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1. Personal details
Name: Shimrat Mamrut
Permanent Home Address: Harel 20, Haifa
Cellular Phone: 058-5703521
Electronic Address: Shimratm1@gmail.com
2. Higher Education
	Period of study
	Name of Institution and Department
	Degree
	Year of Approval of Degree

	2013-2017
	Technion, Rappaport Medicine Faculty (Medical Science)
	Ph.D
	2017

	2010-2012
	University of Haifa, Neurobiology and Etiology department
	MSc*
	2012

	2005-2009
	University of Haifa, Biology department
	BSc
	2009


*Including thesis
3. Academic Ranks and Tenure in Institutes of Higher Education
	Dates
	Name of Institution and Department
	Rank/Position

	2015
	Sorbonne University Paris, France
	Research fellow

	2013-2016
	Technion, Medical Science department
	Teaching Assistant



4. Scholarly Conferences
a. Local conferences
	Date
	Name of Conference
	Place of Conference
	Subject of Lecture/Discussion
	Role

	2024
	The Astrazeneca Oncogenetic conference
	Tel Aviv Israel
	Solid tumor panels, what's new?
	Oral

	2024
	The Roche breast cancer pathology conference
	Virtual meeting
	Molecular testing in breast cancer- current practices for identifying mutations in HR+ Bresat cancer 
	Oral

	2024
	The annual pathology conference
	Haifa, Israel
	Hematopathology molecular panels
	Oral 

	2024
	The Israeli union for the medical lab science conference
	Tel Aviv Israel
	Molecular panels for solid tumors
	Oral 

	2024
	Molecular pathology conference
	Tel Aviv Israel
	Hypermethylation in cervical smears
	Oral *

	2022
	The annual pathology conference
	Tel Aviv Israel
	Hematopathology molecular panels
	Oral

	2019
	2nd BRCA masterclass
	Tel Aviv Israel
	Case presentation and panel discussion
	Oral

	2014
	the Israeli society of neuroimmunology (ISNI) conference
	Kfar Blum, Israel
	Integrative analysis of DNA methylation and gene expression identifies distinct profiles among immune cells subsets
	Poster 

	2014
	Genetics, genomics and evolution conference
	Haifa , Israel
	Integrative analysis of DNA methylation and gene expression identifies distinct profiles among immune cells subsets
	Oral


*Conference organizer and part of the scientific committee
b. International conferences
	Date
	Name of Conference
	Place of Conference
	Subject of Lecture/Discussion
	Role

	2016
	The international autoimmunity  conference
	Leipzig  Germany
	Methylome and transcriptome profiling in Myasthenia Gravis monozygotic twins
	Oral

	2014
	The international society of neuroimmunology (ISNI) conference
	Mainz, Germany
	Integrative analysis of DNA methylation and gene expression identifies distinct profiles among immune cells subsets. Abstracts in the journal of neuroimmunology
	Poster

	2011
	WCNH conference
	Boston USA
	DNA Methylation is Directly Involved in the Transcription Regulation of the Oxytocin Receptor Gene
	Poster




5. Scholarships, Awards and Prizes
1. 2015, European Molecular Biology Organization (EMBO) award.
2. 2014, Prize from the Israeli society of neuroimmunology (ISNI) for best poster in the poster presentation for the study: 
Integrative analysis of DNA methylation and gene expression identifies distinct profiles among immune cells subsets
3. 2013, Zef, Payne and Daniel excellence scholarship for the PhD thesis.
4. 2012 Dean’s List – MS.c studies, Haifa University Faculty of Natural science faculty, Haifa, Israel

6. Professional Experience
· 2023- present: Deputy director of the pathology mega-lab, Maccabi healthcare services 
· Maccabi’s northern pathology mega-lab serves about 1,000,000 insured citizens.
· Part of the mega-lab management team, managing the mega-lab mid-level managers and the mega-lab technician's teams.
· Quality assurance - responsible for the quality assurance of all lab procedures performed in the pathology mega-lab and perform trouble shooting of failed procedures. Perform and oversee all quality measurements and statistical reports as well as reporting the analyses (reports, graphical analysis, upper management level presentations etc.).  
· Working with several departments (purchasing department, high level management, Maccabi headquarters, medical centers etc.).
· Major rule in the northern pathology planning, designing and establishment. The pathology lab opened in 2023.
· 2018- present: Head of the molecular pathology unit in Maccabi health care mega-lab
· Maccabi’s central mega-lab serves about 2,000,000 insured citizens.
· Part of the mega-lab management team, managing the mega-lab technician's teams.
· Quality assurance - responsible for the quality assurance of all lab procedures performed in the molecular pathology unit and perform trouble shooting of failed procedures. Perform and oversee all quality measurements and statistical reports as well as reporting the analyses (reports, graphical analysis, mid-management level presentations etc.).  
· The main technology used for variant detection is next generation sequencing.  Large panels that include more than 500 genes are sequences and analyzed. In this line of work, I perform bioinformatic big-data analysis in order to identify the variants, classify them and generate reports accordingly. 
· 2016-2018: Application specialist in Danyel Biotech – 
· Training and supporting diagnostic lab managers and technicians at health medical and organizational centers, analyzing the next generation sequencing. 
· Establishing new protocols in different labs and teaching the lab team how to prepare samples, sequence them and analyze next generation sequencing data.
· Conducting lectures in different scientific topics such as sequencing technologies, software for sequence analysis (for example BaseSpace sequence hub etc.).
· 2013-2016: Teaching assistant, Rappaport Medicine Faculty, Technion- 
· Teaching assistant for the MD studies in the courses: Bacteriology, Mycology, Hematology 
· Teaching assistant MS.c and Ph.d studies in advanced genomic technologies– teaching the students how to perform big-data analysis (using R, JMP and QIAGEN ingenuity pathway analysis softwares).
· 2015-2016:  Genomic center - Technion Rappaport Medicine Faculty 
· Guiding students (MS.c and Ph.D) and consulting researchers regarding  advanced genomic technologies and data analysis.
· 2009-2010: Research assistant at the natural sciences faculty at Haifa university 
· Worked at the plant genomics and disease laboratory – the main topic of research is how to protect different strains of wheat from pests and diseases.
· Designed and carried out different experiments and analyzing the data as well as reporting the results.
· 2008-2010: Science and Biology teacher in the Hebrew Reali school 
· Teaching Biology at the Hebrew Reali high school
· Supervising pupils in their biotope research projects.

7. Publications
A.  Ph.D. Dissertation

Title: “Epigenetics mechanisms in autoimmune diseases” 
Approved date: 2017 Supervisors: Prof. Ariel Miller. The Rappaport medicine faculty, Technion.

B. Articles in Refereed Journals
1. Siegelmann-Danieli N, Mamrut S, Yehuda-Shnaidman E, Sandbank J et al. (2022). PERSONALIZED MEDICINE IN ONCOLOGY REQUIRES TEAMWORK BETWEEN MEDICAL ONCOLOGISTS AND MOLECULAR PATHOLOGISTS. Harefuah. 161(4):233-238.
(No IF or ranking)
Role in the publication: I took part in the review strategy. I wrote parts of the manuscript. In addition, I reviewed and approved the final manuscript.

2. Mamrut S, Avidan N, Truffault F, Staun Ram E, Sharshar T, Eymard B,  Frenkn M, Pitha J, Marc D, Servais L, Berrih-Aknin S, Miller A et al. (2017). Methylome and transcriptome profiling in Myasthenia Gravis monozygotic twins. Journal of Autoimmunity. 82:62-73. 
DOI: 10.1016/j.jaut.2017.05.005.  
(5-YR IF=8.7, Q1 Immunology and Allergy).
Role in the publication: I formulated the research strategy, performed the lab tests, data management and analysis and wrote the manuscript (all chapters). I prepared the article for submission according to the journal’s guidelines and replied to the reviewer’s comments. 

3. Mamrut S, Avidan N, Truffault F, Staun Ram E, Ginzburg E, Truffault F, Berrih-Aknin S, Miller A et al. (2015). Integrative analysis of methylome and transcriptome in human blood identifies extensive sex- and immune cell-specific differentially methylated regions. Epigenetics. 10(10):943-57.
DOI: 10.1080/15592294.2015.1084462.
(5-YR IF=3.4, Q1 Medicine (miscellaneous) and Q2 for Cancer research and Molecular Biology).
Role in the publication: I formulated the research strategy, performed the lab tests, data management and analysis and wrote the manuscript (all chapters). I prepared the article for submission according to the journal’s guidelines and replied to the reviewer’s comments. 

4. Harony-Nicolas H#, Mamrut S#, Brodsky L, Shahar-Gold H, Barki-Harrington L, Wagner S et al. (2014). Brain region-specific methylation in the promoter of the murine oxytocin receptor gene is involved in its expression regulation. Psychoneuroendocrinology. 39:121-131. 
DOI: 10.1016/j.psyneuen.2013.10.004. 
(5-YR IF=4, Q1 Endocrinology, Diabetes and Metabolism, Endocrine and Autonomic Systems).
(#,Equal contribution).
Role in the publication: I formulated the research strategy, performed the lab tests, data management and analysis and wrote the manuscript (all chapters). I prepared the article for submission according to the journal’s guidelines and replied to the reviewer’s comments. 


5. Mamrut S#, Harony-Nicolas H#, Sood R, Shahar-Gold H, Gainer H, Shi Y, Barki-Harrington L, Wagner S et al. (2013). DNA Methylation of Specific CpG Sites in the Promoter Region Regulates the Transcription of the Mouse Oxytocin Receptor. PLOS One, 8(2):e56869..
DOI: 10.1371/journal.pone.0056869
(#, Equal contribution).
Role in the publication: I formulated the research strategy, performed the lab tests, data management and analysis and wrote the manuscript (all chapters). I prepared the article for submission according to the journal’s guidelines and replied to the reviewer’s comments. 

8. Summary of my Activities and Future Plans
In the past 11 years I have had the opportunity to perform statistical analyses including but not limited to big-data and quality assurance. 
My first teaching experience was just after I finished my BSc degree on 2008, I worked as a teacher for 2 years in the Hebrew Reali school. As a high school teacher I also Guided school students in their biotope projects training them how to conduct a small research project and supervised their work. 
In 2009 I started to work as a research assistant in a laboratory for plant genomics and disease at the faculty of natural sciences in Haifa university. During this time, I learnt molecular lab techniques and decided to pursue a master’s degree in the Neurobiology and Etiology department at Haifa university. I performed my thesis in a molecular lab and my research was about epigenetic mechanisms controlling the gene expression of the oxytocin receptor in the mouse and rat brain. During my MSc studies I published 2 papers. The main research analyses included extensive data management and implementation models (such as the mixed ANOVA model, with SPSS software). 
In 2013 I started my PhD studies in the Technion's Rappaport medicine faculty and my thesis topic was Epigenetic mechanisms of autoimmune diseases. I performed many big-data analyses using R, JMP and QIAGEN ingenuity pathway analysis softwares, searching for methylation patterns and affecting gene expression in many immune related genes. During my PhD, I also published 2 papers. Between 2013 and 2016 I also worked as a teaching assistant of medical students in several courses at the Technion’s Rapaport medicine school such as Bacteriology, Mycology and Hematology. In addition to these courses, I also had the privilege to work with Dr. Liat Linde and establish a new course at the Technion’s Rapaport medical school teaching MS.c and Ph.D students advanced genomic technologies using R, JMP and QIAGEN ingenuity pathway analysis. Following these experiences, I started working in the Technion's genomic center as a student's (MS.c and Ph.D) and researcher’s consultant, training and supporting them in using advanced genomic technologies as part of their research. After I finished my Ph.D, I worked for 2 years at Danyel Biotech company as an application specialist. I specialized in the next generation sequencing field training and supporting diagnostic labs who wanted to implement this method. During my work I have also given many lectures in front of physicians and scientists in courses and conferences. 
In past 6 years I’m part of Maccabi’s health care services mega-lab pathology management team. During my years at Maccabi, I have had the opportunity to use my management skills together with the knowledge and experience I obtained during my Master and PhD studies, analyzing big-data of genomic sequencing. During my work in Maccabi, I have also given many lectures in courses and conferences regarding the pathology and molecular pathology field as well as pathways to analyze these types of complex data. 
My future plans include performing further research, specifically on the impact of artificial intelligence (AI) usage in the pathology field. AI implementation and co-existence with traditional sciences such as biology, physics, chemistry etc. is the new challenge we are approaching and I believe this process should be made with caution and responsibility, collaborating with all relevant disciplines

