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Tania Tato, J Microbiol Biotechno 2021, Volume 10

The BLUEBIOLAB - Potential of the cooperation in Marine Biotechnology for the 
blue growth strategy
Tania Tato
University of Vigo, Spain

Introduction and Aim: BLUEBIOLAB gathers the Euro region R&D capacities in the field of the blue economy 
and focuses its efforts in the development of innovative actions for the promotion of innovation in marine 
biotechnology building up an Atlantic cross-border research and innovation laboratory in marine biotechnology. 
The creation of a marine biotechnology cross-border laboratory fosters the capacity to internationalize the 
R&D capabilities of the territory and to establish new collaborations in the Atlantic framework, optimize the 
use of research infrastructures and contribute to the blue growth strategy. The BLUEBIOLAB will also focus its 
efforts in communicate the great value of the marine resources of the Atlantic Ocean to our citizens’ and seeks 
on the future cooperation involving more countries and private sector harnessing the value of public-private 
partnerships. Our resources catalogue includes more than 30 services and 120 top-level equipment available 
in research facilities within the northern Portugal and Galicia region. A total number of 38 researchers are 
nowadays working on the BLUEBIOLAB and 26 research groups participate in the project focusing in the 
three priority research areas of biotechnology and aquaculture, development of new bioactive compounds and 
marine biomaterials and the use of omics technologies for the better comprehension of marine biodiversity. 
The laboratory also offers recruitment and cross-border training of new researchers and promotion of their 
mobility among the Euro region research centers.

Biography
Tania Tato has completed her International Masters in Aquaculture studies in 2007 at Las Palmas (Spain) organized by University of Gran 
Canaria (ULPGC), Canary Institute of Marine Sciences (ICCM) and Center the International of High Agronomics Studies of the Mediterranean 
of Zaragoza (CIHEAM). She has a degree in Marine Sciences at University of Vigo (Spain). Nowadays is the project manager of the 
BLUEBIOLAB, a European Union funded project in the Programme INTERREG V A of Spain-Portugal (POCTEP) (0474_BLUEBIOLAB_1_E), 
co-funded by the FEDER Programme. As marine pollution researcher for more than 10 years has published 8 papers in reputed journals.
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Eric J. Sorin, J Microbiol Biotechno 2021, Volume 10

Overcoming the heuristic nature of K-means clustering: Identification and 
characterization of binding modes from simulations of molecular recognition complexes
Eric J. Sorin
California State University at Long Beach, USA

States in computational data is a non-trivial problem, particularly when the number of states is unknown 
a priori and for large, flexible chemical systems and complexes.  To this end, we report a novel clustering 

protocol that combines high-resolution structural representation, brute-force repeat clustering, and 
optimization of clustering statistics to reproducibly identify the number of clusters present in a data set (k) 
for simulated ensembles of Butyrylcholinesterase in complex with two previously studied organophosphate 
inhibitors. Each structure within our simulated ensembles was depicted as a high-dimensionality vector with 
components defined by specific protein-inhibitor contacts at the chemical group level and the magnitudes of 
these components defined by their respective extents of pair-wise atomic contact, thus allowing for algorithmic 
differentiation between varying degrees of interaction. These surface-weighted interaction fingerprints were 
tabulated for each of over one million structures from more than 100 μs the accurate and reproducible detection 
and description of thermodynamic of all-atom molecular dynamics simulation per complex and used as input 
for repetitive k-means clustering.  Minimization of cluster population variance and range afforded accurate 
and reproducible identification of k, thereby allowing for the characterization of discrete binding modes from 
molecular simulation data in the form of contact tables that concisely encapsulate the observed intermolecular 
contact motifs.  While the protocol presented herein to determine k and achieve non-heuristic clustering is 
demonstrated on data from massive atomistic simulation, our approach is generalizable to other data types and       
clustering algorithms, and is tractable with limited computational resource
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Biography
Eric J. Sorin is a physical chemist with expertise in statistical mechanics and the modeling and simulation of bimolecular systems. Primary 
areas of study in his lab include RNA folding and non-covalently bound molecular recognition complexes, with a focus on the interactions 
that stabilize binding of inhibitors of the cholinesterase family of enzymes. Sorin was a founding member of the Folding@Home distributed 
computing project, which employs processors donated by the public from around the globe to collect simulations of bimolecular systems 
associated with human health and disease. He enjoys pursuing cutting-edge research with a diverse and talented pool of undergraduate and 
graduate students in his native Southern California.
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Barkha Singhal, J Microbiol Biotechno 2021, Volume 10

Metagenomics: Transforming the landscape of bioeconomy
Barkha Singhal
Gautam Buddha University, India

Introduction: The advancement in next generation sequencing comprising metagenomic approaches enabled 
in engendering in-depth insight of diversity of microbes and their genetic framework in diversified habitats 
and assemblages. Currently, the research studies speculated that 4-6 ×1030 microorganisms inhabiting in the 
earth and approximately 2.6 × 1029 microbes residing in soil while the marine ecosystem occupancy is around 
1.2 ×1029. The current exploration of microbial world in marine sources are .001-0.1%. The approaches of 
metagenomic comprising “Who are they” (structural metagenomics) and “What are they doing” (functional 
metagenomics) holds tremendous potential to unleash the novel genes and metabolic pathways for identifying 
novel biocatalysts and biomolecules and their evolutionary relationship, environmental interactions and 
biogeochemical cycles. However, the transition from fossil-based economy to biobased economy is still 
dependent mostly on agricultural resources but currently the generation of overwhelming amount of waste 
lignocellulosic biomass and other waste streams could provide an important avenue for the development of 
bioenergy and value-added products that laid the foundations for attaining circular bioeconomy. The increasing 
energy demand necessitates the targeting of novel enzymes and producer cells from various lignocellulosic 
biomass that can only be accomplished through metagenomic approaches. The essence of bio economy is 
bioprocess that is inherently cyclical in terms of their working in closed feedback loops and waste products 
are utilized as inputs for harnessing other value-added products in an eco-friendly way. However, the current 
bottlenecks like the supply chain management of feedstock, intensive use of water and scale of operation are 
pressing barriers for this inevitable transition towards a circular economy. Conclusion & Significance: Thus, 
metagenomics identification of optimum microbial species and their genes for encoding relevant enzymes 
have been done followed by metabolic pathway for effective degradation of lignocellulosic biomass holds great 
potential for paving the way forward for the bioeconomy.
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Biography
Dr. Barkha Singhal is an Assistant Professor in School of Biotechnology, Gautam Buddha University, Greater Noida. She has done her Ph.D. 
from IIT Roorkee and gained more than 13 years of teaching and research experience. Her research interest includes fermentation technology, 
probiotics and biosensors. She has published various research papers in International journal of repute. She has also contributed several book 
chapters in highly reputed publishing house. She has also written contemporary scientific articles in biotechnology area in various Nationalized 
scientific magazines. She has also experience in mentoring Ph.D and M.Tech students.
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Barkha Singhal, J Microbiol Biotechno 2021, Volume 10

Effects of N-Acyl homoserine lactones in real life
Ömür Acet
Tarsus University, Turkey

Introduction and Aim: Bacteria benefit small signal molecules to observe population intensities. They adjust 
gene regulation in a way named Quorum Sensing (QS). The most common signalling molecules are N-Acyl 
Homoserine Lactones (AHLs) for Gram-negative bacteria groups. QS has a key role in the promoting of the 
bacterial gene that adapts to tough environmental situations for bacteria. It is involved in the arrangement of 
duties such as biofilm formation occurrence, virulence activity of bacteria, production of antibiotics, plasmid 
conjugal transfer incident, pigmentation phenomenon and production of exopolysaccharide (EPS). QS Clearly 
affects on health, agriculture and environment. AHL-mediated QS researches have been comprehensively 
studied and understood in depth for cell to cell intercommunication channel in Gram- negative bacteria. Hence, 
a extensive study of AHLs, which are bacterial signal molecules, is required. The recent studies have offered 
that knowing the density of the QS could offer much superiority. The purpose of this section is to examine 
the effects of QS-mediated AHLs in many areas by looking at them from different perspectives, such as clinic 
samples, food industry, aquatic life and wastewater treatment system. Having knowledge of QS-mediated AHL 
systems are extremely critical for future studies in many areas, such as health, food, agriculture and industry. 

The author is thankful for grants of the Scientific and Technological Research Council of Turkey (Grant 
Number: 119Z184) and Aksaray University Scientific Research Projects Coordination (Grant Number: 
2018/060). Because the information obtained for preparation of this paper was gathered during these projects 
studies.

Conclusion: It appears, MSC, G-CSF and Dihexa are promising candidates for adjunct therapies to promote 
limb transplant functional recovery.



conferenceseries.com

21

September 27-28, 2021

WEBINAR

Volume 10Journal of Microbiology and Biotechnology

ISSN: 2320-3528

25th European

Biotechnology Congress

Biography
Ömür Acet received a bachelor’s degree in Chemistry from Aksaray University, a master’s degree and and doctorate in Chemistry from Aksaray 
University. He is currently working as an Assist. Prof. at Tarsus University. His research interests focus on detection some important molecules 
with chromatographic methods, molecularly imprinted polymers, biosensor studies.


