbaaaf/mensxmachina},
  doi = {10.1038/s41598-022-22201-4},
  interhash = {c95ccd60f041a590226ac5efad7c573c},
  intrahash = {24959130925e38210da9cab651bbaaaf},
  issn = {20452322},
  journal = {Scientific Reports},
  keywords = {DNA covid learning machine},
  number = 1,
  pages = {17480--},
  refid = {Bowler2022},
  timestamp = {2023-03-07T22:52:39.000+0100},
  title = {A machine learning approach utilizing DNA methylation as an accurate classifier of COVID-19 disease severity},
  url = {https://doi.org/10.1038/s41598-022-22201-4},
  volume = 12,
  year = 2022
}




	    M. Karaglani, M. Panagopoulou, C. Cheimonidi, I. Tsamardinos, E. Maltezos, N. Papanas, D. Papazoglou, G. Mastorakos, and E. Chatzaki, “Liquid Biopsy in Type 2 Diabetes Mellitus Management: Building Specific Biosignatures via Machine Learning,” Journal of Clinical Medicine, vol. 11, iss. 4, 2022.       doi:10.3390/jcm11041045      
   [BibTeX]      [Abstract]         [Download PDF]

Background: The need for minimally invasive biomarkers for the early diagnosis of type 2 diabetes (T2DM) prior to the clinical onset and monitoring of β-pancreatic cell loss is emerging. Here, we focused on studying circulating cell-free DNA (ccfDNA) as a liquid biopsy biomaterial for accurate diagnosis/monitoring of T2DM. Methods: ccfDNA levels were directly quantified in sera from 96 T2DM patients and 71 healthy individuals via fluorometry, and then fragment DNA size profiling was performed by capillary electrophoresis. Following this, ccfDNA methylation levels of five β-cell-related genes were measured via qPCR. Data were analyzed by automated machine learning to build classifying predictive models. Results: ccfDNA levels were found to be similar between groups but indicative of apoptosis in T2DM. INS (Insulin), IAPP (Islet Amyloid Polypeptide-Amylin), GCK (Glucokinase), and KCNJ11 (Potassium Inwardly Rectifying Channel Subfamily J member 11) levels differed significantly between groups. AutoML analysis delivered biosignatures including GCK, IAPP and KCNJ11 methylation, with the highest ever reported discriminating performance of T2DM from healthy individuals (AUC 0.927). Conclusions: Our data unravel the value of ccfDNA as a minimally invasive biomaterial carrying important clinical information for T2DM. Upon prospective clinical evaluation, the built biosignature can be disruptive for T2DM clinical management.



@article{jcm11041045,
  abstract = {Background: The need for minimally invasive biomarkers for the early diagnosis of type 2 diabetes (T2DM) prior to the clinical onset and monitoring of β-pancreatic cell loss is emerging. Here, we focused on studying circulating cell-free DNA (ccfDNA) as a liquid biopsy biomaterial for accurate diagnosis/monitoring of T2DM. Methods: ccfDNA levels were directly quantified in sera from 96 T2DM patients and 71 healthy individuals via fluorometry, and then fragment DNA size profiling was performed by capillary electrophoresis. Following this, ccfDNA methylation levels of five β-cell-related genes were measured via qPCR. Data were analyzed by automated machine learning to build classifying predictive models. Results: ccfDNA levels were found to be similar between groups but indicative of apoptosis in T2DM. INS (Insulin), IAPP (Islet Amyloid Polypeptide-Amylin), GCK (Glucokinase), and KCNJ11 (Potassium Inwardly Rectifying Channel Subfamily J member 11) levels differed significantly between groups. AutoML analysis delivered biosignatures including GCK, IAPP and KCNJ11 methylation, with the highest ever reported discriminating performance of T2DM from healthy individuals (AUC 0.927). Conclusions: Our data unravel the value of ccfDNA as a minimally invasive biomaterial carrying important clinical information for T2DM. Upon prospective clinical evaluation, the built biosignature can be disruptive for T2DM clinical management.},
  added-at = {2022-06-22T10:51:41.000+0200},
  article-number = {1045},
  author = {Karaglani, Makrina and Panagopoulou, Maria and Cheimonidi, Christina and Tsamardinos, Ioannis and Maltezos, Efstratios and Papanas, Nikolaos and Papazoglou, Dimitrios and Mastorakos, George and Chatzaki, Ekaterini},
  biburl = {https://www.bibsonomy.org/bibtex/2fa7bb5fb798e4e91d2532d3115dcbbef/mensxmachina},
  doi = {10.3390/jcm11041045},
  interhash = {f3820dbe8f6b53a53f1671c62d64dfaf},
  intrahash = {fa7bb5fb798e4e91d2532d3115dcbbef},
  issn = {2077-0383},
  journal = {Journal of Clinical Medicine},
  keywords = {biopsy diabetes learning machine mellitus},
  number = 4,
  pubmedid = {35207316},
  timestamp = {2022-06-22T10:51:41.000+0200},
  title = {Liquid Biopsy in Type 2 Diabetes Mellitus Management: Building Specific Biosignatures via Machine Learning},
  url = {https://www.mdpi.com/2077-0383/11/4/1045},
  volume = 11,
  year = 2022
}




	    J. L. Marshall, B. N. Peshkin, T. Yoshino, J. Vowinckel, H. E. Danielsen, G. Melino, I. Tsamardinos, C. Haudenschild, D. J. Kerr, C. Sampaio, S. Y. Rha, K. T. FitzGerald, E. C. Holland, D. Gallagher, J. Garcia-Foncillas, and H. Juhl, “The Essentials of Multiomics,” The Oncologist, vol. 27, iss. 4, pp. 272-284, 2022.       doi:10.1093/oncolo/oyab048      
   [BibTeX]      [Abstract]         [Download PDF]

Within the last decade, the science of molecular testing has evolved from single gene and single protein analysis to broad molecular profiling as a standard of care, quickly transitioning from research to practice. Terms such as genomics, transcriptomics, proteomics, circulating omics, and artificial intelligence are now commonplace, and this rapid evolution has left us with a significant knowledge gap within the medical community. In this paper, we attempt to bridge that gap and prepare the physician in oncology for multiomics, a group of technologies that have gone from looming on the horizon to become a clinical reality. The era of multiomics is here, and we must prepare ourselves for this exciting new age of cancer medicine.



@article{10.1093/oncolo/oyab048,
  abstract = {{Within the last decade, the science of molecular testing has evolved from single gene and single protein analysis to broad molecular profiling as a standard of care, quickly transitioning from research to practice. Terms such as genomics, transcriptomics, proteomics, circulating omics, and artificial intelligence are now commonplace, and this rapid evolution has left us with a significant knowledge gap within the medical community. In this paper, we attempt to bridge that gap and prepare the physician in oncology for multiomics, a group of technologies that have gone from looming on the horizon to become a clinical reality. The era of multiomics is here, and we must prepare ourselves for this exciting new age of cancer medicine.}},
  added-at = {2022-06-22T10:50:12.000+0200},
  author = {Marshall, John L and Peshkin, Beth N and Yoshino, Takayuki and Vowinckel, Jakob and Danielsen, Håvard E and Melino, Gerry and Tsamardinos, Ioannis and Haudenschild, Christian and Kerr, David J and Sampaio, Carlos and Rha, Sun Young and FitzGerald, Kevin T and Holland, Eric C and Gallagher, David and Garcia-Foncillas, Jesus and Juhl, Hartmut},
  biburl = {https://www.bibsonomy.org/bibtex/24d888d87a990372de0d0a08a01774ad6/mensxmachina},
  doi = {10.1093/oncolo/oyab048},
  eprint = {https://academic.oup.com/oncolo/article-pdf/27/4/272/43287416/oyab048.pdf},
  interhash = {f0ee8d8b0e2acf63c050b1f6f58be762},
  intrahash = {4d888d87a990372de0d0a08a01774ad6},
  issn = {1083-7159},
  journal = {The Oncologist},
  keywords = {mensxmachina multi-omics},
  month = {02},
  number = 4,
  pages = {272-284},
  timestamp = {2022-06-22T10:50:12.000+0200},
  title = {{The Essentials of Multiomics}},
  url = {https://doi.org/10.1093/oncolo/oyab048},
  volume = 27,
  year = 2022
}






2021 

	    J. Marcos-Zambrano, K. Karaduzovic-Hadziabdic, T. Turukalo, P. Przymus, V. Trajkovik, O. Aasmets, M. Berland, G. Gruca, J. Hasic, K. Hron, T. Klammsteiner, M. Kolev, L. Lanthi, M. Lopez, V. Moreno, I. Naskinova, E. Org, I. Paciência, G. Papoutsoglou, R. Shigdel, B. Stres, B. Vilne, M. Yousef, E. Zdravevski, I. Tsamardinos, E. Carrillo de Santa Pau, M. Claesson, I. Moreno-Indias, and J. Truu, “Applications of Machine Learning in Human Microbiome Studies: A Review on Feature Selection, Biomarker Identification, Disease Prediction and Treatment,” Frontiers in Microbiology , vol. 12, 2021 .       doi:https://doi.org/10.3389/fmicb.2021.634511      
   [BibTeX]      [Abstract]         [Download PDF]

The number of microbiome-related studies has notably increased the availability of data on human microbiome composition and function. These studies provide the essential material to deeply explore host-microbiome associations and their relation to the development and progression of various complex diseases. Improved data-analytical tools are needed to exploit all information from these biological datasets, taking into account the peculiarities of microbiome data, i.e., compositional, heterogeneous and sparse nature of these datasets. The possibility of predicting host-phenotypes based on taxonomy-informed feature selection to establish an association between microbiome and predict disease states is beneficial for personalized medicine. In this regard, machine learning (ML) provides new insights into the development of models that can be used to predict outputs, such as classification and prediction in microbiology, infer host phenotypes to predict diseases and use microbial communities to stratify patients by their characterization of state-specific microbial signatures. Here we review the state-of-the-art ML methods and respective software applied in human microbiome studies, performed as part of the COST Action ML4Microbiome activities. This scoping review focuses on the application of ML in microbiome studies related to association and clinical use for diagnostics, prognostics, and therapeutics. Although the data presented here is more related to the bacterial community, many algorithms could be applied in general, regardless of the feature type. This literature and software review covering this broad topic is aligned with the scoping review methodology. The manual identification of data sources has been complemented with: (1) automated publication search through digital libraries of the three major publishers using natural language processing (NLP) Toolkit, and (2) an automated identification of relevant software repositories on GitHub and ranking of the related research papers relying on learning to rank approach.



@article{noauthororeditor,
  abstract = {The number of microbiome-related studies has notably increased the availability of data on human microbiome composition and function. These studies provide the essential material to deeply explore host-microbiome associations and their relation to the development and progression of various complex diseases. Improved data-analytical tools are needed to exploit all information from these biological datasets, taking into account the peculiarities of microbiome data, i.e., compositional, heterogeneous and sparse nature of these datasets. The possibility of predicting host-phenotypes based on taxonomy-informed feature selection to establish an association between microbiome and predict disease states is beneficial for personalized medicine. In this regard, machine learning (ML) provides new insights into the development of models that can be used to predict outputs, such as classification and prediction in microbiology, infer host phenotypes to predict diseases and use microbial communities to stratify patients by their characterization of state-specific microbial signatures. Here we review the state-of-the-art ML methods and respective software applied in human microbiome studies, performed as part of the COST Action ML4Microbiome activities. This scoping review focuses on the application of ML in microbiome studies related to association and clinical use for diagnostics, prognostics, and therapeutics. Although the data presented here is more related to the bacterial community, many algorithms could be applied in general, regardless of the feature type. This literature and software review covering this broad topic is aligned with the scoping review methodology. The manual identification of data sources has been complemented with: (1) automated publication search through digital libraries of the three major publishers using natural language processing (NLP) Toolkit, and (2) an automated identification of relevant software repositories on GitHub and ranking of the related research papers relying on learning to rank approach.},
  added-at = {2021-02-25T10:36:00.000+0100},
  author = {Marcos-Zambrano, J and Karaduzovic-Hadziabdic, K and Turukalo, TL and Przymus, P and Trajkovik, V and Aasmets, O and Berland, M and Gruca, G and Hasic, J and Hron, K and Klammsteiner, T and Kolev, M and Lanthi, L and Lopez, M and Moreno, V and Naskinova, I and Org, E and Paciência, I and Papoutsoglou, G and Shigdel, R and Stres, B and Vilne, B and Yousef, M and Zdravevski, E and Tsamardinos, I and Carrillo de Santa Pau, E and Claesson, M and Moreno-Indias, I and Truu, J},
  biburl = {https://www.bibsonomy.org/bibtex/2e4c40be94c0336da43bf409d6a1272a7/mensxmachina},
  doi = {https://doi.org/10.3389/fmicb.2021.634511},
  interhash = {4f472a04bb70097a1db5243fc5c2ba8d},
  intrahash = {e4c40be94c0336da43bf409d6a1272a7},
  journal = {Frontiers in Microbiology },
  keywords = {ML},
  timestamp = {2021-02-25T10:36:00.000+0100},
  title = {Applications of Machine Learning in Human Microbiome Studies: A Review on Feature Selection, Biomarker Identification, Disease Prediction and Treatment},
  url = {https://www.frontiersin.org/articles/10.3389/fmicb.2021.634511/full},
  volume = 12,
  year = {2021 }
}






2021

	    L. J. Marcos-Zambrano, K. Karaduzovic-Hadziabdic, T. Loncar Turukalo, P. Przymus, V. Trajkovik, O. Aasmets, M. Berland, A. Gruca, J. Hasic, K. Hron, T. Klammsteiner, M. Kolev, L. Lahti, M. B. Lopes, V. Moreno, I. Naskinova, E. Org, I. Paciência, G. Papoutsoglou, R. Shigdel, B. Stres, B. Vilne, M. Yousef, E. Zdravevski, I. Tsamardinos, E. Carrillo de Santa Pau, M. J. Claesson, I. Moreno-Indias, and J. Truu, “Applications of Machine Learning in Human Microbiome Studies: A Review on Feature Selection, Biomarker Identification, Disease Prediction and Treatment,” Frontiers in Microbiology, vol. 12, 2021.       doi:10.3389/fmicb.2021.634511      
   [BibTeX]      [Abstract]         [Download PDF]

The number of microbiome-related studies has notably increased the availability of data on human microbiome composition and function. These studies provide the essential material to deeply explore host-microbiome associations and their relation to the development and progression of various complex diseases. Improved data-analytical tools are needed to exploit all information from these biological datasets, taking into account the peculiarities of microbiome data, i.e., compositional, heterogeneous and sparse nature of these datasets. The possibility of predicting host-phenotypes based on taxonomy-informed feature selection to establish an association between microbiome and predict disease states is beneficial for personalized medicine. In this regard, machine learning (ML) provides new insights into the development of models that can be used to predict outputs, such as classification and prediction in microbiology, infer host phenotypes to predict diseases and use microbial communities to stratify patients by their characterization of state-specific microbial signatures. Here we review the state-of-the-art ML methods and respective software applied in human microbiome studies, performed as part of the COST Action ML4Microbiome activities. This scoping review focuses on the application of ML in microbiome studies related to association and clinical use for diagnostics, prognostics, and therapeutics. Although the data presented here is more related to the bacterial community, many algorithms could be applied in general, regardless of the feature type. This literature and software review covering this broad topic is aligned with the scoping review methodology. The manual identification of data sources has been complemented with: (1) automated publication search through digital libraries of the three major publishers using natural language processing (NLP) Toolkit, and (2) an automated identification of relevant software repositories on GitHub and ranking of the related research papers relying on learning to rank approach.



@article{10.3389/fmicb.2021.634511,
  abstract = {The number of microbiome-related studies has notably increased the availability of data on human microbiome composition and function. These studies provide the essential material to deeply explore host-microbiome associations and their relation to the development and progression of various complex diseases. Improved data-analytical tools are needed to exploit all information from these biological datasets, taking into account the peculiarities of microbiome data, i.e., compositional, heterogeneous and sparse nature of these datasets. The possibility of predicting host-phenotypes based on taxonomy-informed feature selection to establish an association between microbiome and predict disease states is beneficial for personalized medicine. In this regard, machine learning (ML) provides new insights into the development of models that can be used to predict outputs, such as classification and prediction in microbiology, infer host phenotypes to predict diseases and use microbial communities to stratify patients by their characterization of state-specific microbial signatures. Here we review the state-of-the-art ML methods and respective software applied in human microbiome studies, performed as part of the COST Action ML4Microbiome activities. This scoping review focuses on the application of ML in microbiome studies related to association and clinical use for diagnostics, prognostics, and therapeutics. Although the data presented here is more related to the bacterial community, many algorithms could be applied in general, regardless of the feature type. This literature and software review covering this broad topic is aligned with the scoping review methodology. The manual identification of data sources has been complemented with: (1) automated publication search through digital libraries of the three major publishers using natural language processing (NLP) Toolkit, and (2) an automated identification of relevant software repositories on GitHub and ranking of the related research papers relying on learning to rank approach.},
  added-at = {2022-06-22T10:58:03.000+0200},
  author = {Marcos-Zambrano, Laura Judith and Karaduzovic-Hadziabdic, Kanita and Loncar Turukalo, Tatjana and Przymus, Piotr and Trajkovik, Vladimir and Aasmets, Oliver and Berland, Magali and Gruca, Aleksandra and Hasic, Jasminka and Hron, Karel and Klammsteiner, Thomas and Kolev, Mikhail and Lahti, Leo and Lopes, Marta B. and Moreno, Victor and Naskinova, Irina and Org, Elin and Paciência, Inês and Papoutsoglou, Georgios and Shigdel, Rajesh and Stres, Blaz and Vilne, Baiba and Yousef, Malik and Zdravevski, Eftim and Tsamardinos, Ioannis and Carrillo de Santa Pau, Enrique and Claesson, Marcus J. and Moreno-Indias, Isabel and Truu, Jaak},
  biburl = {https://www.bibsonomy.org/bibtex/2b27cd61df0c85a21e0dd04b0fc7dfc6e/mensxmachina},
  doi = {10.3389/fmicb.2021.634511},
  interhash = {9365312756fb3fb9714d2f38a30626eb},
  intrahash = {b27cd61df0c85a21e0dd04b0fc7dfc6e},
  issn = {1664-302X},
  journal = {Frontiers in Microbiology},
  keywords = {applications biomarker disease learning machine microbiome predictive},
  timestamp = {2022-06-22T10:58:03.000+0200},
  title = {Applications of Machine Learning in Human Microbiome Studies: A Review on Feature Selection, Biomarker Identification, Disease Prediction and Treatment},
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Objective We prospectively recorded clinical and laboratory parameters from patients with metastatic non-small cell lung cancer (NSCLC) treated with 2nd line PD-1/PD-L1 inhibitors in order to address their effect on treatment outcomes.   Materials and methods Clinicopathological information (age, performance status, smoking, body mass index, histology, organs with metastases), use and duration of proton pump inhibitors, steroids and antibiotics (ATB) and laboratory values [neutrophil/lymphocyte ratio, LDH, albumin] were prospectively collected. Steroid administration was defined as the use of > 10 mg prednisone equivalent for ≥ 10 days. Prolonged ATB administration was defined as ATB ≥ 14 days 30 days before or within the first 3 months of treatment. JADBio, a machine learning pipeline was applied for further multivariate analysis.   Results Data from 66 pts with non-oncogenic driven metastatic NSCLC were analyzed; 15.2% experienced partial response (PR), 34.8% stable disease (SD) and 50% progressive disease (PD). Median overall survival (OS) was 6.77 months. ATB administration did not affect patient OS [HR = 1.35 (CI: 0.761–2.406, p = 0.304)], however, prolonged ATBs [HR = 2.95 (CI: 1.62–5.36, p = 0.0001)] and the presence of bone metastases [HR = 1.89 (CI: 1.02–3.51, p = 0.049)] independently predicted for shorter survival. Prolonged ATB administration, bone metastases, liver metastases and BMI < 25 kg/m2 were selected by JADbio as the important features that were associated with increased probability of developing disease progression as response to treatment. The resulting algorithm that was created was able to predict the probability of disease stabilization (PR or SD) in a single individual with an AUC = 0.806 [95% CI:0.714–0.889].   Conclusions Our results demonstrate an adverse effect of prolonged ATBs on response and survival and underscore their importance along with the presence of bone metastases, liver metastases and low BMI in the individual prediction of outcomes in patients treated with immunotherapy.



@article{10.1371/journal.pone.0252537,
  abstract = {Objective We prospectively recorded clinical and laboratory parameters from patients with metastatic non-small cell lung cancer (NSCLC) treated with 2nd line PD-1/PD-L1 inhibitors in order to address their effect on treatment outcomes.   Materials and methods Clinicopathological information (age, performance status, smoking, body mass index, histology, organs with metastases), use and duration of proton pump inhibitors, steroids and antibiotics (ATB) and laboratory values [neutrophil/lymphocyte ratio, LDH, albumin] were prospectively collected. Steroid administration was defined as the use of > 10 mg prednisone equivalent for ≥ 10 days. Prolonged ATB administration was defined as ATB ≥ 14 days 30 days before or within the first 3 months of treatment. JADBio, a machine learning pipeline was applied for further multivariate analysis.   Results Data from 66 pts with non-oncogenic driven metastatic NSCLC were analyzed; 15.2% experienced partial response (PR), 34.8% stable disease (SD) and 50% progressive disease (PD). Median overall survival (OS) was 6.77 months. ATB administration did not affect patient OS [HR = 1.35 (CI: 0.761–2.406, p = 0.304)], however, prolonged ATBs [HR = 2.95 (CI: 1.62–5.36, p = 0.0001)] and the presence of bone metastases [HR = 1.89 (CI: 1.02–3.51, p = 0.049)] independently predicted for shorter survival. Prolonged ATB administration, bone metastases, liver metastases and BMI < 25 kg/m2 were selected by JADbio as the important features that were associated with increased probability of developing disease progression as response to treatment. The resulting algorithm that was created was able to predict the probability of disease stabilization (PR or SD) in a single individual with an AUC = 0.806 [95% CI:0.714–0.889].   Conclusions Our results demonstrate an adverse effect of prolonged ATBs on response and survival and underscore their importance along with the presence of bone metastases, liver metastases and low BMI in the individual prediction of outcomes in patients treated with immunotherapy.},
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Most feature selection methods identify only a single solution. This is acceptable for predictive purposes, but is not sufficient for knowledge discovery if multiple solutions exist. We propose a strategy to extend a class of greedy methods to efficiently identify multiple solutions, and show under which conditions it identifies all solutions. We also introduce a taxonomy of features that takes the existence of multiple solutions into account. Furthermore, we explore different definitions of statistical equivalence of solutions, as well as methods for testing equivalence. A novel algorithm for compactly representing and visualizing multiple solutions is also introduced. In experiments we show that (a) the proposed algorithm is significantly more computationally efficient than the TIE* algorithm, the only alternative approach with similar theoretical guarantees, while identifying similar solutions to it, and (b) that the identified solutions have similar predictive performance.
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DNA methylation plays an important role in breast cancer (BrCa) pathogenesis and could contribute to driving its personalized management. We performed a complete bioinformatic analysis in BrCa whole methylome datasets, analyzed using the Illumina methylation 450 bead-chip array. Differential methylation analysis vs. clinical end-points resulted in 11,176 to 27,786 differentially methylated genes (DMGs). Innovative automated machine learning (AutoML) was employed to construct signatures with translational value. Three highly performing and low-feature-number signatures were built: (1) A 5-gene signature discriminating BrCa patients from healthy individuals (area under the curve (AUC): 0.994 (0.982–1.000)). (2) A 3-gene signature identifying BrCa metastatic disease (AUC: 0.986 (0.921–1.000)). (3) Six equivalent 5-gene signatures diagnosing early disease (AUC: 0.973 (0.920–1.000)). Validation in independent patient groups verified performance. Bioinformatic tools for functional analysis and protein interaction prediction were also employed. All protein encoding features included in the signatures were associated with BrCa-related pathways. Functional analysis of DMGs highlighted the regulation of transcription as the main biological process, the nucleus as the main cellular component and transcription factor activity and sequence-specific DNA binding as the main molecular functions. Overall, three high-performance diagnostic/prognostic signatures were built and are readily available for improving BrCa precision management upon prospective clinical validation. Revisiting archived methylomes through novel bioinformatic approaches revealed significant clarifying knowledge for the contribution of gene methylation events in breast carcinogenesis.



@article{Panagopoulou_2021,
  abstract = {DNA methylation plays an important role in breast cancer (BrCa) pathogenesis and could contribute to driving its personalized management. We performed a complete bioinformatic analysis in BrCa whole methylome datasets, analyzed using the Illumina methylation 450 bead-chip array. Differential methylation analysis vs. clinical end-points resulted in 11,176 to 27,786 differentially methylated genes (DMGs). Innovative automated machine learning (AutoML) was employed to construct signatures with translational value. Three highly performing and low-feature-number signatures were built: (1) A 5-gene signature discriminating BrCa patients from healthy individuals (area under the curve (AUC): 0.994 (0.982–1.000)). (2) A 3-gene signature identifying BrCa metastatic disease (AUC: 0.986 (0.921–1.000)). (3) Six equivalent 5-gene signatures diagnosing early disease (AUC: 0.973 (0.920–1.000)). Validation in independent patient groups verified performance. Bioinformatic tools for functional analysis and protein interaction prediction were also employed. All protein encoding features included in the signatures were associated with BrCa-related pathways. Functional analysis of DMGs highlighted the regulation of transcription as the main biological process, the nucleus as the main cellular component and transcription factor activity and sequence-specific DNA binding as the main molecular functions. Overall, three high-performance diagnostic/prognostic signatures were built and are readily available for improving BrCa precision management upon prospective clinical validation. Revisiting archived methylomes through novel bioinformatic approaches revealed significant clarifying knowledge for the contribution of gene methylation events in breast carcinogenesis.},
  added-at = {2021-04-05T10:25:29.000+0200},
  author = {Panagopoulou, Maria and Karaglani, Makrina and Manolopoulos, Vangelis G. and Iliopoulos, Ioannis and Tsamardinos, Ioannis and Chatzaki, Ekaterini},
  biburl = {https://www.bibsonomy.org/bibtex/25938c275248de01841423c461744c95c/mensxmachina},
  doi = {10.3390/cancers13071677},
  interhash = {9a46961bf0583786199d3b4d978bcb01},
  intrahash = {5938c275248de01841423c461744c95c},
  journal = {Cancers},
  keywords = {imported},
  month = apr,
  number = 7,
  pages = 1677,
  publisher = {{MDPI} {AG}},
  timestamp = {2021-04-05T10:25:29.000+0200},
  title = {Deciphering the Methylation Landscape in Breast Cancer: Diagnostic and Prognostic Biosignatures through Automated Machine Learning},
  url = {https://doi.org/10.3390%2Fcancers13071677},
  volume = 13,
  year = 2021
}




	    G. Borboudakis and I. Tsamardinos, "Extending Greedy Feature Selection Algorithms to Multiple Solutions," Data Mining and Knowledge Discovery, vol. to appear , 2021.       
   [BibTeX]

@article{borboudakis2021mining,
  added-at = {2021-03-17T12:12:52.000+0100},
  author = {Borboudakis, G and Tsamardinos, I},
  biburl = {https://www.bibsonomy.org/bibtex/295b55379724af7ef52054e5a33fd4745/mensxmachina},
  interhash = {2111a54b383124f93dad8b9ebd26afb5},
  intrahash = {95b55379724af7ef52054e5a33fd4745},
  journal = {Data Mining and Knowledge Discovery},
  keywords = {mxmcausalpath},
  timestamp = {2021-03-18T10:07:49.000+0100},
  title = {Extending Greedy Feature Selection Algorithms to Multiple Solutions},
  volume = {to appear },
  year = 2021
}




	    N. Myrtakis, I. Tsamardinos, and V. Christophides, "PROTEUS: Predictive Explanation of Anomalies,," , vol. IEEE 37th International Conference on Data Engineering (ICDE) 2021, 2021.       
   [BibTeX]      [Abstract]

Numerous algorithms have been proposed for detecting anomalies (outliers, novelties) in an unsupervised manner. Unfortunately, it is not trivial, in general, to understand why a given sample (record) is labelled as an anomaly and thus diagnose its root causes. We propose the following reduced-dimensionality, surrogate model approach to explain detector decisions: approximate the detection model with another one that employs only a small subset of features. Subsequently, samples can be visualized in this low-dimensionality space for human understanding. To this end, we develop PROTEUS, an AutoML pipeline to produce the surrogate model, specifically designed for feature selection on imbalanced datasets. The PROTEUS surrogate model can not only explain the training data, but also the out-of-sample (unseen) data. In other words, PROTEUS produces predictive explanations by approximating the decision surface of an unsupervised detector. PROTEUS is designed to return an accurate estimate of out-of-sample predictive performance to serve as a metric of the quality of the approximation. Computational experiments confirm the efficacy of PROTEUS to produce predictive explanations for different families of detectors and to reliably estimate their predictive performance in unseen data. Unlike several ad-hoc feature importance methods, PROTEUS is robust to high-dimensional data. 
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Inferring the driving equations of a dynamical system from population or time-course data is important in several scientific fields such as biochemistry, epidemiology, financial mathematics and many others. Despite the existence of algorithms that learn the dynamics from trajectorial measurements there are few attempts to infer the dynamical system straight from population data. In this work, we deduce and then computationally estimate the Fokker-Planck equation which describes the evolution of the population’s probability density, based on stochastic differential equations. Then, following the USDL approach [22], we project the Fokker-Planck equation to a proper set of test functions, transforming it into a linear system of equations. Finally, we apply sparse inference methods to solve the latter system and thus induce the driving forces of the dynamical system. Our approach is illustrated in both synthetic and real data including non-linear, multimodal stochastic differential equations, biochemical reaction networks as well as mass cytometry biological measurements.
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Feature selection for predictive analytics is the problem of identifying a minimal-size subset of features that is maximally predictive of an outcome of interest. To apply to molecular data, feature selection algorithms need to be scalable to tens of thousands of features. In this paper, we propose γ-OMP, a generalisation of the highly-scalable Orthogonal Matching Pursuit feature selection algorithm. γ-OMP can handle (a) various types of outcomes, such as continuous, binary, nominal, time-to-event, (b) discrete (categorical) features, (c) different statistical-based stopping criteria, (d) several predictive models (e.g., linear or logistic regression), (e) various types of residuals, and (f) different types of association. We compare γ-OMP against LASSO, a prototypical, widely used algorithm for high-dimensional data. On both simulated data and several real gene expression datasets, γ-OMP is on par, or outperforms LASSO in binary classification (case-control data), regression (quantified outcomes), and time-to-event data (censored survival times). γ-OMP is based on simple statistical ideas, it is easy to implement and to extend, and our extensive evaluation shows that it is also effective in bioinformatics analysis settings.
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High-throughput technologies such as microarrays and RNA-sequencing (RNA-seq) allow to precisely quantify transcriptomic profiles, generating datasets that are inevitably high-dimensional. In this work, we investigate whether the whole human transcriptome can be represented in a compressed, low dimensional latent space without loosing relevant information. We thus constructed low-dimensional latent feature spaces of the human genome, by utilizing three dimensionality reduction approaches and a diverse set of curated datasets. We applied standard Principal Component Analysis (PCA), kernel PCA and Autoencoder Neural Networks on 1360 datasets from four different measurement technologies. The latent feature spaces are tested for their ability to (a) reconstruct the original data and (b) improve predictive performance on validation datasets not used during the creation of the feature space. While linear techniques show better reconstruction performance, nonlinear approaches, particularly, neural-based models seem to be able to capture non-additive interaction effects, and thus enjoy stronger predictive capabilities. Despite the limited sample size of each dataset and the biological / technological heterogeneity across studies, our results show that low dimensional representations of the human transcriptome can be achieved by integrating hundreds of datasets. The created space is two to three orders of magnitude smaller compared to the raw data, offering the ability of capturing a large portion of the original data variability and eventually reducing computational time for downstream analyses.
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Technologies for profiling samples using different omics platforms have been at the forefront since the human genome project. Large-scale multi-omics data hold the promise of deciphering different regulatory layers. Yet, while there is a myriad of bioinformatics tools, each multi-omics analysis appears to start from scratch with an arbitrary decision over which tools to use and how to combine them. It is therefore an unmet need to conceptualize how to integrate such data and to implement and validate pipelines in different cases. We have designed a conceptual framework (STATegra), aiming it to be as generic as possible for multi-omics analysis, combining machine learning component analysis, non-parametric data combination and a multi-omics exploratory analysis in a step-wise manner. While in several studies we have previously combined those integrative tools, here we provide a systematic description of the STATegra framework and its validation using two TCGA case studies. For both, the Glioblastoma and the Skin Cutaneous Melanoma cases, we demonstrate an enhanced capacity to identify features in comparison to single-omics analysis. Such an integrative multi-omics analysis framework for the identification of features and components facilitates the discovery of new biology. Finally, we provide several options for applying the STATegra framework when parametric assumptions are fulfilled, and for the case when not all the samples are profiled for all omics. The STATegra framework is built using several tools, which are being integrated step-by-step as OpenSource in the STATegRa Bioconductor package https://bioconductor.org/packages/release/bioc/html/STATegra.html.
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Background: Posttraumatic stress disorder (PTSD) is a relatively common consequence of deployment to war zones. Early postdeployment screening with the aim of identifying those at risk for PTSD in the years following deployment will help deliver interventions to those in need but have so far proved unsuccessful. Objective: This study aimed to test the applicability of automated model selection and the ability of automated machine learning prediction models to transfer across cohorts and predict screening-level PTSD 2.5 years and 6.5 years after deployment. Methods: Automated machine learning was applied to data routinely collected 6-8 months after return from deployment from 3 different cohorts of Danish soldiers deployed to Afghanistan in 2009 (cohort 1, N=287 or N=261 depending on the timing of the outcome assessment), 2010 (cohort 2, N=352), and 2013 (cohort 3, N=232). Results: Models transferred well between cohorts. For screening-level PTSD 2.5 and 6.5 years after deployment, random forest models provided the highest accuracy as measured by area under the receiver operating characteristic curve (AUC): 2.5 years, AUC=0.77, 95% CI 0.71-0.83; 6.5 years, AUC=0.78, 95% CI 0.73-0.83. Linear models performed equally well. Military rank, hyperarousal symptoms, and total level of PTSD symptoms were highly predictive. Conclusions: Automated machine learning provided validated models that can be readily implemented in future deployment cohorts in the Danish Defense with the aim of targeting postdeployment support interventions to those at highest risk for developing PTSD, provided the cohorts are deployed on similar missions.



@article{karstoft2020applicability,
  abstract = {Background: Posttraumatic stress disorder (PTSD) is a relatively common consequence of deployment to war zones. Early postdeployment screening with the aim of identifying those at risk for PTSD in the years following deployment will help deliver interventions to those in need but have so far proved unsuccessful.
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Methods: Automated machine learning was applied to data routinely collected 6-8 months after return from deployment from 3 different cohorts of Danish soldiers deployed to Afghanistan in 2009 (cohort 1, N=287 or N=261 depending on the timing of the outcome assessment), 2010 (cohort 2, N=352), and 2013 (cohort 3, N=232).

Results: Models transferred well between cohorts. For screening-level PTSD 2.5 and 6.5 years after deployment, random forest models provided the highest accuracy as measured by area under the receiver operating characteristic curve (AUC): 2.5 years, AUC=0.77, 95% CI 0.71-0.83; 6.5 years, AUC=0.78, 95% CI 0.73-0.83. Linear models performed equally well. Military rank, hyperarousal symptoms, and total level of PTSD symptoms were highly predictive.
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Alzheimer’s disease (AD) is the most common form of neurodegenerative dementia and its timely diagnosis remains a major challenge in biomarker discovery. In the present study, we analyzed publicly available high-throughput low-sample -omics datasets from studies in AD blood, by the AutoML technology Just Add Data Bio (JADBIO), to construct accurate predictive models for use as diagnostic biosignatures. Considering data from AD patients and age–sex matched cognitively healthy individuals, we produced three best performing diagnostic biosignatures specific for the presence of AD: A. A 506-feature transcriptomic dataset from 48 AD and 22 controls led to a miRNA-based biosignature via Support Vector Machines with three miRNA predictors (AUC 0.975 (0.906, 1.000)), B. A 38,327-feature transcriptomic dataset from 134 AD and 100 controls led to six mRNA-based statistically equivalent signatures via Classification Random Forests with 25 mRNA predictors (AUC 0.846 (0.778, 0.905)) and C. A 9483-feature proteomic dataset from 25 AD and 37 controls led to a protein-based biosignature via Ridge Logistic Regression with seven protein predictors (AUC 0.921 (0.849, 0.972)). These performance metrics were also validated through the JADBIO pipeline confirming stability. In conclusion, using the automated machine learning tool JADBIO, we produced accurate predictive biosignatures extrapolating available low sample -omics data. These results offer options for minimally invasive blood-based diagnostic tests for AD, awaiting clinical validation based on respective laboratory assays. They also highlight the value of AutoML in biomarker discovery
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There are numerous algorithms proposed in the literature for learning causal graphical probabilistic models. Each one of them is typically equipped with one or more tuning hyper-parameters. The choice of optimal algorithm and hyper-parameter values is not universal; it depends on the size of the network, the density of the true causal structure, the sample size, as well as the metric of quality of learning a causal structure. Thus, the challenge to a practitioner is how to “tune” these choices, given that the true graph is unknown and the learning task is unsupervised. In the paper, we evaluate two previously proposed methods for tuning, one based on stability of the learned structure under perturbations (bootstrapping) of the input data and the other based on balancing the in-sample fitting of the model with the model complexity. We propose and comparatively evaluate a new method that treats a causal model as a set of predictive models: one for each node given its Markov Blanket. It then tunes the choices using out-of-sample protocols for supervised methods such as cross-validation. The proposed method performs on par or better than the previous methods for most metrics.
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Molecular gene-expression datasets consist of samples with tens of thousands of measured quantities (e.g., high dimensional data). However, there exist lower-dimensional representations that retain the useful information. We present a novel algorithm for such dimensionality reduction called Pathway Activity Score Learning (PASL). The major novelty of PASL is that the constructed features directly correspond to known molecular pathways and can be interpreted as pathway activity scores. Hence, unlike PCA and similar methods, PASL’s latent space has a relatively straight-forward biological interpretation. As a use-case, PASL is applied on two collections of breast cancer and leukemia gene expression datasets. We show that PASL does retain the predictive information for disease classification on new, unseen datasets, as well as outperforming PLIER, a recently proposed competitive method. We also show that differential activation pathway analysis provides complementary information to standard gene set enrichment analysis. The code is available at https://github.com/mensxmachina/PASL.
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Due to their exceptional host-guest properties, Metal-Organic Frameworks (MOFs) are promising materials for storage of various gases with environmental and technological interest. Molecular modeling and simulations are invaluable tools, extensively used over the last two decades for the study of various properties of MOFs. In particular, Monte Carlo simulation techniques have been employed for the study of the gas uptake capacity of several MOFs at a wide range of different thermodynamic conditions. Despite the accurate predictions of molecular simulations, the accurate characterization and the high-throughput screening of the enormous number of MOFs that can be potentially synthesized by combining various structural building blocks is beyond present computer capabilities. In this work, we propose and demonstrate the use of an alternative approach, namely one based on an Automated Machine Learning (AutoML) architecture that is capable of training machine learning and statistical predictive models for MOFs’ chemical properties and estimate their predictive performance with confidence intervals. The architecture tries numerous combinations of different machine learning (ML) algorithms, tunes their hyper-parameters, and conservatively estimates performance of the final model. We demonstrate that it correctly estimates performance even with few samples (
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Single‐cell platforms provide statistically large samples of snapshot observations capable of resolving intrercellular heterogeneity. Currently, there is a growing literature on algorithms that exploit this attribute in order to infer the trajectory of biological mechanisms, such as cell proliferation and differentiation. Despite the efforts, the trajectory inference methodology has not yet been used for addressing the challenging problem of learning the dynamics of protein signaling systems. In this work, we assess this prospect by testing the performance of this class of algorithms on four proteomic temporal datasets. To evaluate the learning quality, we design new general‐purpose evaluation metrics that are able to quantify performance on (i) the biological meaning of the output, (ii) the consistency of the inferred trajectory, (iii) the algorithm robustness, (iv) the correlation of the learning output with the initial dataset, and (v) the roughness of the cell parameter levels though the inferred trajectory. We show that experimental time alone is insufficient to provide knowledge about the order of proteins during signal transduction. Accordingly, we show that the inferred trajectories provide richer information about the underlying dynamics. We learn that established methods tested on high‐dimensional data with small sample size, slow dynamics, and complex structures (e.g. bifurcations) cannot always work in the signaling setting. Among the methods we evaluate, Scorpius and a newly introduced approach that combines Diffusion Maps and Principal Curves were found to perform adequately in recovering the progression of signal transduction although their performance on some metrics varies from one dataset to another. The novel metrics we devise highlight that it is difficult to conclude, which one method is universally applicable for the task. Arguably, there are still many challenges and open problems to resolve. © 2020 The Authors. Cytometry Part A published by Wiley Periodicals, Inc. on behalf of International Society for Advancement of Cytometry.
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  abstract = {Single‐cell platforms provide statistically large samples of snapshot observations capable of resolving intrercellular heterogeneity. Currently, there is a growing literature on algorithms that exploit this attribute in order to infer the trajectory of biological mechanisms, such as cell proliferation and differentiation. Despite the efforts, the trajectory inference methodology has not yet been used for addressing the challenging problem of learning the dynamics of protein signaling systems. In this work, we assess this prospect by testing the performance of this class of algorithms on four proteomic temporal datasets. To evaluate the learning quality, we design new general‐purpose evaluation metrics that are able to quantify performance on (i) the biological meaning of the output, (ii) the consistency of the inferred trajectory, (iii) the algorithm robustness, (iv) the correlation of the learning output with the initial dataset, and (v) the roughness of the cell parameter levels though the inferred trajectory. We show that experimental time alone is insufficient to provide knowledge about the order of proteins during signal transduction. Accordingly, we show that the inferred trajectories provide richer information about the underlying dynamics. We learn that established methods tested on high‐dimensional data with small sample size, slow dynamics, and complex structures (e.g. bifurcations) cannot always work in the signaling setting. Among the methods we evaluate, Scorpius and a newly introduced approach that combines Diffusion Maps and Principal Curves were found to perform adequately in recovering the progression of signal transduction although their performance on some metrics varies from one dataset to another. The novel metrics we devise highlight that it is difficult to conclude, which one method is universally applicable for the task. Arguably, there are still many challenges and open problems to resolve. © 2020 The Authors. Cytometry Part A published by Wiley Periodicals, Inc. on behalf of International Society for Advancement of Cytometry.},
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We investigate the performance of an automated machine learning (AutoML) methodology in forecasting bank failures, called Just Add Data (JAD). We include all failed U.S. banks for 2007–2013 and twice as many healthy ones. An automated feature selection procedure in JAD identifies the most significant forecasters and a bootstrapping methodology provides conservative estimates of performance generalization and confidence intervals. The best performing model yields an AUC 0.985. The current work provides evidence that JAD, and AutoML tools in general, could increase the productivity of financial data analysts, shield against methodological statistical errors, and provide models at par with state-of-the-art manual analysis.
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Automated Machine Learning (AutoML) is a rapidly rising sub-field of Machine Learning. AutoML aims to fully automate the machine learning process end-to-end, democratizing Machine Learning to non-experts and drastically increasing the productivity of expert analysts. So far, most comparisons of AutoML systems focus on quantitative criteria such as predictive performance and execution time. In this paper, we examine AutoML services for predictive modeling tasks from a user's perspective, going beyond predictive performance. We present a wide palette of criteria and dimensions on which to evaluate and compare these services as a user. This qualitative comparative methodology is applied on seven AutoML systems, namely Auger.AI, BigML, H2O's Driverless AI, Darwin, Just Add Data Bio, Rapid-Miner, and Watson. The comparison indicates the strengths and weaknesses of each service, the needs that it covers, the segment of users that is most appropriate for, and the possibilities for improvements.
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Vitamin D (VitD) continues to trigger intense scientific controversy, regarding both its bi ological targets and its supplementation doses and regimens. In an effort to resolve this dispute, we mapped VitD transcriptome-wide events in humans, in order to unveil shared patterns or mechanisms with diverse pathologies/tissue profiles and reveal causal effects between VitD actions and specific human diseases, using a recently developed bioinformatics methodology. Using the similarities in analyzed transcriptome data (c-SKL method), we validated our methodology with osteoporosis as an example and further analyzed two other strong hits, specifically chronic obstructive pulmonary disease (COPD) and asthma. The latter revealed no impact of VitD on known molecular pathways. In accordance to this finding, review and meta-analysis of published data, based on an objective measure (Forced Expiratory Volume at one second, FEV1%) did not further reveal any significant effect of VitD on the objective amelioration of either condition. This study may, therefore, be regarded as the first one to explore, in an objective, unbiased and unsupervised manner, the impact of VitD levels and/or interventions in a number of human pathologies.
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Hypothesis We hypothesise that the validated HUNT Lung Cancer Risk Model would perform better than the NLST (USA) and the NELSON (Dutch‐Belgian) criteria in the Danish Lung Cancer Screening Trial (DLCST). Methods The DLCST measured only five out of the seven variables included in validated HUNT Lung Cancer Model. Therefore a ‘Reduced’ model was retrained in the Norwegian HUNT2-cohort using the same statistical methodology as in the original HUNT model but based only on age, pack years, smoking intensity, quit time and body mass index (BMI), adjusted for sex. The model was applied on the DLCST-cohort and contrasted against the NLST and NELSON criteria. Results Among the 4051 smokers in the DLCST with 10 years follow-up, median age was 57.6, BMI 24.75, pack years 33.8, cigarettes per day 20 and most were current smokers. For the same number of individuals selected for screening, the performance of the ‘Reduced’ HUNT was increased in all metrics compared with both the NLST and the NELSON criteria. In addition, to achieve the same sensitivity, one would need to screen fewer people by the ‘Reduced’ HUNT model versus using either the NLST or the NELSON criteria (709 vs 918, p=1.02e-11 and 1317 vs 1668, p=2.2e-16, respectively). Conclusions The ‘Reduced’ HUNT model is superior in predicting lung cancer to both the NLST and NELSON criteria in a cost-effective way. This study supports the use of the HUNT Lung Cancer Model for selection based on risk ranking rather than age, pack year and quit time cut-off values. When we know how to rank personal risk, it will be up to the medical community and lawmakers to decide which risk threshold will be set for screening.
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Cytometry by time‐of‐flight (CyTOF) has emerged as a high‐throughput single cell technology able to provide large samples of protein readouts. Already, there exists a large pool of advanced high‐dimensional analysis algorithms that explore the observed heterogeneous distributions making intriguing biological inferences. A fact largely overlooked by these methods, however, is the effect of the established data preprocessing pipeline to the distributions of the measured quantities. In this article, we focus on randomization, a transformation used for improving data visualization, which can negatively affect multivariate data analysis methods such as dimensionality reduction, clustering, and network reconstruction algorithms. Our results indicate that randomization should be used only for visualization purposes, but not in conjunction with high‐dimensional analytical tools. © 2019 The Authors. Cytometry Part A published by Wiley Periodicals, Inc. on behalf of International Society for Advancement of Cytometry.
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Multi-omics approaches use a diversity of high-throughput technologies to profile the different molecular layers of living cells. Ideally, the integration of this information should result in comprehensive systems models of cellular physiology and regulation. However, most multi-omics projects still include a limited number of molecular assays and there have been very few multi-omic studies that evaluate dynamic processes such as cellular growth, development and adaptation. Hence, we lack formal analysis methods and comprehensive multi-omics datasets that can be leveraged to develop true multi-layered models for dynamic cellular systems. Here we present the STATegra multi-omics dataset that combines measurements from up to 10 different omics technologies applied to the same biological system, namely the well-studied mouse pre-B-cell differentiation. STATegra includes high-throughput measurements of chromatin structure, gene expression, proteomics and metabolomics, and it is complemented with single-cell data. To our knowledge, the STATegra collection is the most diverse multi-omics dataset describing a dynamic biological system.
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Could there be unexpected similarities between different studies, diseases, or treatments, on a molecular level due to common biological mechanisms involved? To answer this question, we develop a method for computing similarities between empirical, statistical distributions of high-dimensional, low-sample datasets, and apply it on hundreds of -omics studies. The similarities lead to dataset-to-dataset networks visualizing the landscape of a large portion of biological data. Potentially interesting similarities connecting studies of different diseases are assembled in a disease-to-disease network. Exploring it, we discover numerous non-trivial connections between Alzheimer’s disease and schizophrenia, asthma and psoriasis, or liver cancer and obesity, to name a few. We then present a method that identifies the molecular quantities and pathways that contribute the most to the identified similarities and could point to novel drug targets or provide biological insights. The proposed method acts as a “statistical telescope” providing a global view of the constellation of biological data; readers can peek through it at: http://datascope.csd.uoc.gr:25000/.



@article{noauthororeditor,
  abstract = {Could there be unexpected similarities between different studies, diseases, or treatments, on a molecular level due to common biological mechanisms involved? To answer this question, we develop a method for computing similarities between empirical, statistical distributions of high-dimensional, low-sample datasets, and apply it on hundreds of -omics studies. The similarities lead to dataset-to-dataset networks visualizing the landscape of a large portion of biological data. Potentially interesting similarities connecting studies of different diseases are assembled in a disease-to-disease network. Exploring it, we discover numerous non-trivial connections between Alzheimer’s disease and schizophrenia, asthma and psoriasis, or liver cancer and obesity, to name a few. We then present a method that identifies the molecular quantities and pathways that contribute the most to the identified similarities and could point to novel drug targets or provide biological insights. The proposed method acts as a “statistical telescope” providing a global view of the constellation of biological data; readers can peek through it at: http://datascope.csd.uoc.gr:25000/.},
  added-at = {2019-10-29T11:29:09.000+0100},
  author = {Lakiotaki, Kleanthi and Georgakopoulos, George and Castanas, Elias and Røe, Oluf Dimitri and Borboudakis, Giorgos and Tsamardinos, Ioannis},
  biburl = {https://www.bibsonomy.org/bibtex/23c018b31e2b3f946bde052b414e4ea82/mensxmachina},
  doi = {10.1038/s41540-019-0117-0},
  interhash = {e48ead7f0f6f503fe7647117214a3059},
  intrahash = {3c018b31e2b3f946bde052b414e4ea82},
  journal = {npj Systems Biology and Applications },
  keywords = {mxmcausalpath},
  month = oct,
  number = 39,
  pages = {1-10},
  timestamp = {2021-03-08T12:20:05.000+0100},
  title = {A data driven approach reveals disease similarity
on a molecular level},
  url = {https://www.nature.com/articles/s41540-019-0117-0},
  volume = 5,
  year = 2019
}




	    M. Tsagris and I. Tsamardinos, "Feature selection with the R package MXM," F1000Research, vol. 7, p. 1505, 2019.       doi:https://doi.org/10.12688/f1000research.16216.2      
   [BibTeX]      [Abstract]

Feature (or variable) selection is the process of identifying the minimal set of features with the highest predictive performance on the target variable of interest. Numerous feature selection algorithms have been developed over the years, but only few have been implemented in R and made publicly available R as packages while offering few options. The R package MXM offers a variety of feature selection algorithms, and has unique features that make it advantageous over its competitors: a) it contains feature selection algorithms that can treat numerous types of target variables, including continuous, percentages, time to event (survival), binary, nominal, ordinal, clustered, counts, left censored, etc; b) it contains a variety of regression models that can be plugged into the feature selection algorithms (for example with time to event data the user can choose among Cox, Weibull, log logistic or exponential regression); c) it includes an algorithm for detecting multiple solutions (many sets of statistically equivalent features, plain speaking, two features can carry statistically equivalent information when substituting one with the other does not effect the inference or the conclusions); and d) it includes memory efficient algorithms for high volume data, data that cannot be loaded into R (In a 16GB RAM terminal for example, R cannot directly load data of 16GB size. By utilizing the proper package, we load the data and then perform feature selection.). In this paper, we qualitatively compare MXM with other relevant feature selection packages and discuss its advantages and disadvantages. Further, we provide a demonstration of MXM’s algorithms using real high-dimensional data from various applications. Keywords



@article{noauthororeditor,
  abstract = {Feature (or variable) selection is the process of identifying the minimal set of features with the highest predictive performance on the target variable of interest. Numerous feature selection algorithms have been developed over the years, but only few have been implemented in R and made publicly available R as packages while offering few options. The R package MXM offers a variety of feature selection algorithms, and has unique features that make it advantageous over its competitors: a) it contains feature selection algorithms that can treat numerous types of target variables, including continuous, percentages, time to event (survival), binary, nominal, ordinal, clustered, counts, left censored, etc; b) it contains a variety of regression models that can be plugged into the feature selection algorithms (for example with time to event data the user can choose among Cox, Weibull, log logistic or exponential regression); c) it includes an algorithm for detecting multiple solutions (many sets of statistically equivalent features, plain speaking, two features can carry statistically equivalent information when substituting one with the other does not effect the inference or the conclusions); and d) it includes memory efficient algorithms for high volume data, data that cannot be loaded into R (In a 16GB RAM terminal for example, R cannot directly load data of 16GB size. By utilizing the proper package, we load the data and then perform feature selection.). In this paper, we qualitatively compare MXM with other relevant feature selection packages and discuss its advantages and disadvantages. Further, we provide a demonstration of MXM’s algorithms using real high-dimensional data from various applications.
Keywords},
  added-at = {2019-10-15T10:34:55.000+0200},
  author = {Tsagris, M and Tsamardinos, I},
  biburl = {https://www.bibsonomy.org/bibtex/2e781d8b1b5f054e4b44da2aa2439fa94/mensxmachina},
  doi = {https://doi.org/10.12688/f1000research.16216.2},
  interhash = {eecad4526b5bcd1e6f1ea321c636118f},
  intrahash = {e781d8b1b5f054e4b44da2aa2439fa94},
  journal = {F1000Research},
  keywords = {mxmcausalpath},
  pages = 1505,
  timestamp = {2021-03-08T12:27:47.000+0100},
  title = {Feature selection with the R package MXM},
  volume = 7,
  year = 2019
}




	    D. Kyriakis, A. Kanterakis, T. Manousaki, A. Tsakogiannis, M. Tsagris, I. Tsamardinos, L. Papaharisis, D. Chatziplis, G. Potamias, and C. Tsigenopoulos, "Scanning of Genetic Variants and Genetic Mapping of Phenotypic Traits in Gilthead Sea Bream Through ddRAD Sequencing," Frontiers in Genetics     , vol. 10, p. 675, 2019.       doi:10.3389/fgene.2019.00675      
   [BibTeX]      [Abstract]

Gilthead sea bream (Sparus aurata) is a teleost of considerable economic importance in Southern European aquaculture. The aquaculture industry shows a growing interest in the application of genetic methods that can locate phenotype–genotype associations with high economic impact. Through selective breeding, the aquaculture industry can exploit this information to maximize the financial yield. Here, we present a Genome Wide Association Study (GWAS) of 112 samples belonging to seven different sea bream families collected from a Greek commercial aquaculture company. Through double digest Random Amplified DNA (ddRAD) Sequencing, we generated a per-sample genetic profile consisting of 2,258 high-quality Single Nucleotide Polymorphisms (SNPs). These profiles were tested for association with four phenotypes of major financial importance: Fat, Weight, Tag Weight, and the Length to Width ratio. We applied two methods of association analysis. The first is the typical single-SNP to phenotype test, and the second is a feature selection (FS) method through two novel algorithms that are employed for the first time in aquaculture genomics and produce groups with multiple SNPs associated to a phenotype. In total, we identified 9 single SNPs and 6 groups of SNPs associated with weight-related phenotypes (Weight and Tag Weight), 2 groups associated with Fat, and 16 groups associated with the Length to Width ratio. Six identified loci (Chr4:23265532, Chr6:12617755, Chr:8:11613979, Chr13:1098152, Chr15:3260819, and Chr22:14483563) were present in genes associated with growth in other teleosts or even mammals, such as semaphorin-3A and neurotrophin-3. These loci are strong candidates for future studies that will help us unveil the genetic mechanisms underlying growth and improve the sea bream aquaculture productivity by providing genomic anchors for selection programs. 
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Multiple Sclerosis (MS) is an autoimmune disease of the central nervous system with prominent neurodegenerative components. the triggering and progression of MS is associated with transcriptional and epigenetic alterations in several tissues, including peripheral blood. The combined influence of transcriptional and epigenetic changes associated with MS has not been assessed in the same individuals. Here we generated paired transcriptomic (RNA-seq) and DNA methylation (Illumina 450 K array) profiles of CD4+ and CD8+ T cells (CD4, CD8), using clinically accessible blood from healthy donors and MS patients in the initial relapsing-remitting and subsequent secondary-progressive stage. By integrating the output of a differential expression test with a permutation-based non-parametric combination methodology, we identified 149 differentially expressed (DE) genes in both CD4 and CD8 cells collected from MS patients. Moreover, by leveraging the methylation-dependent regulation of gene expression, we identified the gene SH3YL1, which displayed significant correlated expression and methylation changes in MS patients. Importantly, silencing of SH3YL1 in primary human CD4 cells demonstrated its influence on T cell activation. Collectively, our strategy based on paired sampling of several cell-types provides a novel approach to increase sensitivity for identifying shared mechanisms altered in CD4 and CD8 cells of relevance in MS in small sized clinical materials.
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Background Multiple Sclerosis (MS) is a chronic inflammatory disease and a leading cause of progressive neurological disability among young adults. DNA methylation, which intersects genes and environment to control cellular functions on a molecular level, may provide insights into MS pathogenesis. Methods We measured DNA methylation in CD4+ T cells (n = 31), CD8+ T cells (n = 28), CD14+ monocytes (n = 35) and CD19+ B cells (n = 27) from relapsing-remitting (RRMS), secondary progressive (SPMS) patients and healthy controls (HC) using Infinium HumanMethylation450 arrays. Monocyte (n = 25) and whole blood (n = 275) cohorts were used for validations. Findings B cells from MS patients displayed most significant differentially methylated positions (DMPs), followed by monocytes, while only few DMPs were detected in T cells. We implemented a non-parametric combination framework (omicsNPC) to increase discovery power by combining evidence from all four cell types. Identified shared DMPs co-localized at MS risk loci and clustered into distinct groups. Functional exploration of changes discriminating RRMS and SPMS from HC implicated lymphocyte signaling, T cell activation and migration. SPMS-specific changes, on the other hand, implicated myeloid cell functions and metabolism. Interestingly, neuronal and neurodegenerative genes and pathways were also specifically enriched in the SPMS cluster. Interpretation We utilized a statistical framework (omicsNPC) that combines multiple layers of evidence to identify DNA methylation changes that provide new insights into MS pathogenesis in general, and disease progression, in particular. Fund This work was supported by the Swedish Research Council, Stockholm County Council, AstraZeneca, European Research Council, Karolinska Institutet and Margaretha af Ugglas Foundation.
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Multiple Sclerosis (MS) is a chronic inflammatory disease and a leading cause of progressive neurological disability among young adults. DNA methylation, which intersects genes and environment to control cellular functions on a molecular level, may provide insights into MS pathogenesis.
Methods

We measured DNA methylation in CD4+ T cells (n = 31), CD8+ T cells (n = 28), CD14+ monocytes (n = 35) and CD19+ B cells (n = 27) from relapsing-remitting (RRMS), secondary progressive (SPMS) patients and healthy controls (HC) using Infinium HumanMethylation450 arrays. Monocyte (n = 25) and whole blood (n = 275) cohorts were used for validations.
Findings

B cells from MS patients displayed most significant differentially methylated positions (DMPs), followed by monocytes, while only few DMPs were detected in T cells. We implemented a non-parametric combination framework (omicsNPC) to increase discovery power by combining evidence from all four cell types. Identified shared DMPs co-localized at MS risk loci and clustered into distinct groups. Functional exploration of changes discriminating RRMS and SPMS from HC implicated lymphocyte signaling, T cell activation and migration. SPMS-specific changes, on the other hand, implicated myeloid cell functions and metabolism. Interestingly, neuronal and neurodegenerative genes and pathways were also specifically enriched in the SPMS cluster.
Interpretation

We utilized a statistical framework (omicsNPC) that combines multiple layers of evidence to identify DNA methylation changes that provide new insights into MS pathogenesis in general, and disease progression, in particular.
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Cellular proteomes are distributed in multiple compartments: on DNA, ribosomes, on and inside membranes, or they become secreted. Structural properties that allow polypeptides to occupy subcellular niches, particularly to after crossing membranes, remain unclear. We compared intrinsic and extrinsic features in cytoplasmic and secreted polypeptides of the Escherichia coli K-12 proteome. Structural features between the cytoplasmome and secretome are sharply distinct, such that a signal peptide-agnostic machine learning tool distinguishes cytoplasmic from secreted proteins with 95.5% success. Cytoplasmic polypeptides are enriched in aliphatic, aromatic, charged and hydrophobic residues, unique folds and higher early folding propensities. Secretory polypeptides are enriched in polar/small amino acids, β folds, have higher backbone dynamics, higher disorder and contact order and are more often intrinsically disordered. These non-random distributions and experimental evidence imply that evolutionary pressure selected enhanced secretome flexibility, slow folding and looser structures, placing the secretome in a distinct protein class. These adaptations protect the secretome from premature folding during its cytoplasmic transit, optimize its lipid bilayer crossing and allowed it to acquire cell envelope specific chemistries. The latter may favor promiscuous multi-ligand binding, sensing of stress and cell envelope structure changes. In conclusion, enhanced flexibility, slow folding, looser structures and unique folds differentiate the secretome from the cytoplasmome. These findings have wide implications on the structural diversity and evolution of modern proteomes and the protein folding problem.
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The human body is made from billions of cells comprizing many specialized cell types. All of these cells ultimately come from a single fertilized oocyte in a process that has two key features: proliferation, which expands cell numbers, and differentiation, which diversifies cell types. Here, we have examined the transition from proliferation to differentiation using B lymphocytes as an example. We find that the transition from proliferation to differentiation involves changes in the expression of genes, which can be categorized into cell-type–specific genes and broadly expressed “housekeeping” genes. The expression of many housekeeping genes is controlled by the gene regulatory factor Myc, whereas the expression of many B lymphocyte–specific genes is controlled by the Ikaros family of gene regulatory proteins. Myc is repressed by Ikaros, which means that changes in housekeeping and tissue-specific gene expression are coordinated during the transition from proliferation to differentiation.
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Temporal variations in biological systems and more generally in natural sciences are typically modeled as a set of ordinary, partial or stochastic differential or difference equations. Algorithms for learning the structure and the parameters of a dynamical system are distinguished based on whether time is discrete or continuous, observations are time-series or time-course and whether the system is deterministic or stochastic, however, there is no approach able to handle the various types of dynamical systems simultaneously.In this paper, we present a unified approach to infer both the structure and the parameters of non-linear dynamical systems of any type under the restriction of being linear with respect to the unknown parameters. Our approach, which is named Unified Sparse Dynamics Learning (USDL), constitutes of two steps. First, an atemporal system of equations is derived through the application of the weak formulation. Then, assuming a sparse representation for the dynamical system, we show that the inference problem can be expressed as a sparse signal recovery problem, allowing the application of an extensive body of algorithms and theoretical results. Results on simulated data demonstrate the efficacy and superiority of the USDL algorithm under multiple interventions and/or stochasticity. Additionally, USDL’s accuracy significantly correlates with theoretical metrics such as the exact recovery coefficient. On real single-cell data, the proposed approach is able to induce high-confidence subgraphs of the signaling pathway.Source code is available at Bioinformatics online. USDL algorithm has been also integrated in SCENERY (http://scenery.csd.uoc.gr/); an online tool for single-cell mass cytometry analytics.Supplementary data are available at Bioinformatics online.
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Forward-backward selection is one of the most basic and commonly-used feature selection algorithms available. It is also general and conceptually applicable to many different types of data. In this paper, we propose a heuristic that significantly improves its running time, while preserving predictive performance. The idea is to temporarily discard the variables that are conditionally independent with the outcome given the selected variable set. Depending on how those variables are reconsidered and reintroduced, this heuristic gives rise to a family of algorithms with increasingly stronger theoretical guarantees. In distributions that can be faithfully represented by Bayesian networks or maximal ancestral graphs, members of this algorithmic family are able to correctly identify the Markov blanket in the sample limit. In experiments we show that the proposed heuristic increases computational efficiency by about 1-2 orders of magnitude, while selecting fewer or the same number of variables and retaining predictive performance. Furthermore, we show that the proposed algorithm and feature selection with LASSO perform similarly when restricted to select the same number of variables, making the proposed algorithm an attractive alternative for problems where no (efficient) algorithm for LASSO exists
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Blood circulating cell-free DNA (ccfDNA) is a suggested biosource of valuable clinical information for cancer, meeting the need for a minimally-invasive advancement in the route of precision medicine. In this paper, we evaluated the prognostic and predictive potential of ccfDNA parameters in early and advanced breast cancer. Groups consisted of 150 and 16 breast cancer patients under adjuvant and neoadjuvant therapy respectively, 34 patients with metastatic disease and 35 healthy volunteers. Direct quantification of ccfDNA in plasma revealed elevated concentrations correlated to the incidence of death, shorter PFS, and non-response to pharmacotherapy in the metastatic but not in the other groups. The methylation status of a panel of cancer-related genes chosen based on previous expression and epigenetic data (KLK10, SOX17, WNT5A, MSH2, GATA3) was assessed by quantitative methylation-specific PCR. All but the GATA3 gene was more frequently methylated in all the patient groups than in healthy individuals (all p 



@article{chatzaki2018circulating,
  abstract = {Blood circulating cell-free DNA (ccfDNA) is a suggested biosource of valuable clinical information for cancer, meeting the need for a minimally-invasive advancement in the route of precision medicine. In this paper, we evaluated the prognostic and predictive potential of ccfDNA parameters in early and advanced breast cancer. Groups consisted of 150 and 16 breast cancer patients under adjuvant and neoadjuvant therapy respectively, 34 patients with metastatic disease and 35 healthy volunteers. Direct quantification of ccfDNA in plasma revealed elevated concentrations correlated to the incidence of death, shorter PFS, and non-response to pharmacotherapy in the metastatic but not in the other groups. The methylation status of a panel of cancer-related genes chosen based on previous expression and epigenetic data (KLK10, SOX17, WNT5A, MSH2, GATA3) was assessed by quantitative methylation-specific PCR. All but the GATA3 gene was more frequently methylated in all the patient groups than in healthy individuals (all p 






2018

	    K. Tsirlis, V. Lagani, S. Triantafillou, and I. Tsamardinos, "On scoring Maximal Ancestral Graphs with the Max\textendashMin Hill Climbing algorithm," International Journal of Approximate Reasoning, vol. 102, pp. 74-85, 2018.       doi:10.1016/j.ijar.2018.08.002      
   [BibTeX]      [Abstract]         [Download PDF]

We consider the problem of causal structure learning in presence of latent confounders. We propose a hybrid method, MAG Max–Min Hill-Climbing (M3HC) that takes as input a data set of continuous variables, assumed to follow a multivariate Gaussian distribution, and outputs the best fitting maximal ancestral graph. M3HC builds upon a previously proposed method, namely GSMAG, by introducing a constraint-based first phase that greatly reduces the space of structures to investigate. On a large scale experimentation we show that the proposed algorithm greatly improves on GSMAG in all comparisons, and over a set of known networks from the literature it compares positively against FCI and cFCI as well as competitively against GFCI, three well known constraint-based approaches for causal-network reconstruction in presence of latent confounders.
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PC is a prototypical constraint-based algorithm for learning Bayesian networks, a special case of directed acyclic graphs. An existing variant of it, in the R package pcalg, was developed to make the skeleton phase order independent. In return, it has notably increased execution time. In this paper, we clarify that the PC algorithm the skeleton phase of PC is indeed order independent. The modification we propose outperforms pcalg’s variant of the PC in terms of returning correct networks of better quality as is less prone to errors and in some cases it is a lot more computationally cheaper. In addition, we show that pcalg’s variant does not return valid acyclic graphs.



@article{michail2018bayesian,
  abstract = {PC is a prototypical constraint-based algorithm for learning Bayesian networks, a special case of directed acyclic graphs. An existing variant of it, in the R package pcalg, was developed to make the skeleton phase order independent. In return, it has notably increased execution time. In this paper, we clarify that the PC algorithm the skeleton phase of PC is indeed order independent. The modification we propose outperforms pcalg’s variant of the PC in terms of returning correct networks of better quality as is less prone to errors and in some cases it is a lot more computationally cheaper. In addition, we show that pcalg’s variant does not return valid acyclic graphs.},
  added-at = {2019-02-01T12:44:24.000+0100},
  author = {Tsagris, Michail},
  biburl = {https://www.bibsonomy.org/bibtex/2af15fddd4692e8ba7df0f00f5de6fd23/mensxmachina},
  doi = {10.1080/08839514.2018.1526760},
  interhash = {6c22e7e09e9aa7a24536cef5b953528e},
  intrahash = {af15fddd4692e8ba7df0f00f5de6fd23},
  journal = {Applied Artificial Intelligence },
  keywords = {mxmcausalpath},
  number = 2,
  pages = {101-123},
  timestamp = {2021-03-10T09:26:33.000+0100},
  title = {Bayesian Network Learning with the PC Algorithm: An Improved and Correct Variation},
  url = {https://www.researchgate.net/profile/Michail_Tsagris/publication/327884019_Bayesian_Network_Learning_with_the_PC_Algorithm_An_Improved_and_Correct_Variation/links/5bab44c945851574f7e65688/Bayesian-Network-Learning-with-the-PC-Algorithm-An-Improved-and-Correct-Variation.pdf},
  volume = 33,
  year = 2018
}




	    I. Tsamardinos, E. Greasidou, and G. Borboudakis, "Bootstrapping the out-of-sample predictions for efficient and accurate cross-validation," Machine Learning, vol. 107, iss. 12, pp. 1895-1922, 2018.       doi:10.1007/s10994-018-5714-4      
   [BibTeX]      [Abstract]         [Download PDF]

Cross-Validation (CV), and out-of-sample performance-estimation protocols in general, are often employed both for (a) selecting the optimal combination of algorithms and values of hyper-parameters (called a configuration) for producing the final predictive model, and (b) estimating the predictive performance of the final model. However, the cross-validated performance of the best configuration is optimistically biased. We present an efficient bootstrap method that corrects for the bias, called Bootstrap Bias Corrected CV (BBC-CV). BBC-CV's main idea is to bootstrap the whole process of selecting the best-performing configuration on the out-of-sample predictions of each configuration, without additional training of models. In comparison to the alternatives, namely the nested cross-validation (Varma and Simon in BMC Bioinform 7(1):91, 2006) and a method by Tibshirani and Tibshirani (Ann Appl Stat 822--829, 2009), BBC-CV is computationally more efficient, has smaller variance and bias, and is applicable to any metric of performance (accuracy, AUC, concordance index, mean squared error). Subsequently, we employ again the idea of bootstrapping the out-of-sample predictions to speed up the CV process. Specifically, using a bootstrap-based statistical criterion we stop training of models on new folds of inferior (with high probability) configurations. We name the method Bootstrap Bias Corrected with Dropping CV (BBCD-CV) that is both efficient and provides accurate performance estimates.
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We present the Parallel, Forward--Backward with Pruning (PFBP) algorithm for feature selection (FS) for Big Data of high dimensionality. PFBP partitions the data matrix both in terms of rows as well as columns. By employing the concepts of p-values of conditional independence tests and meta-analysis techniques, PFBP relies only on computations local to a partition while minimizing communication costs, thus massively parallelizing computations. Similar techniques for combining local computations are also employed to create the final predictive model. PFBP employs asymptotically sound heuristics to make early, approximate decisions, such as Early Dropping of features from consideration in subsequent iterations, Early Stopping of consideration of features within the same iteration, or Early Return of the winner in each iteration. PFBP provides asymptotic guarantees of optimality for data distributions faithfully representable by a causal network (Bayesian network or maximal ancestral graph). Empirical analysis confirms a super-linear speedup of the algorithm with increasing sample size, linear scalability with respect to the number of features and processing cores. An extensive comparative evaluation also demonstrates the effectiveness of PFBP against other algorithms in its class. The heuristics presented are general and could potentially be employed to other greedy-type of FS algorithms. An application on simulated Single Nucleotide Polymorphism (SNP) data with 500K samples is provided as a use case.
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Background: Suicide has been considered an important public health issue for years and is one of the main causes of death worldwide. Despite prevention strategies being applied, the rate of suicide has not changed substantially over the past decades. Suicide risk has proven extremely difficult to assess for medical specialists, and traditional methodologies deployed have been ineffective. Advances in machine learning make it possible to attempt to predict suicide with the analysis of relevant data aiming to inform clinical practice. Aims: We aimed to (a) test our artificial intelligence based, referral-centric methodology in the context of the National Health Service (NHS), (b) determine whether statistically relevant results can be derived from data related to previous suicides, and (c) develop ideas for various exploitation strategies. Method: The analysis used data of patients who died by suicide in the period 2013–2016 including both structured data and free-text medical notes, necessitating the deployment of state-of-the-art machine learning and text mining methods. Limitations: Sample size is a limiting factor for this study, along with the absence of non-suicide cases. Specific analytical solutions were adopted for addressing both issues. Results and Conclusion: The results of this pilot study indicate that machine learning shows promise for predicting within a specified period which people are most at risk of taking their own life at the time of referral to a mental health service.
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We address the problem of constraint-based causal discovery with mixed data types, such as (but not limited to) continuous, binary, multinomial and or-dinal variables. We use likelihood-ratio tests based on appropriate regression models, and show how to derive symmetric conditional independence tests. Such tests can then be directly used by existing constraint-based methods with mixed data, such as the PC and FCI algorithms for learning Bayesian networks and maximal ancestral graphs respectively. In experiments on simu-lated Bayesian networks, we employ the PC algorithm with different conditional independence tests for mixed data, and show that the proposed approach outperforms alternatives in terms of learning accuracy.
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Biotechnology revolution generates a plethora of omics data with an exponential growth pace. Therefore, biological data mining demands automatic, ‘high quality’ curation efforts to organize biomedical knowledge into online databases. BioDataome is a database of uniformly preprocessed and disease-annotated omics data with the aim to promote and accelerate the reuse of public data. We followed the same preprocessing pipeline for each biological mart (microarray gene expression, RNA-Seq gene expression and DNA methylation) to produce ready for downstream analysis datasets and automatically annotated them with disease-ontology terms. We also designate datasets that share common samples and automatically discover control samples in case-control studies. Currently, BioDataome includes ∼5600 datasets, ∼260 000 samples spanning ∼500 diseases and can be easily used in large-scale massive experiments and meta-analysis. All datasets are publicly available for querying and downloading via BioDataome web application. We demonstrate BioDataome’s utility by presenting exploratory data analysis examples. We have also developed BioDataome R package found in: https://github.com/mensxmachina/BioDataome/. Database URL: http://dataome.mensxmachina.org/
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Feature selection is commonly employed for identifying collectively-predictive biomarkers and biosignatures; it facilitates the construction of small statistical models that are easier to verify, visualize, and comprehend while providing insight to the human expert. In this work, we extend established constrained-based, feature-selection methods to high-dimensional “omics” temporal data, where the number of measurements is orders of magnitude larger than the sample size. The extension required the development of conditional independence tests for temporal and/or static variables conditioned on a set of temporal variables. The algorithm is able to return multiple, equivalent solution subsets of variables, scale to tens of thousands of features, and outperform or be on par with existing methods depending on the analysis task specifics. The use of this algorithm is suggested for variable selection with high-dimensional temporal data.
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Suicide has been considered as an important public health issue for a very long time, and is one of the main causes of death worldwide. Despite suicide prevention strategies being applied, the rate of suicide has not changed substantially over the past decades. Advances in machine learning make it possible to attempt to predict suicide based on the analysis of relevant data to inform clinical practice. This paper reports on findings from the analysis of data of patients who died by suicide in the period 2013-2016 and made use of both structured data and free-text medical notes. We focus on examining various text-mining approaches to support risk assessment. The results show that using advance machine learning and text-mining techniques, it is possible to predict within a specified period which people are most at risk of taking their own life at the time of referral to a mental health service.
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Lung cancer causes >1·6 million deaths annually, with early diagnosis being paramount to effective treatment. Here we present a validated risk assessment model for lung cancer screening. The prospective HUNT2 population study in Norway examined 65,237 people aged >20years in 1995-97. After a median of 15·2years, 583 lung cancer cases had been diagnosed; 552 (94·7%) ever-smokers and 31 (5·3%) never-smokers. We performed multivariable analyses of 36 candidate risk predictors, using multiple imputation of missing data and backwards feature selection with Cox regression. The resulting model was validated in an independent Norwegian prospective dataset of 45,341 ever-smokers, in which 675 lung cancers had been diagnosed after a median follow-up of 11·6years. Our final HUNT Lung Cancer Model included age, pack-years, smoking intensity, years since smoking cessation, body mass index, daily cough, and hours of daily indoors exposure to smoke. External validation showed a 0·879 concordance index (95% CI 0·866-0·891) with an area under the curve of 0·87 (95% CI 0·85-0·89) within 6years. Only 22% of ever-smokers would need screening to identify 81·85% of all lung cancers within 6years. Our model of seven variables is simple, accurate, and useful for screening selection.
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  abstract = {Lung cancer causes >1·6 million deaths annually, with early diagnosis being paramount to effective treatment. Here we present a validated risk assessment model for lung cancer screening. The prospective HUNT2 population study in Norway examined 65,237 people aged >20years in 1995-97. After a median of 15·2years, 583 lung cancer cases had been diagnosed; 552 (94·7%) ever-smokers and 31 (5·3%) never-smokers. We performed multivariable analyses of 36 candidate risk predictors, using multiple imputation of missing data and backwards feature selection with Cox regression. The resulting model was validated in an independent Norwegian prospective dataset of 45,341 ever-smokers, in which 675 lung cancers had been diagnosed after a median follow-up of 11·6years. Our final HUNT Lung Cancer Model included age, pack-years, smoking intensity, years since smoking cessation, body mass index, daily cough, and hours of daily indoors exposure to smoke. External validation showed a 0·879 concordance index (95% CI 0·866-0·891) with an area under the curve of 0·87 (95% CI 0·85-0·89) within 6years. Only 22% of ever-smokers would need screening to identify 81·85% of all lung cancers within 6years. Our model of seven variables is simple, accurate, and useful for screening selection.},
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We address the problem of constraint-based causal discovery with mixed data types, such as (but not limited to) continuous, binary, multinomial and ordinal variables. We use likelihood-ratio tests based on appropriate regression models, and show how to derive symmetric conditional independence tests. Such tests can then be directly used by existing constraint-based methods with mixed data, such as the PC and FCI algorithms for learning Bayesian networks and maximal ancestral graphs respectively. In experiments on simulated Bayesian networks, we employ the PC algorithm with different conditional independence tests for mixed data, and show that the proposed approach outperforms alternatives in terms of learning accuracy.
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	    K. Tsirlis, V. Lagani, S. Triantafillou, and I. Tsamardinos, "On Scoring Maximal Ancestral Graphs with the Max-Min Hill Climbing Algorithm," , 2017.       
   [BibTeX]      [Abstract]         [Download PDF]

t We consider the problem of causal structure learning in presence of latent confounders. We propose a hybrid method, MAG Max-Min Hill-Climbing (M3HC) that takes as input a data set of continuous variables, assumed to follow a multivariate Gaussian distribution, and outputs the best fitting maximal ancestral graph. M3HC builds upon a previously proposed method, namely GSMAG, by introducing a constraintbased first phase that greatly reduces the space of structures to investigate. We show on simulated data that the proposed algorithm greatly improves on GSMAG, and compares positively against FCI and cFCI, two well known constraint-based approaches for causal-network reconstruction in presence of latent confounders
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A novel computational methodology for large-scale screening of MOFs is applied to gas storage with the use of machine learning technologies. This approach is a promising trade-off between the accuracy of ab initio methods and the speed of classical approaches, strategically combined with chemical intuition. The results demonstrate that the chemical properties of MOFs are indeed predictable (stochastically, not deterministically) using machine learning methods and automated analysis protocols, with the accuracy of predictions increasing with sample size. Our initial results indicate that this methodology is promising to apply not only to gas storage in MOFs but in many other material science projects.
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The statistically equivalent signature (SES) algorithm is a method for feature selection inspired by the principles of constraint-based learning of Bayesian networks. Most of the currently available feature selection methods return only a single subset of features, supposedly the one with the highest predictive power. We argue that in several domains multiple subsets can achieve close to maximal predictive accuracy, and that arbitrarily providing only one has several drawbacks. The SES method attempts to identify multiple, predictive feature subsets whose performances are statistically equivalent. In that respect the SES algorithm subsumes and extends previous feature selection algorithms, like the max-min parent children algorithm. The SES algorithm is implemented in an homonym function included in the R package MXM, standing for mens ex machina, meaning 'mind from the machine' in Latin. The MXM implementation of SES handles several data analysis tasks, namely classification, regression and survival analysis. In this paper we present the SES algorithm, its implementation, and provide examples of use of the SES function in R. Furthermore, we analyze three publicly available data sets to illustrate the equivalence of the signatures retrieved by SES and to contrast SES against the state-of-the-art feature selection method LASSO. Our results provide initial evidence that the two methods perform comparably well in terms of predictive accuracy and that multiple, equally predictive signatures are actually present in real world data.
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   [BibTeX]      [Abstract]         [Download PDF]

More than a third of the cellular proteome is non-cytoplasmic. Most secretory proteins use the Sec system for export and are targeted to membranes using signal peptides and mature domains. To specifically analyze bacterial mature domain features, we developed MatureP, a classifier that predicts secretory sequences through features exclusively computed from their mature domains. MatureP was trained using Just Add Data Bio, an automated machine learning tool. Mature domains are predicted efficiently with ~92% success, as measured by the Area Under the Receiver Operating Characteristic Curve (AUC). Predictions were validated using experimental datasets of mutated secretory proteins. The features selected by MatureP reveal prominent differences in amino acid content between secreted and cytoplasmic proteins. Amino-terminal mature domain sequences have enhanced disorder, more hydroxyl and polar residues and less hydrophobics. Cytoplasmic proteins have prominent amino-terminal hydrophobic stretches and charged regions downstream. Presumably, secretory mature domains comprise a distinct protein class. They balance properties that promote the necessary flexibility required for the maintenance of non-folded states during targeting and secretion with the ability of post-secretion folding. These findings provide novel insight in protein trafficking, sorting and folding mechanisms and may benefit protein secretion biotechnology.
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Flow and mass cytometry technologies can probe proteins as biological markers in thousands of individual cells simultaneously, providing unprecedented opportunities for reconstructing networks of protein interactions through machine learning algorithms. The network reconstruction (NR) problem has been well-studied by the machine learning community. However, the potentials of available methods remain largely unknown to the cytometry community, mainly due to their intrinsic complexity and the lack of comprehensive, powerful and easy-to-use NR software implementations specific for cytometry data. To bridge this gap, we present Single CEll NEtwork Reconstruction sYstem (SCENERY), a web server featuring several standard and advanced cytometry data analysis methods coupled with NR algorithms in a user-friendly, on-line environment. In SCENERY, users may upload their data and set their own study design. The server offers several data analysis options categorized into three classes of methods: data (pre)processing, statistical analysis and NR. The server also provides interactive visualization and download of results as ready-to-publish images or multimedia reports. Its core is modular and based on the widely-used and robust R platform allowing power users to extend its functionalities by submitting their own NR methods. SCENERY is available at scenery.csd.uoc.gr or http://mensxmachina.org/en/software/.
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Learning the causal relationships that define a molecular system allows us to predict how the system will respond to different interventions. Distinguishing causality from mere association typically requires randomized experiments. Methods for automated causal discovery from limited experiments exist, but have so far rarely been tested in systems biology applications. In this work, we apply state-of-the art causal discovery methods on a large collection of public mass cytometry data sets, measuring intra-cellular signaling proteins of the human immune system and their response to several perturbations. We show how different experimental conditions can be used to facilitate causal discovery, and apply two fundamental methods that produce context-specific causal predictions. Causal predictions were reproducible across independent data sets from two different studies, but often disagree with the KEGG pathway databases. Within this context, we discuss the caveats we need to overcome for automated causal discovery to become a part of the routine data analysis in systems biology.
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Objective: To evaluate specific factors of coagulation and endothelial inflammatory markers namely, thrombomodulin, soluble receptor of the protein C (sEPCR), factor VIII, plasminogen activator inhibitor 1, Von Willebrandt factor, fibrinogen, fibrinogen dimers (d-dimers), high sensitivity C-reactive protein and homocysteine in a subset of Greek subjects with and without Type 2 (T2) Diabetes. Design: 84 subjects, of which 44 patients with T2 diabetes, were included in the randomized comparative prospective cross sectional study. The subjects were split into a Τ2 diabetics group and a group of healthy controls of similar age, anthropometric profiles and similar gender distribution. Results: A total of 47 variables and biomarkers together with indicators for metabolic profiles, clinical history, as well as detailed anthropometric profiles and traditional risk factors, were evaluated. Dipeptidyl peptidase-4 (DPP4), Insulin, use of Sulfonylurea, high HBA1c and glucose levels, were clearly statistically differentiated in the two groups, while no other biomarkers including the new potential indicators were found to be different. High values of thrombomodulin and homocysteine were correlated with a rise in creatinine and thus seem to affect renal function in the diabetic patients group while in the non-diabetics group the correlations are different with sEPCR having a relative strong negative correlation in renal function as measured with The Modification of Diet in Renal Disease, in agreement with the latest international findings. Conclusions: The presence of T2 diabetes in conjunction with age clearly correlates with problems in renal function, thrombomodulin and homocysteine could serve as indicators for renal damage in diabetics but not in healthy individuals. sEPCR on the other hand could be a potential generic indicator for renal damage. Thrombomodulin and sEPCR as prothombotic agents, did not show any indication that they can be utilised as markers for the prevention and/or treatment of thrombotic complications in diabetic patients.
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  abstract = {Objective: To evaluate specific factors of coagulation and endothelial inflammatory markers namely, thrombomodulin, soluble receptor of the protein C (sEPCR), factor VIII, plasminogen activator inhibitor 1, Von Willebrandt factor, fibrinogen, fibrinogen dimers (d-dimers), high sensitivity C-reactive protein and homocysteine in a subset of Greek subjects with and without Type 2 (T2) Diabetes. Design: 84 subjects, of which 44 patients with T2 diabetes, were included in the randomized comparative prospective cross sectional study. The subjects were split into a Τ2 diabetics group and a group of healthy controls of similar age, anthropometric profiles and similar gender distribution. Results: A total of 47 variables and biomarkers together with indicators for metabolic profiles, clinical history, as well as detailed anthropometric profiles and traditional risk factors, were evaluated. Dipeptidyl peptidase-4 (DPP4), Insulin, use of Sulfonylurea, high HBA1c and glucose levels, were clearly statistically differentiated in the two groups, while no other biomarkers including the new potential indicators were found to be different. High values of thrombomodulin and homocysteine were correlated with a rise in creatinine and thus seem to affect renal function in the diabetic patients group while in the non-diabetics group the correlations are different with sEPCR having a relative strong negative correlation in renal function as measured with The Modification of Diet in Renal Disease, in agreement with the latest international findings. Conclusions: The presence of T2 diabetes in conjunction with age clearly correlates with problems in renal function, thrombomodulin and homocysteine could serve as indicators for renal damage in diabetics but not in healthy individuals. sEPCR on the other hand could be a potential generic indicator for renal damage. Thrombomodulin and sEPCR as prothombotic agents, did not show any indication that they can be utilised as markers for the prevention and/or treatment of thrombotic complications in diabetic patients.},
  added-at = {2018-12-23T19:41:26.000+0100},
  author = {Siomos, Kyros and Papadaki, E and Tsamardinos, Ioannis and Kerkentzes, K and Koygioylis, M and Trakatelli, CM},
  biburl = {https://www.bibsonomy.org/bibtex/24417b929f54376f819a75dd83f49e8b0/mensxmachina},
  const = {\ text},
  doi = {10.4172/2161-1017.1000259},
  interhash = {87caff8395d570d0403ceb638ebf3c2f},
  intrahash = {4417b929f54376f819a75dd83f49e8b0},
  journal = {Endocrinology {\&} Metabolic Syndrome},
  keywords = {Diabetes Endothelial Prothombotic Thrombomodulin inflammation markers sEPCR},
  month = {February},
  number = 1,
  timestamp = {2019-09-26T17:08:03.000+0200},
  title = {Prothrombotic and Endothelial Inflammatory Markers in Greek Patients with Type 2 Diabetes Compared to Non-Diabetics},
  volume = 6,
  year = 2017
}






2016

	    G. Athineou, G. Papoutsoglou, S. Triantafullou, I. Basdekis, V. Lagani, and I. Tsamardinos, "SCENERY: a Web-Based Application for Network Reconstruction and Visualization of Cytometry Data.," Accepted for publication on the 10th International Conference on Practical Applications of Computational Biology & Bioinformatics (PACBB 2016)., 2016.       doi:10.1007/978-3-319-40126-3_21      
   [BibTeX]      [Abstract]         [Download PDF]

Cytometry techniques allow to quantify morphological characteristics and protein abundances at a single-cell level. Data collected with these techniques can be used for addressing the fascinating, yet challenging problem of reconstructing the network of protein interactions forming signaling pathways and governing cell biological mechanisms. Network reconstruction is an established and well studied problem in the machine learning and data mining fields, with several algorithms already available. In this paper, we present the first web-oriented application, SCENERY, that allows scientists to rapidly apply state-of-the-art network-reconstruction methods on cytometry data. SCENERY comes with an easy-to-use user interface, a modular architecture, and advanced visualization functions. The functionalities of the application are illustrated on data from a publicly available immunology experiment.
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We compare score-based and constraint-based learning in the presence of latent confounders. We use a greedy search strategy to identify the best fitting maximal ancestral graph (MAG) from continuous data, under the assumption of multivariate normality. Scoring maximal ancestral graphs is based on (a) residual iterative conditional fitting [Drton et al., 2009] for obtaining maximum likelihood estimates for the parameters of a given MAG and (b) factorization and score decomposition results for mixed causal graphs [Richardson, 2009, Nowzohour et al., 2015]. We compare the score-based approach in simulated settings with two standard constraintbased algorithms: FCI and conservative FCI. Results show a promising performance of the greedy search algorithm
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Causal discovery algorithms can induce some of the causal relations from the data, commonly in the form of a causal network such as a causal Bayesian network. Arguably however, all such algorithms lack far behind what is necessary for a true business application. We develop an initial version of a new, general causal discovery algorithm called ETIO with many features suitable for business applications. These include (a) ability to accept prior causal knowledge (e.g., taking senior driving courses improves driving skills), (b) admitting the presence of latent confounding factors, (c) admitting the possibility of (a certain type of) selection bias in the data (e.g., clients sampled mostly from a given region), (d) ability to analyze data with missing-by-design (i.e., not planned to measure) values (e.g., if two companies merge and their databases measure different attributes), and (e) ability to analyze data from different interventions (e.g., prior and posterior to an advertisement campaign). ETIO is an instance of the logical approach to integrative causal discovery that has been relatively recently introduced and enables the solution of complex reverse-engineering problems in causal discovery. ETIO is compared against the state-of-the-art and is shown to be more effective in terms of speed, with only a slight degradation in terms of learning accuracy, while incorporating all the features above.The code is available on the mensxmachina.org website.
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Maximal Ancestral Graphs (MAGs) are probabilistic graphical models that can model the distribution and causal properties of a set of variables in the presence of latent confounders. They are closed under marginalization. Invariant pairwise features of a class of Markov equivalent MAGs can be learnt from observational data sets using the FCI algorithm and its variations (such as conservative FCI and order independent FCI). We investigate the consistency of causal features (causal ancestry relations) obtained by FCI in different marginals of a single data set. In principle, the causal relationships identified by FCI on a data set D measuring a set of variables V should not conflict the output of FCI on marginal data sets including only subsets of V. In practice, however, FCI is prone to error propagation, and running FCI in different marginals results in inconsistent causal predictions. We introduce the term of marginal causal consistency to denote the consistency of causal relationships when learning marginal distributions, and investigate the marginal causal consistency of different FCI variations.Results indicate that marginal causal consistency varies for different algorithms, and is also sensitive to network density and marginal size
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Background: Early detection of lung cancer could increase survival and curation rate as low stage and surgery are positive prognostic factors. Screening of ever-smokers and asbestos exposed individuals by non-invasive methods is a desired path to increase the rate of early detection and cure in the future. Moreover, circulating early microRNA signature may decipher lung cancer biology. Methods: Serum samples from the HUNT3 Biobank, Levanger, Norway were profiled with separate total microRNA sequencing (Illumina). The samples included lung adenocarcinoma (n=4), squamous cell carcinoma (n=5) and small-cell carcinoma (n=5) cases collected 1-4 years before diagnosis, along with age and sex-matched non-cancer individuals (n=28), ratio 1:2; the never smokers to ever-smokers ratio of controls was 50/50. The differentially expressed (DE) microRNAs were analyzed for enrichment by DIANA-miRPath v3. 0. The target genes of each microRNA included in the signature were determined with the DIANA-microT web server v5.0 and the union of all the microRNA targets was assessed for enrichment in KEGG pathways. Pathways with FDR-corrected p-value < 0.05 are reported in the results. Results: We detected 12 DE microRNAs in the serum 1-4 years in adenocarcioma plus squamous cell carcinoma (NSLC) versus controls. There were 9 DE microRNAs small-cell carcinoma. Several pathways were enriched, including pathways for their respective cancer types (Ex. Table1). Conclusions: In this relatively small but unique pilot study we identified microRNAs that were significantly DE in serum of lung cancer patient 1-4 years prior to diagnosis. These specific microRNAs also target cancer-specific pathways. These are preliminary results whose validation in a larger cohort is still pending. There is hope that significant biomarkers can soon be discovered for early detection of lung cancer within the microRNA family.
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Scientific practice typically involves repeatedly studying a system, each time trying to unravel a different perspective. In each study, the scientist may take measurements under different experimental conditions (interventions, manipulations, perturbations) and measure different sets of quantities (variables). The result is a collection of heterogeneous data sets coming from different data distributions. In this work, we present algorithm COmbINE, which accepts a collection of data sets over overlapping variable sets under different experimental conditions; COmbINE then outputs a summary of all causal models indicating the invariant and variant structural characteristics of all models that simultaneously fit all of the input data sets. COmbINE converts estimated dependencies and independencies in the data into path constraints on the data- generating causal model and encodes them as a SAT instance. The algorithm is sound and complete in the sample limit. To account for conflicting constraints arising from statistical errors, we introduce a general method for sorting constraints in order of confidence, computed as a function of their corresponding p-values. In our empirical evaluation, COmbINE outperforms in terms of efficiency the only pre-existing similar algorithm; the latter additionally admits feedback cycles, but does not admit conflicting constraints which hinders the applicability on real data. As a proof-of-concept, COmbINE is employed to co- analyze 4 real, mass-cytometry data sets measuring phosphorylated protein concentrations of overlapping protein sets under 3 different interventions
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We address the problem of learning Bayesian networks from discrete, unmatched case-control data using specialized conditional independence tests. Those tests can also be used for learning other types of graphical models or for feature selection. We also propose a post-processing method that can be applied in conjunction with any Bayesian network learning algorithm. In simulations we show that our methods are able to deal with selection bias from case-control data.
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In this paper, we consider the data association problem that arises when localizing multiple sound sources using direction of arrival (DOA) estimates from multiple microphone arrays. In such a scenario, the association of the DOAs across the arrays that correspond to the same source is unknown and must be found for accurate localization. We present an association algorithm that finds the correct DOA association to the sources based on features extracted for each source that we propose. Our method results in high association and localization accuracy in scenarios with missed detections, reverberation, and noise and outperforms other recently proposed methods.



@article{Alexandridis2015,
  abstract = {In this paper, we consider the data association problem that arises when localizing multiple sound sources using direction of arrival (DOA) estimates from multiple microphone arrays. In such a scenario, the association of the DOAs across the arrays that correspond to the same source is unknown and must be found for accurate localization. We present an association algorithm that finds the correct DOA association to the sources based on features extracted for each source that we propose. Our method results in high association and localization accuracy in scenarios with missed detections, reverberation, and noise and outperforms other recently proposed methods.},
  added-at = {2018-12-23T19:41:26.000+0100},
  author = {Alexandridis, Anastasios and Borboudakis, Giorgos and Mouchtaris, Athanasios},
  biburl = {https://www.bibsonomy.org/bibtex/2a07814247fa3c05b693af8fb9d710f8f/mensxmachina},
  const = {\ text},
  doi = {10.1109/EUSIPCO.2015.7362644},
  interhash = {622eccd20d79a3c3256efa953df47acb},
  intrahash = {a07814247fa3c05b693af8fb9d710f8f},
  journal = {23rd European Signal Processing Conference (EUSIPCO)},
  keywords = {imported},
  timestamp = {2020-04-15T10:34:32.000+0200},
  title = {Addressing the data-association problem for multiple sound source localization using DOA data estimates},
  url = {https://ieeexplore.ieee.org/document/7362644},
  year = 2015
}




	    N. Karathanasis, I. Tsamardinos, and P. Poirazi, "MiRduplexSVM: A high-Performing miRNA-duplex prediction and evaluation methodology," PloS one, iss. 5, 2015.       doi:10.1371/journal.pone.0126151      
   [BibTeX]      [Abstract]         [Download PDF]

We address the problem of predicting the position of a miRNA duplex on a microRNA hairpin via the development and application of a novel SVM-based methodology. Our method combines a unique problem representation and an unbiased optimization protocol to learn from mirBase19.0 an accurate predictive model, termed MiRduplexSVM. This is the first model that provides precise information about all four ends of the miRNA duplex. We show that (a) our method outperforms four state-of-the-art tools, namely MaturePred, MiRPara, MatureBayes, MiRdup as well as a Simple Geometric Locator when applied on the same training datasets employed for each tool and evaluated on a common blind test set. (b) In all comparisons, MiRduplexSVM shows superior performance, achieving up to a 60% increase in prediction accuracy for mammalian hairpins and can generalize very well on plant hairpins, without any special optimization. (c) The tool has a number of important applications such as the ability to accurately predict the miRNA or the miRNA*, given the opposite strand of a duplex. Its performance on this task is superior to the 2nts overhang rule commonly used in computational studies and similar to that of a comparative genomic approach, without the need for prior knowledge or the complexity of performing multiple alignments. Finally, it is able to evaluate novel, potential miRNAs found either computationally or experimentally. In relation with recent confidence evaluation methods used in miRBase, MiRduplexSVM was successful in identifying high confidence potential miRNAs.
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AIM: To derive and validate a set of computational models able to assess the risk of developing complications and experiencing adverse events for patients with diabetes. The models are developed on data from the Diabetes Control and Complications Trial (DCCT) and the Epidemiology of Diabetes Interventions and Complications (EDIC) studies, and are validated on an external, retrospectively collected cohort. METHODS: We selected fifty-one clinical parameters measured at baseline during the DCCT as potential risk factors for the following adverse outcomes: Cardiovascular Diseases (CVD), Hypoglycemia, Ketoacidosis, Microalbuminuria, Proteinuria, Neuropathy and Retinopathy. For each outcome we applied a data-mining analysis protocol in order to identify the best-performing signature, i.e., the smallest set of clinical parameters that, considered jointly, are maximally predictive for the selected outcome. The predictive models built on the selected signatures underwent both an interval validation on the DCCT/EDIC data and an external validation on a retrospective cohort of 393 diabetes patients (49 Type I and 344 Type II) from the Chorleywood Medical Center, UK. RESULTS: The selected predictive signatures contain five to fifteen risk factors, depending on the specific outcome. Internal validation performances, as measured by the Concordance Index (CI), range from 0.62 to 0.83, indicating good predictive power. The models achieved comparable performances for the Type I and, quite surprisingly, Type II external cohort. CONCLUSIONS: Data-mining analyses of the DCCT/EDIC data allow the identification of accurate predictive models for diabetes-related complications. We also present initial evidences that these models can be applied on a more recent, European population
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To derive and validate a set of computational models able to assess the risk of developing complications and experiencing adverse events for patients with diabetes. The models are developed on data from the Diabetes Control and Complications Trial (DCCT) and the Epidemiology of Diabetes Interventions and Complications (EDIC) studies, and are validated on an external, retrospectively collected cohort.

METHODS:
We selected fifty-one clinical parameters measured at baseline during the DCCT as potential risk factors for the following adverse outcomes: Cardiovascular Diseases (CVD), Hypoglycemia, Ketoacidosis, Microalbuminuria, Proteinuria, Neuropathy and Retinopathy. For each outcome we applied a data-mining analysis protocol in order to identify the best-performing signature, i.e., the smallest set of clinical parameters that, considered jointly, are maximally predictive for the selected outcome. The predictive models built on the selected signatures underwent both an interval validation on the DCCT/EDIC data and an external validation on a retrospective cohort of 393 diabetes patients (49 Type I and 344 Type II) from the Chorleywood Medical Center, UK.

RESULTS:
The selected predictive signatures contain five to fifteen risk factors, depending on the specific outcome. Internal validation performances, as measured by the Concordance Index (CI), range from 0.62 to 0.83, indicating good predictive power. The models achieved comparable performances for the Type I and, quite surprisingly, Type II external cohort.

CONCLUSIONS:
Data-mining analyses of the DCCT/EDIC data allow the identification of accurate predictive models for diabetes-related complications. We also present initial evidences that these models can be applied on a more recent, European population},
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AIM: We present a computerized system for the assessment of the long-term risk of developing diabetes-related complications. METHODS: The core of the system consists of a set of predictive models, developed through a data-mining/machine-learning approach, which are able to evaluate individual patient profiles and provide personalized risk assessments. Missing data is a common issue in (electronic) patient records, thus the models are paired with a module for the intelligent management of missing information. RESULTS: The system has been deployed and made publicly available as Web service, and it has been fully integrated within the diabetes-management platform developed by the European project REACTION. Preliminary usability tests showed that the clinicians judged the models useful for risk assessment and for communicating the risk to the patient. Furthermore, the system performs as well as the United Kingdom Prospective Diabetes Study (UKPDS) Risk Engine when both systems are tested on an independent cohort of UK diabetes patients. CONCLUSIONS: Our work provides a working example of risk-stratification tool that is (a) specific for diabetes patients, (b) able to handle several different diabetes related complications, (c) performing as well as the widely known UKPDS Risk Engine on an external validation cohort
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METHODS:
The core of the system consists of a set of predictive models, developed through a data-mining/machine-learning approach, which are able to evaluate individual patient profiles and provide personalized risk assessments. Missing data is a common issue in (electronic) patient records, thus the models are paired with a module for the intelligent management of missing information.

RESULTS:
The system has been deployed and made publicly available as Web service, and it has been fully integrated within the diabetes-management platform developed by the European project REACTION. Preliminary usability tests showed that the clinicians judged the models useful for risk assessment and for communicating the risk to the patient. Furthermore, the system performs as well as the United Kingdom Prospective Diabetes Study (UKPDS) Risk Engine when both systems are tested on an independent cohort of UK diabetes patients.

CONCLUSIONS:
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In a typical supervised data analysis task, one needs to perform the following two tasks: (a) select an optimal combination of learning methods (e.g., for variable selection and classifier) and tune their hyper-parameters (e.g., K in K-NN), also called model selection, and (b) provide an estimate of the performance of the final, reported model. Combining the two tasks is not trivial because when one selects the set of hyper-parameters that seem to provide the best estimated performance, this estimation is optimistic (biased/overfitted) due to performing multiple statistical comparisons. In this paper, we discuss the theoretical properties of performance estimation when model selection is present and we confirm that the simple Cross-Validation with model selection is indeed optimistic (overestimates performance) in small sample scenarios and should be avoided. We present in detail and investigate the theoretical properties of the Nested Cross Validation and a method by Tibshirani and Tibshirani for removing the estimation bias. In computational experiments with real datasets both protocols provide conservative estimation of performance and should be preferred. These statements hold true even if feature selection is performed as preprocessing.
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  abstract = {In a typical supervised data analysis task, one needs to perform the following two tasks: (a) select an optimal combination of learning methods (e.g., for variable selection and classifier) and tune their hyper-parameters (e.g., K in K-NN), also called model selection, and (b) provide an estimate of the performance of the final, reported model. Combining the two tasks is not trivial because when one selects the set of hyper-parameters that seem to provide the best estimated performance, this estimation is optimistic (biased/overfitted) due to performing multiple statistical comparisons. In this paper, we discuss the theoretical properties of performance estimation when model selection is present and we confirm that the simple Cross-Validation with model selection is indeed optimistic (overestimates performance) in small sample scenarios and should be avoided. We present in detail and investigate the theoretical properties of the Nested Cross Validation and a method by Tibshirani and Tibshirani for removing the estimation bias. In computational experiments with real datasets both protocols provide conservative estimation of performance and should be preferred. These statements hold true even if feature selection is performed as preprocessing.},
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This work presents a probabilistic method for enforcing adherence of the marginal probabilities of a multi-label model to automatically discovered deterministic relationships among labels. In particular we focus on discovering two kinds of relationships among the labels. The first one concerns pairwise positive entailment: pairs of labels, where the presence of one implies the presence of the other in all instances of a dataset. The second concerns exclusion: sets of labels that do not coexist in the same instances of the dataset. These relationships are represented as a deterministic Bayesian network. Marginal probabilities are entered as soft evidence in the network and through probabilistic inference become consistent with the discovered knowledge. Our approach offers robust improvements in mean average precision compared to the standard binary relevance approach across all 12 datasets involved in our experiments. The discovery process helps interesting implicit knowledge to emerge, which could be useful in itself.
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OBJECTIVE: Novel statistical methods and increasingly more accurate gene annotations can transform "old" biological data into a renewed source of knowledge with potential clinical relevance. Here, we provide an in silico proof-of-concept by extracting novel information from a high-quality mRNA expression dataset, originally published in 2001, using state-of-the-art bioinformatics approaches. METHODS: The dataset consists of histologically defined cases of lung adenocarcinoma (AD), squamous (SQ) cell carcinoma, small-cell lung cancer, carcinoid, metastasis (breast and colon AD), and normal lung specimens (203 samples in total). A battery of statistical tests was used for identifying differential gene expressions, diagnostic and prognostic genes, enriched gene ontologies, and signaling pathways. RESULTS: Our results showed that gene expressions faithfully recapitulate immunohistochemical subtype markers, as chromogranin A in carcinoids, cytokeratin 5, p63 in SQ, and TTF1 in non-squamous types. Moreover, biological information with putative clinical relevance was revealed as potentially novel diagnostic genes for each subtype with specificity 93-100% (AUC = 0.93-1.00). Cancer subtypes were characterized by (a) differential expression of treatment target genes as TYMS, HER2, and HER3 and (b) overrepresentation of treatment-related pathways like cell cycle, DNA repair, and ERBB pathways. The vascular smooth muscle contraction, leukocyte trans-endothelial migration, and actin cytoskeleton pathways were overexpressed in normal tissue. CONCLUSION: Reanalysis of this public dataset displayed the known biological features of lung cancer subtypes and revealed novel pathways of potentially clinical importance. The findings also support our hypothesis that even old omics data of high quality can be a source of significant biological information when appropriate bioinformatics methods are used.
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Novel statistical methods and increasingly more accurate gene annotations can transform "old" biological data into a renewed source of knowledge with potential clinical relevance. Here, we provide an in silico proof-of-concept by extracting novel information from a high-quality mRNA expression dataset, originally published in 2001, using state-of-the-art bioinformatics approaches.

METHODS:
The dataset consists of histologically defined cases of lung adenocarcinoma (AD), squamous (SQ) cell carcinoma, small-cell lung cancer, carcinoid, metastasis (breast and colon AD), and normal lung specimens (203 samples in total). A battery of statistical tests was used for identifying differential gene expressions, diagnostic and prognostic genes, enriched gene ontologies, and signaling pathways.

RESULTS:
Our results showed that gene expressions faithfully recapitulate immunohistochemical subtype markers, as chromogranin A in carcinoids, cytokeratin 5, p63 in SQ, and TTF1 in non-squamous types. Moreover, biological information with putative clinical relevance was revealed as potentially novel diagnostic genes for each subtype with specificity 93-100% (AUC = 0.93-1.00). Cancer subtypes were characterized by (a) differential expression of treatment target genes as TYMS, HER2, and HER3 and (b) overrepresentation of treatment-related pathways like cell cycle, DNA repair, and ERBB pathways. The vascular smooth muscle contraction, leukocyte trans-endothelial migration, and actin cytoskeleton pathways were overexpressed in normal tissue.

CONCLUSION:
Reanalysis of this public dataset displayed the known biological features of lung cancer subtypes and revealed novel pathways of potentially clinical importance. The findings also support our hypothesis that even old omics data of high quality can be a source of significant biological information when appropriate bioinformatics methods are used.},
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Constraint-based causal discovery algorithms use conditional independence tests to identify the skeleton and invariant orientations of a causal network. Two major disadvantages of constraint-based methods are that (a) they are sensitive to error propagation and (b) the results of the conditional independence tests are binarized by being compared to a hard threshold; thus, the resulting networks are not easily evaluated in terms of reliability. We present PROPeR, a method for estimating posterior probabilities of pairwise relations (adjacencies and non-adjacencies) of a network skeleton as a function of the corresponding p-values. This novel approach has no significant computational overhead and can scale up to the same number of variables as the constraint-based algorithm of choice. We also present BiND, an algorithm that identifies neighborhoods of high structural confidence on causal networks learnt with constraint-based algorithms. The algorithm uses PROPeR; to estimate the confidence of all pairwise relations. Maximal neighborhoods of the skeleton with minimum confidence above a user-defined threshold are then identified using the Bron-Kerbosch algorithm for identifying maximal cliques. In our empirical evaluation, we demonstrate that (a) the posterior probability estimates for pairwise relations are reasonable and comparable with estimates obtained using more expensive Bayesian methods and (b) BiND; identifies sub-networks with higher structural precision and recall than the output of the constraint-based algorithm.
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									About Us
Mens Ex Machina, Mind from the Machine or “Ο από Μηχανής Νους” paraphrases the latin expression Deus Ex Machina, God from the Machine. The name was suggested by Lucy Sofiadou, Prof. Tsamardinos’ wife.

We are a research group, founded in October 2006, led by Professor Ioannis Tsamardinos, interested in Artificial Intelligence, Machine Learning, and Biomedical Informatics and affiliated with the Computer Science Department of University of Crete. The aims of the group are to progress science and disseminate knowledge via educational activities and computer tools. Our group is involved in

Research:

Theoretical, algorithmic, and applied research in all of the above areas; we are also involved in interdisciplinary collaborations with biologists, physicians and practitioners from other fields.

Education:

Educational activities, such as teaching university courses, tutorials, summers schools, as well as supervising undergraduate dissertations, masters projects, and Ph.D. theses.

Systems and Software:

Implementation of tools, systems, and code libraries to aid the dissemination of the research results. Funding is provided from and through the University of Crete, often originating from European and International research grants.

Current research activities include but not limited to the following:

	

	Causal discovery methods and the induction of causal models from observational studies. Specifically, we have recently introduced the problem of Integrative Causal Analysis (INCA).
	Feature selection (a.k.a. variable selection) for classification and regression.
	Induction of graphical models, such as Bayesian Networks from data.
	Analysis of biomedical data and applications of AI and Machine Learning methods to induce new biomedical knowledge.
	Activity recognition in Ambient Intelligent environments.
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