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Agli amici, 

come l’acqua nei fiumi danno vita e significato al paesaggio della vita 

 

  



 
 

 

 

 

 

“Se il punto in cui ti immergi in un fiume è il presente, pensai, allora il passato è l’acqua che ti 

ha superato, quella che va verso il basso e dove non c’è più niente per te, mentre il futuro è 

l’acqua che scende dall’alto” 

-Le Otto Montagne- P. Cognetti 
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ABSTRACT 

 

Freshwater fishes of the Italian peninsula are, at present, potentially highly 

threatened by climate change, human activities, increasing demands for water, 

natural resources fragmentation and loss of habitat. Genus Barbus are threatened in 

Italy by hybridization and introgression caused by allochthonous lineages. This thesis 

presents a novel dataset including both mitochondrial (255 samples) and nuclear 

DNA markers (191 samples) in Barbel species inside 15 Natura 2000 sites. Moreover, 

ecological indices (ISECI, IFF, STAR_iCM) and environmental data (BOD5, TSS , 

NH4+, NO3-,NO2-, pH, T) were also analysed inside 15 Protected Areas of Natura 

2000 sites. Scientific objectives were the following: detecting the evidence of 

significant population structure in Barbus plebejus and Barbus caninus and 

determining introgression and hybridization between native species and other barbel 

species. Moreover, the last objective was to explain phylogenetic relationships among 

populations in different hydrogeographic districts and to define whether ecological 

factors were correlated with genetic factors. Results showed complex scenarios where 

different species live in the same habitat allowing hybridization and introgression. In 

addition to these, an altitude gradient between native and allochthonous species was 

observed. Physical, chemical and ecological data reinforces the existence of an 

altitudinal zonation in term of barbel species representativeness among sites. These 

evidences mirrored anthropogenic disturbance, climate change and loss of habitat 

inside considered Protected Areas. All results will be managed inside European LIFE 

program NAT/IT/001129 BARBIE for future restocking and spawning activities. 

 

 

 

 



7 

1 INTRODUCTION 

1.1 Conservation Status of Freshwater fishes in Italy 

Many different species including birds, amphibians and fish underwent 58 per cent 

decline between 1970 and 2012 with the greatest losses affecting freshwater 

environments as showed by The Living Planet Index (WWF, 2016). Major threats for 

freshwater communities are habitat loss and fragmentation (WWF, 2016). Moreover, 

freshwater fishes comprise the most species-rich group among European vertebrates 

with 531 native species that described. Almost 80% of these species are endemic to 

Europe (Freyhof, 2011). Management tools as conservation plans are necessary to 

cover knowledge gaps related to ecological and environmental status of freshwater 

and inland waters because population trends still remain unknown for 76% of all 

freshwater European species (Freyhof, 2011). In Italy 27 freshwater autochthonous fish 

species are reported in the main global risk categories of IUCN Red List (EX, CR, VU, 

EN); additional 3 are listed in Near Threatened (NT) and the remaining 16 in Least 

Concern (LC), besides 6 Data Deficit (DD) (Rondinini, et al., 2013). In the last few 

years, fish populations decreased in all European countries. Italy was specially 

affected where the drastically effect of climate changes and human activities linked 

to agriculture and water request for irrigation led to local ecosystems perturbation 

causing stress and loss of biodiversity as shown in Fig. 1 (Vorosmarty, et al., 2010; 

Freyhof, 2011).  

 

 

Fig. 1: SCI inside Enza water stream (IT4030023) during summer 2015. The picture 

on the right showes a dead barbel for anoxia (from the analysis of Istituto 

zooprofilattico del Piemonte, Liguria e Valle d’Aosta). 



8 

Another problem related to conservation is species nomenclature. Thanks to genetics 

and genomics approaches, new taxonomy identities were described: Evolutionary 

Significant Units (ESUs) and Management Units (MUs) among others (Moritz, 1994; 

Palsbøll, et al., 2006). These new “species concepts” are not protected by EU 

government laws, and EU conservation plans do not include all taxonomic identities 

below species level.  

The conservation status of freshwater ecosystem is one of the major priority 

importance even for United Nations agenda which gives 17 goals for 2030 towards 

sustainable development. The economic impact of natural disasters caused by 

ecosystems distribution due to human impact is more than 300 billion US dollars per 

year. Climate change also has an impact in terms of world costs (Sustainable 

Development, 2015). One of these important points is Goal 15: “Sustainably 

management forests, combat desertification, halt and reverse land degradation, halt 

biodiversity loss” and within this goal the priority is to reduce the impact of invasive 

alien species on land and water ecosystems through control or eradication. This aim 

is linked with others like Goal 13: Take urgent action to combat climate change and 

its impacts”. All this points are in line with politics and objectives of LIFE projects 

that have the priority in management and conservation of ecosystems (Sustainable 

Development, 2015). 

In Italy different taxonomy identities of freshwater fishes have been studied in order 

to clarify their ecological and evolutionary history through the use of to molecular 

genetics. In relation to this, Zanetti et al. (2013) proposed to classify the Italian 

salmonids using an Evolutionary Significant Units approach (Ryder, 1986; Moritz, 

1994) and were found different Management Units inside southern pike populations 

(Gandolfi, et al., 2017). This is an innovative approach in conservation of fishes for 

this country which is still mainly linked to classical approaches in taxonomy and 

conservation biology. 

Cyprinids are the largest family of freshwater fish and inside this family taxonomical 

uncertainties still remain and only molecular studies can clarify taxonomic questions.  
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Hybridization due to habitat alteration 

One of the most serious and controversial issues for freshwater fish conservation is 

hybridization (Allendorf, et al., 2001; Abbott, et al., 2016; Todesco, et al., 2016). 

Climate change, human activities, increasing water demands, natural resources 

fragmentation and habitat loss are the major threats for species. Hybridization and 

local extinction are the direct consequences to these activities (Todesco, et al., 2016). 

A relevant consequence of barbel species hybridization is the polyploidyzation 

recorded in several fish orders and families: Cypriniformes (Cyprinidae, 

Catostomidae, Cobitidae), Siluriformes, Acipenseriformes, Salmoniformes, and in 

several families of the Ostariophysan (Callichthyidae), Poeciliiformes (Poeciliidae) 

and Atheriniformes (Klinkhard, et al., 1995; Mable, et al., 2011; Berrebi, et al., 2014). A 

general character of cyprinids is the capability to hybridize, including intergeneric 

crossing, but polyploidy may add more plasticity to these animals and for this reason 

it is necessary to study in depht this phenomenon across barbel species (Berrebi, et 

al., 2014). These animals are more tolerant to ecological variation through polyploidy 

because the duplication of their genes provides metabolic advantages similar to a 

permanent high genomic heterozygosity (Otto & Whitton 2000). Climate changes 

contribute to increased water tempertures (Foley, et al. 2005; Walther, et al. 2002); as 

a conseguence of this, hybridization phenonenon increased as showed in the 

hypotetical scenario which assesed in this thesis (Fig.2).  
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Fig.2: theoretical model of the two population species living inside the same river but 

in different altitude optimal condition of water temperature (A); as T water increase 

pushes population’s species that lives in the lower part of the river to move in the 

upper part where interaction with the other species develops a hybrid zone (B). If the 

T water increases more the hybrid zone increases and leads to local extinction the last 

pure population of B. caninus (C). 
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1.2 Protected Areas inside Natura 2000 Network 

 

Natura 2000 Network, the largest network of Protected Areas, was established across 

28 EU countries and implemented by the Birds and the Habitats Directives of the 

European Union (EU). This network is a system where all human activities are 

managed in respect to sustainability and nature conservation and its aim is 

conservation, irrespective of national boundaries. This program is considered one of 

the best political chances of success that we can have: EU countries can use these 

areas to reduce biodiversity loss (Maiorano, et al., 2007) Futhermore, another 

potential contribution of this network is consist in better covering areas of vertebrate 

threatened species as quantified by Kukkala et al. (2016).  

In Italy protected areas inside Natura 2000 cover more than 19% of the total national 

area and 4% of marine territory (Ministero dell’Ambiente e del Mare, 2017). As 

mentioned by Maiorano et al., (2015), Natura 2000 is a unique opportunity to 

contribute to ecological linkages necessary for the preservation of biodiversity in the 

EU and can build a bridge between Protected Areas (PAs) as ecological corridors, 

which are relevant for the preservation of genetic flows between population and 

reducing habitat fragmentation. If we compare geographical extension of PAs, Natura 

2000 Network is the largest net of Protected Areas of European countries with more 

than 18% of terrestrial territory of the Member States covered as well as significant 

marine areas (European Commission, 2013). 
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1.3 LIFE project for conservation 

 

The most important financial instruments supporting nature and environmental 

conservation, and climate action are European LIFE projects. More than 4500 projects 

were co-financed by the EU since 1999. The contribution of LIFE projects founding is 

approximately 3.4 euro billion towards the protection of the environment and climate 

for the period 2014-2020 (European Commission, 2017). 

The “Environment” sub-program involves the priority sectors below: 

1. LIFE Environment and Resource Efficiency; 

2. LIFE Nature and Biodiversity; 

3. LIFE Environmental Governance and Information; 

European LIFE projects are relevant tools for conservation practices; not only for 

financial resources aspect, but also for the impact they have on the local conservation 

and for stakeholders and citizens involved. In most cases, conservation projects that 

involved the LIFE program were localized in small geographical areas for different 

reasons:  

1. Administrative and bureaucracy implications: if we want to build a 

practical project inside a territory we cannot act without the support of 

local administration and citizens; 

2. Stakeholders and ethical implications: many projects have problems 

related to the actions inside LIFE projects. For example, many fishermen 

don’t agree with the eradications and control of alien and invasive species; 

3. LIFE projects are based on practical actions and one of the most important 

aims of these programs is finding a solution to nature, environment, 

conservation and climate problems. In most of the case, these 

achievements are almost impossible to obtain in a big geographical area, 

even for the budget allocated: the population restocking of all barbel 

species fish of Italy is almost impossible to do just in one singular LIFE 

project. 
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In 2014 the EU LIFE 13 NAT/IT/001129 BARBIE for the reintroduction and 

reinforcement of native barbel species inside water streams of Po river Basin, was 

financed in three different provinces of Emilia Romagna: Parma, Piacenza and Reggio 

Emilia.  

The specific objectives of EU LIFE 13 NAT/IT/001129 BARBIE (see seal Fig.3) are listed 

in 26 specific actions summarized into 4 as follows (Barbie, 2015): 

1. Create new populations and/or reinforce existing populations, in connection with 

environmental suitability and the composition of the fish community, through 

specific in situ interventions (reduction of biodiversity loss /defragmentation) and 

ex situ breeding practices); 

2. Identify the threats to the survival of the species at a local scale; open up 

discussion among stakeholders in order to reduce such threats through an 

interprovincial approach thanks to a lasting governance for the protection of 

target species and, indirectly, of river biodiversity; 

3. Eradicate/control the spread of invasive alien species; 

4. Establish guidelines for the conservation and sustainable management of species, 

that can be also used for the creation of a general European model; to transfer best 

practices. 

 

Fig.3: Seal of EU LIFE13 NAT/IT/001129 BARBIE, EU LIFE logo and Natura 2000 

Network. 
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1.4 Ecological Indices 

 

EU community set many different parameters for the monitoring of rivers status 

through different ecological indices. In this study were studied STAR_ICMi, ISECI 

and IFF as supporting tools to state habitat alterations and potential effects on 

original populations;  

1. STAR: “Standardization of River Classifications: Framework method for 

calibrating different biological survey results against ecological quality 

classifications to be developed for the Water Framework Directive” (www.eu-

star.at). 

 

2. Intercalibration Common Metric Index (ICMi): combination of the values 

obtained by ICMs into a single multi-metric index. 

 

3. IFF: Fluvial Functionality Index. The aim of this instrument is the revelation 

of complex status of river environment and his functional aspects as 

interaction between biotic and abiotic factors. This instrument is based on 14 

questions related to ecological characteristics of rivers and water streams 

(Siligardi, 2007). 

4. ISECI: Ecological Status of Fish Community index. This tool permits to 

determine the presence of native species expected in particular 

zoogeographical area (Zeruinian, 2004). 

Ecological indices are practical tools useful for detection of threats and pressure 

inside water streams but they have critical aspects; for example, ISECI index, that 

gives a general point of view on the zoogeographic status of rivers needs local changes 

in the analysis as reference populations connected to autochthonous and 

allochthonous fishes are still debated in many different areas (Zerunian, 2012). 

 

 

http://www.eu-star.at/
http://www.eu-star.at/
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1.5 Conservation genetics as a management tool 

 

Biodiversity strategies recognize the importance of genetics practices for 

conservation studies and management plans required genetic characterizations of 

populations. The battle against hybrids and alien species needs molecular approaches 

as described in the Regulation (EU) No 1143/2014.  

EU has investigated distinct types of measures as priority inside Regulation on 

Invasive Alien Species: 

Prevention: early detection and rapid actions against alien species invasions. 

Different robust measures aimed at preventing invasive alien species of Union 

concern from entering the EU, either intentionally or unintentionally. 

Eradication: to take rapid eradication measures to prevent IAS (Invasive Alien 

Species) of Union concern from establishing after the identification of their presence 

of IAS (Invasive Alien Species) of Union concern as early as possible. 

Management: not spread any further IAS and minimize the harm they cause.  

Conservation genetics try to rescue natural population answering the following 

questions: 

1. Do the populations mix in nature? 

2. Which populations can be used as sources for translocations? 

3. What is the risk of outbreeding depression? 

4. How much gene flow is required to rescue the populations at risk and restore their 

adaptive potential? 

5. How is possible to identify distinct populations and relevant conservation units? 
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The absence of scientific data on the amount of genetic variation within and among 

populations has wide implications for other central problems in ecology and 

evolution. 

If we must answer to these questions is required a hierarchical approach with the 

identification of species in the field, barcoding analysis, phylogenetic studies of the 

samples with the information of mitochondrial DNA, and investigation of the 

population structure with the most informative molecular markers described in 

literature. 

In the context of management, the information on genetic ‘purity’ is often considered 

(Abbott, et al., 2016). Conservation genetics tries to identify hybrid individuals, if any, 

inside natural population. Molecular approaches have important management 

implication aiming at maximizing genetic diversity and minimizing inbreeding 

(Congiu, et al., 2011). 
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1 AIMS 

 

This thesis focused the attention on the conservation plans inside 15 Protected Areas 

of Natura 2000 Network. In particular, barbels were considered as key species to 

assess biological integrity in the framework of LIFE 13 NAT/IT/001129 BARBIE project 

based on different conservation actions, among which selection of individuals for 

reintroduction and restocking was a main topic. 

The goals and scientific questions of this PhD dissertation are: 

1. Detecting the evidence, if any, of significant population genetic structure in 

Barbus plebejus and B. caninus 

2. Determining introgression and hybridization between native species and 

other barbel species 

3. Explaining Phylogenetic relationships among populations in different 

hydrogeographic districts 

4. Defining whether ecological and environmental factors correlated to genetic 

factors 

An intense sampling activity was supported inside seven water streams of Po river 

Basin in three different provinces of Emilia Romagna. 

This thesis therefore aims at evaluating the usability of different barbel species 

genetic makeup as an indicator of water condition and freshwater habitat quality as 

a whole. The results will help in improving current practice in ecological restoration 

and water resources preservation at the ecosystem level. 
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CHAPTER I: ANALYSIS OF ECOLOGICAL STATUS OF 

FRESHWATER RIVERS INSIDE PROTECTED AREAS 
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3.1 Introduction 

Streams and rivers have become some of the most endangered ecosystems worldwide, 

there is therefore an urgent demand for comprehensive methodological approaches 

to evaluate their conservation status and to monitor their rate of change (Li et al., 

2010). Mediterranean regions represent key areas for freshwater fish endemism and 

introductions (Leprieur et al., 2008) as a large portion of European critical catchments 

for freshwater biodiversity is located primarily in southern Europe (Carrizo et al., 

2017). Unfortunately, these areas are severely threatened because of water scarcity 

and environmental degradation due to high anthropic pressure (e.g., hydropower and 

agriculture) and climate change (Hermoso and Clavero, 2011; Hermoso et al., 2011).  

In inland waters, natural fish stocks are generally over-exploited, and in developed 

countries, uncontrolled larvae and juveniles’ reintroduction have been carried out for 

recreational fishery purposes (Lewin et al., 2008). Additionally, in last decades the 

distributions of many exotic fish species have extended worldwide further impairing 

the integrity of autochtonous fish populations (Carosi et al., 2017). This is especially 

true for Italy, particularly along the lower stretches of rivers throughout the 

Apennines (Italian Peninsula) that are characterized by rather warm and slow waters 

and scarce quality conditions (Carosi et al., 2017). All this translates into less than 

ideal conditions for the survival of endemic and threatened fish and the conservation 

of the local population diversity.  

Since the beginning of 21st century many actions have been carried out to improve 

fish populations including mitigation of hydropower development, river 

fragmentation and hydropeaking (Premstaller et al., 2017). In this context, the Natura 

2000 network may represent a strategic tool to preserve both fish genetics and 

population resources, with the final goal of improving their local and regional survival 

chances. However, the designation procedures of the Natura 2000 sites often are 

driven by factors marginally related to ecological criteria, thus reducing their 

effectiveness (Trochet and Schmeller, 2013). Furthermore, the biotic integrity of 

biological communities in rivers and lakes is considered a key predictor of colonized 

water bodies’ quality suggesting a possible synergy between the Habitat Directive 



20 

(HD, European Union, 1992) and the Water Framework Directive (WFD, European 

Union, 2000). However, these two fundamental legal issues proceed in isolation with 

negative effects on their relative efficiency (Bolpagni et al., 2017).  

In order to actively and mutually implement the HD and the WFD, and with the aim 

to improve their effectiveness in terms of threatened fish protection, the Life project 

BARBIE (LIFE13 NAT/IT/001129) started in 2014, focusing on three congeneric species 

of the genus Barbus. Two of them are of “priority interest” sensu HD: Barbus caninus 

(Bonaparte, 1839) and B. plebejus (Bonaparte, 1839). This two native species of Barbus 

are charismatic indicators for the estimation of the conservation status of water 

bodies (Angelini et al., 2016). The third is an alien species, Barbus barbus (Linnaeus, 

1758), that showed an exceptionally fast spreading capacity within the Po River basin 

in the last decades. This invasive species have also hybridized with the endemic B. 

plebejus (Meraner et al., 2013), thus resulting in a widespread genetic introgression in 

the native Barbus species.  

In this context, to test the distinct distribution of the different species as per our 

hypothesis, we described the fish community structure in a representative array of 14 

of the watercourses included in the Natura 2000 sites of the Parma, Piacenza and 

Reggio Emilia provinces and their surroundings (Emilia Romagna Region, Northern 

Italy). Our main hypothesis is that the exotic taxon (B. barbus) may be spatially 

limited to the lowland sectors, which are those with the highest human disturbance 

rates. On the contrary, native barbel taxa (B. caninus and B. plebejus) may be mainly 

distributed in mountain and/or hill areas. Hence, an altitudinal segregation among 

these species may be hypothesized. To do this we focused on the presence/absence 

and representativeness of the Barbus species, implementing the current data on local 

spatial distribution. Therefore, we were also able to assess the contribution of a 

complex of Natura 2000 sites to support fish communities. Additionally, we collected 

a set of environmental variables (including physical, chemical, biological, and land-

use descriptors) to assess the ecological functionality of sites colonized by the three 

target species.  
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3.2 Materials and methods 

Study area  

This study covered rivers and streams running along 15 sites of the Natura 2000 

network of the Parma, Piacenza and Reggio Emilia provinces (Emilia Romagna 

region, Northern Italy; Fig.1; Tab. 1 of the appendix. The Köppen-Geiger classification 

includes both humid subtropical (cfa; plains and hill sectors) and oceanic climates 

(cfb; mountain sector), characterized by few extremes of temperature and 

pronounced precipitation in all months. 

 

 

 

 

 

 

 

 

 

Fig.1: Study area with the indication of the Natura 2000 network: MSS = Meandri di 

San Salvatore (IT4010006); TPB = Fiume Trebbia da Perino a Bobbio (IT4010011); BTr 

= Basso Trebbia (IT4010016); CN = Conoide del Nure e Bosco di Fornace Vecchia 

(IT4010017); CL = Castell’Arquato, Lugagnano Val d’Arda (IT4010008); TS = Torrente 

Stirone (IT4020003); Bta = Basso Taro (IT4020022); RVBT = Aree delle risorgive di 

Viarolo, Bacini di Torrile, Fascia golenale del Po (IT4020017); PM = Parma Morta 

(IT4020025); MT = Medio Taro (IT4020021); FG = Fontanili di Gattatico e Fiume Enza 

(IT4030023); CV = Cronovilla (IT4020027); RC = Rupe di Campotrera, Rossena 

(IT4030014); FE = Fiume Enza da La Mora a Compiano (IT4030013); CAP = Crinale 

dell'Appennino parmense (IT4020020). 
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The study area includes a complex hydro-system that consists of several streams and 

rivers across an extended altitudinal range (about 600 m), stretching from the 

Tuscan-Emilian Apennine ridge to the Po River. Accordingly, the mean annual 

discharges and the main water chemical and physical conditions are extremely 

variable. Generally, the investigated water bodies showed a good chemical status, and 

fall into the sufficient or good quality classes of the ecological status sensu WFD 

(ARPA Emilia Romagna, 2013).  

The study area covers the entire distribution range of the two autochthonous target 

species in the Emilia Romagna region: B. caninus inhabits mountain fast-flowing 

biological, water quality and morphological characterization between July 2014 and 

December 2015, a total of 305 barbel individuals were collected by electric fishing from 

31 localities of the study area following Cowx and Lamarque (1990). Two localities 

have been chosen at the border of the Protected Areas because it was not possible to 

find barbels inside different Natura 2000 sites. Each animal was measured, fin-clipped 

and subsequently released in the same location. Measurements included total length 

and weight. Fin fragments were preserved in 70% ethanol until DNA extraction. 

Starting from the visual based analysis of the fish community, the Index of the 

Ecological Status of Fish Communities (Italian achronomous is ISECI: Indice stato 

Ecologico delle Comnità Ittiche,) was also calculated in each of the 31 study sites, in 

accordance with Zerunian protocol (2009, Tab.1).  

Simultaneously to fish characterization, a water sample was collected with a plastic 

bottle just below the water surface. In situ temperature, pH, conductivity and 

dissolved oxygen data were collected by a multi-parameter probe (YSI model 556 

MPS). Samples for BOD5 (biochemical oxygen demand) were transferred into glass 

bottles. Samples for NH4+ (ammonium), NO3- (nitrate), and NO2- (nitrite) 

determinations were filtered through Whatman GF/F glass fiber filters (Ø 47 mm, 

porosity 0.45 μm) and transferred to plastic vials. All water samples were kept to 4°C, 

and transferred to the laboratory. Total suspended solids (TSS) were measured by 

filtration through a pre-dried and weighed glass fiber filter GF/F (Whatman, UK, Ø 

25 mm and 0.45 μm) (APHA, 2012). NH4+, NO3-, NO2-, were determined with 
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standard spectrophotometric methods APHA (2012), whereas BOD5 was calculated 

after incubation at 20±1 °C for 5 days according to APHA (2012). 

Each sampling sites was characterized by the application of the Fluvial Functionality 

Index (FFI), that is devoted to investigate the functionality of a river stretch in terms 

of metabolic capacity (i.e., fine and coarse particulate organic matter retention and 

cycling) (Siligardi et al., 2000). This method is based on the analysis of riverbank 

vegetation, physical and morphological structure, the extent of the riparian area, the 

land use impact, the riverbed structure, and the key biological characteristics of river 

ecosystem. For further details, see Siligardi et al. (2000). 

Statistical analysis 

Principal Component Analysis (PCA) was performed on physical and chemical data. 

The interpretation of PCA ordination was limited to variables with loads higher than 

the vector representing a variable contributing equally to all the dimensions of the 

PCA space (Borcard et al., 2011). The relationship between PCA ordination and the 

structure of Barbus populations was assessed by means of the function envfit (“vegan” 

package In R software) that fits vectors onto a multivariate ordination. Simple 

regression analysis was used to examine the relationships between IFF and altitude 

and BOD5 values.  

All the analyses and graphs were performed with the statistical software R (R Core 

Team, 2015), with base version, ggplot2 (Wickham, 2009) and vegan (Oksanen et al., 

2016) packages. 

 

Molecular data analysis for molecular taxonomy 

For each of the 305 specimens, we analysed a 600 bp long region of the cytb mtDNA 

for species identification. For the phylogenetic analysis, a subset of the samples was 

chosen according to sequences’ quality (see chapter II for further explanation). 

Genomic DNA was extracted from fin tissue using Wizard genomic DNA Purification 

kit (PROMEGA, Madison, WI, USA). DNA quality and concentration were tested by 

1% agarose gel electrophoresis in 1% TAE buffer, by visual comparison with a DNA 
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ladder mix and by spectrophotometry at 260 e 280 nm. The extraction procedure 

typically yielded no less than 40 ng/ml of HMW (high molecular weight) DNA. 

Extracted DNA was amplified by polymerase chain reaction (PCR) using primer pair 

CYTBThr 5’-ACCTCCGATCTTCGGATTACAAGACCG-3’ and CYTB-Glu 5’- 

AACCACCGTTGTATTCAACTACAA - 3’ (Zardoya and Doadrio, 1998). A reaction 

volume of 25 μl containing 1 U of GoTaq Polymerase (PROMEGA, Madison, WI, USA), 

Mg²+ 1.5 mM and dNTPs 0.2 mM, and 10 pmol of each primer were used. PCR was set 

as follows: 35 cycles of 45 s at 94°C, 1 min at 47°C, and 2 min at 72°C, after an initial 3 

min denaturation step at 94°C and a final extension at 72°C for 10 min. Fragments 

sequencing was performed by MACROGEN Europe service (Amsterdam, the 

Netherlands). The obtained sequences were manually corrected using MEGA7.0 and 

were compared with those available in genomic databases using NCBI BLAST. 

 

3.3 Results 

Water quality, morphological and fluvial ecological functionality of sites 

Results from water measurements highlight the variability between sites in terms of 

altitude and human impact gradients. In summer 2015, temperature, pH, dissolved 

oxygen, and conductivity were in the ranges 14.4–31.0 °C, 7.30–8.91, 37–295% 

saturation, and 190–825 μS cm-1, respectively. Similarly, the BOD5 and TSS values 

varied from 0.0 (mountain sites, Trebbia River) to 20.8 mg L-1 (lowland site, Parma 

Morta), and from 0.0 to 66.2 mg L-1, respectively. At the same time, NH4+ and NO2- 

concentrations exhibited only small variations, within the range 0.02–0.04 NH4+ mg 

N L-1, and 0.00–0.02 NO2- mg N L-1. On the contrary, NO3- ranged between 0.08 and 

5.00 mg N L-1. Physical, chemical, and morphological (i.e., IFF outputs) data are 

reported in Tab. 1. 

IFF ranged between 102 (poor) and 245 (good). IFF showed a clear spatial arrangement 

with an almost significant negative correlation with altitude (r=0.45, p=0.07; n=17). A 

progressive reduction in IFF values was recorded when moving from mountain/hill 

to lowland sectors. On the contrary, no significant relationship between IFF and 

BOD5 values was recorded (r=0.37, p>0.1; n=17), although a gradual increase of the 
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biochemical oxygen demand with the progressive loss of the functionality of riparian 

belt is generally expected.  

 

Fish community and ISECI assessment 

From a general point of view, considering the population size (expressed in terms of 

number of individuals per sample sites), the observed data were quite low in the range 

0-29 individuals. Eight over 31 (26%) study sites showed complete absence of barbel 

specimens. A structured population of canine barbel constituted of 24 and 25 

specimens of different size classes (i.e. juveniles, sub-adults and adults) were 

retrieved in the Rio Cerezzola (Natura 2000 site IT4030014) and Rio Parmossa streams 

(neighbouring this Natura 2000 site area), respectively. On the contrary, common 

barbel peaked at Nure and Enza rivers with 29 and 25 individuals, respectively. The 

alien European barbel species colonized 7 (23%) study sites belonging to Arda, 

Trebbia, Taro, Ceno and Enza rivers, (Tab. 1). In particular the allochthonous barbel 

(B. barbus) showed a representative population in Taro River, with 19 individuals, as 

a result of the only investigated plain river site. The number of individuals detected 

in each sampling station for the three investigated species is reported in Tab. 1. 

ISECI values varied from 0.72 (good ecological quality) at Nure River to 0.20 (poor 

ecological quality) at lowland site Parma Morta, with a mean value of 0.57 (±0.14) 

(sufficient ecological quality) (Tab. 1). More specifically, 18 over 31 (58%) sites 

displayed “good quality” class, 10 (32) “moderate quality”, 1 (3%) “poor quality”, and 2 

(7 %) “bad quality”. 
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Tab. 1: the contents show the qualitiy of ecological indices (High quality= Light blue; 

Good quality= green; sufficient quality= yellow; scarce quality= orange; bad quality= 

red). SCIs (Site of Community Interests); ISECI (Freshwater Fish Community Index); 

STAR ICMi (“Standardization of River Classifications Intercalibration Common 

Metrix Index); IFF (Functional Fluvial Index). 
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Molecular taxonomy of barbel species 

As better described in the next chapter, molecular analyses were carried out to assess 

the percentage of different species at each sampling site (Tab. 1 of the appendix). From 

a taxonomy point of view, molecular analyses on mtDNA evidenced the following 

density values: 72% common barbel (B. plebejus), 18% canine barbel (B. caninus), and 

10% alien European barbel (B. barbus)as illustrated in Fig. 2 and 3. See also next 

chapter for a better description of the phylogenetic methodology and obtained 

results. Fragments of 600 bps were analyzed and compared to GenBank sequences. 

Samples displayed 100% identity with deposited sequences according to different 

species with alignment values E=0.0 and maximum identity in the range 97–100%. 

ClustalW (using MEGA 7.0) assessment among investigated samples showed a total 

number of 230 polymorphic sites.  

 

 

Fig.2: sampling areas with cytb mtDNA results. The population codes are: VI (Rio 

Vico), MO (Mora), CE (Rio Cerezzola), SS (San Secondo), GI (Giarola), ARD 

(Lugagnano Val d'arda), MT (Montecchio), TR (Taro river), MAR (Marra), 

STR(Stirone), PM (Parmossa), NU (Nure), SASA (San Salvatore), SN (Pian Casale 

Gerbini), CRN ( Cronovilla), CN (Ceno), VR (Viarolo), DD (Parma Morta), BA 

(Baganza). 
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In terms of environmental drivers of the observed barbel’ species spatial distribution, 

IFF and oxygen saturation were the variables contributing most to respectively PCA 

axes 1 and 2, explaining the 88% of the total variance. Alien European barbel was 

significantly related to the PCA ordination (R2=0.67, p<0.05), while this was not true 

for the other two barbel species: B. caninus (R2=0.15, p>0.05) and B. plebejus (R2=0.14, 

p>0.05) (Fig. 4).  

 

Fig. 4: Results of principal component analysis (left); vectors representing Barbus’ 

population structures superimposed to PCA ordination (right). 

 

3.4 Discussion and Conclusions  

Small number of sites under consideration in this work, a quite verified preference of 

the canine and common barbels for higher IFF values was verified, as a proxy of well-

developed and structured riparian contexts and higher altitude values. Marginal 

vegetated belts are able to efficiently offset the nutrient inputs generated at the basin 

scale, and to control the main local edaphic factors (Siligardi et al., 2000). Hence, in 

presence of high IFF values, higher shading values, as well as lower water 

temperatures and reduced day-night temperature fluctuations are expected. 

Furthermore, watercourses with high IFF levels should have reduced primary 

producer rates with rather scarce macrophyte cover values, including algal mats. On 

the other hand, the alien European barbel was positively and significantly related to 

high levels of dissolved oxygen, which in turn was associated to higher levels of STT 

and BOD5. This is not surprising, given that the above-mentioned high dissolved 
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oxygen levels (up to 295% saturation detected in late morning) were due to the hyper-

proliferation of microalgae, and were typical of lowland sites of Po plain where 

riparian belts/zones have been almost completely lost to land reclamation by 

agricultural mechanization (Bolpagni and Piotti, 2015; 2016).  

All the above clearly remarks the need for more efficiently designed long-term and 

wide-spatial scales actions to counteract the alien fish expansion, and further focus 

on the sustainable management of river habitats and water flows. In this context, the 

reduction of the hydraulic fragmentation of watercourses is an essential paradigm to 

improve the survival prospects of a very large number of species of conservation 

interest. In fact, the progressive impairment of the longitudinal river continuity 

causes significant alterations in river dynamic processes and aquatic vegetation 

(Bolpagni et al., 2016). However, it is of interest, and possibly of considerable practical 

importance, taking into account the spatial dynamics of the alien invasive species 

before operating management actions that could later have an impact to the native 

fish populations. This critical issue must also be further discussed in the light of the 

on-going climate change that can affect barbel migration along the altitudinal 

gradient.  
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4.1 Introduction 

Barbels belong to the Cypriniformes order and the Cyprinidae family that includes a 

large number of species, widespread in Europe, Asia and Africa (Kottelat and Freyhof, 

2007) 

Among Italian native cyprinids, four species of Barbus are recognized: Barbus caninus, 

Barbus plebejus, Barbus tyberinus and Barbus balcanicus, three of which are either 

endemic or subendemic of the Italian peninsula: B. plebejus, B. caninus, B. tyberinus 

(Kottelat and Freyhof, 2007; Geiger M.F., 2016). Two barbels species native of Po basin 

district of Northern Italy deserve particular attention: Barbus caninus and Barbus 

plebejus. The Italian IUCN Red List moved Barbus caninus from VU (Vulnerable) to 

EN (Endangered) status and for Barbus plebeius (Rondinini, et al., 2013) from LC 

(Least Concern) to VU (Fig.1).  

 

Fig.1: Italian IUCN classification of native barbel species in Italy (Rondinini, et al., 

2013). 

 

Both species are strictly affected by environmental conditions. B. caninus has the 

typical morphology of small-sized rheophilic barbels and it is phylogenetically close 

to B. meridionalis, a species living in Southern France and North-Eastern Spain 
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(Tsigenopoulos, et al., 2002). Taxonomic position of this species has been longly 

debated. In a review by Bianco (1995), B. caninus was considered a subspecies of 

B.meridionalis but many studies based on allozymes (Tsigenopoulos and Berrebi, 

2000; Bianco 1998 ) and mtDNA (Tsigenopoulos & Berrebi, 2000) showed distinct 

phylogenetic relationships. Although B. caninus was considered an independent 

species from B. meridionalis, the Habitats Directive (92/43/EEC) still reports the 

management name of B. meridionalis. As shown in the figure 2, the original 

distribution of canine barbel was extended from Marecchia and Brenta in the North 

part of Italy (Padany–Venetian ichthyogeographic district) and was introduced in the 

Center of Italy (Kottelat and Freyhof, 2007). However, there is a lack of molecular 

data and species distribution has been mainly hypothesized in relation to limited 

monitoring based only on external characters. The common Barbus plebejus is 

distributed in all Northern Italy rivers belonging to the Padan-Venetian (Padano-

Veneto) district, from the Po River basin up to the Adriatic rivers in northern Croatia 

(Tsigenopoulos et al., 2002; Kottelat and Freyhof, 2007). This species is ecologically 

capable to occupy various stretches of a river, while the canine barbel is a typical 

species of medium-high stretches of water and small tributaries. Even more, historical 

areas of barbels in Italy have drastically decreased, in particular for Barbus caninus 

that nowadays shows a fragmentary distribution (Buonerba et al. 2015; Geiger et al. 

2016). 

The major threat to the species and population structure is probably given by habitat 

alteration, associated to multiple factors, like cumulative effects of anthropogenic 

pressures and climate changes (Pletterbauer et al., 2015). For this reason, Protected 

Areas (PAs) and particularly Natura 2000 Network sites are very important to 

preserve the original distribution of barbel species. 
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Fig.2: native barbel species distribution in Italy suggested by Kottelat & 

Freyhof (2007). 

 

Morphological and meristic characters are not enough for the discrimination between 

barbel species. One of the most powerful and useful methods for the identification of 

species is molecular barcoding with mitochondrial molecular markers as COI 

(Cytochrome I), cytb (Cytochrome b,) and Control Region also stated as D-LOOP. Each 

one of these markers is suitable to investigate different questions connected to 

phylogenetics, taxonomy or population genetics.  
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Even in the genomics era the mitochondrial approach is therefore still useful for many 

reason:  

1. Cost of genomic analysis still too expensive 

2. Scientific questions of research studies: if the question is related to 

identification and phylogeny of specie mitochondrial DNA is a power 

molecular marker 

3. Availability of previous sequence data stored in genetic databanks 

In Italy still persist many different knowledge gaps about freshwater fish evolution 

history. In most of the cases inside freshwater fishes’ taxon is difficult to determinate 

the species level, Cyprinidae family is one of these taxon. After a primary 

morphological identification in the field is necessary a molecular analysis of samples. 

 

4.2 Materials and Methods 

Study Area and Sampling activities 

Barbels were collected by electro-fishing as indicated by Cowx and Lamarque (1990) 

between August 2014 and December 2015 from 20 sample sites inside 15 Pas (Site 

Community of Importance) and of Emilian tributaries of Po river and 2 sampling sites 

outside protected areas (Tab.1). Two localities have been chosen at the border of the 

Protected Areas because barbels were not found inside multiple Natura 2000 sites. In 

particular, samples were distributed among seven Po river tributaries: Trebbia, Nure, 

Arda, Taro, Parma, Enza and Stirone. Tissue samples were taken from adults, sub-

adults and juveniles (for all species). This was achieved during electro-fishing by 

accumulating samples from longer river stretches (> 100 running metres) and thus 

avoiding spot-like sampling. Tissue samples for genetic analyses consisted of small anal 

fin clips preserved in absolute ethanol. All fish were released unharmed at the 

sampling site. Specimens were chosen according to Kottelat & Freyhof 2007. 

Molecular data 
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Total genomic DNA was extracted using Wizard genomic DNA Purification kit 

(PROMEGA, Madison, WI, USA). DNA quality and concentration were tested by 1% 

agarose gel electrophoresis in 1% TAE buffer, by visual comparison with a DNA ladder 

mix and by spectrophotometry at 260 and 280 nm. The extraction procedure typically 

yielded not less than 40 ng/µl of HMW (High Molecular Weight) DNA. For this 

analysis, a subset of 255 specimens from the entire barbels dataset was selected 

according to the lengths and quality of sequences; this allowed for more information 

to be implemented for phylogenetic results. Therefore 728 bp long region of the cytb 

mtDNA was analysed and was amplified using Polymerase Chain Reaction (PCR). 

Primer pairs and PCR conditions were those previously described by Zardoya and 

Doadrio, (1998); CYTB-Thr 5’ – ACCTCCGATCTTCGGATTACAAGACCG - 3’ and 

CYTB-Glu 5’ -AACCACCGTTGTATTCAACTACAA - 3’. A reaction volume of 25 µl 

containing 1 U of GoTaq Polymerase (PROMEGA, Madison, WI, USA),Mg²+ 1.5mM and 

dNTPs 0.2mM, and 10 pmol of each primer were used. PCR was set as follows: 35 cycles 

of 45 s at 94 °C, 1 min at 47 °C, and 2 min at 72 °C, after an initial 3 min denaturation 

step at 94 °C and a final extension at 72 °C for 10 min. Fragments sequencing was 

performed by MACROGEN Europe service (Amsterdam, the Netherlands). The 

obtained sequences were compared with those available in genomic databases using 

Blast and multiple alignments of forward sequences were conducted using Clustal-W 

(Thompson et al., 1994) implemented in Mega 7.0 (Kumar et al., 2016), 

The sequences of unique haplotypes of cytb were deposited in Genbank database 

under the accession numbers (Tab. 2). 

Statistical analyses 

Sequences were merged to haplotypes (Tab. 2), and phylogenetic relationships were 

analysed by haplotype networks using TCS 1.21 (Clement et al. 2000). 

Maximum likelihood analysis (ML) was performed with PhyML 3.0 (Guindon, et al. 

2010) in Smart Model Sostitution SMS v1.8.1 (Lefort, et al. 2017).The best model of 

nucleotide evolution was chosen using AIC methods (Akaike, 1973) implemented in 

SMS v1.8.1 software. The starting tree was BioNJ and node support was estimated using 

a Chi-square branch supports. Output data tree was visualised by FigTree 1.3.1 
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(Rambaut, 2009). Ratio for transitions and transversions were calculated with MEGA 

7.0(Kumar, et al., 2015).  

 

4.3 Results 

The Cytb gene fragment was successfully sequenced in 255 specimens, previously 

selected according to morphological characteristics of the three species (Gandolfi et 

al., 1991).  

Alignment among samples was obtained for 728 bp. Starting from overall analyzed 

samples, results highlighted 192 B. plebejus, 43 B. caninus, and 20 B. barbus according 

to comparison with previously deposited GenBank sequences.  

 

 

Fig.3 : Sequence profile (A ) and alignment of cytochrome b mtDNA fragments of three 

different samples (B) using MEGA7.0 

 

More specifically, 36 sequences obtained from GenBank database were considered for 

comparison. The demographic consistency (number of determined individuals 

belonging to each species) in investigated SCIs, is illustrated in table 2 of the appendix. 



38 

TCS analysis showed 36 haplotypes clustered into 3 separate haplogroups defined H1, 

H2, H3, each one revealing different species (Fig. 4). The haplogroup H1 comprised 15 

haplotypes for B. plebejus; H2 included 7 haplotypes for B. caninus; H3 comprised 13 

for B. barbus (Fig.4). In the haplogroup H1, 7 new haplotypes were described, in the 

H2 haplogroup 6 new haplotypes were described, and in H3 no new haplotype was 

found. Haplotypes were named according to Meraner et al. (2013) and Buonerba et al. 

(2015) for Italian territory (tab.2. in the appendix) Most common haplotype for B. 

plebejus lineage extrapolated from GenBank was Bp04 (KC465931) which was detected 

in 48,6% of specimens. It was found in all investigated tributaries of Po river: Arda, 

Enza, Parma, Nure, Stirone, Taro and Trebbia. The second most common haplotype 

was PLE1 (A.N. KF923539) which was found in 15,7 % of investigated samples. Besides 

Bp04 and PLE1, 11 new haplotypes emerged in this work (see tab. 2). A new haplotype 

named Bp 23 (kX897129) was found in 5,9% of samples, collected along Taro 

(IT4020021), Enza (IT4030023; IT4030013; Marra), Trebbia (IT4010016) and Parma 

rivers (Parmossa). Furthermore, among new haplotypes, B24 (kX897130) was found in 

4,7% of samples, collected in Enza, Parma and Trebbia rivers. Additional new 

haplotypes were locally represented: Bp26 (kX897132) found in Nure River, Bp27 

(kX897133) and SI02 were found in Enza stream (IT4030023). 

Concerning B. caninus haplogroup (7 haplotypes), 6 new haplotypes were found and 1 

was already described in GenBank (see Tab. 2). Among these, 3 of them were found in 

Cerezzola stream (SCI IT4030014), two in Enza river (SCI IT4030023), and one in 

Trebbia river (SCI IT4010006). It is noteworthy to observe that one specific 

sequence/haplotype, obtained from GenBank and named Barbus caninus (AF112124), 

turned out to be ambiguously classified; in fact, this haplotype is more similar to B. 

meridionalis sequences. The nucleotide frequencies were 26.69% (A), 28.41% (T/U), 

29.64% (C), and 15.26% (G). The transition/transversion rate ratios were k1 = 25.423 

(purines) and k2 = 11.098 (pyrimidines). The overall transition/transversion bias was R 

= 8.09, where R = [A*G*k1 + T*C*k2]/[(A+G)*(T+C)]. Among the sequences 

investigated, it has shown all sequences showed a total number of 117 polymorphic sites 

(the outgroup sequences were excluded from this analysis). 
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Fig.4: Network analysis implemented by TCS 1.21. Each pie chart represents a specific 

haplotype, and the size is proportional to haplotype frequency. Different colors 

represent the proportion of samples from each tributaries Po River. Numbers indicate 

the position of each SNPs discriminating different haplotypes; black dots represent a 

possible intermediate haplotype, actually missing in the dataset. Asterisks (*) indicate 

newly described haplotypes. 
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For phylogenetic tree analysis was selected GTR +G as the best-fit model by statistical 

criterial of AIC method. 

 

The ML tree confirmed the phylogenetic relationships assessed by network analysis. 

In particular, significant differences between the three species were revealed by nodes 

robustness as evidenced by Approximate Likelihood-Ratio Test for Branches (aLRT) 

Chi-square (Anisimova and Gascuel, 2006) with a cutoff value to construct strongly 

supported consensus trees with values of 0,95-1,00. The phylogenetic tree explained 

the evolution relationships between the three different species; as showed in fig. 5 the 

cluster of B. caninus have a basal position compared with the other two clusters. The 

division of the other two clusters was supported by aLRT-Chi-squares with value of 1. 

The length of two branches separated B. barbus and B. plebejus that showed a more 

recent split event.  

 

 

Fig.5 . Maximum Likelihood phylogeny of barbels based on 36 cyt b haplotypes from 

dataset and referee sequences from GenBank implemented in SMS v1.8.1 software. 

Numbers above and below branches refer to aLRT-Chi-square branch support. 

Asterisks (*) indicate newly described haplotypes, while arrows (←) indicate all 

haplotypes found in this study already described in literature. 
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4.4 Discussion and Conclusions 

Molecular taxonomy and distribution of Barbel species 

 

The mitochondrial analysis showed not enough evidence of a distribution pattern of 

barbels species. The rivers Trebbia, Taro, Arda and Enza were characterized with the 

presence of B. barbus, in SCIs areas: IT4010016, IT4020022, IT4020021, IT4030023. The 

most critical aspect for Protected Areas was found in the lower part of rivers near to Po 

River. In particular, the SCIs IT4020017 and IT4020025 showed no evidence of barbels 

species and in IT4020022 SCI there was a massive introgression of B. barbus as showed 

in Meraner et al. (2013) for additional Italian basins. 

B. plebejus was the most common species found in the SCIs areas; it was found in 

medium stretches of all water tributaries in particular in Nure and Arda rivers. 

Mitochondrial DNA ‘pure’ population was found in the northern part of Parma and 

Enza rivers especially in the sampling sites MO (IT4030013), CRN (IT4020027), SI 

(IT4030023) and VI (IT4030014) for Enza river and MAR (IT4020020) for Parma river. 

The ‘pure’ mtDNA population belonging to the species B.caninus was found only in 

the site SCI IT4030014- Rupe di Campotrera, Rossena where a well preserved habitat 

seems to positively affect a generalised population welfare; in other SCIs (IT4010006, 

IT4010011,) and neighbouring sites (PM and BA), an habitat overlap was detected. 

These results showed a drastically effect of population decrease probably due to water 

temperature increase for climate changes and human activities (Pletterbauer et al., 

2015), plus habitat loss and competition with invasive species. The habitat overlap 

between native species was probably determinate by human activities, climate changes 

and in particular habitat fragmentation (Foley, et al. 2005). The consequence of this 

effect could probably determine hydrid zone as showed in Trebbia, Parma and in rivers 

where at the same sampling site B.caninus and B.plebejus were found. 

 

SCIs areas for the conservation of freshwater ecosystems 

The species distribution in Trebbia river is very complex; in the highest part of this river 

B. caninus and B. plebejus were present while in the lowest part near Po river B. barbus 
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was detected. In relation to this, a gradient effect of allochtonous species introgression 

was supposed in Trebbia river. 

In Enza river, the presence of B.barbus was detected in the lowest part; even in the 

upper part the alien species was found. These results underlined the capacity of the 

allochthonous species to cross artificial barriers to migration (Meraner et al., 2013). In 

Parma river, B. plebejus was found in all of the tree sampling site and B caninus was 

present in the two sampling sites outside SCIs sites.  

Results showed the importance of local sampling scale inside Protected Areas and the 

importance of the role of molecular taxonomy to detect the species distribution. The 

historical distribution of Barbus caninus has decreased drastically and the 

introgression of allochtonous B. barbus species was confirmed in the Po river 

tributaries as suggested by Meraner et al. (2013). Moreover, spatial overlap of habitat 

distribution between native species B. plebejus and B. caninus was discovered. These 

results are probably due to climate change, human activities and habitat 

fragmentation. Conservation efforts within the Po drainage have to focus primarily on 

native populations. Studies about nuclear markers could help to detect the 

hybridization level of barbel populations in these Protected Areas.  

Regarding management implications, molecular taxonomy is the guide in prioritising 

conservation project as European Life projects. Thanks to this work, we evidenced 

critical areas where the native barbel species live. Moreover, no barbel populations 

were detected in two SCIs (IT4020017 and IT4020025). The future restocking activities 

should take as principal aspect the genetic information to manage native populations. 

The focus for conservation plans should take into account preliminary genetic 

screening and species geographical distribution. Detection of suitable areas for the 

reintroduction, translocation and selection of spawners must become routine for 

hatchery activities and conservation plans.   
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5.1 Introduction 

Freshwater ecosystems are one of the most threatened environments on the Earth 

(Tedesco, et al 2017; Jenkins, et al. 2003; Vörösmarty, et al. 2010). Among various 

threats, the presence of hybrids and invasive species may play a major role. Different 

fish species were transferred from a river to another (Gandolfi, et al. 2017; Chiesa et 

al., 2016), in Italy about 11.9 billion fishes (from 32 species) were traslocated, 16 of 

which were native (Copp, et al., 2005). The extinction of native species may be due to 

introgression of non-native ones if they outcompete among them for resources and 

become invasive (Allendorf, et al. 2010). European endemic fish species are around 

80% in freshwater (Freyhof, 2011) and they drastically decreased over the last decade. 

More than 39% of fish are threatened in Europe as a consequence of indirect and 

direct human activities and climate changes, loss and fragmentation of habitat 

(Freyhof, 2011; Taylor, et al., 2015). 

Among the major threats in Apennine rivers, water demand is tremendously 

increased during summer months mainly due to the irrigation request and enhanced 

population consume. The major subsequent consequence of the increase in water 

deprivation in rivers is an upstream migration of fish from lower parts of rivers to 

upper stretches in connection with water warming (Magurran, 2009).  

Genetic consequences of all factors can be reflect in the introgression between native 

and allochthonous species. Negative impact of invasive species could be a deleterious 

effect with the consequence of introgressive hybridization (Holsbeek, et al. 2008; 

Aboim, et al.2010; Meraner, et al. 2013). In most of the cases hybridization was due to 

human activities: when human involvement promoted hybridization, 55% involved 

husbandry or agriculture, 54% involved invasive species, and 36% involved habitat 

disturbance and extinction risk was more common in hybridizing vertebrates (69%) 

(Todesco, et al, 2016). 

Moreover, biodiversity level can decrease as a result of disappearance of original 

endemic species and hybridization that in most of the case inside freshwater fishes 

beyond the first generation (Gandolfi et al., 2017). The major consequence of 

introgression for genus Barbus is polyploidization as revealed by the evolution history 
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of this taxon (Meraner et al. 2013; Tsigenopoulos et al. 2002; Chenuil et al. 2004; 

Lajbner et al. 2009).  

Barbus barbus is quickly expanding its range in several Italian waters (Zerunian, 2002; 

Meraner, et al., 2013; Buonerba, et al, 2015), and widespread anthropogenic 

hybridization between the invader and the endemic Padanian barbel B. plebejus has 

been hypothesized (Zerunian 2002). 

 

In this work, 191 barbels from 15 SCIs previously selected by means of mtDNA analysis, 

besides morpho-phenotipic characterization, were studied (see chapter I). Particular 

attention was focus on cryptic hybridization. For this reason, ten microsatellite 

nuclear loci were analyzed to identify potentially hybrid individuals. The resulting 

data would have been a useful tool, setting a management panel for future 

conservation aquaculture activities. Barbels dataset was chosen inside a small 

geographical area because freshwater fishes conservation’s plans are really complex 

and depend on different local factors, such as administrations, pollution, human 

activities and the presence of allochthonous species.  

For the first time microsatellite molecular markers were used to identify hybrid 

species between B. barbus, B. plebejus and B. caninus inside Protected Areas. The 

sampling area was located inside three different provinces of Emilia Romagna: Reggio 

Emilia, Parma and Piacenza.  

Main objectives for this work were: 

1. To identify the population structure of barbel species inside Protected areas 

and finding hybrid specimen, if any, between B. barbus, B. plebejus and B. 

caninus 

2. Describing hybrid zone and set a conservation plan for the reintroduction and 

reinforcement of local populations in light of genetic results. 

3. Evaluating the presence of possible correlation between molecular data and 

environmental ones. 
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5.2 Materials and methods 

Sampling collection 

In this study were collected 300 individuals by electro-fishing between August 2014 

and December 2015 inside 15 SCIs of emilian tributaries of Po river and one sampling 

site outside the protected areas because others structured populations of canine 

barbel inside PAs (Tab.1) were not found. Samples were distributed in particular 

among seven Po river tributaries: Trebbia, Nure, Arda, Taro, Parma, Enza and Stirone. 

Tissue samples were taken from adults and subadults (SL > 250 mm). This was 

achieved during electro-fishing by accumulating samples from longer river stretches 

following Cowx and Lamarque P. (1990). Tissue samples for genetic analyses consisted 

of small anal fin clips preserved in absolute ethanol. All fish were released unharmed 

at the sampling site.  

Molecular data: 

High molecular weight genomic DNA was extracted and purified using the Wizard 

genomic DNA Purification kit (Promega). DNA quality was visually inspected by 1 % 

agarose gel electrophoresis in TAE buffer and by spectrophotometry at 260–280 nm. 

The extraction procedure typically yielded not <40 ng/ml of HMW (High Molecular 

Weight) DNA.  

Ten microsatellite loci were selected from the literature (Tab. 2) as the potentially 

most informative based on their polymorphic content, repeat motif, annealing 

temperature (Ta), number of populations and individuals analyzed, sampling sites 

location, allelic range (bp), number of alleles and null-allele frequency (Table 2). The 

scarcity of Barbel studies were limited by the tetraploid nature of barbel’s genome 

and interpretation of alleles profiles (Falush, et al, 2007) (Fig.1). The microsatellite 

markers were amplified for 191 specimens previously genotyped by mtDNA (see 

chapter I). A reaction volume of 10µl containing 1 U di GoTaq (Promega), Mg2+ 2.5 

mM, dNTPs 0.2 mM and 10 pmol/µl of each primer was used. 
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Fig.1: capillary electrophoresis output from CEQTM 8000 DNA Analysis System’’ 

(Beckman Coulter) showed four different alleles samples profiles: tow alleles (A), 

three alleles (B), one allel (C) and four different alleles (D). 

 

The PCR profile was set as follows: 34 cycles of 35 s at 94 °C, a specific Ta for each 

locus (see Table 2) for 35 s, and 40 s at 72 °C, after an initial 10 min denaturation step 

at 95°C and a final extension at 72 °C for 10 min. PCR products were purified by 

Wizard Gel and PCR Clean Up System (Promega), FW and RV fragments sequencing 

was performed by CEQTM DTCS-Quick Start Kit (Beckman Coulter) and analyzed on 

‘‘CEQTM 8000 DNA Analysis System’’ (Beckman Coulter). The entire dataset has 

been analyzed by Genographer (Vers.1.6.0, Benham J.J., Montana State University 

2001). This software allowed the construction of a virtual gel with bands shaped on 

the basis of peak height, resolution and mobility and a thorough analysis of single 

fragments. Because of the tetraploid nature of barbels’ genome, all microsatellite 

fragments were scored binarily as 1 or 0 following the “band-based” approach. In 
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Genetix v. 4.05 (Belkhir et al., 2004) was performed a Factorial Correspondence 

Analysis (FCA) on the multilocus genotypes dataset to visualize the distribution of 

genetic variation among individuals.  

In addition, a MDS (Multi-Dimensional Scale) was performed using R software 

(package vegan) toward Jaccard distance that is useful for polyploid dataset (Kosman 

and Leonard, 2005). 

A Bayesian clustering analysis according to a hierarchical approach was applied with 

the software Structure v. 2.3.3 (Pritchard et al., 2000). Structure is hence based on a 

Bayesian approach and uses a Monte-Carlo Markov Chain (MCMC) algorithm to 

assign individuals to K genetic clusters. The uppermost level of genetic structure 

defining the number of genetic groups (K) most likely representing the entire dataset 

was initially investigated: ten replicates (10,000 burn-in and 100,000 Markov chain 

steps; admixture model with independent allele frequencies) of each simulation were 

performed for K values from 1 to 10. Furthermore, the likelihood ratios associated with 

each K of Structure’s output was compared with the software Structure Harvester v. 

0.6 (Earl & vonHoldt, 2012) used to determine the uppermost level of population 

structure. 

 

5.3 Results  

Factorial correspondence analysis (FCA) showed three different population’s clusters: 

B. barbus, B. caninus and B. plebejus explained along the first factor axis (total inertia 

explained: 6.05%) and with the second axis (total inertia: 4.75%). Multi-Dimensional 

Scaling (MDS) result present three different clusters (firs axes explained 15.81% and 

8.93 for the second axes) allowed to three different barbel species inside PAs. Many 

individuals showed intermediate positions between the main clusters along both axes 

1 and 2 of FCA and MDS analysis. 
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Fig.2: Factorial Correspondence Analysis (FCA) implemented in Genetix 4.05. 

Scatterplot of factor 1 (F1) and 2 (F2). Samples from each sampling site are labeled 

with different combination of symbols and colors as indicated by the legend. The 

population codes are: VI (Rio Vico), MO (Mora), CE (Rio Cerezzola), SS (San 

Secondo), GI (Giarola), ARD (Arda river), MT (Montecchio), TR (Taro river), MAR 

(Marra), STR(Stirone), PM (Parmossa), NU (Nure), SASA (San Salvatore), SN (Pian 

Casale Gerbini). 
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Fig.3: MDS plot analysis. The population’s codes are: VI (Rio Vico), MO (Mora), CE 

(Rio Cerezzola), SS (San Secondo), GI (Giarola), ARD (Arda river), MT (Montecchio), 

TR (Taro river), MAR (Marra), STR(Stirone), PM (Parmossa), NU (Nure), SASA (San 

Salvatore), SN (Pian Casale Gerbini). 

 

FCA and MDS analysis results were in accordance with Structure analysis that 

suggested a cluster with K = 3 based on the DK method (Evanno et al., 2005) which is 

the most likely solution to represent population structuring of the dataset (Fig. 4). 

The three clusters clearly correspond to the three species: B.caninus, B. plebejus and 

B. barbus.  
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The distribution of barbel species among PAs suggested an altitude pattern starting 

from lowest part of water stream where ‘pure’ population of B. barbus (SS, San 

Secondo) were found, and hybrid population between B. barbus X B. plebejus as 

showed in the populations of GI (Giarola), ARD (Arda river), MT (Montecchio), TR 

(Ponte Palladini), STR(Stirone), SASA (San Salvatore), SN (Pian Casale Gerbini). 

Similarly, the other populations were affected by introgression between B. plebejus 

and B. caninus as VI (Rio Vico), MO (Mora), MAR (Marra), PM (Parmossa), SASA 

(San Salvatore), SN (Pian Casale Gerbini). Only NU (Nure) for B. plebejus and CE (Rio 

Cerezzola) for B. caninus were found ‘pure’ without hybrid individuals.  

 

 

Fig.4: STRUCTURE plot analysis (C) of the most probably K (K=3) by Evanno et al., 

2005 (A, B). The line aligned on top of the Structure plot show the individual 

mitochondrial results according to the separation of the three main clusters: haplotypes 

included haplogroups of B. plebejus (blue), haplogroups of B. barbus (red) and 

haplogroups of B. caninus (green). MtDNA haplogroups membership is presented for 

each individual above mentioned (A). The population codes are: VI (Rio Vico), MO 

A B 

C 
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(Mora), CE (Rio Cerezzola), SS (San Secondo), GI (Giarola), ARD (Arda river), MT 

(Montecchio), TR (Taro river), MAR (Marra), STR(Stirone), PM (Parmossa), NU 

(Nure), SASA (San Salvatore), SN (Pian Casale Gerbini). Arrows show altitude 

gradient from 30 (red) to 700 (blue) m.a.s.l. 

 

The relation between hybrid zone and altitude gradient was estimated with the 

selection of hybrids with q value of STRUCTURE analysis (Tab. 6 in the appendix of 

chapter III). The individuals with q values ≥ 0.90 were considered individuals nuclear 

‘pure’ and samples with q values ≤ 0.90 for one cluster were considered ‘hybrids’. 

Genetically ‘pure’ individuals were 132 and 59 barbels were hybrids. Regression 

analysis with altitude gradient and hybrids q values revealed no statistical significance 

for B. plebejus as showed in Fig.5 and in tab.3 of appendix. High Positive statistical 

significance were found between B. caninus cluster (p value ≤ 0,05) and altitude as 

showed in tab. 4. For B. barbus an inversely correlation between hybrid forms and 

altitude were detected (statistical significance p≤ 0,05) as showed in Fig. 5 and in 

appendix (tab. 5). 
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Fig. 5: the three graphics explain the relation between altitude gradient (From 20 to 

700 m a.s.l.) and 59 hybrids forms previously selected by q value ≤ 0,90 of STRUCTURE 

analysis. Altitude gradient of B. barbus cluster (A); altitude gradient of B. plebejus  

cluster (B) and altitude gradient of B. caninus cluster (C). 

 

5.4 Discussion and Conclusions 

The distribution of native species among sampling sites and different water streams 

suggest an altitude gradient where the nuclear DNA of alien species was more 

relevant in the lowest part of rivers. Barbus caninus nuclear DNA increase with the 

altitude and these results reflect the ecological distribution of canine barbel.  

Our results regarding mtDNA and nDNA could be used for breeders selection in 

barbel conservation programs.  

Other results found that mitochondrial and nuclear introgression is not balanced, 

due to the predominance of B. caninus mtDNA alleles in hybrid specimens. In fact, in 

PM population’s haplotypes B. caninus constituted the predominant ‘‘mother species’’ 

in the B.caninus X B. plebejus hybridization process. These findings could result from 

an asymmetrical hybridization between female canine barbel and male common 

barbel (see fig. 4) as showed in others species (Gandolfi, et al. 2017; Soubrier, et al. 

2016). In fact, mean size of sexually mature males is expected to be higher in B. 

plebejus than in B. caninus. This difference could generate an important spawning 

advantage for B. plebejus males in situations where both species coexist in sympatry 

as the both species compete for B. caninus females. Hybridization asymmetry was 

observed in 7 individuals from MAR, SN, SASA and MO populations. 

 

Breeders selection index 

A schedule for fish selection for breed activities For future restocking and spawning 

plans was proposed (Tab.1). Thanks to hierarchical approach, barbels will be selected 

at first with the use of mtDNA haplotypes while B. barbus haplotypes will be 

discharged. In a second step, thanks to the analysis of microsatellite nuclear markers, 

pure individual with q value of STRUCTURE ≥ 0,9 will be selected. This table could be 
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useful for future breeder’s selections even for other species. The total number of ‘pure’ 

individuals: 33 for canine and 77 for common barbel.  

 

Tab.1: selection of pure individuals for spawning activities considering STRUCTURE 

Q value ≥ 0,9. 

mtDNA STRUCTURE Q VALUE VALUE RESULTS 

B. caninus 

0-0,10 Different species 114 

0,10-75 High Hybrid 38 

0,75-0,90 Low hybrids 6 

0,90-1 Pure 33 

B. plebejus 

0-0,10 Different species 55 

0,10-75 High hybrid 43 

0,75-0,90 Low hybrids 16 

0,90-1 Pure 77 

 

All results revealed complex scenarios of introgression and hybridization in the 

majority of sampling areas of PAs. MtDNA and nDNA have described a dramatic 

situation of genetic introgression and hybridization of these species; this work also 

revealed the importance of intense and detailed sampling activities in order to know 

the real status of natural population in the rivers. In Italy a wide sampling and 

monitoring activity is necessary to better define native population of freshwater and 

inland species. Restocking of native population should start from these results, which 

explain the population structure of different population inside PAs. As showed by 

Maiorano et al., (2007) Natura 2000 sites were relevant for the preservation of 

vertebrate species but studies about PAs and their monitoring were not enough. As a 

consequence of these aspects, conservations plans, such as LIFE programs, determine 

strong and practical tools for preservation of inland ecosystems. According to LIFE 

programs and the 17 goals of Agenda 2030 of United Nations, preservation, monitoring 

and conservation plans are the priority to preserve biodiversity.  
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6 FINAL DISCUSSION 

 

Our results confirmed a decline of native barbel populations in the study area 

compared with literature data (Nonnis Marzano et al., 2003; Fish Charts Provinces of 

Parma, Reggio Emilia, and Piacenza). Barbel populations were historically present in 

several streams of the three provinces, both in the mid-Apennine and hillsides 

(Nonnis Marzano et al., 2003). However, a well-structured population of the canine 

barbel was retrieved only in two sampling stations, highlighting a local high degree 

of rarity for this species. Additionally, in agreement with our initial hypotheses, the 

present data confirmed the general existence of a clear zonation pattern among the 

barbel species analyzed, although a frequent overlapping of populations limited the 

statistical significance of Principal Component Analysis. A non-negligible altitude 

segregation between native vs. alien species was detected, with the exotic invasive B. 

barbus mainly limited to lowland watercourses. We also detected invasive B. barbus 

DNA in the native populations of the hill areas as a result of genetic introgression. 

These observations corroborate recent evidence on the rapid expansion of the 

European barbel in the Po basin (Meraner et al., 2013), and indicate a higher level of 

vulnerability for the autochthonous fish populations placed at lower altitudes, where 

the likely presence of alien barbels is wider. It is noteworthy observing that migration 

of B. barbus mitochondrial haplotypes reaching hill and mid-Apennines catchments 

could be referred to water heating due to global warming and water deprivation.  

More specifically, the species spatial distribution mirrored the anthropogenic 

disturbance gradients. In fact, all the investigated sites are arranged along an 

altitudinal gradient stretching from the Tuscan-Emilian Apennine (up to 600 m a.s.l.) 

to the Po River (~25 m a.s.l.). This gradient distribution overlaps with human 

pressures, which significantly decrease with altitude increase. Hence, a progressive 

degradation of all monitored physical, chemical and morphological features was 

detected with the decreasing of elevation. The strong overlap between physical and 

chemical data reinforces the existence of an altitudinal zonation in term of barbel 

species representativeness among sites. With decreasing altitude, the river 
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functionality (e.g., IFF) varied from good to poor/bad, and BOD5 from 0.0 to 20.8 mg 

L-1.  

The progressive disappearance of well-structured vegetated buffer, the increase of the 

riverbed incision – that actually encourages the progressive isolation of the 

watercourse from the local context surrounding – and the intense land use change, 

are the main reasons of the observed zonation. Consequently, the present results 

obtained through a multidisciplinary approach support the idea that the native and 

threatened priority barbel species were found preferentially in moderate to well-

preserved watercourses, characterized by more expanded riparian areas and 

appropriate hydro-morphological characteristics in terms of greater IFF values. 

Similar results were modelled for two Minnesota watersheds, where substantial 

changes in agricultural management, including an expansion of the riparian areas, 

would be expected to significantly improve local brook trout [Salvelinus fontinalis 

(Mitchill, 1814)] populations, by increasing streams shading up to 50% (Blann et al., 

2002). Hence, in lowlands and agricultural settings the destruction of riparian 

communities leads to a rapid physical and chemical deterioration of watercourses 

with dramatic effects on fish populations, as highlighted by Lorenzoni, et al. (2006) 

for rivers in Central Italy.  

Ecological and genetic factors revealed a strong effect linked to the hybridization and 

the decrement of native species, especially for B. caninus. Results showed complex 

scenarios, where the presence of different congeneric species, which live in the same 

habitat, allowed high hybridization and introgression. Moreover, an asymmetrical 

hybridization between female canine barbel and male common barbel was explained 

as a consequence of habitat overlap. The ambiguity of hybridization issue is the central 

aspect of freshwater fishes evolution (Todesco, et al. 2016; Berrebi et al. 2014). 

MtDNA results revealed the presence of allochthonous species inside PAs and the 

decrement of canine barbel distribution. In the past, as revealed by historical data, in 

Emilia Romagna the habitat of B. caninus was extended to almost all high water 

streams of Po Basin (Bianco & Delmastro, 2004) but now inside western Emilia 

Romagna in just only one sampling site of PAs a ‘pure’ genetically canine population 

was detected. As shown in the three previous chapters, an important correlation 
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between ecological index and barbel species presence was evidenced. In chapters 2 and 

3, that migration of B. barbus was observed thanks to mitochondrial and nuclear data; 

allochthones species reached hill and mid-Apennines as a consequence of global 

warming and water deprivation. Moreover, the consequence of global warming and 

temperature increment revealed an intense introgression phenomenon and an 

increase of hybrid zones across different areas of the same water stream. 

 

The tetraploid genomes of genus Barbus, as written by Berrebi et al., (2014), may open 

many different questions regarding the phylogenetic history of barbel species. Barbel 

speciation events of different taxa have revealed many hybridization events. In any case 

anthropic activities generating populations fragmentation, loss of habitat, climate 

change, modified the historical distribution of inland fishes, and genetic aspects 

reflect these consequences (Berrebi, et al. 2014). A major attention should be driven to 

management of hybrid zones where native species habitats are overlapped. 

Management Units (MUs) and Evolutionary Significant Units (ESUs) are very useful 

conservation priorities (De Salle and Amato, 2004). Considering ESUs as populations 

of organisms that are reproductively isolated from other populations of the same 

species (Moritz 1994; De Salle and Amato, 2004), introgressed barbels inside hybrid 

zones could be identified as ESUs. On the light of the complex evolutionary history of 

genus Barbus, natural hybridization was one of the major force of Barbus speciation. 

Barbels inside hybrid zones could be managed separately from ‘pure’ individuals and 

therefore considered as different Management Units in the absence of further genomic 

researches regarding this genus. 
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7 CONCLUSIONS AND FUTURE PROSPECT 

The overarching aim of this research thesis was the investigation of genetics of barbel 

species and the study of the ecological and environmental status inside PAs. Results of 

this PhD thesis could be useful to define conservation plans inside European LIFE13 

NAT/IT/001129 BARBIE, these plans could include future restocking activities and 

water resource preservation. The issue of freshwater fishes’ protection should be 

included inside priority areas for conservation and preservation of ecosystems and 

should be one of the objectives of governments and public administrations. 

This research highlighted the introgression between different barbel species, and 

described different hybrid zones inside 15 PAs inside Nature 2000 sites.  

Major results of this work were: 

 Phylogenetic relationship determined by mtDNA analysis, explained the 

distribution of species and their relationships between water stream rivers.  

 Environmental and ecological indices revealed a strict correlation between 

environmental data and barbels distribution.  

 Mitochondrial and nuclear markers evidenced an altitude gradient distribution 

of barbel species. 

 Selection method of ‘pure’ fish spawners was set up using mitochondrial and 

nuclear DNA information. Molecular results could be useful for future 

restocking and spawning activities. 

 

 

 

 

 

 

 



59 

8 PAPERS PUBLISHED, SUBMITTED OR IN PREPARATION  

 

1. Piccoli F. , Burgazzi G., laini A., Ferrari C., Voccia A., Filonzi L., Bolpagni R., 

Nonnis Marzano F. 2017. Barbel species arrangement in a regional Natura 2000 

network (Emilia Romagna, Northern Italy): an altitudinal perspective. Journal 

of Lymnology. 10.4081/jlimnol.2017.1693. 

2. Gandolfi A., Ferrari C., Crestanello C., Girardi M., Lucentini L., Meraner A. 

2017. Population genetics of pike, genus Esox (Actinopterygii, Esocidae), in 

Northern Italy: evidence for mosaic distribution of native, exotic and 

introgressed populations. Hydrobiologia. 794(1): 73–92. 

3. Chiesa S., Laura Filonzi L., Ferrari C., Vaghi M., Bilò F., Piccinini A., Zuccon G., 

Wilson R.C., Jørn Ulheim J., Nonnis Marzano F. 2016. Combinations of distinct 

molecular markers allow to genetically characterize marble trout (Salmo 

marmoratus) breeders and stocks suitable for reintroduction plans. Fisheries 

Research. 176: 55–64.  

4. Chiesa S., Filonzi L., Ferrari C., Nonnis Marzano F. 2016. Molecular genetics 

confirms the existence of different management units belonging to a single 

phylogenetic lineage within italian populations of Alosa fallax (Lacepede, 

1803). Journal of Fisheries Sciences.com. 10: 14-17. 

 

  



60 

9 ACKNOWLEDGEMENTS 

“Il viaggio del naturalista è solo cominciato e proseguirà eternamente a tutti gli effetti; 

sarebbe possibile dedicare un’intera vita a un viaggio, simile a quello di Magellano, 

intorno al tronco di un solo albero” 

E.O. Wilson 

Vorrei ringraziare tutti i partner del progetto LIFE BARBIE senza i quali questa tesi 

non sarebbe stata possibile: Parco Nazionale Appennino tosco emiliano, Parchi del 

Ducato, Spin-off Gen-Tech. Ringrazio la Dott.ssa Cinzia Azzoni, che mi ha permesso 

di usare gli strumenti del suo laboratorio in momenti di difficoltà; in pratica mi ha 

salvato. I miei colleghi di dottorato, che hanno condiviso questa fantastica esperienza 

attraverso la passione per la ricerca, in particolare Andrea Brunelli, Matteo Vecchi, 

Lucia Piemontese e tutto il gruppo conosciuto ad Edolo con il quale si sono formate 

tantissime amicizie e collaborazioni; grazie per l’aiuto che mi avete dato durante la 

mia tesi. Al gruppo di Parma, Luca Strati e Gemma e tutti gli altri dottorandi del 

campus che ho conosciuto in questi anni. Vorrei ringraziare in particolare Tommaso 

Sandri che con i nostri pranzi e i “filosofeggiamenti” ha condiviso con me la passione 

per la biologia della conservazione e delle specie più “strane” a questo mondo.Non 

sarei qui ovviamente senza l’aiuto e il supporto dei miei genitori e parenti che mi 

hanno permesso di vivere la mia vita in piena libertà. Ringrazio dal più profondo dei 

miei ventricoli il prof. Francesco Nonnis Marzano, Marina Vaghi, Laura Filonzi, 

Andrea Voccia, Federica Piccoli, Giulia Zuccon, Negin Delsouz Khaki, Stefania Chiesa 

che mi hanno supportato e sopportato durante tutti questi fantastici anni, 

insegnandomi prima di tutto a crescere come persona e non facendomi mai mancare 

l’affetto e la stima che solo in una famiglia si può trovare. Grazie di cuore anche a 

tutto il personale amministrativo che mi ha dovuto sopportare e mi ha aiutato tra il 

mare di burocrazie e ricambi di strumentazioni di laboratorio. Ringrazio gli amici di 

San Giovanni, Reggio e Parma, e ovviamente anche quelli che ho conosciuto durante 

questi anni, elencarvi ci vorrebbe un'altra tesi; siete e sarete sempre una parte 

fondamentale di quello che sono e sarò.  



61 

Dedico tutto questo lavoro a chi ha condiviso con me questo meraviglioso viaggio: a 

voi, agli amici, la vostra presenza nutre la vita, così come l’acqua per il fiume. 



62 

10 REFERENCES 

 

Abbott, R. J., Barton, N. H. & Good, J. M., 2016. Genomics of hybridization and its 

evolutionary consequences. Molecular ecology, 25(11), pp. 2325-2332. 

Abell R., Allan J.D., Lehnera B., 2007.Unlocking the potential of protected areas for 

freshwaters. Biological Conservation 134, 48 – 6 3. 

Aboim MA, Mavarez J, Bernatchez L et al. 2010. Introgressive hybridization between 

two Iberian endemic cyprinid fish: a comparison between two independent hybrid 

zones. Journal 

Akaike H. 1973. Information theory and an extension of the maximum likelihood 

principle. Petrov B. N. and Csaki F. (eds), Second International Symposium on 

Information Theory. Budapest (Hungary): Akademiai Kiado. p. 267–281. 

Allendorf & Luikart, Gordon, H. P. A., 2010. Genomics and the future of conservation 

genetics. Nature reviews, pp. 11; 697-709. 

Allendorf, F. W., Leary R., F., Spruell, P. & Wenburg, J. K., 2001. The problems with 

hybrids: setting conservation guidelines. TRENDS in Ecology & Evolution, 16(11), pp. 

613-622. 

Anderson LG, Hall POJ, Iverfeldt A, Van der Loeff MMR, Sundby B, Westerlund SFG, 

1986. Benthic respiration measured by total carbonate production. Limnol. Oceanogr. 

31:319-329. 

Angelini P, Casella L, Grignetti A, Genovesi P, 2016. Manuali per il monitoraggio di 

specie ed habitat di interesse comunitario (Direttiva 92/43/CE) in Italia: habitat [Book 

in Italian]. ISPRA, Serie Manuali e Linee Guida, 142/2016. 

Anisimova M., Gascuel O. 2006. Approximate Likelihood-Ratio Test for Branches: A 

Fast, Accurate, and Powerful Alternative. Systematic Biology, 55(4), 539-552. 



63 

APHA, AWWA, WEF, 2012. Standard methods for the examination of water and 

wastewater. 22nd ed. APHA: 1360 pp. 

ARPA Emilia Romagna, 2013. Report sullo stato delle acque superficiali. Triennio 2010-

2012. [Book in Italian]. Regione Emilia Romagna: 105 pp. 

Available at: http://ec.europa.eu/environment/life/ 

Available at: http://www.minambiente.it/pagina/rete-natura-2000 

Baerwald MR, May B. 2004. Characterization of microsatellite loci of five members of 

the family Cyprinidae found in the Sacramento-San Joaquin Delta and its tributaries. 

Molecular Ecology Notes, 4, 385–390. 

Barbie, L., 2015. http://www.lifebarbie.eu. [Online]. 

Barinova A, Yadrenkina E, Nakajima M, Taniguchi N (2004) Identification and 

characterization of microsatellite DNA markers developed in the ide Leuciscus idus 

and Siberian roach Rutilus rutilus. Molecular Ecology Resources, 4, 86–88. 

Belkhir, K., P. Borsa, L. Chikhi, N. Raufaste & F. Bonhomme, 1996–2004. GENETIX 

4.05, logiciel sous Windows TM pour la ge´ne´tique des populations. Laboratoire 

Ge´nome, Populations, Interactions, CNRS UMR 5000, Universite´ de Montpellier II, 

Montpellier, France. 

Berrebi, P. et al., 2014. Disentangling the evolutionary history of the genus Barbus 

sensu lato,atwenty yearsadventure. Museu Nacional de História Natural e da Ciência, 

pp. 29-55. 

Bianco P.G., 1998. Diversity of Barbinae fishes in southern Europe with description of 

a new genus and a new species (Cyprinidae). Italian Journal of Zoology 65: 125-136. 

Bianco PG, 1995. A revision of the Italian Barbus species (Cypriniformes: Cyprinidae). 

Ichthyological Exploration of Freshwaters 6: 305–324. 

Bianco, P.G.; Delmastro, G. 2004. Threatened fishes of the world: Barbus caninus 

Bonaparte, 1839 (Cyprinidae). Environmental Biology of Fishes 71: 352. 



64 

Blann KL, Nerbonne JF, Vondracek B, 2002. Relationship of riparian buffer type to 

physical habitat and stream temperature. N. Am. J. Fish. Manage. 22:441-451. 

Bolpagni R, Azzella MM, Agostinelli C, Beghi A, Bettoni E, Brusa G, De Molli C, 

Formenti R, Galimberti F, Cerabolini BEL, 2017. Integrating the Water Framework 

Directive into the Habitats Directive: analysis of distribution patterns of lacustrine EU 

habitats in lakes of Lombardy (northern Italy). J. Limnol. 

DOI:10.4081/jlimnol.2017.1627. 

Bolpagni R, Piotti A, 2015. Hydro-hygrophilous vegetation diversity and distribution 

patterns in riverine wetlands in an agricultural landscape: a case study from the Oglio 

River (Po plain, Northern Italy). Phytocoenologia 45:69-84. 

Bolpagni R, Piotti A, 2016. The importance of being natural in a human-altered 

riverscape: Role of wetland type in supporting habitat heterogeneity and vegetation 

functional diversity. Aquat. Conserv. 26:1168-1183. DOI: 10.1002/aqc.2604. 

Bolpagni R, Racchetti E, Laini A, 2016. Fragmentation and groundwater supply as 

major drivers of algal and plant diversity and relative cover dynamics along a highly 

modified lowland river. STOTEN 568:875-884. DOI:10.1016/j.scitotenv.2016.06.070. 

Borcard D, Gillet F, Legendre P, 2011. Introduction, p. 1-7. In: D. Borcard, F. Gillet, P. 

Legendre (eds.), Numerical Ecology with R. Springer, New York, USA. 

Briolay, J., Galtier, N., Brito, R. M., Bouvet, Y. 1998. Molecular phylogeny of Cyprinidae 

inferred from cytochrome b DNA sequences. Molecular phylogenetics and evolution 

9,1: 100-108. 

Buonerba, L., Zaccara, S., Delmastro, G.B., Lorenzoni, M., Salzburger, W., Gante, H.F., 

2015. Intrinsic and extrinsic factors act at different spatial and temporal scales to shape 

population structure, distribution and speciation in Italian Barbus (Osteichthyes: 

Cyprinidae). Molecular phylogenetics and evolution 89; 115–129. 

Carosi A, Ghetti L, Cauzillo C, Pompei L, Lorenzoni M, 2017. Occurrence and 

distribution of exotic fishes in the Tiber River basin (Umbria, central Italy). J. Appl. 

Ichthyol. 33:274-283. doi:10.1111/jai.13302.  



65 

Carrizo SF, Lengyel S, Kapusi F, Szabolcs M, Kasperidus HD, Scholz M, Markovic D, 

Freyhof J, Cid N, Cardoso AC, Darwall W, 2017. Critical catchments for freshwater 

biodiversity conservation in Europe: identification, prioritisation and gap analysis. J. 

Appl. Ecol. DOI: 10.1111/1365-2664.12842. 

Chenuil A, Galtier N, Berrebi P. 1999. A test of the hypothesis of an autopolyploid vs. 

allopolyploid origin for a tetraploid lineage: application to the genus Barbus 

(Cyprinidae). Heredity, 82, 373–380. 

Chenuil A., Crespin L., Pouyaud L., Berrebi P. 2004. Autosomal differences between 

males and females in hybrid zones: a first report from Barbus barbus and Barbus 

meridionalis (Cyprinidae). Heredity, 93, 128–134. 

Chiesa S., Filonzi L., Vaghi M., Papa R., Nonnis Marzano F., 2013. Molecular Barcoding 

of an Atypical Cyprinid Population Assessed by Cytochrome b Gene Sequencing. 

Zoological Sciences 30:408-413. 

Chiesa S., Laura Filonzi L., Ferrari C., Vaghi M., Bilò F., Piccinini A., Zuccon G., Wilson 

R.C., Jørn Ulheim J., Nonnis Marzano F. 2016. Combinations of distinct molecular 

markers allow to genetically characterize marble trout (Salmo marmoratus) breeders 

and stocks suitable for reintroduction plans. Fisheries Research. 176: 55–64.  

Clement, M., Posada, D. & Crandall, K. A. 2000. TCS: a computer program to estimate 

gene genealogies. Molecular Ecology 9, 1657–1660. 

Commission, E., 2013. EU Guidance on the management of wilderness and wild areas 

in Natura 2000, s.l.: Brussel, 96 pages. 

Commission, E., 2017. Enviroment LIFE program. [Online] 

Congiu, L. et al., 2011. Managing Polyploidy in Ex Situ Conservation Genetics: The Case 

of the Critically Endangered Adriatic Sturgeon (Acipenser naccarii). PloS One, p. 

https://doi.org/10.1371/journal.pone.0018249. 

Copp, G. H., Bianco, P. G., Bogutskaya, N. G., et al. 2005. To be, or not to be, a non-

native freshwater fish? Journal of Applied Ichthyology 21, 242–262. 



66 

Cowx I.G. e Lamarque P. 1990. Fishing with electricity, applications in freshwater 

fisheries management. Ed. Fishing News Books, UK, 248pp. 

Crivelli A.J., 1995. Are fish introductions a threat to endemic freshwater fishes in the 

northern mediterranean region? Biological Conservation 72: 311-319. 

Crooijmans RPMA, Van der Poel JJ, Groenen MAM, Bierbooms VAF, Komen J (1997) 

Microsatellite markers in common carp (Cyprinus carpio L.). Animal Genetics, 28, 129–

134. 

De Salle, R., Amato G.2004. The expansion of conservation genetics. Nature Reviews. 

5: 702-712. 

Doadrio I., Carmona J.A., Machordom A., 2002. Haplotype Diversity and Phylogenetic 

Relationships Among the Iberian Barbels (Barbus, Cyprinidae) Reveal Two 

Evolutionary Lineages. The Journal of heredity 93(2), 140-147. 

Earl, D. A. & B. M. vonHoldt, 2012. STRUCTURE HARVESTER: a website and program 

for visualizing STRUCTURE output and implementing the Evanno method. 

Conservation Genetics Resources 4: 359–361. 

Evanno et al., 2005. Detecting the number of clusters of individuals using the software 

STRUCTURE: a simulation study. Molecular Ecology 14 , 2611 – 2620. 

Falush, D.,Stephens, D., Pritchard J.K. 2007. Inference of population structure using 

multilocus genotype data: dominant markers and null alleles. Molecular Ecology. 

Notes. 7 , 574–578. 

Foley, J. A. et al. 2005. Global consequences of land use. Science 309, 570–574 

Freyhof, J. a. B. E., 2011. European Red List of Freshwater Fishes. s.l.: Luxembourg: 

Publications Office of the European Union. 

Gandolfi, A., Ferrari, C., Crestanello, B., Girardi, M., Lucentini, L., Meraner, A. 2017. 

Population genetics of pike, genus Esox (Actinopterygii, Esocidae), in Northern Italy: 

evidence for mosaic distribution of native, exotic and introgressed populations. 

Hydrobiologia, pp. 1-20. 



67 

Geiger M.F., Schreiner C., Delmastro G.B., Herder F., 2016. Combining geometric 

morphometrics with molecular genetics to investigate a putative hybrid complex: a 

case study with barbels Barbus spp. (Teleostei: Cyprinidae). Journal of Fish Biology 88, 

1038–1055. 

Gettová L, Gilles A, Berrebi P, Šimková A. 2013. The 454 GS-FLX isolation and 

characterisation of microsatellites in Barbus meridionalis and cross-species 

amplification in three European tetraploid Barbus species: a tool for 3 studying 

population genetics in hybrid zones. Molecular Ecology Resources Database. 

Hermoso V. and Clavero M., 2011. Threatening processes and conservation 

management of endemic freshwater fish in the Mediterranean basin: a review. Mar. 

Freshw. Res. 62:244-254. 

Hermoso V., Kennard M.J., Shmidt D.J., Bond N., Huey J.A., Mondol R.K., Jamandre 

B.W., Hughes J.M., 2016. Species distributions represent intraspecific genetic diversity 

of freshwater fish in conservation assessments. Freshwater Biology 

doi:10.1111/fwb.12810. 

Hermoso, V, Linke, S, Prenda, J, Possingham, HP, 2011. Addressing longitudinal 

connectivity in the systematic conservation planning of fresh waters. Freshw. Biol. 

56:57-70. 

Holsbeek G, Mergeay J, Hotz H, Plotner J, Volckaert FAM, De Meester L .2008. A cryptic 

invasion within an invasion and widespread introgression in the European water frog 

complex: consequences of uncontrolled commercial trade and weak international 

legislation. Molecular Ecology, 17, 5023–5035. 

Jenkins, M. 2003. Prospects for biodiversity. Science 302, 1175–1177 . 

Klinkhard, T. M., Tesche, M. & Greven, H., 1995. Magdeburg, Germany: Westarp-Wiss. 

Kosman E., Leonard K. J. 2005. Similarity coefficients for molecular markers in studies 

of genetic relationships between individuals for haploid, diploid, and polyploid 

species. Molecular Ecology. 14 , 415–424. 



68 

Kotlík, P., Berrebi, P., 2002. Genetic subdivision and biogeography of the Danubian 

rheophilic barb Barbus petenyi inferred from phylogenetic analysis of mitochondrial 

DNA variation. Mol. Phylogenet. Evol. 5, 91–100. 

Kottelat, M., Freyhof, J., 2007. Handbook of European Freshwater Fishes. Kottelat, 

Cornol, Switzerland and Freyof, Berlin. 

Kukkala A., S. et al., 2016. Matches and mismatches between national and EU-wide 

priorities: Examining the Natura. 2000. network in vertebrate species conservation. 

Biological Conservation, Volume 198, p. 193–201. 

Kumar, S., Stecher, G., Tamura, K. 2016. MEGA7: Molecular Evolutionary Genetics 

Analysis version 7.0 for bigger datasets. Molecular Biology and Evolution 33, 1870-1874. 

Lajbner Z., Slechtova V., Slechta V. et al. 2009. Rare and asymmetrical hybridization of 

the endemic Barbus carpathicus with its widespread congener Barbus barbus. Journal 

of Fish Biology, 74, 418–436. 

Lefort V., Longueville J. E., Gascuel O. 2017. "SMS: Smart Model Selection in PhyML." 

Molecular Biology and Evolution, 34 (9); 2422–2424. 

Leprieur A, Beauchard O, Blanchet S, Oberdorff T, Brosse S, 2008. Fish Invasions in 

the World's River Systems: When Natural Processes Are Blurred by Human Activities. 

PLoS Bio. 6(2):e28. doi:10.1371/journal.pbio.0060028.  

Lewin W-C, McPhee DP, Arlinghaus R, 2008. Biological impacts of recreational fishing 

resulting from exploitation, stocking and introduction, p. 75-92. In: Ø. Aas (ed.), 

Global Challenges in Recreational Fisheries. Blackwell Publishing Ltd, Oxford, UK. 

doi: 10.1002/9780470697597.ch4 

Li L, Zheng B, Liu L, 2010. Biomonitoring and Bioindicators Used for River Ecosystems: 

Definitions, Approaches and Trends. Procedia Environ. Sci. 2.1510/1524. 

Livi. S.,de Innocentiis. S., Longobardi, S., Cataudella, S., Tancioni, L., Rampacci, M., 

Marino, G. 2013. Genetic structure of Barbus spp. populations in the Marches Region 

of central Italy and its relevance to conservation actions. Journal of Fish Biology: 82; 

806–826. 



69 

Lorenzoni M, Mearelli M, Ghetti L, 2006. Native and exotic fish species in the Tiber 

river watershed (Umbria, Italy) and their relationship to the longitudinal gradient. 

Bull. Fr. Pêche Piscic. 382. 19-44.  

Mable, B. K., Alexandrou, M. A. & Taylor, M., 2011. Genome duplication in amphibians 

and fish: an extended synthesis. Journal of Zoology, Volume 284, pp. 151-182. 

Macchio, S. and Rossi GL, 2014. 2040. Protocollo di campionamento e analisi della 

fauna ittica dei sistemi lotici guadabili [Book in Italian]. ISPRA, Manuali e Linee Guida 

111/2014. 234 pp. 

Magurran A.E., 2009. Threats to Freshwater Fish. Science. 325. 1215-1216. 

Maiorano, L. et al., 2015. On how much biodiversity is covered in Europe by national 

protected areas and by the Natura 2000 network: insights from terrestrial vertebrates. 

Conservation Biology, 29(4), p. 986–995. 

Maiorano, L., Falcucci, A., Garton, E. O. & L., B., 2007. Contribution of the Natura 2000 

Network to Biodiversity Conservation in Italy. Conservation Biology, 21(6), p. 1433–

1444. Mare, M. d. e. d. T. d. T. e. d., 2017. Rete Natura 2000. [Online] 

Meraner A., Venturi A., Ficetola G., Rossi S., Candiotto A, Gandolfi A, 2013. Massive 

invasion of exotic Barbus barbus and introgressive hybridization with endemic Barbus 

plebejus in Northern Italy: where, how and why? Molec. Ecol. 22:5295-5312. 

Meybeck, M., 2004. The global change of continental aquatic systems: Dominant 

impacts of human activities. Water Science and Technology 49, 73–83 

Moritz, C., 1994. Defining ‘Evolutionarily Significant Units’ for conservation. TREE, 

pp. 373-375. 

Nilsson, C., Reidy, C.A., Dynesius, M., Revenga, C., 2005. Fragmentation and flow 

regulation of the world’s large river systems. Science 308, 405–408. 

Nonnis Marzano F, Pascale M, Piccinini A, 2003. Atlante dell’ittiofauna della Provincia 

di Parma [Book in Italian]. Regione Emilia Romagna, Stilgraf Viadana. 127 pp.  



70 

Oksanen J, Blanchet FG, Kindt R, Legendre P, Minchin PR, O'Hara RB, Simpson GL, 

Solymos P, Stevens MHH, Wagner H, 2016. vegan: Community Ecology Package. R 

package version 2.3-5. https://CRAN.R-project.org/package=vegan 

Otto, S. P., Whitton. J., 2000. Polyploid incidence and evolution. Annual Review of 

Genetics, Volume 34, pp. 401-437. 

Palsbøll, P. J., Be´rube´, M. & Allendorf, F. W., 2006. Identification of management 

units using population genetic data. TRENDS in Ecology and Evolution, pp. 22;11-16. 

Pletterbauer, F., Melcher, A.H., Ferreira, T., Schmutz, S., 2015. Impact of climate change 

on the structure of fish assemblages in European rivers. Hydrobiologia 744:235–254 

Posada, D., Crandall, K.A., 1998. Modeltest: testing the model of DNA substitution. 

Bioinformatics 14, 817–818. 

Premstaller G, Cavedon V, Pisaturo GR, Schweizer S, Adami V, Righetti M, 2017. 

Hydropeaking mitigation project on a multi-purpose hydro-scheme on Valsura River 

in South Tyrol/Italy. STOTEN 574(1):642-653.  

Pritchard, J., M. Stephens & P. Donnelly, 2000. Inference of population structure using 

multilocus genotype data. Genetics 155: 945–959. 

R Core Team, 2015. R: A language and environment for statistical computing. R 

Foundation for Statistical Computing, Vienna, Austria. URL https://www.R-

project.org/. 

Rambaut, A., 2009. Tree Figure Drawing Tool, Version 1.3. Edinburgh; Institute of 

Evolu- tionary Biology, University of Edinburgh. Available at http//tree.bio.ed.ac.uk/ 

Ray N, Currat M, Foll M, Excoffier L. 2010. SPLATCHE2: a spatially-explicit simulation 

framework for complex demography, genetic admixture and recombination. 

Bioinformatics. 26(3), 2993-2994. 

Rondinini, C., Battistoni, A., Peronace, V. & Teofili, C., 2013. Lista Rossa IUCN dei 

Vertebrati Italiani. Roma: Comitato Italiano IUCN e Ministero dell ’Ambiente e della 

Tutela del Territorio e del Mare. 



71 

Ryder, O.A. 1986. Species conservation and systematics: the dilemma of subspecies. 

Trends in Ecology and Evolution 1:9-10. 

Siligardi M, Cappelletti C, Chierici E, Ciutti F, Egaddi F, Franceschini A, Maiolini B, 

Mancini L, Minciardi MM, Monauni C, Rossi GL, Sansoni G, Spaggiari R, Zanetti M, 

2000. I.F.F. Indice di Funzionalità Fluviale [Book in Italian]. Manuale ANPA, Roma. 

ANPA: 223 pp. 

Siligardi, M. e. a., 2007. IFF 2007 indice di funzionalità fluviale, s.l.: MANUALE APAT 

2007. 

Sustainable Development, U. N. S., 2015. Forests, desertification and biodiversity. 

[http://www.un.org/sustainabledevelopment/biodiversity/]. 

Soubrier, J., Gower, G., Chen, K., Richards, S.M., Llamas, B., Mitchell, K.J., Ho, S.Y., 

Kosintsev, P., Lee, M.S., Baryshnikov, G., Bollongino, R., et al. 2016. Early cave art and 

ancient DNA record the origin of European bison. Nat Comm 7 

doi:10.1038/ncomms13158. 

Tamura, K., Stecher, G., Peterson, D., Filipski, A., Kumar, S., 2013. MEGA6: Molecular 

Evolutionary Genetics Analysis version 6.0. Molecular Biology and Evolution:30, 2725-

2729. 

Taylor, S. A., Larson E., L. & Harrison R., G., 2015. Hybrid zones: windows on climate 

change. Trends in Ecology & Evolution, 30(7), pp. 398-406. 

Tedesco, P. A., Beauchard, O:, Bigorne, R., Blanchet, S., Buisson, L. et al. 2017. A global 

database on freshwater fish species occurrence in drainage basins. Scientific data | 

4:170141 ; DOI: 10.1038/sdata.2017.141. 

Thompson, J. D., Higgins, D. G. & Gibson, T. J., 1994. ”CLUSTAL W: improving the 

sensitivity of progressive multiple sequence alignment through sequence weighting, 

position-specific gap penalties and weight matrix choice. Nucleic Acids Research 22, 

4673–4680. 



72 

Todesco M., Pascual M.A., Owens G.L., Ostevik K.L., Moyers B.T., Hübner S., Heredia 

S.M., Hahn M.A., Caseys C., Bock D.G., et al. 2016. Hybridization and extinction. Evol 

Appl 9: 892–908. 

Trochet A, Schmeller DS, 2013. Effectiveness of the Natura 2000 network to cover 

threatened species. Nature Conserv. 4:35-53. 

Tsigenopoulos C. S., Berrebi P., 2000. Molecular Phylogeny of North Mediterranean 

Freshwater Barbs (Genus Barbus: Cyprinidae) Inferred from Cytochrome b Sequences: 

Biogeographic and Systematic Implications. Molecular Phylogenetics and Evolution 

Vol. 14, No. 2, February, pp. 165–179. 

Tsigenopoulos, C. S., Kotlík, P. & Berrebi P., 2002. Biogeography and pattern of gene 

flow among Barbus species (Teleostei: Cyprinidae) inhabiting the Italian Peninsula 

and neighbouring Adriatic drainages as revealed by allozyme and mitochondrial 

sequence data. Biological Journal of the Linnean Society, 75(1), pp. 83-99. 

Turner TF, Dowling TE, Broughton RE, Gold JR. 2004. Variable microsatellite markers 

amplify across divergent lineages of cyprinid fish (subfamily Leuciscinae). 

Conservation Genetics, 5, 279–281. 

Vorosmarty, C. J. et al., 2010. Global threats to human water security and river 

biodiversity. Nature, 467(7315), pp. 555-561. 

Vyskocilova M, Simkova A, Martin JF. 2007. Isolation and characterization of 

microsatellites in Leuciscus cephalus (Cypriniformes, Cyprinidae) and cross-species 

amplification within the family Cyprinidae. Molecular Ecology Notes, 7, 1150–1154. 

Walther, et al. 2002. Ecological responses to recent climate change Nature, 416, pp. 389-

395 

Wickham H, 2009. ggplot2: elegant graphics for data analysis. Springer Science & 

Business Media. 

WWF, 2016. Living Planet Report 2016. Risk and resilience in a new era.. Gland, 

Switzerland: WWF International. 



73 

Xenopoulos, M. A. et al., 2005. Scenarios of freshwater fish extinctions from climate 

change and water withdrawal. Global Change Biology, Volume 11, p. 1557–1564. 

Zanetti, M., Marzano, F. N. & Lorenzoni, M., 2013. i salmonidi italiani: linee guida per 

la conservazione della biodiversita', s.l.: associazione italiana ittiologi d'acqua dolce, p. 

4-73. 

Zardoya R, Doadrio I, 1998. Phylogenetic Relationships of Iberian Cyprinids: 

Systematic and Biogeographical Implications. Proceedings: Biol. Sci. 265(1403):1365-

1372. 

Zerunian, S., 2004. Proposta di un Indice dello Stato Ecologico delle Comunità Ittiche 

viventi nelle acque interne italiane. Biologia Ambientale, 18(2), pp. 25-30. 

Zerunian S., 2002. Condannati all’estinzione? Biodiversita, biologia, minacce e 

strategie di conservazione dei pesci d’acqua dolce indigeni in Italia. Edagricole, 

Bologna. 

Zerunian S, Goltara A, Schipani I, Boz B, 2009. Adeguamento dell ’Indice dello Stato 

Ecologico delle Comunità Ittiche alla Direttiva Quadro sulle Acque 2000/60/CE 

[Article in Italian]. Biol. Amb. 23(2):15-30. 

Zerunian, S., 2012. L’Indice dello Stato Ecologico delle Comunità Ittiche: criticità e 

prospettive. Biologia Ambientale, 26(1), pp. 55-58. 

  



74 

11 APPENDICES 

 

11.1 Appendix Chapter I 

Tab. 1. Barbel population size and ISECI results; for each sampled site, the indication 

of the watercourses (WC) and the Natura 2000 (N2000 site code) site it belongs, the 

number of individuals (N_ind) and their % distribution value (in brackets) of Canine 

(B. caninus), Common (B. plebejus), and alien European (B. barbus) Barbel, the values 

and quality class of ISECI were reported. In light grey the sites without barbels. 

 

Site WC code 
N2000 

site 

N_ind ISECI 

Canine Common European value 
quality 

class 

SASA Trebbia  MSS IT4010006 1 (7.5%) 
15 

(92.5%) 
0 0.61 Good 

ARD Arda CL IT4010008 0 
23 

(95.8%) 
1 (4.2%) 0.61 Good 

SN Trebbia TPB IT4010011 2 (12.5%) 
14 

(87.5%) 
0 0.64 Good 

TR Trebbia BTr IT4010016 0 
15 

(75.0%) 
5 (25.0%) 0.72 Good 

TR2 Trebbia BTr IT4010016 0 0 0 0.69 Good 

NU Nure CN IT4010017 0 
29 

(100.0%) 
0 0.72 Good 

STR Stirone TS IT4020003 0 
13 

(100.0%) 
0 0.71 Good 

LO Lorno RVBT IT4020017 0 0 0 0.66 Good 

MAR Parma   - 0 
3 

(100.0%) 
0 0.40 Poor 

mar-
02 

Parma   - 1 (11.1%) 8 (88.9%) 0 0.52 Moderate 

Lagoni Parma CAP IT4020020 0 0 0 0.66 Good 

PM Parmossa   - 
25 

(89.3%) 
3 (10.7%) 0 0.66 Good 

                  

FA Fabiola   - 0 0 0 0.66 Good 

MON Moneglia   - 0 0 0 0.63 Good 

BA Baganza   - 
1 

(20.0%) 
4 (80.0%) 0 0,49 Moderate 
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GI Taro MT IT4020021 0 5 (83.3%) 1 (16.7%) 0.63 Good 

GI Naviglio MT IT4020021 0 8 (80.0%) 2 (20.0%) 0.52 Moderate 

CN Ceno MT IT4020021 0 8 (88.9%) 1 (11.1%) 0.68 Good 

SS Taro BTa IT4020022 0 0 
19 

(100.0%) 
0.30 Mediocre 

DD 
Parma 
morta 

PM IT4020025 0 0 0 0.20 Bad 

CRN Enza CV IT4020027 0 
7 

(100.0%) 
0 0.72 Good 

MO Enza FE IT4030013 0 
25 

(100.0%) 
0 0.55 Moderate 

CED Cedra   - 0 
2 

(100.0%) 
0 0.42 Moderate 

LU Cedra   - 0 0 0 0.20 Bad 

VI Rio Vico RC IT4030014 0 
6 

(100.0%) 
0 0.50 Moderate 

CE 
Rio 

Cerezzola 
RC IT4030014 1 0 0 0.67 Good 

CE 
Rio 

Cerezzola 
RC IT4030014 

24 
(100.0%) 

0 0 0.59 Moderate 

MT1 Enza FG IT4030023 0 21 (91.3%) 2 (8.7%) 0.60 Moderate 

MT2 Enza FG IT4030023 0 
5 

(100.0%) 
0 0.53 Moderate 

SI1 Enza FG IT4030023 0 
5 

(100.0%) 
0 0.64 Good 

SI2 Enza FG IT4030023 0 0 0 0.63 Good 
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11.2 Appendix Chapter II 

 

Table1. Description of sampling sites inside and outside SCI (Site of Community 

Importance), SITE CODE= sampling site code; Province (PR=Parma, RE= Reggio 

Emilia, PC= Piacenza). 

 

44°43'25.54''N

9°23'13.30''E

44°49'32.95''N

09°50'20.25''E

44°52'28.16''N

09°38'45.64''E

44°47'15.37'' N

09°24'37.30''E

45°01'52.85''N

09°36'06.60''E

44°50'42.67''N

09°59'07.44''E

44°53'12.5''N

10°16'58.6''E

44°28’25.9’’N

10°02’54''E

44°31'03.61''N

10°12'45.32''E

44°44'34.80''N

10°10'18.6''E

44°55'27.7''N

10°26'38.69''E

44°53'27.60''N

10°15'19.70''E

 44°55'27.19''N

10°26'38.8''E

44°39'52"N

10°24'19"E

44°31'59.70"N

10°14'13"E

44°27’31’’ N

10° 16’01’’E

44°35’56’’ N

10° 25’ 03’’ E

44°34’48’’ N

10° 24’ 85’’ E

44°41'58.5''N

10°25'57.14''E

44°44'55.75''N

10°25'41.70''E
RE Sant'Ilario

River BasineWater CorseSite code

Rupe di Campotrera

IT4030023

MT Enza Enza RE Montecchio

SI Enza Enza

IT4030014

VI Rio Vico Enza RE Canossa

CE Rio Cerezzola Enza RE

IT4030013 MO Enza Enza RE La Mora

Outside PM Parmossa Parma PR Agola Fornace

IT4020027 CRN Enza Enza PR Scornavacca-Cronovilla

IT4020025 DD Parma morta Parma PR Riserva Parma morta

Viazzano

IT4020022 SS Taro Taro PR San Secondo Parmense

IT4020021

GI Taro Taro PR Giarola

CN Ceno Taro PR

Outside BA Parma Parma PR Pastorello

IT4020020 MAR Parma Parma PR Marra centrale

IT4020017 VR Lorno Parma PR Tre Casali

IT4020003 STR Stirone Stirone PR Parco dello Stirone

IT4010016 TR Trebbia Trebbia PR Ponte Palladini

IT4010011 SN Trebbia Trebbia PR Pian Casale Gerbidi

IT4010017 NU Nure Nure PC Ponte dell'Olio

IT4010008 ARD Arda Arda PC Lugagnano Val d'arda

IT4010006 SASA Trebbia Trebbia PC San Salvatore

SCI Coordinate Province Locality
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Table 2: GenBank accession number (AN) of haplotypes used in this work. In bolt were 

showed new haplotypes. 

 

Name Haplotipe AN

Barbus caninus AF112124

Bcaninus1 AF287424

PK321 AY331018

PK461 AY331020

PK451 AY331021

PK705 AY331024

Bp01 KC465918

Bp02 KC465919

Bp03 KC465920

Bp04 KC465921

Bp05 KC465922

Bp22 KC465922

Bp08 KC465925

Bp09 KC465926

Bp10 KC465927

Bp04 KC465931

Bp15 KC465942

Bp16 KC465943

Bp17 KC465944

Bp18 KC465945

Bp21 KC465948

Bp22 KC465949

PLE1 KF923539

PLE3 KF923541

Bp23 kX897129

Bp24 kX897130

Bp25 kX897131

Bp26 kX897132

Bp27 kX897133

Bcaninus3 kX897134

Bcaninus4 kX897135

Bcaninus5 kX897136

Bcaninus6 kX897137

Bcaninus7 kX897138

Bcaninus8 kX897139

Luciobarbus JN049525 
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11.3 Appendix Chapter III 

Tab. 1 : description of sampling sites inside and outside SCIs, , SITE CODE= sampling 

site code; Province (PR=Parma, RE= Reggio Emilia, PC= Piacenza). 

 

44°43'25.54''N

9°23'13.30''E

44°49'32.95''N

09°50'20.25''E

44°52'28.16''N

09°38'45.64''E

44°47'15.37''N

09°24'37.30''E

45°01'52.85''N

09°36'06.60''E

44°50'42.67''N

09°59'07.44''E

44°28’25.9’’N

10°02’54''E

44°44'34.80''N

10°10'18.6''E

44°53'27.60''N

10°15'19.70''E

44°55'27.19''N

10°26'38.8''E

44°31'59.70"N

10°14'13"E

44°27’31’’N

10° 16’01’’E

44°35’56’’N

10° 25’ 03’’ E

44°34’48’’N

10° 24’ 85’’ E

44°41'58.5''N

10°25'57.14''E

SITE

CODE

WATER

CORSE
COORDINATE PROVINCE

IT4030023

IT4030014 CE Rio Cerezzola RE Rupe di Campotrera

MT Enza RE Montecchio

IT4030014 VI Rio Vico RE Canossa

IT4030013 MO Enza RE La Mora

Outside PM Parmossa PR Agola Fornace

IT4020025 DD Parma morta PR Riserva Parma morta

IT4020022 SS Taro PR San Secondo Parmense

IT4020021 GI Taro PR Giarola

IT4020020 MAR Parma PR Marra centrale

IT4020003 STR Stirone PR Parco dello Stirone

IT4010016 TR Trebbia PR Ponte Palladini

IT4010011 SN Trebbia PR Pian Casale Gerbidi

IT4010017 NU Nure PC Ponte dell'Olio

IT4010008 ARD Arda PC Lugagnano Val d'arda

SCI LOCALITY

IT4010006 SASA Trebbia PC San Salvatore
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Tab. 2.: locus, primer and original references of microsatellites used in this work. 

Annealing temperature (Ta) were modified in this work. 

 

 

 

 

 

 

 

 

 

 

 

 

  

Locus Primer Reference Ta( °C) 

Barbus33 
F: TGAATGCATCATGGGCTAGA 

R: CAGAGCGAATCAAACATGGA 
Gettová et al. (2013) 50.5 

Barbus39 
F: CTGCTGAGACGAGAAAGCAA 

R: AAAAGGTGCTGGTGTGGAAC 
Gettová et al. (2013) 54.5 

Barbus50 
F: GTTACAGGCCAACGTCAAGG 

R: GTTAGTCTGCAATCCGCCAT 
Gettová et al. (2013) 54.5 

Barb59 
F: CTGTATCCATCACATAGGCT 

 R: CATGATTTAATAGAACACACAC 
Chenuil et al. (199a7) 50.5 

Barb79 
F: GAGTGAATCATTACATCCCT 

R: GCTTTTCTTGTATTAGTATTT 
Chenuil et al. (1997) 48 

MFW1 
GTCCAGACTGTCATCAGGAG CA 

R: GAGGTGTACACTGAGTCACGC 
 Crooijmans et al. 1997  56 

Lid-2 
]CCACTCCTCAGCCGACAGA 

R: AAATGCTGGCGGGGAAATA 
Barinova et al. 2004 57.5 

LC293 
F:TTGCCCTCACCACACTAACA 

R: CACAGATGCAGATCGAGGAG 
 Vyskocilova et al. 2007  57.5 

Lco4 
F:ATCAGGTCAGGGGTGTCACG 

R: TGTTTATTTGGGGTCTGTGT 
Turner et al. 2004 58.5 

CypG24 

F:CTGCCGCATCAGAGATAAACACTT 

R:TGGCGGTAAGGGTAGACCAC 

 

Baerwald & May 2004 58.5 
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Tab.3: Regression analysis between altitude gradient and B.plebejus cluster  

 

 

Tab.4: Regression analysis between altitude gradient and B.caninus cluster  
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Tab.5: Regression analysis between altitude gradient and B.barbus cluster  

 

Tab 6: dataset of all samples and STRCUTURE q value of three different clusters 

(Cluster B. barbus, Cluster B. caninus, Cluster B. plebejus). Population code are: GI 

(Giarola), ARD (Arda river), MT (Montecchio), TR (Ponte Palladini), STR (Stirone), 

SASA (San Salvatore), SN (Pian Casale Gerbini). 

 

Population 
code 

Stream 
 Cluster 

B.barbus 
Cluster 

B.caninus 
Cluster 

B.plebejus 
Altitude 
(m.a.s.l) 

MT enza 0,4152 0,022 0,5628 79 

MT enza 0,4925 0,0217 0,4858 79 

MO enza 0,003 0,005 0,992 406 

MO enza 0,004 0,0043 0,9917 406 

MO enza 0,004 0,005 0,991 406 

MO enza 0,0047 0,0053 0,99 406 

MO enza 0,005 0,004 0,991 406 

MO enza 0,005 0,0043 0,9907 406 

MO enza 0,005 0,0047 0,9903 406 

MO enza 0,005 0,006 0,989 406 

MO enza 0,005 0,4423 0,5527 406 

MO enza 0,0053 0,0043 0,9903 406 

MO enza 0,006 0,004 0,99 406 

MO enza 0,006 0,0053 0,9887 406 

MO enza 0,0063 0,0183 0,9753 406 
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MO enza 0,0067 0,0053 0,988 406 

MO enza 0,0067 0,0103 0,983 406 

MO enza 0,0077 0,004 0,9883 406 

MO enza 0,0077 0,006 0,9863 406 

MO enza 0,0077 0,0137 0,9787 406 

MO enza 0,0087 0,0073 0,984 406 

MO enza 0,009 0,0047 0,9863 406 

MO enza 0,0093 0,0067 0,984 406 

MO enza 0,0093 0,2822 0,7084 406 

MO enza 0,0103 0,006 0,9837 406 

MO enza 0,0113 0,0057 0,983 406 

MO enza 0,014 0,3068 0,6792 406 

MO enza 0,015 0,0073 0,9777 406 

MO enza 0,0163 0,0053 0,9783 406 

MO enza 0,017 0,0047 0,9783 406 

MO enza 0,0173 0,004 0,9787 406 

MO enza 0,0283 0,0933 0,8783 406 

VI enza 0,0113 0,0093 0,9793 202 

VI enza 0,0197 0,095 0,8853 202 

VI enza 0,025 0,019 0,956 202 

VI enza 0,0267 0,0307 0,9427 202 

VI enza 0,047 0,043 0,91 202 

VI enza 0,057 0,086 0,857 202 

CE enza 0,003 0,9933 0,0037 375 

CE enza 0,0037 0,9903 0,006 375 

CE enza 0,0037 0,9927 0,0037 375 

CE enza 0,004 0,988 0,008 375 

CE enza 0,004 0,992 0,004 375 

CE enza 0,004 0,992 0,004 375 

CE enza 0,004 0,9923 0,0037 375 

CE enza 0,004 0,993 0,003 375 

CE enza 0,0043 0,992 0,0037 375 

CE enza 0,0047 0,9913 0,004 375 

CE enza 0,005 0,982 0,013 375 

CE enza 0,005 0,9903 0,0047 375 

CE enza 0,0053 0,99 0,0047 375 

CE enza 0,0053 0,9907 0,004 375 

CE enza 0,0057 0,9883 0,006 375 

CE enza 0,006 0,9873 0,0067 375 

CE enza 0,006 0,989 0,005 375 

CE enza 0,0063 0,989 0,0047 375 

CE enza 0,0067 0,9883 0,005 375 

CE enza 0,0073 0,9813 0,0113 375 
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CE enza 0,008 0,9847 0,0073 375 

CE enza 0,0083 0,9857 0,006 375 

CE enza 0,0087 0,9833 0,008 375 

CE enza 0,009 0,985 0,006 375 

CE enza 0,0607 0,9346 0,0047 375 

NU nure 0,0043 0,006 0,9897 103 

NU nure 0,0053 0,0087 0,986 103 

NU nure 0,0057 0,0063 0,988 103 

NU nure 0,006 0,006 0,988 103 

NU nure 0,006 0,007 0,987 103 

NU nure 0,006 0,008 0,986 103 

NU nure 0,0063 0,0097 0,984 103 

NU nure 0,007 0,0057 0,9873 103 

NU nure 0,008 0,005 0,987 103 

NU nure 0,0083 0,0063 0,9853 103 

NU nure 0,0083 0,034 0,9577 103 

NU nure 0,0087 0,006 0,9853 103 

NU nure 0,0093 0,009 0,9817 103 

NU nure 0,0097 0,0137 0,9767 103 

NU nure 0,0103 0,0083 0,9813 103 

NU nure 0,011 0,0153 0,9737 103 

NU nure 0,0113 0,0117 0,977 103 

NU nure 0,0157 0,12 0,8643 103 

NU nure 0,016 0,0133 0,9707 103 

NU nure 0,0163 0,013 0,9707 103 

NU nure 0,0173 0,0063 0,9763 103 

MAR parma 0,005 0,4487 0,5463 646 

MAR parma 0,0067 0,4249 0,5685 646 

MAR parma 0,0077 0,4033 0,5891 646 

MAR parma 0,0107 0,667 0,3223 646 

MAR parma 0,011 0,275 0,714 646 

MAR parma 0,0127 0,4093 0,578 646 

MAR parma 0,014 0,2542 0,7318 646 

MAR parma 0,014 0,362 0,624 646 

MAR parma 0,0107 0,1939 0,7954 646 

PM parma 0,0043 0,9893 0,0063 646 

PM parma 0,0043 0,9903 0,0053 646 

PM parma 0,005 0,9877 0,0073 646 

PM parma 0,0053 0,9877 0,007 646 

PM parma 0,0063 0,7146 0,2791 646 

PM parma 0,0073 0,086 0,9066 646 

PM parma 0,0073 0,8807 0,112 646 

PM parma 0,009 0,979 0,012 646 
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PM parma 0,0093 0,979 0,0117 646 

PM parma 0,013 0,9663 0,0207 646 

PM parma 0,0133 0,9557 0,031 646 

PM parma 0,0137 0,1097 0,8767 646 

PM parma 0,0137 0,7673 0,2191 646 

PM parma 0,0203 0,8306 0,149 646 

PM parma 0,0223 0,81 0,1677 646 

STR stirone 0,0043 0,0043 0,9913 34 

STR stirone 0,0047 0,0043 0,991 34 

STR stirone 0,005 0,005 0,99 34 

STR stirone 0,005 0,0053 0,9897 34 

STR stirone 0,006 0,0057 0,9883 34 

STR stirone 0,006 0,007 0,987 34 

STR stirone 0,0063 0,0077 0,986 34 

STR stirone 0,007 0,0077 0,9853 34 

STR stirone 0,008 0,0043 0,9877 34 

STR stirone 0,0447 0,005 0,9504 34 

STR stirone 0,1297 0,191 0,6793 34 

SS taro 0,915 0,07 0,015 40 

SS taro 0,9326 0,0053 0,062 40 

SS taro 0,9587 0,03 0,0113 40 

SS taro 0,9653 0,0217 0,013 40 

SS taro 0,971 0,0153 0,0137 40 

SS taro 0,9727 0,0087 0,0187 40 

SS taro 0,978 0,0143 0,0077 40 

SS taro 0,9793 0,0077 0,013 40 

SS taro 0,9807 0,01 0,0093 40 

SS taro 0,9827 0,0107 0,0067 40 

SS taro 0,983 0,0067 0,0103 40 

SS taro 0,9833 0,0093 0,0073 40 

SS taro 0,985 0,0063 0,0087 40 

SS taro 0,986 0,0047 0,0093 40 

SS taro 0,986 0,006 0,008 40 

SS taro 0,987 0,0077 0,0053 40 

SS taro 0,9883 0,0043 0,0073 40 

SS taro 0,9897 0,0047 0,0057 40 

SS taro 0,9903 0,005 0,0047 40 

GI taro 0,3296 0,039 0,6315 94 

GI taro 0,3387 0,0073 0,654 94 

GI taro 0,5128 0,0537 0,4335 94 

ARD arda 0,2607 0,006 0,7333  202 

TR trebbia1 0,006 0,0043 0,9897 68 

TR trebbia1 0,011 0,0463 0,9426 68 
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TR trebbia1 0,0237 0,0737 0,9026 68 

TR trebbia1 0,0277 0,0227 0,9496 68 

TR trebbia1 0,0297 0,0087 0,9617 68 

TR trebbia1 0,036 0,1357 0,8283 68 

TR trebbia1 0,0987 0,216 0,6853 68 

TR trebbia1 0,1403 0,0117 0,848 68 

TR trebbia1 0,1843 0,0443 0,7714 68 

TR trebbia1 0,5383 0,012 0,4497 68 

TR trebbia1 0,547 0,017 0,436 68 

TR trebbia1 0,5877 0,0187 0,3937 68 

TR trebbia1 0,625 0,3467 0,0283 68 

TR trebbia1 0,666 0,0587 0,2753 68 

TR trebbia1 0,7433 0,006 0,2507 68 

SN trebbia1 0,0073 0,3143 0,6783 103 

SN trebbia1 0,0073 0,3641 0,6285 103 

SN trebbia1 0,0083 0,3763 0,6153 103 

SN trebbia1 0,009 0,3529 0,6381 103 

SN trebbia1 0,0107 0,3013 0,688 103 

SN trebbia1 0,0147 0,2007 0,7847 103 

SN trebbia1 0,0153 0,309 0,6757 103 

SN trebbia1 0,0157 0,1348 0,8496 103 

SN trebbia1 0,0183 0,008 0,9737 103 

SN trebbia1 0,019 0,1747 0,8063 103 

SN trebbia1 0,02 0,0477 0,9323 103 

SN trebbia1 0,0233 0,363 0,6137 103 

SN trebbia1 0,0293 0,2427 0,7279 103 

SN trebbia1 0,045 0,3655 0,5895 103 

SN trebbia1 0,0683 0,0787 0,853 103 

SN trebbia1 0,08 0,7009 0,2191 103 

SN trebbia1 0,154 0,0543 0,7917 103 

SASA trebbia1 0,0053 0,4637 0,531 404 

SASA trebbia1 0,006 0,0063 0,9877 404 

SASA trebbia1 0,006 0,012 0,982 404 

SASA trebbia1 0,0063 0,0073 0,9863 404 

SASA trebbia1 0,0067 0,327 0,6663 404 

SASA trebbia1 0,0077 0,1802 0,8121 404 

SASA trebbia1 0,0087 0,0423 0,949 404 

SASA trebbia1 0,009 0,0897 0,9013 404 

SASA trebbia1 0,0093 0,009 0,9817 404 

SASA trebbia1 0,0097 0,0247 0,9657 404 

SASA trebbia1 0,01 0,0603 0,9297 404 

SASA trebbia1 0,01 0,1623 0,8277 404 

SASA trebbia1 0,013 0,0273 0,9597 404 
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SASA trebbia1 0,018 0,3728 0,6093 404 

SASA trebbia1 0,0207 0,3074 0,6719 404 

SASA trebbia1 0,0243 0,6203 0,3553 404 

SASA trebbia1 0,2164 0,6709 0,1127 404 

 


