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Project Design and Writing

ABSTRACT

Abstract

Cosa vi abbiamo chiesto:

- Abstract in inglese

- Massimo 2000 caratteri, spazi inclusi

- Riportare chiaramente gli obiettivi della vostra ricerca

- Riportare come questi obbiettivi verranno raggiunti 
(attività svolte, metodologie proposte ecc.)

- Evidenziare l’impatto della vostra ricerca nel vostro ambito 
di studio e in altri settori. 

- Evidenziare, se pertinente, l’interdisciplinarietà del 
progetto.



ABSTRACT 1

The aim of this research project was to explore the metabolic response of different lactic acid

bacteria (LAB) species during the fermentation of fruit juices and by-products derived from the

industrial or domestic processing in order to identify strains able to improve the nutritional and

sensory properties, which could lead to the production of novel functional fruit-based food and

beverages and to produce interesting molecules such as lactic acid or antimicrobial compounds from

by-products. In this context two types of fermentation were used: submerged and solid state

fermentation. Different type of juices (elderberry and cherry) were fermented in submerged

fermentation with different species of LAB; as it is well known their metabolism may improve the

bioavailability and bioactivity of phytochemical compounds putatively involved in human health.

Specific strains of LAB, thanks to their enzymes, were able to metabolize specific phenolics. This

ability has a dual significance, as metabolism of phenolic substances represents a strategy to detoxify

them, that could affect the integrity of membrane and cell wall, and, it can exert benefits on human

health, possibly due to the action of metabolic end-products. During the fermentation of the same

juices also the changing in volatile compounds was studied; carbohydrates, proteins and lipids

deliver precursors for the conversion to aromatic compounds but each microbial strain exert

different aroma forming activity being able to differently metabolize these substrates. Solid state

fermentation was used to ferment different by-products such as orange peels and tomatoes seeds

and peels to obtain lactic acid from the first and antimicrobials compounds with a potential use as

preservatives in foods from the second one. To achieve these results an interdisciplinary approach

was used indeed for the analyses of the compounds products during fermentations chemical

analytical instruments were used, such as HPLC-MS and GC-MS.
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The aim of this research project was to explore the metabolic response of different lactic acid

bacteria (LAB) species during the fermentation of fruit juices and by-products derived from the

industrial or domestic processing in order to identify strains able to improve the nutritional and

sensory properties, which could lead to the production of novel functional fruit-based food and

beverages and to produce interesting molecules such as lactic acid or antimicrobial compounds from

by-products.

The aim of this research project was to identify strains of different lactic acid bacteria

(LAB) able to improve the nutritional and sensory properties of food.

To reach this goal, I explored the metabolic response of different LAB species during the

fermentation of fruit juices and by-products derived from the industrial and domestic

processing.

New LAB strains could ultimately lead to the production of novel functional fruit-based

food and beverages, antimicrobial compounds and molecules, such as lactic acid, to be

used for ...



…

In this context two types of fermentation were used: submerged and solid state fermentation.

Different type of juices (elderberry and cherry) were fermented in submerged fermentation with

different species of LAB; as it is well known their metabolism may improve the bioavailability and

bioactivity of phytochemical compounds putatively involved in human health. Specific strains of LAB,

thanks to their enzymes, were able to metabolize specific phenolics. This ability has a dual

significance, as metabolism of phenolic substances represents a strategy to detoxify them, that could

affect the integrity of membrane and cell wall, and, it can exert benefits on human health, possibly

due to the action of metabolic end-products. During the fermentation of the same juices also the

changing in volatile compounds was studied; carbohydrates, proteins and lipids deliver precursors

for the conversion to aromatic compounds but each microbial strain exert different aroma forming

activity being able to differently metabolize these substrates. Solid state fermentation was used to

ferment different by-products such as orange peels and tomatoes seeds and peels to obtain lactic

acid from the first and antimicrobials compounds with a potential use as preservatives in foods from

the second one. To achieve these results an interdisciplinary approach was used indeed for the

analyses of the compounds products during fermentations chemical analytical instruments were

used, such as HPLC-MS and GC-MS.



ABSTRACT 2

Current knowledge on biogeography of intestinal microbiota is rather limited to the genus

level. Recently, a metagenomic analysis based on the bioinformatics sequencing and analysis

of the Internal Transcribed Spacer (ITS) for bifidobacterial profiling (Bifidobacterial-ITS

profiling) was developed. Bifidobacteria can be considered as prototype model

microorganisms for the study of mammals’ microbiota. Being among the first gut colonizers

of newborns, bifidobacteria are known to be an abundant component of the gut microbiota

of various animals (including humans) that provide parental care to their offspring. In

addition, it has been shown that bifidobacteria play a crucial role in various biological

processes such as development of the gastro-intestinal tract, induction of mucus layer

production, protection against pathogens, maturation of the immune system, as well as

expansion of the gut glycobiome and participation in the processing of indigestible food

components by the host. In this study we want to exploit this approach to explore species-

level biogeography of the Bifidobacterium genus across 291 adult mammals. These include

humans and 13 other primates, domesticated animals, such as dogs, cats, cows, sheep,

goats, horses and pigs, and 46 additional species. Moreover, collection of fecal samples from

wild relatives of common domesticated animals (such as dogs, pigs and rabbits) was

performed to explore the effect of domestication and close contact with humans. These

data will be complemented by analysis of bifidobacterial communities in milk of eight

mammalian families and provide clues as to how these gut commensals establish

themselves in the newborn gut through a vertical transmission route involving maternal milk

as both a vehicle and a biological reservoir of early colonizing bacteria.
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ABSTRACT 3
The project is aimed at contributing to meet a need in the area of animal source food: characterizing 
food in relation to the animal welfare (AW) as an important attribute of sustainability of animal 
productions.
Specific objectives of the PhD thesis are: improving knowledge on relationship between quality of milk 
and welfare of cows; preserving milk quality while improving quality of animal lives by using innovative 
technologies. 
The following activities and methods are being used to reach the specific objectives: a systematic 
review on the relationship between AW and milk quality; a study to measure the relationship between 
AW and quality of milk using locomotion, and rumination as honest indicators of welfare of dairy cattle; 
a study about the use of physical-chemical properties of milk for the assessment of AW; a model 
showing how precision livestock farming techniques can be used to improve AW and monitor milk 
quality. 
This project has the ambition to provide tools for measuring improvements in the quality of milk 
associated with an improvement in animal welfare. This will impact livestock and food sectors and 
society in large. 
Society in large have concerns about welfare of dairy cows and there is a widespread perception that 
unhappy and sick cows produce bad milk; however, consumers’ ability of processing information is 
limited because some attributes of food can not be evaluated by visual perception or by experience; 
AW is often a credence attribute. A crucial challenge is to produce data and tools allowing to transform 
most of food attributes from credence attributes to search ones. Even there are growing evidences that 
improved AW could be economically convenient for farmers and commodified, one of the problem that 
must be considered is that improving AW can increase the cost of products; thus one question is if the 
people will accept higher prices for more animal-friendly products. We can assume a higher willingness 
to pay for AW if the animal welfare attributes become search attribute and can be demonstrated 
associated with higher quality of products. 
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productions.
Specific objectives of the PhD thesis are: improving knowledge on relationship between quality of milk 
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The following activities and methods are being used to reach the specific objectives: ……… a 

systematic review on the relationship between AW and milk quality; ……… a study to measure the 

relationship between AW and quality of milk using locomotion, and rumination as honest indicators of 
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evidences that improved AW could be economically convenient for farmers and commodified (?), one 
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one question is if the people will accept higher prices for more animal-friendly products. We can 
assume a higher willingness to pay for AW if the animal welfare attributes become search attribute and 
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ABSTRACT 3

[well-defined problem / challenge]
In the field of animal source food the link between animal health, animal welfare and food quality is 
becoming increasingly important…..
Consumers have concerns about welfare of dairy cows and there is a widespread perception that 
unhappy and sick cows produce bad milk; however, consumers’ ability of processing information is 
limited because some attributes of food can not be evaluated by visual perception or by experience; 
AW is often a credence attribute. In fact, there are no tools and data available that allow to transform 
most of food attributes from credence attributes to search ones. 
[Objectives related to the problem / challenge]
The aim of my PhD thesis is to help strengthen the link between animal welfare and food quality 
through the development of innovative tools for measuring improvements in the quality of milk 
associated with an improvement in animal welfare.
[How to reach the objectives]
To reach this goal, I carried out a systematic review on the relationship between AW and milk quality ; I 
carried out a study to measure the relationship between AW and quality of milk using locomotion, and 
rumination as honest indicators of welfare of dairy cattle; a study about the use of physical-chemical 
properties of milk for the assessment of AW; I finally developed a model showing how precision 
livestock farming techniques can be used to improve AW and monitor milk quality. 
[Results and Impact]
The application of the model will impact livestock and food sectors and society in large because…. 
There are growing evidences that improved AW could be economically convenient for farmers and……… 
we can assume [literature….] a higher willingness to pay for AW if the animal welfare attributes become 
search attribute and can be demonstrated associated with higher quality of products. 



ABSTRACT 4

Mutations leading to aberrant activity of the Epidermal Growth Factor Receptor (EGFR) are among the 
driving causes of the development and growth of non-small cell lung cancer (NSCLC). Acquired 
resistance to the first inhibitors of EGFR, gefitinib and erlotinib, can be overcome by compounds 
carrying a reactive moiety (warhead) able to interact in a covalent manner with a cysteine residue on 
the protein, thus leading to irreversible inactivation. 

Approved covalent inhibitors include an acrylamide group, which is responsible for the modification of 
the target but also prone to nonselective interaction with different nucleophiles in the intracellular 
compartment, leading to adverse effects.
The modulation of the warhead reactivity is expected to allow to reach a compromise between efficacy 
and toxicity. 

The reactive group can be installed on the structure of known inhibitors of EGFR, in order to guarantee 
an efficient recognition of the molecule by the protein. The selected scaffold is equipped with different 
acetamide warheads: functionalized acetamide is thought to be capable to interact with a conserved 
cysteine residue in the binding pocket of the protein by means of a nucleophilic substitution.

The newly synthesized compounds are tested on A549 cells, which overexpress wild-type EGFR, in 
order to assess the capability to maintain a proper percentage of inhibition, comparable with the one 
obtained with approved inhibitors. Assays performed on H1975 cells, which in turn express mutated 
EGFR, confirm the possibility to circumvent acquired resistance to gefitinib.



ABSTRACT 4

Mutations leading to aberrant activity of the Epidermal Growth Factor Receptor (EGFR) are among the 
driving causes of the development and growth of non-small cell lung cancer (NSCLC). 
Describe the appropriateness of the project proposed against the above challenge…
What contribution to the research field your project is expected to make? What are your research 
objectives? Claim them clearly…]
Acquired resistance to the first inhibitors of EGFR, gefitinib and erlotinib, can be overcome by 
compounds carrying a reactive moiety (warhead) able to interact in a covalent manner with a cysteine 
residue on the protein, thus leading to irreversible inactivation 
Approved covalent inhibitors include an acrylamide group, which is responsible for the modification of 
the target but also prone to nonselective interaction with different nucleophiles in the intracellular 
compartment, leading to adverse effects.
The modulation of the warhead reactivity is expected to allow to reach a compromise between efficacy 
and toxicity. 
The reactive group can be installed on the structure of known inhibitors of EGFR, in order to guarantee 
an efficient recognition of the molecule by the protein. The selected scaffold is equipped with different 
acetamide warheads: functionalized acetamide is thought to be capable to interact with a conserved 
cysteine residue in the binding pocket of the protein by means of a nucleophilic substitution.
The newly synthesized compounds are tested on A549 cells, which overexpress wild-type EGFR, in 
order to assess the capability to maintain a proper percentage of inhibition, comparable with the one 
obtained with approved inhibitors. 

Assays performed on H1975 cells, which in turn express mutated EGFR, confirm the possibility to 
circumvent acquired resistance to gefitinib [What is the impact of your results also for future 
research? ]



15 minute break



I valutatori esperti sono selezionati dal database accessibile 
tramite il Participant Portal, utilizzando vari descrittori di 

competenze, al fine di ottenere la necessaria expertise, i settori 
economici, l’esperienza in peer review, una vasta 

rappresentatività geografica e l’equilibrio di genere tra i 
valutatori stessi



Economic Sciences (ECO)

Information Science and Engineering (ENG)

Environment and Geosciences (ENV)

Life Sciences (LIF)

Mathematics (MAT)

Physics (PHY)

Social Sciences and Humanities (SOC)

Chemistry (CHE)

Proposals are allocated for evaluation to one of the 8 
main scientific panels

Project Design and WritingPanels
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Experts’ selection
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Overview of evaluation process 

Min 3 experts assigned to each proposal 
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MSCA – IF Cumulative percentage of proposal above threshold









Project Design and WritingVALUTAZIONE

Summary of Scores
esempio

4,50

4,60

4,70

91,40

2,25

1,38

0,94

4,57



Strengths: 
• “The research objectives are clearly formulated and are 

adequately outlined against the state of the art.” “It is an 
innovative and very interesting proposal with the potential to 
make a significant contribution to the field.”

• “The benefits that will be gained […] at European Community 
level are convincingly described.” 

• The researcher presents a good track record, as documented 
by first-authored papers in leading chemistry and materials 
science journals

• The researcher demonstrates very relevant experience in the 
field of the project

Weaknesses:
“The proposal is vague in terms of working methods, theories and 
scientific hypotheses.” 
• “The innovative aspects are not clearly outlined since an 

existing technology will be tested.”
• “The originality of the project is difficult to evaluate.” “The 

proposal has not thoroughly indicated how the proposed work 
would add further to the current level of professional 
maturity of the researcher.”



Strengths: 
• "The proposal demonstrates convincingly how the 

fellowship will contribute to the development of the 
applicant’s career, particularly in terms of international links 
and potential future international collaborations.“

• The planned secondments will be of added value for the 
researcher by offering the opportunity for gaining work 
experience also in an industrial environment

Weaknesses:
• "Much of the work to be done is a continuation of 

previous work of the applicant, which limits its impact on 
their career.“

• “The relevance and quality of transferable skills offered are 
not substantiated.”

• "The proposal describes a series of contributions to the 
researcher's career development, but inadequate 
information has been presented to assess these claims." 

• "The impact of the proposed outreach activities is 
presented but not fully justified on the basis of 
information provided in the proposal."



Strengths: 
• The proposal describes a credible work plan, including very 

detailed work packages with clearly defined tasks as well as a 
well-thought Gantt chart.

• Milestones and deliverables are specific enough to facilitate 
the control of the project's progress.

• The allocation of tasks and resources as well as the duration of 
the work packages are well-justified and fully appropriate in 
relation with the proposed activities.

• The risk management plan identifies well relevant risks and 
appropriate actions for overcoming them.

• The offered institutional infrastructure is fully appropriate for 
the successful realisation of the project.

Weaknesses:
• The activity descriptions in the work-packages are too 

general.
• It is not fully clear how the allocation of resources supports 

the different objectives and tasks.
• A number of more specific scientific risks are expected but 

they have not been properly identified.



TAKE-HOME MESSAGE: KNOW YOUR ENEMY

• Reviewers get hundreds of applications and

need to make a valuable selection of candidates

within a very short time frame.

• Reviewers could be from anywhere in the

world: write your proposal in a clear and

unambiguous manner. Proposals should be

written in a rigorous way, but simple enough to

allow non-specialist reviewers to fully

understand them.

• Read well the evaluation criteria! Excellence is 

not enough.

• Read also the sub-criteria.

• Read the “Guidance for evaluators of Horizon

2020 proposals”

http://ec.europa.eu/research/participants/data/ref/h2020/grants_manual/pse/h2
020-evaluation-faq_en.pdf



STANDARD PROPOSAL TEMPLATE

PART A  - Administrative Forms
Online

PART B – Project Proposal
PDF

• Part B1
• Part B2



Part B-1 Project design and writing



Part B-2 Project design and writing



PART B-2 SECTION 6 – ETHICAL ISSUES

Ethical Issues Project design and writing



PART B-2 SECTION 6 – ETHICAL ISSUES



PART B-2 SECTION 6 – ETHICAL ISSUES



PART B-2 SECTION 6 – ETHICAL ISSUES

Ethical issues Project design and writing



PART B-2 SECTION 6 – ETHICAL ISSUES



http://ec.europa.eu/research/participants/data/ref/h2020/grants_manual/hi/ethics/h2020_hi_ethics-self-assess_en.pdf



http://ec.europa.eu/research/participants/data/ref/h2020/grants_manual/hi/ethics/h2020_hi_ethics-self-assess_en.pdf





PART B-2 SECTION 6 – ETHICAL ISSUES

Ethical issues Project design and writing



Corso PhDEthical issues





GRAZIE

www.unipr.it


