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1. Introduction 

Cystic fibrosis (CF; OMIM 602421, see OMIM link in the website section) is the most 
common lethal genetic disease of the Caucasian population, with a very variable prevalence, 
from 1/25000 to 1/900, depending on the geographical region (O'Sullivan & Freedman, 
2009; Riordan, 2008). CF is caused by mutations of the cystic fibrosis transmembrane 
conductance regulator (CFTR) gene (Kerem et al.,  1989; Rommens et al.,  1989; Zielenski et 
al.,  1991) (see Ensembl link in the website section), which encodes for a transmembrane 
multifunctional protein expressed mainly in epithelia (Trezise et al.,  1993a; Yoshimura et al.,  
1991b) but also in several cell types of nonepithelial origin (Yoshimura et al.,  1991a). It is an 
ATP- and cAMP-dependent Cl- channel with the main function performed at the apical 
membrane of epithelial cells. This function is the Cl- ion secretion in the colon and airways, 
or its reabsorption in sweat glands (Riordan, 2008; Vankeerberghen et al.,  2002). In the lung, 
the main targeted organ of CF, an additional crucial function performed by CFTR is the 
regulation of the epithelial Na+ channel (ENaC) activity. The exact mechanism of CFTR – 
ENaC interaction is not completely understood and contrasting evidences exist about the 
role of ENaC in CF. The most reliable vision of the basic defect is that, in the airway 
epithelia of CF patients, a CFTR deficiency causes an anomalous dual ion transport 
associated to an altered water absorption (Mall et al., 1998; Stutts et al., 1995; Berdiev et al., 
2009) that, in turn, leads to sticky mucus and impaired mucociliary clearance (Donaldson et 
al.,  2002; Matsui et al.,  1998). The immune response greatly contributes to increased mucus 
viscosity through bacterial lysis and DNA release, as well as through immune cell death in 
the airways. Bacterial infections and inflammation produce bronchial obstruction, 
bronchiectasis, atrophy and, eventually, lung insufficiency. A probably non-exhaustive list 
of other CFTR functions includes:  the bicarbonate secretion (Kim & Steward, 2009); the 
regulation of several other ionic channels and of the ion composition of intracellular 
compartments, as well the control of intracellular vesicle transport (Vankeerberghen et al.,  
2002); antibacterial activity exerted by epithelial cells (Pier et al.,  1997; Schroeder et al.,  
2002) and macrophages (Del Porto et al.,  2011; Di et al.,  2006); maintenance of a correct 
level of hydration, essential for a physiologic development of male reproductive apparatus 
(Dube et al.,  2008; Patrizio & Salameh, 1998; Trezise et al.,  1993a), testis, pancreas, liver and 
intestine (O'Sullivan & Freedman, 2009; Ratjen & Doring, 2003); critical role in 
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spermatogenesis (Trezise et al.,  1993a; Trezise et al.,  1993b; Xu et al.,  2011b), sperm 
fertilizing capacity (Xu et al.,  2007) and inflammatory response (Belcher & Vij, 2010; 
Buchanan et al.,  2009; Campodonico et al.,  2008; Mattoscio et al.,  2010). The phenotypic 
severity of CF is essentially referable to CFTR residual function (Estivill, 1996; Zhang et al.,  
2009) that in turn depends on a combination of variables acting on the CFTR gene, transcript 
and/or protein, as well as to the action of variables external to CFTR. Random variability 
and the effect of the environment also influence the final phenotype (Figure 1). Depending 
on this complex situation, clinical manifestations of CF are highly variable. Some mono- or 
oligo-symptomatic phenotypes, namely the CFTR-related disorders (CFTR-RD), should 
have to be distinguished from poly-symptomatic classic CF (Dequeker et al.,  2009). Nearly 
all male CF patients and several CFTR-RD male subjects show obstructive azoospermia due 
to congenital bilateral absence of the vas deferens (CBAVD); over 80% of CF patients show 
pancreatic insufficiency.  The clinical history of CF patients is characterized by progressive, 
age-dependent, multiresistant bacterial infections of the lung, where the main pathogens are 
Pseudomonas aeruginosa, Staphylococcus aureus, Haemophilus influenzae, and the Burkholderia 
cepacia complex. Lung colonization causes the clinical decline, characterized by respiratory 
impairment, that is the main cause of morbidity and mortality. Despite advances in the 
treatment of CF, there is no definitive cure, the survival median of CF patients being at 
present limited to approximately 40 years . 

2. The genetics of cystic fibrosis 

The CFTR gene is located on the long arm of chromosome 7 (7q31.2), spans about 250 kb and 

contains 27 exons (Zielenski et al.,  1991). The most common transcript is 6128 bases long 

and it is translated to a protein of 1480 aminoacids. The CFTR is under control of an 

housekeeping-type promoter with a time- and tissue-specific regulated expression 

established by alternative transcription start sites and/or alternative splicing 

(Vankeerberghen et al.,  2002). CF is a monogenic autosomal recessive disease. Affected 

subjects have both the alleles mutated. When the same mutation is present on both alleles 

they are called homozygotes, whereas when different mutations are present on the 2 alleles 

they are called compound heterozygotes. A carrier of only 1 mutation on 1 allele has no 

clinical symptoms but has a genetic risk. Two carriers have a high risk of 1/4 (25%) of 

having an affected child and a risk of 1/2 (50%) of having a healthy carrier child, with a 

residual probability of 1/4 (25%) of having a healthy non-carrier child. In a given 

population, the frequency of couples at high risk depends on the frequency of carrier 

individuals. The prevalence of CFTR mutations and carrier frequency, as well as the 

incidence of CF, are highly variable depending on geographical region and ethnic group. 

The disease is very common among Europeans and white Americans with an incidence of 

about 1/3000 (about 1/27 carriers), whereas the incidence is lower in African Americans 

(1/17000) and Asian Americans (1/30000). It is uncommon in Africa and Asia with, for 

example, an incidence as low as 1/350000 in Japan. A comprehensive analysis of worldwide 

CF incidence and ethnic variations is available (Bobadilla et al.,  2002; O'Sullivan & 

Freedman, 2009).  

The basic view of the CF genetics explained above is complicated by biological variability, 

gene network and technical limitations in the mutational search. A more complex view is 

reported below. 
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2.1 Maturation, protein domains and mutational classes 

The CFTR gene codes for a symmetric transmembrane protein of 1480 aminoacids that 

belongs to the family of ATP-binding cassette transporters (ABC transporters). The CFTR 

protein undergoes a complex transport and maturation process within the cell (Rogan et al.,  

2011; Vankeerberghen et al.,  2002). Through an initial co-translational transport, the 

polypeptide is included in the membranes of the endoplasmic reticulum (130 kDa form) and 

is N-glycosylated (150 kDa form). By interacting with chaperones the polypeptide assumes 

the correct folding with a relatively low efficiency of about 25%, the remainder being 

degraded by the proteasome. Then it is transported to Golgi apparatus where, after further 

glycosylation, it becomes the mature CFTR (170 kDa form). It is then transported to the cell 

membrane where it performs its multiple functions, with a half-life of about 12 to 24 h. The 

CFTR protein exists in a cAMP-regulated dynamic condition of endocytosis and recycling in 

clathrin-coated vesicles. Finally it is degraded within lysosomes. After this complex 

pathway to intracellular and plasma membranes and owing to its multiple functions, the 

CFTR protein contains a number of different domains, each functionally specialized (Rogan 

et al.,  2011; Vankeerberghen et al.,  2002). Its NH2-end interacts with the SNARE-proteins 

Syntaxin 1A (STX1A) and synaptosome-associated protein of 23 kDa (SNAP23) (Peters et al.,  

2001; Tang et al.,  2011). The first (TMD1) and the second (TMD2) transmembrane domains, 

both consisting of six transmembrane helices, form the physical pore through the 

membrane. The nucleotide binding domains 1 (NBD1) and 2 (NBD2), functionally 

interacting, contain the sites for ATP binding and hydrolysis. The ATP binding to NBD1 site 

initiates channel activity, whereas the ATP binding to NBD2 site allows the formation of the 

intramolecular NBD1 – NBD2 tight heterodimer that turns the channel in a stable open state; 

the hydrolysis of the ATP bound at NBD2 starts the disruption of the heterodimer interface 

and finally leads to channel closure (Gadsby et al., 2006). The regulatory domain (R) 

contains most of the PKA, PKC and PKG phosphorylation sites and has a regulatory role in 

channel opening/closing. The ATP binding is allowed only after channel activation by PKA-

dependent phosphorylation of the R domain. It also interacts with the SNARE protein 

Syntaxin 8 (STX8) (Bilan et al.,  2004). The COOH-end interacts with PDZ domains of the 

CFTR-associated protein 70 (CAP70) (Wang et al.,  2000a), of the Na+/H+ exchanger 

regulatory factor (NHERF, which in turn interacts with ezrin) (Seidler et al.,  2009) and of 

the CFTR associated ligand (CAL) (Cheng et al.,  2002). It also interacts with the 1 AMP-

activated protein kinase (AMPK) (Hallows et al.,  2000) and contains an internalization 

signal (Prince et al.,  1999) and a binding site for the AP-2 adaptor complex (Weixel & 

Bradbury, 2000), needed for correct endocytosis. 

CFTR mutations are at the present grouped into 6 classes (Table 1), according to their effects 
on transcription, cellular processing, final localization and quantitative level of functional 
protein (Amaral & Kunzelmann, 2007; O'Sullivan & Freedman, 2009; Rogan et al.,  2011; 
Vankeerberghen et al.,  2002). Class I identifies mutations with a complete lack of protein 
production. Usually they are nonsense mutations, severe splicing mutations (which produce 
only aberrant mRNA), small or large deletions or insertions. They act by generating in-
frame or frameshift premature stop codons. The unstable transcripts and/or proteins 
formed are rapidly degraded or retain no functionality. In the class II are grouped protein 
trafficking defects based on ubiquitination and increased degradation, within the 
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endoplasmic reticulum, of the misfolded protein. These are processing/maturation defects 
that severely decrease the protein quantity in the apical membrane, although often in a 
tissue-specific manner. In class III are included mutations leading to defective regulation 
that impair channel opening. Although the CFTR protein is able to reach the apical 
membrane, it is not properly activated by ATP or cAMP. The effect is a decrease or absence 
of functional CFTR protein. In class IV are grouped the defects of reduced Cl- transport 
through CFTR. In this case the CFTR is present at the apical membrane but it is unable to 
properly sustain the Cl- flux. Most of mutations included in classes II, III or IV are missense 
ones, that produce different degrees of CFTR impairment in reaching the cell apical 
membrane or in functioning although correctly localized. In some cases, however, also small 
deletions or insertions can be found. Class V mutations are splicing defects that cause a 
reduction of wild-type CFTR mRNA. At variance from the splicing mutations belonging to 
class I, the splicing mutations grouped in this class V do not completely abolish the correctly 
spliced form. Mutations of class VI decrease the stability of CFTR or affect the regulation of 
other channels. They can be missense mutations but also nonsense mutations possibly 
generating overdue stop codons, that allow the production of a protein that retains a partial 
Cl- transport ability but is unable to correctly regulate other proteins. 

2.2 The significance of genetics for personalized therapies 

The increased knowledge about CFTR derived from over 20 years of basic and applied 
researches. This allowed both the development of symptom-based treatments, already in use, 
that greatly enhanced the life quality and lifespan of patients and the actual possibility of more 
effective personalized therapies. As well, a promise of primary defect correction also arose. As 
the most severe clinical aspect is respiratory impairment, the target tissue of these therapies is 
the pseudostratified epithelia of airways. A normalization of ion and water transport in 
respiratory epithelium can be achieved with the correction of less than 25% of the airway 
epithelial cells (Farmen et al.,  2005; Johnson et al.,  1992; Zhang et al.,  2009). To classify a CFTR 
mutation in a functional class has recently become meaningful for a restoring strategy based on 
drugs acting on specific functional impairment (the so-called mutation-specific therapy) 
(Amaral & Kunzelmann, 2007; Becq et al.,  2011; Kerem, 2005; Rogan et al.,  2011) (Table 1). 
Particularly studied are the in-frame premature termination codons (class I). In general, many 
kind of tumours and more than a third of genetic diseases are originated by premature 
termination codons (Frischmeyer & Dietz, 1999). Also in CF, about 20% of affected subjects have 
at least 1 mutation that is an in-frame premature termination codon. Aminoglycoside antibiotics 
have shown to be useful to suppress in-frame premature termination codons by read-through 
and production of full-length CFTR protein (although a wrong aminoacid is inserted in each 
individual protein) allowing the targeting of class I mutations. The rationale of this approach is 
that a population of CFTR proteins each with a different wrong aminoacid will show an overall 
functionality greater than a population of identically truncated CFTR proteins. In this regard, 
recent findings, although not specifically obtained for CF, highlighted a surprisingly therapeutic 
potentiality for ribonucleoproteins. The authors (Karijolich & Yu, 2011) demonstrated the 
possibility, in vitro and in yeast, of the conversion of uridine into pseudouridine, a chemical 
transformation known as pseudouridylation. As all three translation termination codons 
contain a uridine residue at first position and the pseudouridylated nonsense codons code for 
serine, threonine tyrosine or phenylalanine, this may be a tool for converting nonsense into 
sense codons. Also in this case a wrong aminoacid will be inserted, although within a reduced 
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choice of 4 aminoacids. Notably, the ribonucleoprotein complex used by the authors contain a 
RNA guide able to target the complex to a specific nonsense mutation. Chemical, molecular or 
pharmacological chaperones, usually called correctors (of trafficking), have been reported to be 
useful, by promoting protein folding and stabilizing CFTR structure, in the targeting of class II 
mutations. By increasing the activation of mutated CFTR correctly localized at the apical 
membrane and/or by extending its half-life, some drugs act as potentiators (of function) and are 
suitable for the targeting of class III, IV and V mutations. Class VI mutations may be targeted by 
either potentiators or suppressors of in-frame termination codons. Extensive lists of promising 
compound are available (Amaral & Kunzelmann, 2007; Becq et al.,  2011; Rogan et al.,  2011). 
For an up-to-date  description of CF clinical trials see, in the website section, the links to the U.S. 
National Institutes of Health Clinical trials registry and database, and to the U.S. CF Foundation 
drug development pipeline.  

The topic of mutational classes and personalized therapy is not devoid of problems. Some 
mutations produce multiple effects and should be classified in multiple classes. An emblematic 
example is the CFTR worldwide most common mutation, the F508del, a deletion of 
phenylalanine at position 508 of the CFTR protein. It is a class II mutation, because most of the 
protein is degraded within the endoplasmic reticulum; a small proportion of it reaches however 
the apical membrane where it behaves as a class III mutation, with only a limited capacity to 
bind ATP. In addition, the F508del protein has shown a decreased stability and an enhanced 
degradation also in post-endoplasmic reticulum compartments (Sharma et al.,  2001), a 
behaviour that would point to the mutational class VI. It is in general quite difficult to classify a 
mutation without specific experimental studies aimed to its functional characterization. Due to 
the complexity of such studies, they have been performed only for a very limited number of the 
over 1800 sequence variations found in the CFTR gene. On the other hand, only in a limited 
number of cases it is possible to infer, by a theoretical approach, a relationship between the 
functional impairment and the protein domain where the mutation is located, as well a 
relationship between a specific DNA sequence variation and the class it should belong to. For 
example, although most of class III mutations localize in the R, NBD1 or NDB2 domains and 
most of class IV mutations localize in TMD1 or TMD2, if a missense mutation in these domains 
has been found, it cannot be assumed that the effect will effectively correspond to class III or IV, 
since that mutation might have a prevalent effect on protein trafficking and should therefore be 
classified as class II. Likewise, only for nonsense and frameshift mutations it is possible to 
reasonably assume a direct classification in class I, while for all other kinds of mutations it is 
very difficult to recognize the mutational class just from DNA sequence variation. For example, 
for splicing mutations it can be hazardous to deduce the possible amount of anomalous splicing 
only by software analysis, since just a limited amount of wild type mRNA would cause the shift 
of that mutation from class I to class V.  Taking into account these considerations, although the 
class-specific personalized therapeutic approach can be at the moment applied only to a limited 
amount of CFTR mutations, its enhancement is foreseeable when the gap between the 
knowledge of the structure and the effect of a mutation will be filled by increasing numbers of 
mutation-specific functional studies.  

Gene therapy would be the resolutive therapeutic intervention. Although, since the 
discovery of CFTR gene in 1989 more than 30 clinical trials of gene therapy have been 
undertaken, no gene therapy has been so far approved for clinical use (Conese et al.,  2011; 
Davies & Alton, 2011; Griesenbach & Alton, 2011). The problems arose from the repeated 
administration of adenovirus- and adeno-associated virus-based vectors shifted the 
approaches to lentiviral vectors and non-viral strategies, as well as cell therapy. The 
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evidence that a lot of work is still to be done in laboratory to optimize gene therapy tools 

arose. Two opposite approaches can be distinguished in gene therapy: the gene 

augmentation and the gene targeting. By the former approach, the entire wild-type CFTR 

gene, producing a normal gene function, is introduced into the cell without the need to 

know the specific CFTR mutation. On the contrary, the latter approach is a mutation-specific 

gene therapy strategy, as only the zone of mutation is targeted in situ, allowing the 

correction of the mutated zone of the gene. A recent study (Auriche et al.,  2010) of gene 

augmentation in CF used the entire CFTR locus, including regulatory regions, cloned and 

delivered by a bacterial artificial chromosome (BAC), a non-viral vector. The possibility to 

obtain a physiologically regulated CFTR expression and activity, also of Pseudomonas 

internalization, in an in vitro cellular system has been demonstrated. The control of CFTR 

activity by naturally occurring regulatory elements appeared a critical aspect to obtain a 

physiologic CFTR expression pattern, to be taken under consideration in the planning of 

gene augmentation strategies. By the gene targeting, the corrected gene remains regulated 

by its endogenous regulatory machinery maintaining its physiologic expression pattern. 

Recent researches (Gruenert et al.,  2003; Sangiuolo et al.,  2008; Sangiuolo et al.,  2002) 

applied to CF an intriguing gene targeting strategy, the Small Fragment Homologous 

Replacement (SFHR), that exchange a wild-type corrector DNA fragment with the 

endogenous mutated sequence, through a still undefined mechanism probably based on 

homologous recombination. Both approaches have to be enhanced before clinical 

application. The main difficulties encountered in the BAC approach are efficient 

manipulation and delivering to the proper cell population. The main hitches with SFHR are 

the low reproducibility and recombination efficiency, ranging from 0.01% to 5% (Gruenert et 

al.,  2003). In both cases additional studies are needed to clarify the respective driving 

molecular mechanisms, to ameliorate our applicatory ability.  

 

Mutation 
class 

Functional effect Kind of mutations Mutation-specific therapy 

I 
Complete lack of protein 

production 

Premature stop codons by: 
- nonsense 

- severe splicing 
- small or large deletions or 

insertions 

Suppressors of in-frame 
premature termination 

codons 

II 
Processing and/or 
maturation protein 

defects 

- missense 
- small deletions or insertions 

Correctors (chemical, 
molecular or 

pharmacological 
chaperones) 

III 
Defective regulation of 

channel opening 
- missense 

- small deletions or insertions 
Potentiators 

IV Reduced Cl- transport 
- missense 

- small deletions or insertions 
Potentiators 

V 
Reduction of wild-type 

mRNA 
- partial splicing Potentiators 

VI 
Protein decreased stability 

or impaired ability of 
other channel regulation 

- missense 
- nonsense (overdue stop 

codons) 

Potentiators or 
suppressors of in-frame 

overdue termination 
codons 

Table 1. Classes of CFTR mutations and possible personalized therapeutic interventions. 

www.intechopen.com



The Genetics of CFTR:  
Genotype – Phenotype Relationship, Diagnostic Challenge and Therapeutic Implications 

 

97 

2.3 The complexity and sources of variability in the genotype – Phenotype 
relationship of the CF and CFTR-RD 

Separation of classic CF from CFTR-RD only represents a starting attempt to organize the 

great clinical variability of CF (Bombieri et al.,  2011; Dequeker et al.,  2009; Estivill, 1996; 

Noone & Knowles, 2001). In fact, within classic CF are usually grouped both poly-

symptomatic and oligo-symptomatic forms greatly differing in the involvement of lung, 

pancreas, liver, sweat gland and reproductive apparatus (to consider only the main CF 

targets). Not easier is the task of categorizing the even more heterogeneous oligo- and 

mono-symptomatic CFTR-RD. In this regard CFTR mutations have been linked to a wide 

series of pathologies: obstructive azoospermia for CBAVD (Claustres, 2005; Cuppens & 

Cassiman, 2004; Stuhrmann & Dork, 2000); non-obstructive azoospermia, reduced sperm 

quality and spermatogenesis defects (Boucher et al.,  1999; Dohle et al.,  2002; Jakubiczka et 

al.,  1999; Jarvi et al.,  1998; Mak et al.,  2000; Pallares-Ruiz et al.,  1999; van der Ven et al.,  

1996); male hypofertility due to idiopathic seminal hyperviscosity (Elia et al.,  2009; Rossi et 

al.,  2004); female hypofertility due to thick cervical mucus (Gervais et al.,  1996; Hayslip et 

al.,  1997); neonatal hypertrypsinaemia with normal sweat test (Castellani et al.,  2001a; 

Gomez Lira et al.,  2000; Narzi et al.,  2007; Padoan et al.,  2002); idiopathic pancreatitis 

(Castellani et al.,  2001b; Gomez Lira et al.,  2000; Maire et al.,  2003; Pallares-Ruiz et al.,  

2000); pulmonary diseases (Bombieri et al.,  1998; Bombieri et al.,  2000); disseminated 

bronchiectasis (Girodon et al.,  1997; Pignatti et al.,  1995); chronic rhinosinusitis (Raman et 

al.,  2002; Southern, 2007; Wang et al.,  2000b); nasal polyposis (Kerem, 2006; Pawankar, 

2003); metabolic alkalosis, hypochloremia, hyponatriemia, hypokalemia and dehydration 

(Augusto et al.,  2008; Kerem, 2006; Leoni et al.,  1995; Priou-Guesdon et al.,  2010; Salvatore 

et al.,  2004); primary sclerosing cholangitis, biliary cirrhosis and portal hypertension 

(Collardeau-Frachon et al.,  2007; Gallegos-Orozco et al.,  2005; Girodon et al.,  2002; Kerem, 

2006; Sheth et al.,  2003). Several CFTR-RD are still debated, as the involvement of CFTR 

mutations is often inferred from small case series or even isolated case reports, as well for 

controversial results (as for example for non-CBAVD male reproductive defects). In 

addition, in several cases only one mutated allele could be found by quite non homogeneous 

methodological approaches of mutational search. This raises the troublesome question 

whether it should be assumed that 2 mutated alleles are indeed present, but the mutational 

search protocol applied was unable to identify both of them, or if the possibility of CFTR-RD 

arising in heterozygotes might also be taken into consideration. Rather than an approach for 

categories, a vision of a mosaic of different clinical manifestations combined in a peculiar 

way in each patient, overall constituting a continuous gradient of disease clinical severity, 

seems to better reflect the reality.  

Only a rough correspondence between mutational classes and clinical outcome can be found 
with, for example, more severe phenotypes generated by the combination of class I and class 
III mutations and milder phenotypes originated by class IV and V. The variability is 
however so high that clinicians usually do not use genotypes for prognosis. The problem of 
the relationship between genotype and phenotype in CF can be partitioned in, at least, 2 
steps (Figure 1). The first step concerns the production of a CFTR protein with reduced 
functionality starting from a mutated CFTR genotype. The second step concerns the clinical 
manifestations that originate owing to the protein malfunction. It is generally accepted that 
the clinical severity of CF and CFTR-RD is correlated with the residual function of CFTR 
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(Estivill, 1996; Zhang et al.,  2009). It is easy to collocate high (almost physiological) levels of 
CFTR protein at the same end of the spectrum of the strictly mono-symptomatic patients 
and very low (almost absent) levels to the other end, where the poly-symptomatic patients 
with severe clinical manifestations are ideally collocated. Within these extreme conditions, it 
is however very difficult to link the values of CFTR residual activity to the severity of 
clinical manifestations. This not only because of the lack of systematic studies, but also for 
the difficulty of measuring in a real quantitative manner both the CFTR residual function 
and the clinical severity. Although CFTR mutated genotypes responsible for intermediate 
levels of residual activity often consist of a classic mutation on one allele and a mild 
mutation, retaining some CFTR activity, on the other allele, also the link between a specific 
mutated genotype and its effect on the protein functionality is elusive. Again, also in this 
case, the lack of systematic functional studies, addressing in vitro the effect of the mutated 
genotype on the protein cellular fate, have greatly hampered the knowledge at this level.    

Several sources of variability influence both steps and make the overall picture unclear 
(Figure 1).  

 

Fig. 1. The variability determinants of the genotype – phenotype relationship in CF and 

CFTR-RD.  

The first step (from mutated genotype to residual function) is mainly influenced by 
structural and functional intragenic (CFTR-depending) variability. The structural intragenic 
variability is due to the large number of mutations  and to the even larger number of their 
combinations both in trans, to originate homozygous and compound heterozygous 
genotypes, and in cis, with more than one mutation on the same allele to form the complex 
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alleles. Trans and cis variability may also combine leading, for instance, to genotypes with 2 
complex alleles and 4 different mutations each belonging to a different mutational class. The 
functional intragenic variability is due on one side to the variable impairment effect of 
mutations and, on the other side, to the influence of both post-transcriptional and post-
translational modifications, possibly with overlapping effects and interacting mechanisms. 
The second step (from residual function to clinical phenotype) is more likely to be 
influenced by extragenic variability due to genes different from CFTR. Modifier genes can 
indeed modulate the original effect of CFTR mutations (Collaco & Cutting, 2008; Cutting, 
2010; Merlo & Boyle, 2003; Salvatore et al.,  2002; Slieker et al.,  2005), as evidenced by the 
high phenotypic variability found in some subjects with identical CFTR mutated genotypes.  
Reciprocal influence between modifier genes and interactome (Wang et al.,  2006), as well as 
an effect of interactome on intragenic functional variability, might also influence this step. 
Furthermore, it should be taken under consideration that the CFTR levels physiologically 
required can be tissue-specific, with only some organs affected despite the same CFTR 
residual function (Estivill, 1996). For example, the male reproductive apparatus appears as 
the most sensitive district to CFTR impairment, as nearly all men with CF (lower levels of 
functional CFTR) exhibit also CBAVD while, on the contrary, men with only CBAVD 
(higher level of functional CFTR) do not have other organs targeted. Superimposed to these 
genetic sources of variability the powerful role of environmental and random factors on 
both steps should not be undervalued. Due to these sources of variability, the genotype - 
phenotype relationship in CF is still poorly understood (Salvatore et al.,  2011) with, 
therefore, our diagnostic, prognostic and therapeutic abilities severely limited. 

3. Complex alleles and modifier genes 

3.1 The relevance of complex alleles 

The least addressed aspect of CFTR intragenic structural variability probably is the 

involvement of complex alleles, with two (or more) mutations in cis (on the same allele). 

Unfortunately, the most widely used protocols for a mutational search within the CFTR 

gene are designed only with the aim of finding the first two mutations on different alleles; 

additional mutations, possibly in cis with the already found mutations, may escape 

detection. The result is that the mutated genotypes of CF subjects with varying clinical 

presentations may appear identical, despite the presence of unfound complex alleles that 

might explain the divergent phenotypes. Undetected complex alleles may have important 

consequences. For example, if 2 already known disease-causing mutations have been found 

on both alleles (also on the allele with an in cis undetected additional mutation), the 

consequences will be an unclear genotype – phenotype relationship with prognostic failure. 

If at least 1 sequence variation with unclear functional significance in cis with an undetected 

additional disease-causing mutation has been found, a diagnostic error and/or  

misclassification of the sequence variation will arise. A systematic experimental search for 

complex alleles has not yet been undertaken. Probably for this reason only few complex 

alleles have been found so far and their prevalence is unknown. A probably non exhaustive 

list of CFTR complex alleles at the moment known is reported in Table 2. They have been 

more frequently found in patients with CF than CFTR-RD. Only in some cases an in vitro 

functional characterization has been performed, with the consequence that only in a limited 

number of these alleles it is possible to distinguish the relative functional contribution of 
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Complex allele Bibliographic source
[R75Q;S549N] Consortium for CF genetic analysis database  

[(TG)mT5;2184insA] Consortium for CF genetic analysis database  
[129G>C;R117H] Consortium for CF genetic analysis database  
[F508del;R553Q] (Dork et al.,  1991);(Teem et al.,  1993) 
[3732delA;K1200E] Consortium for CF genetic analysis database  

[F508C;S1251N] (Kalin et al.,  1992)
[F508del;R553M] (Teem et al.,  1993)

[R117H;(TG)mTn] 
(Kiesewetter et al.,  1993; Massie et al.,  2001; 
Peckham et al.,  2006) 

[125G>C;R75X] Consortium for CF genetic analysis database  
[R297Q;(TG)mTn] Consortium for CF genetic analysis database  
[R668C;3849+10kbC>T] Consortium for CF genetic analysis database  

[deleD7S8 (CFTR 3’ 500 kb); F508del] (Wagner et al.,  1994)
[1716G>A;L619S] Consortium for CF genetic analysis database  
[405+1G>A;3030G>A] Consortium for CF genetic analysis database  
[G576A;R668C] (McGinniss et al.,  2005; Pignatti et al.,  1995) 

[(TG)mT5 ;A800G] (Chillon et al.,  1995)
[L88X;G1069R] (Savov et al.,  1995)
[S912L;G1244V] (Clain et al.,  2005; Savov et al.,  1995) 

[R334W;R1158X] (Duarte et al.,  1996)
[R347H;D979A] (Clain et al.,  2001; Hojo et al.,  1998) 
[-102T;S549R(T>G)] (Romey et al.,  1999)

[R74W;D1270N] (Fanen et al.,  1999)
[G628R;S1235R] (Mercier et al.,  1995; Wei et al.,  2000) 
[R117C;(TG)mTn] (Massie et al.,  2001)
[M470V;S1235R] (Wei et al.,  2000)

[I148T;3199del6] (Rohlfs et al.,  2002)
[S1235R;(TG)mT5] (Feldmann et al.,  2003)
[L24F;296+2T>G] Consortium for CF genetic analysis database  

[W356_A357del;V358I] (McGinniss et al.,  2005)
[V562I;A1006E] (McGinniss et al.,  2005)
[R352W;P750L] (McGinniss et al.,  2005)

[1198_1203delTGGGCT;1204G>A] (McGinniss et al.,  2005)
[V754M;CFTRdele3_10,14b_16] (Niel et al.,  2006)
[F508del;I1027T] (Fichou et al.,  2008)
[R74W;R1070W;D1270N] (de Prada et al.,  2010)

[(TG)11T5 ;A1006E] (Tomaiuolo et al.,  2010)
[R117L;L997F] (Lucarelli et al.,  2010)

Nucleotide notation: A = adenine, C = cytosine, G = guanine, T = thymine. 
Aminoacid notation: A = alanine, C = cysteine, D = aspartic acid, E = glutamic acid, I = isoleucine, K = 
lysine, E = glutamic acid, , F = phenylalanine, G = glycine, L = leucine, M = methionine, N = asparagine,  
H = histidine, P = proline, Q = glutamine, R = arginine, S = serine, T = threonine, V = valine, W = 
tryptophan, X = stop codon (nonsense). 
The link to the Consortium for CF genetic analysis database is reported in the website section. 

Table 2. Complex alleles of CFTR (in chronological order of discovery). 
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each mutation. They often result in a combination of two mild mutations that, if isolated, cause 
CFTR-RD but if combined in cis originate CF. In some cases there is one main mutation whose 
phenotypic effect is worsened by a second sequence variation that may even be a neutral 
variant if isolated, such as F508C , R74W , S912L or M470V. Also variants that have a 
suppressive effect when in cis but originate a hyperactive CFTR when combined in trans, as 
for example the M470 and R1235, have been described. On the other hand, the finding of 
complex alleles also in CFTR-RD suggests the possibility that an additional mutation in cis 
may even lead to a lessening of the phenotypic severity  (Mercier et al.,  1995). This effect has 
been demonstrated for -102T, R553Q, R553M and R334W. The situation is further complicated 
by the fact that some CFTR polymorphisms, combined in specific haplotypes, may have at 
least CFTR-RD as phenotypic consequences (Steiner et al.,  2004; Steiner et al.,  2011).    

3.2 The relevance of modifier genes 

A small fraction of CF patients and a higher amount of CFTR-RD subjects remain with no 
CFTR mutations, also when high sensitivity methods of mutational search are used. In 
addition, CF and CFTR-RD patients with the same mutated CFTR genotypes often show 
divergent phenotypes. Also some intriguing cases have been reported: an unaffected sister 
who inherited the same CFTR alleles, without mutations, of her CF brother (Mekus et al.,  
1998) and two CF sibs, with no CFTR mutation found, who had inherited different parental 
CFTR allele (Groman et al.,  2002). This suggested that genes different from CFTR may cause 
CF or CFTR-RD. The involvement of other genes in the definition of these phenotypes is 
relevant for the comprehension of both the molecular pathogenesis and the genotype – 
phenotype relationship. However, the widest action of the modifier genes probably is to 
modulate the CF final clinical phenotype in patients with both CFTR mutations found. Even 
more important, the modifier genes can represent excellent therapeutic targets, as they are 
able, by definition, to modify the clinical outcome of the disease but they are not mutated 
(on the contrary to the CFTR). A so-called bypassing approach has been proposed to correct 
the CF ionic imbalance by stimulating alternative ionic pathways that might compensate the 
impaired CFTR (Amaral & Kunzelmann, 2007). At present a comprehensive list of these 
genes does not exist and little is known about their effects and molecular mechanisms of 
action, as well as about their exact kind of interaction, if any, with the CFTR. Several 
putative modifier genes have been reported (Collaco & Cutting, 2008; Cutting, 2010; Merlo 
& Boyle, 2003; Slieker et al.,  2005) to influence the second step, from CFTR residual 
functionality to clinical outcome. On the other hand, microRNA, known to exert a post-
transcriptional regulation, have recently been shown to potentially influence the CFTR 
protein levels (Gillen et al.,  2011; Xu et al.,  2011a). Together with complex alleles, it is these 
genes that most probably represent the greatest source of variability in CF. Furthermore, 
modifier genes show tissue-specific levels of activity, that combine with equally tissue-
specific CFTR levels, thus amplifying the complexity of the network. They may also 
influence the different CFTR functions, even in a tissue-specific manner. One of the most 
interesting gene complex proposed as CF modifier is the epithelial Na+ channel (ENaC).   

3.2.1 The ENaC genes 

The human functional ENaC is composed of 3 subunits coded by 3 genes with sequence 

similarities: (SCNN1A gene) (Voilley et al.,  1994),  (SCNN1B gene) and  (SCNN1G gene) 
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(Voilley et al.,  1995). The ENaC protein has the functional properties of a Na+ channel with 

high Na+ selectivity, low conductance and amiloride sensitivity. It is expressed in human 

epithelial cells that line the distal renal tubule, distal colon and several exocrine glands; an 

ENaC-mediated amiloride-sensitive electrogenic Na+ reabsorbtion has been documented in 

the upper and lower airways (Hummler et al.,  1996). Genetic diseases are caused by either 

loss- or gain-of-function mutations in the ENaC genes: loss-of-function mutations in one of the 

three subunits cause pseudohypoaldosteronism type I (PHA-I) (Chang et al.,  1996) 

characterized by severe renal dysfunction, arterial hypotension and reduced reabsorbtive 

capacity of both kidney and lung; gain-of-function mutations in either SCNN1B or SCNN1G 

are responsible for Liddle’s syndrome, a severe form of hypertension (Shimkets et al.,  1994). 

Interestingly, some PHA-I patients, without CFTR mutations, also exhibit CF-like lung 

symptoms, such as recurrent bacterial infection of the airways (Hanukoglu et al.,  1994). 

Because of the involvement of both CFTR and ENaC in the physiologic dual ion transport,  it 

was supposed that also ENaC deregulation and/or molecular lesions might sustain CF or 

CFTR-RD. There are indeed experimental evidences validating this hypothesis. The over-

expressing -ENaC mouse model has CF-like pulmonary symptoms, with morbidity and 

mortality partially reduced by preventive treatment with amiloride, an inhibitor of the ENaC 

channel (Zhou et al.,  2008). Wild type CFTR has been shown, in a heterologous cellular system 

and in polarized primary human bronchial epithelial cultures, to prevent the proteolitic 

stimulation of ENaC, thus downregulating Na+ absorption (Gentzsch et al.,  2010). Enhanced 

expression of all the 3 ENaC genes was shown in the nasal epithelium of CF patients (Bangel et 

al.,  2008). In human bronchial epithelial cells, the CFTR regulates the functional surface 

expression of endogenous ENaC, by influencing its trafficking (Butterworth, 2010; Rubenstein 

et al.,  2011). However, also experimental evidences against a direct involvement of ENaC 

and/or of CFTR - ENaC interaction in CF pathogenesis have been provided. According to one 

study (Joo et al., 2006), CF airway submucosal glands do not display ENaC-mediated fluid 

hyperabsorption, differently from the ciliated cells of the airway surface. Another study (Nagel 

et al., 2005) evidenced that human CFTR fails to inhibit the human ENaC channel in a 

heterologous experimental system of Xenopus oocytes. Finally, no increased sodium 

absorption has been found in newborn CFTR-/- pigs, an animal model with features 

resembling those of human CF disease (Chen et al., 2010). The differences between CF and 

CFTR action in humans and pigs, the fact that the study has been conducted only shortly after 

birth and that CF patients have a mutated CFTR and not a  CFTR-/-, should however be taken 

into account. Following the above considerations, mutational search in the ENaC genes have 

been performed in CF and CFTR-RD patients. Both, loss-of-function (Huber et al.,  2010; 

Sheridan et al.,  2005) and gain-of-function (Mutesa et al.,  2008; Sheridan et al.,  2005) 

mutations have been found in the SCNN1B gene of CFTR-RD patients. Several variants of 

SCNN1B and SCNN1G have been also found in bronchiectasis patients, some of them with 

only one CFTR mutation. A significantly increased prevalence of ENaC rare polymorphisms 

have been found in CFTR-RD patients (Azad et al.,  2009), with some of these variants 

producing  alterations of ENaC activity (Azad et al.,  2009; Huber et al.,  2010).  The bulk of 

these data allows to ascribe to ENaC some roles in CF and/or CFTR-RD. This is reinforced also 

by the findings of physical and functional co-regulatory interactions between SNARE proteins 

(in particular Syntaxin 1A) and both the CFTR and ENaC (Peters et al.,  2001). It is likely that 

wild-type ENaC is deregulated by the mutated CFTR. Moreover, ENaC genes can also act as 
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additional mutated genes either when only one or no copy of CFTR is mutated (the ENaC 

genes behaving as concomitant pathogenetic factors with respect to CFTR) or when both 

copies of the CFTR gene are mutated (the ENaC genes as modifiers, modulating the CF 

phenotype). Little is known about the prevalence and kind of mutations, as well as about the 

role of other kind of ENaC alterations, such as transcriptional modifications. This last point is 

quite intriguing considering that a deregulation of ENaC, rather than mutations of it, seems 

more frequently the main pathogenic mechanism. The topic of the regulation of ENaC activity 

further increases the complexity of the puzzle, as multiple biochemical and cellular pathways 

are involved in the lung (Bhalla & Hallows, 2008; Butterworth, 2010; Eaton et al.,  2010; 

Edinger et al.,  2006; Gaillard et al.,  2010; Gentzsch et al.,  2010). However, little is known 

about the tissue-specific expression of ENaC and the coordinated transcriptional regulation of 

the 3 SCNN1 genes. The structure of these genes suggested a role for DNA methylation. The 

SCNN1G gene has 2 CpG islands in its promoter region and exon 1 (Auerbach et al.,  2000; 

Zhang et al.,  2004), the SCNN1B gene has 1 CpG island in its promoter and exon 1 (Thomas et 

al.,  2002) and the SCNN1A gene has a high density of CpG sites, that are however not 

organized in a CpG island (Ludwig et al.,  1998). In effect, experimental evidences suggest that 

DNA methylation can control transcription of the SCNN1G gene (Zhang et al.,  2004).  

In general, the search for new genes involved in genetic diseases, in addition to the 
identification and characterization of new pathogenetic mechanisms, allows the 
identification of new therapeutic targets. The functional interaction between CFTR and 
ENaC evidenced by the vast majority of experimental data makes ENaC genes attractive 
therapeutic targets, since it looks easier to attempt the correction of the regulation of wild 
type ENaC than the correction of the mutated CFTR. The ENaC gene activity repression has 
been tempted by amiloride, with partially contrasting results obtained in humans (Burrows 
et al.,  2006)  and animal models (Zhou et al.,  2008). Also RNA interference seems a valuable 
and specific tool (Caci et al.,  2009; Yueksekdag et al.,  2010). The experimental evidences 
that ENaC genes undergo a DNA methylation-dependent transcription, raised new 
therapeutic opportunity in epigenetics and chromatin remodelling. 

4. The genetics, biochemistry and clinics in the diagnosis of CF 

Due to the wide range of signs and symptoms, CF and CFTR-RD diagnosis is difficult, 
particularly in infancy. On the other hand, CF early diagnosis, revealing pancreas 
insufficiency, preventing malnutrition and allowing a prompt treatment of lung infections, 
improves both lifespan and quality of life. In addition, it allows the early selection of high 
risk couples. For these reasons, neonatal screening programs have been activated worldwide 
(Castellani & Massie, 2010; Lai et al.,  2005; Southern et al.,  2007). The most used neonatal 
screening procedure is based on a single or double dosages (at birth and later on, between 
the third and fifth week of life) of immunoreactive trypsinogen (IRT), possibly combined 
with a I level mutational analysis (Castellani et al.,  2009; Narzi et al.,  2002). In addition to 
CF newborns, it has been demonstrated that also CFTR-RD newborns are selected by the 
screening programs  (Boyne et al.,  2000; Castellani et al.,  2001a; Massie et al.,  2000; Narzi et 
al.,  2007; Padoan et al.,  2002). In a part of newborns positive to the neonatal screening, only 
one or even no CFTR mutation, sometimes linked to borderline sweat test values, are found. 
This raises diagnostic uncertainty (Parad & Comeau, 2005) and provides evidence that some 
carriers are selected by neonatal screening (Castellani et al.,  2005; Laroche & Travert, 1991; 
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Scotet et al.,  2001).  A common effect of the introduction of CF neonatal screening is the 
progressively increasing number of CF diagnoses performed each year by screening and the 
decreasing number of diagnoses performed by symptoms. By definition, neonatal screening 
selects a lot of false positive subjects and, consequently, is not a diagnostic procedure. On 
the other hand, also several other pathologies different from CF have a positive sweat test, 
as well as some CF and a lot of CFTR-RD subjects have a borderline or even negative sweat 
test. In some cases measurements of the nasal potential difference and/or intestinal Cl- flux 
appear to be quite useful procedures. Taking into account also the highly variable clinical 
manifestations of CF and CFTR-RD, some of which superimposable to those of other 
pathologies, it became clear that none of this measurements alone allows a full diagnosis of 
CF or CFTR-RD. For these reasons, as stated by recent general (Farrell et al.,  2008), neonatal 
screening-oriented (Castellani et al.,  2009; Mayell et al.,  2009; Sermet-Gaudelus et al.,  2010), 
sweat test-oriented (Green & Kirk, 2007; Legrys et al.,  2007) and genetic-oriented (Castellani 
et al.,  2008; Dequeker et al.,  2009) guidelines, the diagnosis of CF and CFTR-RD may only 
be made by a coordinated evaluation of clinical, biochemical and genetic data (Figure 2 
upper part). In the last years genetic assessment has been clearly emerging as the most 
crucial point. In fact if 2 CF or CFTR-RD disease-causing mutations on the different alleles 
are found, a reliable diagnosis can be defined. Both the finding of the CFTR mutations and 
their functional interpretation are however very critical points, as described below.      

4.1 The technical complexity of the mutational search in the CFTR gene 

Over 1500 CFTR mutations and 300 polymorphisms are at moment known (in the website 
section see the links to the Consortium for CF genetic analysis database and to the human gene 
mutation database (HGMD)). The F508del is the worldwide most common mutation, 
accounting, on average, for about 60% of mutated alleles in northern European and North 
American populations. Few other single mutations account for more than about 5%. In addition 
the frequencies of CFTR mutations are very different depending on the geographical area 
(Bobadilla et al.,  2002; O'Sullivan & Freedman, 2009). The simplest approach of mutational 
search would be to define a panel of mutations to be included in a rapid and low-cost test 
allowing a direct search. However, the high genetic heterogeneity has at least 2 consequences 
that limit such an approach. First, it is impossible to establish a general mutational panel 
applicable worldwide; second, the allelic detection rate, also of geographical optimized 
mutational panels, rarely exceeds the 80% and often is quite lower (Bobadilla et al.,  2002; 
O'Sullivan & Freedman, 2009; Tomaiuolo et al.,  2003). The detection rate is the genetic 
equivalent of the laboratory operative characteristics called diagnostic sensitivity. In this case it 
represents the proportion of mutated alleles that the specific genetic test is able to evidence. The 
practical consequence of a limited detection rate is that in case of a negative test, the presence of 
a mutation not included in the analyzed panel of mutations can not be excluded. A widely 
accepted approach of mutational search is the multistep one. Usually, methods of I, II and III 
levels are recognized (Figure 2 lower part). The I level methods are based on the search panels 
of the most common CFTR mutations by entry-level techniques. They are the most commonly 
used methods worldwide. However, due to technical and cost limitations, they show a low 
detection rate as at best they search for the most common CFTR mutations of the specific 
geographical area. At the moment commercial methods able to search near all CFTR mutations 
of specific geographic areas are not available. The I level genetic tests are therefore of limited 
prognostic and diagnostic usefulness, particularly in CFTR-RD subjects with borderline clinical 
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and/or biochemical values. In this case, the use of methods with higher detection rate  are 
fundamental to resolve uncertain diagnoses.  The II level methods are scanning procedures 
usually able to analyze all the exons, adjacent intronic zones and proximal 5’-flanking of the 
CFTR gene. In last years, several enhanced methods specific for CFTR scanning have been 
developed as for example denaturing gradient gel electrophoresis (Costes et al.,  1993; Fanen et 
al.,  1992), single-strand conformation polymorphism and heteroduplex analysis (Ravnik-
Glavac et al.,  1994), denaturing high pressure liquid chromatography (D'Apice et al.,  2004; Le 
Marechal et al.,  2001; Ravnik-Glavac et al.,  2002), and re-sequencing (Lucarelli et al.,  2002; 
Lucarelli et al.,  2006). Due to the progressively reducing costs of the re-sequencing and to the 
need of further characterization by re-sequencing of positive findings of other scanning 
techniques, the re-sequencing has become the most used II level method. However, no 
mutational scan technique able to detect all the CFTR mutations exists. Also the re-sequencing, 
at the moment the method of mutational search with the highest detection rate, is able to select 
about 97% of CFTR mutations. The remaining 3% of alleles carry mutations not identified. 
These may be large deletions, completely intronic mutations that may reveal cryptic exons and 
mutations in the distal 5’-flanking as well as 3’-UTR zones. Although little is known about the 
geographical variability of the prevalence of this kind of mutations, due to their overall limited 
amount and to the extended analysis of the CFTR gene, the re-sequencing shows not only a 
higher, but also a more constant detection rate than mutational panel-based techniques. 
Automated protocol of re-sequencing, as well as software templates for automated analysis of 
re-sequencing data  (Ferraguti et al.,  2011), have also greatly reduced the time and efforts 
needed for both the experimental and data processing phases.  It should be clear that the use of 
scanning techniques may raise the problem of functional interpretation of sequence variations 
found. In fact, whereas the mutational panels are usually planned as to include only disease-
causing CFTR mutations, by using scanning procedures also sequence variations not previously 
characterized from functional point of view may be selected. This may complicate the genetic 
counselling. The III level methods should be aimed to the search for large deletions, full intronic 
and distal 5’-flanking, as well as 3’-UTR, mutations. In practise, commercially available 
products only exist either for the search of most common CFTR large deletions or for the CFTR 
scanning for gene dosage (gain or loss of genetic material). Although full intronic, distal 5’-
flanking and 3’-UTR mutations are assessable by re-sequencing, only recently some efforts have 
been done to value the pathogenetic contribution of these kind of mutations to CF and CFTR-
RD.  Whatever technique based on PCR and/or hybridization is applied, the possibility that 
polymorphisms within the primer/probe recognition sequence may interfere with the pairing 
reactions should be taken under consideration. So, also if the detection rate is kept to a 
maximum by including all the 3 levels of mutational search, a full assessment of mutations is 
virtually impossible to reach, due to the likely, even if small, decrease in analytical sensitivity.   

The practical application of this multistep approach changes depending on its use in 
subjects with disease suspect for diagnostic purposes or in general population subjects for 
genetic risk lowering. In  the first case it is reasonable to progressively go through the levels 
up to the finding of 2 CFTR mutations on different alleles. If no mutation is found (or at least 
1 mutation is not found) even at the III level, the genetic test contributes to a reasonable 
exclusion of the CF or CFTR-RD diagnosis. On the contrary, in the second case, since it can 
be difficult to apply all mutational search levels to each subject checking its carrier status, an 
appropriate genetic residual risk is usually chosen and the mutational search with the 
suitable detection rate is performed.  
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Fig. 2. The genetic analysis, biochemical assessment and clinical presentation contribute to 

the diagnosis of CF. The multistep genetic approach allows a progressive increase of 

detection rate and diagnostic value of the test in subjects with CF or CFTR-RD suspect, as 

well as a progressive decrease of carrier risk in general population subjects.  

Usually, no scanning techniques are applied for genetic risk lowering , also because of the 

possibility to select sequence variations hardly valuable from a pathogenetic point of view. 

The use of the I level mutational panel approach to assess the genetic risk raises 4 

possibilities. If both members of the couple are positive to the mutational search, the risk for 

an affected child is 1/4 (25%). If both members of the couple are negative the residual risk is 

so low that no other action is required, although it should be kept in mind that the risk is not 

zero and this should be made clear to the couple by the genetic counselling. For example, 

with a carrier frequency of 1/27 and a detection rate of the applied mutational panel of 

about 85%, the couple residual risk of having an affected child, with CFTR mutations 

different from those analyzed, if the genetic tests are both negative is about 1/120000. An 

intermediate residual risk arises when one member of the couple is carrier or CF. In these 

cases, considering the same above carrier frequency and detection rate, the risk is, 

respectively, of about  1/700 and 1/350. In these cases, in addition to the genetic counselling 

clarifying that a concrete risk exists, a possible extension of mutational search to further 

lower the genetic risk may be taken under consideration for the negative partner.    

Following the above considerations, the often incomplete genetic characterization of CF and 
CFTR-RD patients is due to technical limitations; this constitute a further obstacle to our 
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understanding of the genotype – phenotype relationship. An emblematic example of this are 
undetected complex alleles. Patients who do not undergo full mutational assessment, have 
discordant sweat test and/or clinical outcome, but show at a first mutational search 
apparently identical CFTR mutated genotypes, should undergo the search for complex alleles. 
The rising, within the last years, of parallel sequencing, also called next generation sequencing 
(NGS) (Su et al.,  2011), allows to identify a possible IV level in the CFTR mutational search 
(Bell et al.,  2011) (Figure 2 lower part). The possibility to study and analyze data of the whole 
genomic CFTR sequence (including introns, distal 5’-flanking and 3’-UTR zones) by massive 
re-sequencing, in an almost complete automated single run-based manner, will be a real 
possibility within next years. The NGS also has the potentiality to simultaneously study the 
genetics of modifier genes and, in general, of CFTR interactome to obtain a full assessment of 
genetic variability determining the final phenotype. If this kind of approach will be able to 
completely replace the multistep approach actually used is only matter of costs, investment 
and, finally, commercial choices. Several websites deal with CF and CFTR genetics, from 
diagnostic and quality assessment point of view, for example those of the European CF 
thematic network and of the European CF society (links reported in website section).  

5. Conclusion 

The comprehension of the gene network involved in CF and CFTR-RD is increasing. This is 
coupled with the enhancement of mutational search methodologies that allow the search for 
a continuously increasing number of mutations and sequence variations in the CFTR gene 
and in several other CF-related genes. The huge amount of structural data has to be 
supported by proper functional studies of single mutations, sequence variations, complex 
alleles and haplotypes. Only this will produce a full comprehension of genes and their 
molecular lesions cooperating in the definition of the final CF and CFTR-RD phenotypes, 
allowing full diagnosis and prognosis. As well, this will also allow the actual clinical use of 
mutation-specific therapies. When, in the mid-term, this objectives will be reached, the 
effect-oriented therapy now used will be turned into a cause-oriented therapy (Figure 3).  

 

Fig. 3. A genetic-oriented view of CF and CFTR-RD therapy perspectives. The increasing 
knowledge about genetics, genomics and functional genomics change the therapy.  

www.intechopen.com



 
Cystic Fibrosis – Renewed Hopes Through Research 

 

108 

6. References 

Amaral, M.D. & Kunzelmann, K. (2007). Molecular targeting of CFTR as a therapeutic 
approach to cystic fibrosis. Trends Pharmacol.Sci., Vol.28, No.7, pp. 334-341. 

Auerbach, S.D.; Loftus, R.W.; Itani, O.A. & Thomas, C.P. (2000). Human amiloride-sensitive 
epithelial Na+ channel gamma subunit promoter: functional analysis and 
identification of a polypurine-polypyrimidine tract with the potential for triplex 
DNA formation. Biochem.J., Vol.347 Pt 1, pp. 105-114. 

Augusto, J.F.; Sayegh, J.; Malinge, M.C.; Illouz, F.; Subra, J.F. & Ducluzeau, P.H. (2008). 
Severe episodes of extra cellular dehydration: an atypical adult presentation of 
cystic fibrosis. Clin.Nephrol., Vol.69, No.4, pp. 302-305. 

Auriche, C.; Di Domenico, E.G.; Pierandrei, S.; Lucarelli, M.; Castellani, S.; Conese, M.; 
Melani, R.; Zegarra-Moran, O. & Ascenzioni, F. (2010). CFTR expression and 
activity from the human CFTR locus in BAC vectors, with regulatory regions, 
isolated by a single-step procedure. Gene Ther., Vol.17, No.11, pp. 1341-1354. 

Azad, A.K.; Rauh, R.; Vermeulen, F.; Jaspers, M.; Korbmacher, J.; Boissier, B.; Bassinet, L.; 
Fichou, Y.; Des, G.M.; Stanke, F.; De, B.K.; Dupont, L.; Balascakova, M.; Hjelte, L.; 
Lebecque, P.; Radojkovic, D.; Castellani, C.; Schwartz, M.; Stuhrmann, M.; Schwarz, 
M.; Skalicka, V.; de, M., I; Girodon, E.; Ferec, C.; Claustres, M.; Tummler, B.; 
Cassiman, J.J.; Korbmacher, C. & Cuppens, H. (2009). Mutations in the amiloride-
sensitive epithelial sodium channel in patients with cystic fibrosis-like disease. 
Hum.Mutat., Vol.30, No.7, pp. 1093-1103. 

Bangel, N.; Dahlhoff, C.; Sobczak, K.; Weber, W.M. & Kusche-Vihrog, K. (2008). Upregulated 
expression of ENaC in human CF nasal epithelium. J.Cyst.Fibros., Vol.7, No.3, pp. 
197-205. 

Becq, F.; Mall, M.A.; Sheppard, D.N.; Conese, M. & Zegarra-Moran, O. (2011). 
Pharmacological therapy for cystic fibrosis: from bench to bedside. J.Cyst.Fibros., 
Vol.10 Suppl 2, pp. S129-S145. 

Belcher, C.N. & Vij, N. (2010). Protein processing and inflammatory signaling in Cystic 
Fibrosis: challenges and therapeutic strategies. Curr.Mol.Med., Vol.10, No.1, pp. 82-
94. 

Bell, C.J.; Dinwiddie, D.L.; Miller, N.A.; Hateley, S.L.; Ganusova, E.E.; Mudge, J.; Langley, 
R.J.; Zhang, L.; Lee, C.C.; Schilkey, F.D.; Sheth, V.; Woodward, J.E.; Peckham, H.E.; 
Schroth, G.P.; Kim, R.W. & Kingsmore, S.F. (2011). Carrier testing for severe 
childhood recessive diseases by next-generation sequencing. Sci.Transl.Med., Vol.3, 
No.65, pp. 65ra4. 

Berdiev, B.K.; Qadri Y.J. & Benos, D.J. (2009). Assessment of the CFTR and ENaC 
association. Mol. Biosyst., Vol.5, No.2, pp. 123-127. 

Bhalla, V. & Hallows, K.R. (2008). Mechanisms of ENaC regulation and clinical implications. 
J.Am.Soc.Nephrol., Vol.19, No.10, pp. 1845-1854. 

Bilan, F.; Thoreau, V.; Nacfer, M.; Derand, R.; Norez, C.; Cantereau, A.; Garcia, M.; Becq, F. 
& Kitzis, A. (2004). Syntaxin 8 impairs trafficking of cystic fibrosis transmembrane 
conductance regulator (CFTR) and inhibits its channel activity. J.Cell Sci., Vol.117, 
No.Pt 10, pp. 1923-1935. 

Bobadilla, J.L.; Macek, M., Jr.; Fine, J.P. & Farrell, P.M. (2002). Cystic fibrosis: a worldwide 
analysis of CFTR mutations--correlation with incidence data and application to 
screening. Hum.Mutat., Vol.19, No.6, pp. 575-606. 

www.intechopen.com



The Genetics of CFTR:  
Genotype – Phenotype Relationship, Diagnostic Challenge and Therapeutic Implications 

 

109 

Bombieri, C.; Benetazzo, M.; Saccomani, A.; Belpinati, F.; Gile, L.S.; Luisetti, M. & Pignatti, 
P.F. (1998). Complete mutational screening of the CFTR gene in 120 patients with 
pulmonary disease. Hum.Genet., Vol.103, No.6, pp. 718-722. 

Bombieri, C.; Claustres, M.; De, B.K.; Derichs, N.; Dodge, J.; Girodon, E.; Sermet, I.; Schwarz, 
M.; Tzetis, M.; Wilschanski, M.; Bareil, C.; Bilton, D.; Castellani, C.; Cuppens, H.; 
Cutting, G.R.; Drevinek, P.; Farrell, P.; Elborn, J.S.; Jarvi, K.; Kerem, B.; Kerem, E.; 
Knowles, M.; Macek, M., Jr.; Munck, A.; Radojkovic, D.; Seia, M.; Sheppard, D.N.; 
Southern, K.W.; Stuhrmann, M.; Tullis, E.; Zielenski, J.; Pignatti, P.F. & Ferec, C. 
(2011). Recommendations for the classification of diseases as CFTR-related 
disorders. J.Cyst.Fibros., Vol.10 Suppl 2, pp. S86-102. 

Bombieri, C.; Luisetti, M.; Belpinati, F.; Zuliani, E.; Beretta, A.; Baccheschi, J.; Casali, L. & 
Pignatti, P.F. (2000). Increased frequency of CFTR gene mutations in sarcoidosis: a 
case/control association study. Eur.J.Hum.Genet., Vol.8, No.9, pp. 717-720. 

Boucher, D.; Creveaux, I.; Grizard, G.; Jimenez, C.; Hermabessiere, J. & Dastugue, B. (1999). 
Screening for cystic fibrosis transmembrane conductance regulator gene mutations 
in men included in an intracytoplasmic sperm injection programme. 
Mol.Hum.Reprod., Vol.5, No.6, pp. 587-593. 

Boyne, J.; Evans, S.; Pollitt, R.J.; Taylor, C.J. & Dalton, A. (2000). Many deltaF508 
heterozygote neonates with transient hypertrypsinaemia have a second, mild CFTR 
mutation. J.Med.Genet., Vol.37, No.7, pp. 543-547. 

Buchanan, P.J.; Ernst, R.K.; Elborn, J.S. & Schock, B. (2009). Role of CFTR, Pseudomonas 
aeruginosa and Toll-like receptors in cystic fibrosis lung inflammation. 
Biochem.Soc.Trans., Vol.37, No.Pt 4, pp. 863-867. 

Burrows, E.; Southern, K.W. & Noone, P. (2006). Sodium channel blockers for cystic fibrosis. 
Cochrane.Database.Syst.Rev., Vol.3, pp. CD005087. 

Butterworth, M.B. (2010). Regulation of the epithelial sodium channel (ENaC) by membrane 
trafficking. Biochim.Biophys.Acta, Vol.1802, No.12, pp. 1166-1177. 

Caci, E.; Melani, R.; Pedemonte, N.; Yueksekdag, G.; Ravazzolo, R.; Rosenecker, J.; Galietta, 
L.J. & Zegarra-Moran, O. (2009). Epithelial sodium channel inhibition in primary 
human bronchial epithelia by transfected siRNA. Am.J.Respir.Cell Mol.Biol., Vol.40, 
No.2, pp. 211-216. 

Campodonico, V.L.; Gadjeva, M.; Paradis-Bleau, C.; Uluer, A. & Pier, G.B. (2008). Airway 
epithelial control of Pseudomonas aeruginosa infection in cystic fibrosis. Trends 
Mol.Med., Vol.14, No.3, pp. 120-133. 

Castellani, C.; Benetazzo, M.G.; Tamanini, A.; Begnini, A.; Mastella, G. & Pignatti, P. (2001a). 
Analysis of the entire coding region of the cystic fibrosis transmembrane regulator 
gene in neonatal hypertrypsinaemia with normal sweat test. J.Med.Genet., Vol.38, 
No.3, pp. 202-205. 

Castellani, C.; Cuppens, H.; Macek, M., Jr.; Cassiman, J.J.; Kerem, E.; Durie, P.; Tullis, E.; 
Assael, B.M.; Bombieri, C.; Brown, A.; Casals, T.; Claustres, M.; Cutting, G.R.; 
Dequeker, E.; Dodge, J.; Doull, I.; Farrell, P.; Ferec, C.; Girodon, E.; Johannesson, 
M.; Kerem, B.; Knowles, M.; Munck, A.; Pignatti, P.F.; Radojkovic, D.; Rizzotti, P.; 
Schwarz, M.; Stuhrmann, M.; Tzetis, M.; Zielenski, J. & Elborn, J.S. (2008). 
Consensus on the use and interpretation of cystic fibrosis mutation analysis in 
clinical practice. J.Cyst.Fibros., Vol.7, No.3, pp. 179-196. 

Castellani, C.; Gomez Lira, M.; Frulloni, L.; Delmarco, A.; Marzari, M.; Bonizzato, A.; 
Cavallini, G.; Pignatti, P. & Mastella, G. (2001b). Analysis of the entire coding 

www.intechopen.com



 
Cystic Fibrosis – Renewed Hopes Through Research 

 

110 

region of the cystic fibrosis transmembrane regulator gene in idiopathic 
pancreatitis. Hum.Mutat., Vol.18, No.2, pp. 166. 

Castellani, C. & Massie, J. (2010). Emerging issues in cystic fibrosis newborn screening. 
Curr.Opin.Pulm.Med., Vol.16, No.6, pp. 584-590. 

Castellani, C.; Picci, L.; Scarpa, M.; Dechecchi, M.C.; Zanolla, L.; Assael, B.M. & Zacchello, F. 
(2005). Cystic fibrosis carriers have higher neonatal immunoreactive trypsinogen 
values than non-carriers. Am.J.Med.Genet.A, Vol.135, No.2, pp. 142-144. 

Castellani, C.; Southern, K.W.; Brownlee, K.; Dankert, R.J.; Duff, A.; Farrell, M.; Mehta, A.; 
Munck, A.; Pollitt, R.; Sermet-Gaudelus, I.; Wilcken, B.; Ballmann, M.; Corbetta, C.; 
de, M., I; Farrell, P.; Feilcke, M.; Ferec, C.; Gartner, S.; Gaskin, K.; Hammermann, J.; 
Kashirskaya, N.; Loeber, G.; Macek, M., Jr.; Mehta, G.; Reiman, A.; Rizzotti, P.; 
Sammon, A.; Sands, D.; Smyth, A.; Sommerburg, O.; Torresani, T.; Travert, G.; 
Vernooij, A. & Elborn, S. (2009). European best practice guidelines for cystic fibrosis 
neonatal screening. J.Cyst.Fibros., Vol.8, No.3, pp. 153-173. 

Chang, S.S.; Grunder, S.; Hanukoglu, A.; Rosler, A.; Mathew, P.M.; Hanukoglu, I.; Schild, L.; 
Lu, Y.; Shimkets, R.A.; Nelson-Williams, C.; Rossier, B.C. & Lifton, R.P. (1996). 
Mutations in subunits of the epithelial sodium channel cause salt wasting with 
hyperkalaemic acidosis, pseudohypoaldosteronism type 1. Nat.Genet., Vol.12, No.3, 
pp. 248-253. 

Chen, J.H.; Stoltz, D.A.; Karp, P.H.; Ernst, S.E.; Pezzulo, A.A.; Moninger, T.O.; Rector, M.V.; 
Reznikov, L.R.; Launspach, J.L.; Chaloner, K.; Zabner, J. & Welsh, M.J. (2010). Loss 
of anion transport without increased sodium absorption characterizes newborn 
porcine cystic fibrosis airway epithelia. Cell, Vol.143, No.6, pp. 911-923. 

Cheng, J.; Moyer, B.D.; Milewski, M.; Loffing, J.; Ikeda, M.; Mickle, J.E.; Cutting, G.R.; Li, M.; 
Stanton, B.A. & Guggino, W.B. (2002). A Golgi-associated PDZ domain protein 
modulates cystic fibrosis transmembrane regulator plasma membrane expression. 
J.Biol.Chem., Vol.277, No.5, pp. 3520-3529. 

Chillon, M.; Casals, T.; Mercier, B.; Bassas, L.; Lissens, W.; Silber, S.; Romey, M.C.; Ruiz-
Romero, J.; Verlingue, C.; Claustres, M. & . (1995). Mutations in the cystic fibrosis 
gene in patients with congenital absence of the vas deferens. N.Engl.J.Med., Vol.332, 
No.22, pp. 1475-1480. 

Clain, J.; Fritsch, J.; Lehmann-Che, J.; Bali, M.; Arous, N.; Goossens, M.; Edelman, A. & 
Fanen, P. (2001). Two mild cystic fibrosis-associated mutations result in severe 
cystic fibrosis when combined in cis and reveal a residue important for cystic 
fibrosis transmembrane conductance regulator processing and function. 
J.Biol.Chem., Vol.276, No.12, pp. 9045-9049. 

Clain, J.; Lehmann-Che, J.; Girodon, E.; Lipecka, J.; Edelman, A.; Goossens, M. & Fanen, P. 
(2005). A neutral variant involved in a complex CFTR allele contributes to a severe 
cystic fibrosis phenotype. Hum.Genet., Vol.116, No.6, pp. 454-460. 

Claustres, M. (2005). Molecular pathology of the CFTR locus in male infertility. 
Reprod.Biomed.Online., Vol.10, No.1, pp. 14-41. 

Collaco, J.M. & Cutting, G.R. (2008). Update on gene modifiers in cystic fibrosis. 
Curr.Opin.Pulm.Med., Vol.14, No.6, pp. 559-566. 

Collardeau-Frachon, S.; Bouvier, R.; Le, G.C.; Rivet, C.; Cabet, F.; Bellon, G.; Lachaux, A. & 
Scoazec, J.Y. (2007). Unexpected diagnosis of cystic fibrosis at liver biopsy: a report 
of four pediatric cases. Virchows Arch., Vol.451, No.1, pp. 57-64. 

www.intechopen.com



The Genetics of CFTR:  
Genotype – Phenotype Relationship, Diagnostic Challenge and Therapeutic Implications 

 

111 

Conese, M.; Ascenzioni, F.; Boyd, A.C.; Coutelle, C.; De, F., I; De, S.S.; Rejman, J.; 
Rosenecker, J.; Schindelhauer, D. & Scholte, B.J. (2011). Gene and cell therapy for 
cystic fibrosis: from bench to bedside. J.Cyst.Fibros., Vol.10 Suppl 2, pp. S114-S128. 

Costes, B.; Fanen, P.; Goossens, M. & Ghanem, N. (1993). A rapid, efficient, and sensitive 
assay for simultaneous detection of multiple cystic fibrosis mutations. Hum.Mutat., 
Vol.2, No.3, pp. 185-191. 

Cuppens, H. & Cassiman, J.J. (2004). CFTR mutations and polymorphisms in male infertility. 
Int.J.Androl, Vol.27, No.5, pp. 251-256. 

Cutting, G.R. (2010). Modifier genes in Mendelian disorders: the example of cystic fibrosis. 
Ann.N.Y.Acad.Sci., Vol.1214, pp. 57-69. 

D'Apice, M.R.; Gambardella, S.; Bengala, M.; Russo, S.; Nardone, A.M.; Lucidi, V.; 
Sangiuolo, F. & Novelli, G. (2004). Molecular analysis using DHPLC of cystic 
fibrosis: increase of the mutation detection rate among the affected population in 
Central Italy. BMC.Med.Genet., Vol.5, pp. 8. 

Davies, J.C. & Alton, E.W. (2011). Design of gene therapy trials in CF patients. Methods 
Mol.Biol., Vol.741, pp. 55-68. 

de Prada, M.A.; Butschi, F.N.; Bouchardy, I.; Beckmann, J.S.; Morris, M.A.; Hafen, G.M. & 
Fellmann, F. (2010). [R74W;R1070W;D1270N]: a new complex allele responsible for 
cystic fibrosis. J.Cyst.Fibros., Vol.9, No.6, pp. 447-449. 

Del Porto, P.; Cifani, N.; Guarnieri, S.; Di Domenico, E.G.; Mariggio, M.A.; Spadaro, F.; 
Guglietta, S.; Anile, M.; Venuta, F.; Quattrucci, S. & Ascenzioni, F. (2011). 
Dysfunctional CFTR alters the bactericidal activity of human macrophages against 
Pseudomonas aeruginosa. PLoS.ONE., Vol.6, No.5, pp. e19970. 

Dequeker, E.; Stuhrmann, M.; Morris, M.A.; Casals, T.; Castellani, C.; Claustres, M.; 
Cuppens, H.; Des, G.M.; Ferec, C.; Macek, M.; Pignatti, P.F.; Scheffer, H.; Schwartz, 
M.; Witt, M.; Schwarz, M. & Girodon, E. (2009). Best practice guidelines for 
molecular genetic diagnosis of cystic fibrosis and CFTR-related disorders--updated 
European recommendations. Eur.J.Hum.Genet., Vol.17, No.1, pp. 51-65. 

Di, A.; Brown, M.E.; Deriy, L.V.; Li, C.; Szeto, F.L.; Chen, Y.; Huang, P.; Tong, J.; Naren, A.P.; 
Bindokas, V.; Palfrey, H.C. & Nelson, D.J. (2006). CFTR regulates phagosome 
acidification in macrophages and alters bactericidal activity. Nat.Cell Biol., Vol.8, 
No.9, pp. 933-944. 

Dohle, G.R.; Halley, D.J.; Van Hemel, J.O.; van den Ouwel, A.M.; Pieters, M.H.; Weber, R.F. 
& Govaerts, L.C. (2002). Genetic risk factors in infertile men with severe 
oligozoospermia and azoospermia. Hum.Reprod., Vol.17, No.1, pp. 13-16. 

Donaldson, S.H.; Poligone, E.G. & Stutts, M.J. (2002). CFTR regulation of ENaC. Methods 
Mol.Med., Vol.70, pp. 343-364. 

Dork, T.; Wulbrand, U.; Richter, T.; Neumann, T.; Wolfes, H.; Wulf, B.; Maass, G. & 
Tummler, B. (1991). Cystic fibrosis with three mutations in the cystic fibrosis 
transmembrane conductance regulator gene. Hum.Genet., Vol.87, No.4, pp. 441-446. 

Duarte, A.; Amaral, M.; Barreto, C.; Pacheco, P. & Lavinha, J. (1996). Complex cystic fibrosis 
allele R334W-R1158X results in reduced levels of correctly processed mRNA in a 
pancreatic sufficient patient. Hum.Mutat., Vol.8, No.2, pp. 134-139. 

Dube, E.; Hermo, L.; Chan, P.T. & Cyr, D.G. (2008). Alterations in gene expression in the 
caput epididymides of nonobstructive azoospermic men. Biol.Reprod., Vol.78, No.2, 
pp. 342-351. 

www.intechopen.com



 
Cystic Fibrosis – Renewed Hopes Through Research 

 

112 

Eaton, D.C.; Malik, B.; Bao, H.F.; Yu, L. & Jain, L. (2010). Regulation of epithelial sodium 
channel trafficking by ubiquitination. Proc.Am.Thorac.Soc., Vol.7, No.1, pp. 54-64. 

Edinger, R.S.; Yospin, J.; Perry, C.; Kleyman, T.R. & Johnson, J.P. (2006). Regulation of 
epithelial Na+ channels (ENaC) by methylation: a novel methyltransferase 
stimulates ENaC activity. J.Biol.Chem., Vol.281, No.14, pp. 9110-9117. 

Elia, J.; Delfino, M.; Imbrogno, N.; Capogreco, F.; Lucarelli, M.; Rossi, T. & Mazzilli, F. 
(2009). Human semen hyperviscosity: prevalence, pathogenesis and therapeutic 
aspects. Asian J.Androl, Vol.11, No.5, pp. 609-615. 

Estivill, X. (1996). Complexity in a monogenic disease. Nat.Genet., Vol.12, No.4, pp. 348-350. 
Fanen, P.; Clain, J.; Labarthe, R.; Hulin, P.; Girodon, E.; Pagesy, P.; Goossens, M. & Edelman, 

A. (1999). Structure-function analysis of a double-mutant cystic fibrosis 
transmembrane conductance regulator protein occurring in disorders related to 
cystic fibrosis. FEBS Lett., Vol.452, No.3, pp. 371-374. 

Fanen, P.; Ghanem, N.; Vidaud, M.; Besmond, C.; Martin, J.; Costes, B.; Plassa, F. & 
Goossens, M. (1992). Molecular characterization of cystic fibrosis: 16 novel 
mutations identified by analysis of the whole cystic fibrosis conductance 
transmembrane regulator (CFTR) coding regions and splice site junctions. 
Genomics, Vol.13, No.3, pp. 770-776. 

Farmen, S.L.; Karp, P.H.; Ng, P.; Palmer, D.J.; Koehler, D.R.; Hu, J.; Beaudet, A.L.; Zabner, J. 
& Welsh, M.J. (2005). Gene transfer of CFTR to airway epithelia: low levels of 
expression are sufficient to correct Cl- transport and overexpression can generate 
basolateral CFTR. Am.J.Physiol Lung Cell Mol.Physiol, Vol.289, No.6, pp. L1123-
L1130. 

Farrell, P.M.; Rosenstein, B.J.; White, T.B.; Accurso, F.J.; Castellani, C.; Cutting, G.R.; Durie, 
P.R.; Legrys, V.A.; Massie, J.; Parad, R.B.; Rock, M.J. & Campbell, P.W., III (2008). 
Guidelines for diagnosis of cystic fibrosis in newborns through older adults: Cystic 
Fibrosis Foundation consensus report. J.Pediatr., Vol.153, No.2, pp. S4-S14. 

Feldmann, D.; Couderc, R.; Audrezet, M.P.; Ferec, C.; Bienvenu, T.; Desgeorges, M.; 
Claustres, M.; Mittre, H.; Blayau, M.; Bozon, D.; Malinge, M.C.; Monnier, N.; 
Bonnefont, J.P.; Iron, A.; Bieth, E.; Dumur, V.; Clavel, C.; Cazeneuve, C. & Girodon, 
E. (2003). CFTR genotypes in patients with normal or borderline sweat chloride 
levels. Hum.Mutat., Vol.22, No.4, pp. 340. 

Ferraguti, G.; Pierandrei, S.; Bruno, S.M.; Ceci, F.; Strom, R. & Lucarelli, M. (2011). A 
template for mutational data analysis of the CFTR gene. Clin.Chem.Lab Med., Vol.49, 
No.9, pp.1447-1451  

Fichou, Y.; Genin, E.; Le, M.C.; Audrezet, M.P.; Scotet, V. & Ferec, C. (2008). Estimating the 
age of CFTR mutations predominantly found in Brittany (Western France). 
J.Cyst.Fibros., Vol.7, No.2, pp. 168-173. 

Frischmeyer, P.A. & Dietz, H.C. (1999). Nonsense-mediated mRNA decay in health and 
disease. Hum.Mol.Genet., Vol.8, No.10, pp. 1893-1900. 

Gadsby, D.C.; Vergani, P. & Csanady, L. (2006). The ABC protein turned chloride channel 
whose failure causes cystic fibrosis. Nature, Vol.440, No.7083, pp. 477-483. 

Gaillard, E.A.; Kota, P.; Gentzsch, M.; Dokholyan, N.V.; Stutts, M.J. & Tarran, R. (2010). 
Regulation of the epithelial Na+ channel and airway surface liquid volume by 
serine proteases. Pflugers Arch., Vol.460, No.1, pp. 1-17. 

Gallegos-Orozco, J.F.; Yurk, E.; Wang, N.; Rakela, J.; Charlton, M.R.; Cutting, G.R. & Balan, 
V. (2005). Lack of association of common cystic fibrosis transmembrane 

www.intechopen.com



The Genetics of CFTR:  
Genotype – Phenotype Relationship, Diagnostic Challenge and Therapeutic Implications 

 

113 

conductance regulator gene mutations with primary sclerosing cholangitis. 
Am.J.Gastroenterol., Vol.100, No.4, pp. 874-878. 

Gentzsch, M.; Dang, H.; Dang, Y.; Garcia-Caballero, A.; Suchindran, H.; Boucher, R.C. & 
Stutts, M.J. (2010). The cystic fibrosis transmembrane conductance regulator 
impedes proteolytic stimulation of the epithelial Na+ channel. J.Biol.Chem., Vol.285, 
No.42, pp. 32227-32232. 

Gervais, R.; Dumur, V.; Letombe, B.; Larde, A.; Rigot, J.M.; Roussel, P. & Lafitte, J.J. (1996). 
Hypofertility with thick cervical mucus: another mild form of cystic fibrosis? 
JAMA, Vol.276, No.20, pp. 1638. 

Gillen, A.E.; Gosalia, N.; Leir, S.H. & Harris, A. (2011). microRNA regulation of expression 
of the cystic fibrosis transmembrane conductance regulator gene. Biochem.J., 
Vol.438, No.1, pp. 25-32. 

Girodon, E.; Cazeneuve, C.; Lebargy, F.; Chinet, T.; Costes, B.; Ghanem, N.; Martin, J.; 
Lemay, S.; Scheid, P.; Housset, B.; Bignon, J. & Goossens, M. (1997). CFTR gene 
mutations in adults with disseminated bronchiectasis. Eur.J.Hum.Genet., Vol.5, 
No.3, pp. 149-155. 

Girodon, E.; Sternberg, D.; Chazouilleres, O.; Cazeneuve, C.; Huot, D.; Calmus, Y.; Poupon, 
R.; Goossens, M. & Housset, C. (2002). Cystic fibrosis transmembrane conductance 
regulator (CFTR) gene defects in patients with primary sclerosing cholangitis. 
J.Hepatol., Vol.37, No.2, pp. 192-197. 

Gomez Lira, M.; Benetazzo, M.G.; Marzari, M.G.; Bombieri, C.; Belpinati, F.; Castellani, C.; 
Cavallini, G.C.; Mastella, G. & Pignatti, P.F. (2000). High frequency of cystic fibrosis 
transmembrane regulator mutation L997F in patients with recurrent idiopathic 
pancreatitis and in newborns with hypertrypsinemia. Am.J.Hum.Genet., Vol.66, 
No.6, pp. 2013-2014. 

Green, A. & Kirk, J. (2007). Guidelines for the performance of the sweat test for the diagnosis 
of cystic fibrosis. Ann.Clin.Biochem., Vol.44, No.Pt 1, pp. 25-34. 

Griesenbach, U. & Alton, E.W. (2011). Current status and future directions of gene and cell 
therapy for cystic fibrosis. BioDrugs., Vol.25, No.2, pp. 77-88. 

Groman, J.D.; Meyer, M.E.; Wilmott, R.W.; Zeitlin, P.L. & Cutting, G.R. (2002). Variant cystic 
fibrosis phenotypes in the absence of CFTR mutations. N.Engl.J.Med., Vol.347, No.6, 
pp. 401-407. 

Gruenert, D.C.; Bruscia, E.; Novelli, G.; Colosimo, A.; Dallapiccola, B.; Sangiuolo, F. & 
Goncz, K.K. (2003). Sequence-specific modification of genomic DNA by small DNA 
fragments. J.Clin.Invest, Vol.112, No.5, pp. 637-641. 

Hallows, K.R.; Raghuram, V.; Kemp, B.E.; Witters, L.A. & Foskett, J.K. (2000). Inhibition of 
cystic fibrosis transmembrane conductance regulator by novel interaction with the 
metabolic sensor AMP-activated protein kinase. J.Clin.Invest, Vol.105, No.12, pp. 
1711-1721. 

Hanukoglu, A.; Bistritzer, T.; Rakover, Y. & Mandelberg, A. (1994). Pseudohypoaldosteronism 
with increased sweat and saliva electrolyte values and frequent lower respiratory 
tract infections mimicking cystic fibrosis. J.Pediatr., Vol.125, No.5 Pt 1, pp. 752-755. 

Hayslip, C.C.; Hao, E. & Usala, S.J. (1997). The cystic fibrosis transmembrane regulator gene 
is expressed in the human endocervix throughout the menstrual cycle. Fertil.Steril., 
Vol.67, No.4, pp. 636-640. 

www.intechopen.com



 
Cystic Fibrosis – Renewed Hopes Through Research 

 

114 

Hojo, S.; Fujita, J.; Miyawaki, H.; Obayashi, Y.; Takahara, J. & Bartholomew, D.W. (1998). 
Severe cystic fibrosis associated with a deltaF508/R347H + D979A compound 
heterozygous genotype. Clin.Genet., Vol.53, No.1, pp. 50-53. 

Huber, R.; Krueger, B.; Diakov, A.; Korbmacher, J.; Haerteis, S.; Einsiedel, J.; Gmeiner, P.; 
Azad, A.K.; Cuppens, H.; Cassiman, J.J.; Korbmacher, C. & Rauh, R. (2010). 
Functional characterization of a partial loss-of-function mutation of the epithelial 
sodium channel (ENaC) associated with atypical cystic fibrosis. Cell Physiol 
Biochem., Vol.25, No.1, pp. 145-158. 

Hummler, E.; Barker, P.; Gatzy, J.; Beermann, F.; Verdumo, C.; Schmidt, A.; Boucher, R. & 
Rossier, B.C. (1996). Early death due to defective neonatal lung liquid clearance in 
alpha-ENaC-deficient mice. Nat.Genet., Vol.12, No.3, pp. 325-328. 

Jakubiczka, S.; Bettecken, T.; Stumm, M.; Nickel, I.; Musebeck, J.; Krebs, P.; Fischer, C.; 
Kleinstein, J. & Wieacker, P. (1999). Frequency of CFTR gene mutations in males 
participating in an ICSI programme. Hum.Reprod., Vol.14, No.7, pp. 1833-1834. 

Jarvi, K.; McCallum, S.; Zielenski, J.; Durie, P.; Tullis, E.; Wilchanski, M.; Margolis, M.; Asch, 
M.; Ginzburg, B.; Martin, S.; Buckspan, M.B. & Tsui, L.C. (1998). Heterogeneity of 
reproductive tract abnormalities in men with absence of the vas deferens: role of 
cystic fibrosis transmembrane conductance regulator gene mutations. Fertil.Steril., 
Vol.70, No.4, pp. 724-728. 

Johnson, L.G.; Olsen, J.C.; Sarkadi, B.; Moore, K.L.; Swanstrom, R. & Boucher, R.C. (1992). 
Efficiency of gene transfer for restoration of normal airway epithelial function in 
cystic fibrosis. Nat.Genet., Vol.2, No.1, pp. 21-25. 

Joo N.S.; Irokawa T.; Robbins R.C. & Wine J.J. (2006). Hyposecretion, not hyperabsorption, is 
the basic defect of cystic fibrosis airway glands. J. Biol. Chem., Vol.281, No.11, pp. 
7392-7398.  

Kalin, N.; Dork, T. & Tummler, B. (1992). A cystic fibrosis allele encoding missense 
mutations in both nucleotide binding folds of the cystic fibrosis transmembrane 
conductance regulator. Hum.Mutat., Vol.1, No.3, pp. 204-210. 

Karijolich, J. & Yu, Y.T. (2011). Converting nonsense codons into sense codons by targeted 
pseudouridylation. Nature, Vol.474, No.7351, pp. 395-398. 

Kerem, B.; Rommens, J.M.; Buchanan, J.A.; Markiewicz, D.; Cox, T.K.; Chakravarti, A.; 
Buchwald, M. & Tsui, L.C. (1989). Identification of the cystic fibrosis gene: genetic 
analysis. Science, Vol.245, No.4922, pp. 1073-1080. 

Kerem, E. (2005). Pharmacological induction of CFTR function in patients with cystic 
fibrosis: mutation-specific therapy. Pediatr.Pulmonol., Vol.40, No.3, pp. 183-196. 

Kerem, E. (2006). Atypical CF and CF related diseases. Paediatr.Respir.Rev., Vol.7 Suppl 1, pp. 
S144-S146. 

Kiesewetter, S.; Macek, M., Jr.; Davis, C.; Curristin, S.M.; Chu, C.S.; Graham, C.; Shrimpton, 
A.E.; Cashman, S.M.; Tsui, L.C.; Mickle, J. & . (1993). A mutation in CFTR produces 
different phenotypes depending on chromosomal background. Nat.Genet., Vol.5, 
No.3, pp. 274-278. 

Kim, D. & Steward, M.C. (2009). The role of CFTR in bicarbonate secretion by pancreatic 
duct and airway epithelia. J.Med.Invest, Vol.56 Suppl, pp. 336-342. 

Lai, H.J.; Cheng, Y. & Farrell, P.M. (2005). The survival advantage of patients with cystic 
fibrosis diagnosed through neonatal screening: evidence from the United States 
Cystic Fibrosis Foundation registry data. J.Pediatr., Vol.147, No.3 Suppl, pp. S57-
S63. 

www.intechopen.com



The Genetics of CFTR:  
Genotype – Phenotype Relationship, Diagnostic Challenge and Therapeutic Implications 

 

115 

Laroche, D. & Travert, G. (1991). Abnormal frequency of delta F508 mutation in neonatal 
transitory hypertrypsinaemia. Lancet, Vol.337, No.8732, pp. 55. 

Le Marechal, C.; Audrezet, M.P.; Quere, I.; Raguenes, O.; Langonne, S. & Ferec, C. (2001). 
Complete and rapid scanning of the cystic fibrosis transmembrane conductance 
regulator (CFTR) gene by denaturing high-performance liquid chromatography (D-
HPLC): major implications for genetic counselling. Hum.Genet., Vol.108, No.4, pp. 
290-298. 

Legrys, V.A.; Yankaskas, J.R.; Quittell, L.M.; Marshall, B.C. & Mogayzel, P.J., Jr. (2007). 
Diagnostic sweat testing: the Cystic Fibrosis Foundation guidelines. J.Pediatr., 
Vol.151, No.1, pp. 85-89. 

Leoni, G.B.; Pitzalis, S.; Podda, R.; Zanda, M.; Silvetti, M.; Caocci, L.; Cao, A. & Rosatelli, 
M.C. (1995). A specific cystic fibrosis mutation (T3381) associated with the 
phenotype of isolated hypotonic dehydration. J.Pediatr., Vol.127, No.2, pp. 281-283. 

Lucarelli, M.; Grandoni, F.; Rossi, T.; Mazzilli, F.; Antonelli, M. & Strom, R. (2002). 
Simultaneous cycle sequencing assessment of (TG)m and Tn tract length in CFTR 
gene. Biotechniques, Vol.32, No.3, pp. 540-547. 

Lucarelli, M.; Narzi, L.; Pierandrei, S.; Bruno, S.M.; Stamato, A.; d'Avanzo, M.; Strom, R. & 
Quattrucci, S. (2010). A new complex allele of the CFTR gene partially explains the 
variable phenotype of the L997F mutation. Genet.Med., Vol.12, No.9, pp. 548-555. 

Lucarelli, M.; Narzi, L.; Piergentili, R.; Ferraguti, G.; Grandoni, F.; Quattrucci, S. & Strom, R. 
(2006). A 96-well formatted method for exon and exon/intron boundary full 
sequencing of the CFTR gene. Anal.Biochem., Vol.353, No.2, pp. 226-235. 

Ludwig, M.; Bolkenius, U.; Wickert, L.; Marynen, P. & Bidlingmaier, F. (1998). Structural 
organisation of the gene encoding the alpha-subunit of the human amiloride-
sensitive epithelial sodium channel. Hum.Genet., Vol.102, No.5, pp. 576-581. 

Maire, F.; Bienvenu, T.; Ngukam, A.; Hammel, P.; Ruszniewski, P. & Levy, P. (2003). 
[Frequency of CFTR gene mutations in idiopathic pancreatitis]. 
Gastroenterol.Clin.Biol., Vol.27, No.4, pp. 398-402. 

Mak, V.; Zielenski, J.; Tsui, L.C.; Durie, P.; Zini, A.; Martin, S.; Longley, T.B. & Jarvi, K.A. 
(2000). Cystic fibrosis gene mutations and infertile men with primary testicular 
failure. Hum.Reprod., Vol.15, No.2, pp. 436-439. 

Mall, M.; Bleich, M.; Greger, R.; Schreiber, R. & Kunzelmann, K. (1998). The amiloride-
inhibitable Na+ conductance is reduced by the cystic fibrosis transmembrane 
conductance regulator in normal but not in cystic fibrosis airways. J.Clin.Invest, 
Vol.102, No.1, pp. 15-21. 

Massie, R.J.; Poplawski, N.; Wilcken, B.; Goldblatt, J.; Byrnes, C. & Robertson, C. (2001). 
Intron-8 polythymidine sequence in Australasian individuals with CF mutations 
R117H and R117C. Eur.Respir.J., Vol.17, No.6, pp. 1195-1200. 

Massie, R.J.; Wilcken, B.; Van, A.P.; Dorney, S.; Gruca, M.; Wiley, V. & Gaskin, K. (2000). 
Pancreatic function and extended mutation analysis in DeltaF508 heterozygous 
infants with an elevated immunoreactive trypsinogen but normal sweat electrolyte 
levels. J.Pediatr., Vol.137, No.2, pp. 214-220. 

Matsui, H.; Grubb, B.R.; Tarran, R.; Randell, S.H.; Gatzy, J.T.; Davis, C.W. & Boucher, R.C. 
(1998). Evidence for periciliary liquid layer depletion, not abnormal ion 
composition, in the pathogenesis of cystic fibrosis airways disease. Cell, Vol.95, 
No.7, pp. 1005-1015. 

www.intechopen.com



 
Cystic Fibrosis – Renewed Hopes Through Research 

 

116 

Mattoscio, D.; Evangelista, V.; De, C.R.; Recchiuti, A.; Pandolfi, A.; Di, S.S.; Manarini, S.; 
Martelli, N.; Rocca, B.; Petrucci, G.; Angelini, D.F.; Battistini, L.; Robuffo, I.; 
Pensabene, T.; Pieroni, L.; Furnari, M.L.; Pardo, F.; Quattrucci, S.; Lancellotti, S.; 
Davi, G. & Romano, M. (2010). Cystic fibrosis transmembrane conductance 
regulator (CFTR) expression in human platelets: impact on mediators and 
mechanisms of the inflammatory response. FASEB J., Vol.24, No.10, pp. 3970-3980. 

Mayell, S.J.; Munck, A.; Craig, J.V.; Sermet, I.; Brownlee, K.G.; Schwarz, M.J.; Castellani, C. & 
Southern, K.W. (2009). A European consensus for the evaluation and management 
of infants with an equivocal diagnosis following newborn screening for cystic 
fibrosis. J.Cyst.Fibros., Vol.8, No.1, pp. 71-78. 

McGinniss, M.J.; Chen, C.; Redman, J.B.; Buller, A.; Quan, F.; Peng, M.; Giusti, R.; Hantash, 
F.M.; Huang, D.; Sun, W. & Strom, C.M. (2005). Extensive sequencing of the CFTR 
gene: lessons learned from the first 157 patient samples. Hum.Genet., Vol.118, No.3-
4, pp. 331-338. 

Mekus, F.; Ballmann, M.; Bronsveld, I.; Dork, T.; Bijman, J.; Tummler, B. & Veeze, H.J. (1998). 
Cystic-fibrosis-like disease unrelated to the cystic fibrosis transmembrane 
conductance regulator. Hum.Genet., Vol.102, No.5, pp. 582-586. 

Mercier, B.; Verlingue, C.; Lissens, W.; Silber, S.J.; Novelli, G.; Bonduelle, M.; Audrezet, M.P. 
& Ferec, C. (1995). Is congenital bilateral absence of vas deferens a primary form of 
cystic fibrosis? Analyses of the CFTR gene in 67 patients. Am.J.Hum.Genet., Vol.56, 
No.1, pp. 272-277. 

Merlo, C.A. & Boyle, M.P. (2003). Modifier genes in cystic fibrosis lung disease. J.Lab 
Clin.Med., Vol.141, No.4, pp. 237-241. 

Mutesa, L.; Azad, A.K.; Verhaeghe, C.; Segers, K.; Vanbellinghen, J.F.; Ngendahayo, L.; 
Rusingiza, E.K.; Mutwa, P.R.; Rulisa, S.; Koulischer, L.; Cassiman, J.J.; Cuppens, H. 
& Bours, V. (2008). Genetic Analysis of Rwandan Patients With Cystic Fibrosis-Like 
Symptoms: Identification of Novel Cystic Fibrosis Transmembrane Conductance 
Regulator and Epithelial Sodium Channel Gene Variants. Chest,  

Nagel G.; Barbry P.; Chabot H.; Brochiero E.; Hartung K. & Grygorczyk R. (2005). CFTR fails 
to inhibit the epithelial sodium channel ENaC expressed in Xenopus laevis oocytes. 
J. Physiol., Vol.564, No.3, pp. 671-682. 

Narzi, L.; Ferraguti, G.; Stamato, A.; Narzi, F.; Valentini, S.B.; Lelli, A.; Delaroche, I.; 
Lucarelli, M.; Strom, R. & Quattrucci, S. (2007). Does cystic fibrosis neonatal 
screening detect atypical CF forms? Extended genetic characterization and 4-year 
clinical follow-up. Clin.Genet., Vol.72, No.1, pp. 39-46. 

Narzi, L.; Lucarelli, M.; Lelli, A.; Grandoni, F.; Lo, C.S.; Ferraro, A.; Matarazzo, P.; 
Delaroche, I.; Quattrucci, S.; Strom, R. & Antonelli, M. (2002). Comparison of two 
different protocols of neonatal screening for cystic fibrosis. Clin.Genet., Vol.62, No.3, 
pp. 245-249. 

Niel, F.; Legendre, M.; Bienvenu, T.; Bieth, E.; Lalau, G.; Sermet, I.; Bondeux, D.; Boukari, R.; 
Derelle, J.; Levy, P.; Ruszniewski, P.; Martin, J.; Costa, C.; Goossens, M. & Girodon, 
E. (2006). A new large CFTR rearrangement illustrates the importance of searching 
for complex alleles. Hum.Mutat., Vol.27, No.7, pp. 716-717. 

Noone, P.G. & Knowles, M.R. (2001). 'CFTR-opathies': disease phenotypes associated with 
cystic fibrosis transmembrane regulator gene mutations. Respir.Res., Vol.2, No.6, 
pp. 328-332. 

www.intechopen.com



The Genetics of CFTR:  
Genotype – Phenotype Relationship, Diagnostic Challenge and Therapeutic Implications 

 

117 

O'Sullivan, B.P. & Freedman, S.D. (2009). Cystic fibrosis. Lancet, Vol.373, No.9678, pp. 1891-
1904. 

Padoan, R.; Bassotti, A.; Seia, M. & Corbetta, C. (2002). Negative sweat test in 
hypertrypsinaemic infants with cystic fibrosis carrying rare CFTR mutations. 
Eur.J.Pediatr., Vol.161, No.4, pp. 212-215. 

Pallares-Ruiz, N.; Carles, S.; Des, G.M.; Guittard, C.; Arnal, F.; Humeau, C. & Claustres, M. 
(1999). Complete mutational screening of the cystic fibrosis transmembrane 
conductance regulator gene: cystic fibrosis mutations are not involved in healthy 
men with reduced sperm quality. Hum.Reprod., Vol.14, No.12, pp. 3035-3040. 

Pallares-Ruiz, N.; Carles, S.; Des, G.M.; Guittard, C.; Claustres, M.; Larrey, D. & Pageaux, G. 
(2000). Is isolated idiopathic pancreatitis associated with CFTR mutations? Gut, 
Vol.46, No.1, pp. 141. 

Parad, R.B. & Comeau, A.M. (2005). Diagnostic dilemmas resulting from the 
immunoreactive trypsinogen/DNA cystic fibrosis newborn screening algorithm. 
J.Pediatr., Vol.147, No.3 Suppl, pp. S78-S82. 

Patrizio, P. & Salameh, W.A. (1998). Expression of the cystic fibrosis transmembrane 
conductance regulator (CFTR) mRNA in normal and pathological adult human 
epididymis. J.Reprod.Fertil.Suppl, Vol.53, pp. 261-270. 

Pawankar, R. (2003). Nasal polyposis: an update: editorial review. Curr.Opin.Allergy 
Clin.Immunol., Vol.3, No.1, pp. 1-6. 

Peckham, D.; Conway, S.P.; Morton, A.; Jones, A. & Webb, K. (2006). Delayed diagnosis of 
cystic fibrosis associated with R117H on a background of 7T polythymidine tract at 
intron 8. J.Cyst.Fibros., Vol.5, No.1, pp. 63-65. 

Peters, K.W.; Qi, J.; Johnson, J.P.; Watkins, S.C. & Frizzell, R.A. (2001). Role of snare proteins 
in CFTR and ENaC trafficking. Pflugers Arch., Vol.443 Suppl 1, pp. S65-S69. 

Pier, G.B.; Grout, M. & Zaidi, T.S. (1997). Cystic fibrosis transmembrane conductance 
regulator is an epithelial cell receptor for clearance of Pseudomonas aeruginosa 
from the lung. Proc.Natl.Acad.Sci.U.S.A, Vol.94, No.22, pp. 12088-12093. 

Pignatti, P.F.; Bombieri, C.; Marigo, C.; Benetazzo, M. & Luisetti, M. (1995). Increased 
incidence of cystic fibrosis gene mutations in adults with disseminated 
bronchiectasis. Hum.Mol.Genet., Vol.4, No.4, pp. 635-639. 

Prince, L.S.; Peter, K.; Hatton, S.R.; Zaliauskiene, L.; Cotlin, L.F.; Clancy, J.P.; Marchase, R.B. 
& Collawn, J.F. (1999). Efficient endocytosis of the cystic fibrosis transmembrane 
conductance regulator requires a tyrosine-based signal. J.Biol.Chem., Vol.274, No.6, 
pp. 3602-3609. 

Priou-Guesdon, M.; Malinge, M.C.; Augusto, J.F.; Rodien, P.; Subra, J.F.; Bonneau, D. & 
Rohmer, V. (2010). Hypochloremia and hyponatremia as the initial presentation of 
cystic fibrosis in three adults. Ann.Endocrinol.(Paris), Vol.71, No.1, pp. 46-50. 

Raman, V.; Clary, R.; Siegrist, K.L.; Zehnbauer, B. & Chatila, T.A. (2002). Increased 
prevalence of mutations in the cystic fibrosis transmembrane conductance 
regulator in children with chronic rhinosinusitis. Pediatrics, Vol.109, No.1, pp. E13. 

Ratjen, F. & Doring, G. (2003). Cystic fibrosis. Lancet, Vol.361, No.9358, pp. 681-689. 
Ravnik-Glavac, M.; Atkinson, A.; Glavac, D. & Dean, M. (2002). DHPLC screening of cystic 

fibrosis gene mutations. Hum.Mutat., Vol.19, No.4, pp. 374-383. 
Ravnik-Glavac, M.; Glavac, D.; Chernick, M.; di, S.P. & Dean, M. (1994). Screening for CF 

mutations in adult cystic fibrosis patients with a directed and optimized SSCP 
strategy. Hum.Mutat., Vol.3, No.3, pp. 231-238. 

www.intechopen.com



 
Cystic Fibrosis – Renewed Hopes Through Research 

 

118 

Riordan, J.R. (2008). CFTR function and prospects for therapy. Annu.Rev.Biochem., Vol.77, 
pp. 701-726. 

Rogan, M.P.; Stoltz, D.A. & Hornick, D.B. (2011). Cystic fibrosis transmembrane 
conductance regulator intracellular processing, trafficking, and opportunities for 
mutation-specific treatment. Chest, Vol.139, No.6, pp. 1480-1490. 

Rohlfs, E.M.; Zhou, Z.; Sugarman, E.A.; Heim, R.A.; Pace, R.G.; Knowles, M.R.; Silverman, 
L.M. & Allitto, B.A. (2002). The I148T CFTR allele occurs on multiple haplotypes: a 
complex allele is associated with cystic fibrosis. Genet.Med., Vol.4, No.5, pp. 319-
323. 

Romey, M.C.; Guittard, C.; Chazalette, J.P.; Frossard, P.; Dawson, K.P.; Patton, M.A.; Casals, 
T.; Bazarbachi, T.; Girodon, E.; Rault, G.; Bozon, D.; Seguret, F.; Demaille, J. & 
Claustres, M. (1999). Complex allele [-102T>A+S549R(T>G)] is associated with 
milder forms of cystic fibrosis than allele S549R(T>G) alone. Hum.Genet., Vol.105, 
No.1-2, pp. 145-150. 

Rommens, J.M.; Iannuzzi, M.C.; Kerem, B.; Drumm, M.L.; Melmer, G.; Dean, M.; Rozmahel, 
R.; Cole, J.L.; Kennedy, D.; Hidaka, N. & . (1989). Identification of the cystic fibrosis 
gene: chromosome walking and jumping. Science, Vol.245, No.4922, pp. 1059-1065. 

Rossi, T.; Grandoni, F.; Mazzilli, F.; Quattrucci, S.; Antonelli, M.; Strom, R. & Lucarelli, M. 
(2004). High frequency of (TG)mTn variant tracts in the cystic fibrosis 
transmembrane conductance regulator gene in men with high semen viscosity. 
Fertil.Steril., Vol.82, No.5, pp. 1316-1322. 

Rubenstein, R.C.; Lockwood, S.R.; Lide, E.; Bauer, R.; Suaud, L. & Grumbach, Y. (2011). 
Regulation of endogenous ENaC functional expression by CFTR and DeltaF508-
CFTR in airway epithelial cells. Am.J.Physiol Lung Cell Mol.Physiol, Vol.300, No.1, 
pp. L88-L101. 

Salvatore, D.; Buzzetti, R.; Baldo, E.; Forneris, M.P.; Lucidi, V.; Manunza, D.; Marinelli, I.; 
Messore, B.; Neri, A.S.; Raia, V.; Furnari, M.L. & Mastella, G. (2011). An overview 
of international literature from cystic fibrosis registries. Part 3. Disease incidence, 
genotype/phenotype correlation, microbiology, pregnancy, clinical complications, 
lung transplantation, and miscellanea. J.Cyst.Fibros., Vol.10, No.2, pp. 71-85. 

Salvatore, D.; Tomaiuolo, R.; Abate, R.; Vanacore, B.; Manieri, S.; Mirauda, M.P.; Scavone, 
A.; Schiavo, M.V.; Castaldo, G. & Salvatore, F. (2004). Cystic fibrosis presenting as 
metabolic alkalosis in a boy with the rare D579G mutation. J.Cyst.Fibros., Vol.3, 
No.2, pp. 135-136. 

Salvatore, F.; Scudiero, O. & Castaldo, G. (2002). Genotype-phenotype correlation in cystic 
fibrosis: the role of modifier genes. Am.J.Med.Genet., Vol.111, No.1, pp. 88-95. 

Sangiuolo, F.; Bruscia, E.; Serafino, A.; Nardone, A.M.; Bonifazi, E.; Lais, M.; Gruenert, D.C. 
& Novelli, G. (2002). In vitro correction of cystic fibrosis epithelial cell lines by 
small fragment homologous replacement (SFHR) technique. BMC.Med.Genet., 
Vol.3, pp. 8. 

Sangiuolo, F.; Scaldaferri, M.L.; Filareto, A.; Spitalieri, P.; Guerra, L.; Favia, M.; Caroppo, R.; 
Mango, R.; Bruscia, E.; Gruenert, D.C.; Casavola, V.; De, F.M. & Novelli, G. (2008). 
Cftr gene targeting in mouse embryonic stem cells mediated by Small Fragment 
Homologous Replacement (SFHR). Front Biosci., Vol.13, pp. 2989-2999. 

Savov, A.; Angelicheva, D.; Balassopoulou, A.; Jordanova, A.; Noussia-Arvanitakis, S. & 
Kalaydjieva, L. (1995). Double mutant alleles: are they rare? Hum.Mol.Genet., Vol.4, 
No.7, pp. 1169-1171. 

www.intechopen.com



The Genetics of CFTR:  
Genotype – Phenotype Relationship, Diagnostic Challenge and Therapeutic Implications 

 

119 

Schroeder, T.H.; Lee, M.M.; Yacono, P.W.; Cannon, C.L.; Gerceker, A.A.; Golan, D.E. & Pier, 
G.B. (2002). CFTR is a pattern recognition molecule that extracts Pseudomonas 
aeruginosa LPS from the outer membrane into epithelial cells and activates NF-
kappa B translocation. Proc.Natl.Acad.Sci.U.S.A, Vol.99, No.10, pp. 6907-6912. 

Scotet, V.; De Braekeleer, M.; Audrezet, M.P.; Lode, L.; Verlingue, C.; Quere, I.; Mercier, B.; 
Dugueperoux, I.; Codet, J.P.; Moineau, M.P.; Parent, P. & Ferec, C. (2001). 
Prevalence of CFTR mutations in hypertrypsinaemia detected through neonatal 
screening for cystic fibrosis. Clin.Genet., Vol.59, No.1, pp. 42-47. 

Seidler, U.; Singh, A.K.; Cinar, A.; Chen, M.; Hillesheim, J.; Hogema, B. & Riederer, B. (2009). 
The role of the NHERF family of PDZ scaffolding proteins in the regulation of salt 
and water transport. Ann.N.Y.Acad.Sci., Vol.1165, pp. 249-260. 

Sermet-Gaudelus, I.; Mayell, S.J. & Southern, K.W. (2010). Guidelines on the early 
management of infants diagnosed with cystic fibrosis following newborn 
screening. J.Cyst.Fibros., Vol.9, No.5, pp. 323-329. 

Sharma, M.; Benharouga, M.; Hu, W. & Lukacs, G.L. (2001). Conformational and 
temperature-sensitive stability defects of the delta F508 cystic fibrosis 
transmembrane conductance regulator in post-endoplasmic reticulum 
compartments. J.Biol.Chem., Vol.276, No.12, pp. 8942-8950. 

Sheridan, M.B.; Fong, P.; Groman, J.D.; Conrad, C.; Flume, P.; Diaz, R.; Harris, C.; Knowles, 
M. & Cutting, G.R. (2005). Mutations in the beta-subunit of the epithelial Na+ 
channel in patients with a cystic fibrosis-like syndrome. Hum.Mol.Genet., Vol.14, 
No.22, pp. 3493-3498. 

Sheth, S.; Shea, J.C.; Bishop, M.D.; Chopra, S.; Regan, M.M.; Malmberg, E.; Walker, C.; Ricci, 
R.; Tsui, L.C.; Durie, P.R.; Zielenski, J. & Freedman, S.D. (2003). Increased 
prevalence of CFTR mutations and variants and decreased chloride secretion in 
primary sclerosing cholangitis. Hum.Genet., Vol.113, No.3, pp. 286-292. 

Shimkets, R.A.; Warnock, D.G.; Bositis, C.M.; Nelson-Williams, C.; Hansson, J.H.; 
Schambelan, M.; Gill, J.R., Jr.; Ulick, S.; Milora, R.V.; Findling, J.W. & . (1994). 
Liddle's syndrome: heritable human hypertension caused by mutations in the beta 
subunit of the epithelial sodium channel. Cell, Vol.79, No.3, pp. 407-414. 

Slieker, M.G.; Sanders, E.A.; Rijkers, G.T.; Ruven, H.J. & van der Ent, C.K. (2005). Disease 
modifying genes in cystic fibrosis. J.Cyst.Fibros., Vol.4 Suppl 2, pp. 7-13. 

Southern, K.W. (2007). Cystic fibrosis and formes frustes of CFTR-related disease. 
Respiration, Vol.74, No.3, pp. 241-251. 

Southern, K.W.; Munck, A.; Pollitt, R.; Travert, G.; Zanolla, L.; nkert-Roelse, J. & Castellani, 
C. (2007). A survey of newborn screening for cystic fibrosis in Europe. J.Cyst.Fibros., 
Vol.6, No.1, pp. 57-65. 

Steiner, B.; Rosendahl, J.; Witt, H.; Teich, N.; Keim, V.; Schulz, H.U.; Pfutzer, R.; Luhr, M.; 
Gress, T.M.; Nickel, R.; Landt, O.; Koudova, M.; Macek, M., Jr.; Farre, A.; Casals, T.; 
Desax, M.C.; Gallati, S.; Gomez-Lira, M.; Audrezet, M.P.; Ferec, C.; Des, G.M.; 
Claustres, M. & Truninger, K. (2011). Common CFTR haplotypes and susceptibility 
to chronic pancreatitis and congenital bilateral absence of the vas deferens. 
Hum.Mutat., Vol.32, No.8, pp. 912-920. 

Steiner, B.; Truninger, K.; Sanz, J.; Schaller, A. & Gallati, S. (2004). The role of common 
single-nucleotide polymorphisms on exon 9 and exon 12 skipping in nonmutated 
CFTR alleles. Hum.Mutat., Vol.24, No.2, pp. 120-129. 

www.intechopen.com



 
Cystic Fibrosis – Renewed Hopes Through Research 

 

120 

Stuhrmann, M. & Dork, T. (2000). CFTR gene mutations and male infertility. Andrologia, 
Vol.32, No.2, pp. 71-83. 

Stutts, M.J.; Canessa, C.M.; Olsen, J.C.; Hamrick, M.; Cohn, J.A.; Rossier, B.C. & Boucher, 
R.C. (1995). CFTR as a cAMP-dependent regulator of sodium channels. Science, 
Vol.269, No.5225, pp. 847-850. 

Su, Z.; Ning, B.; Fang, H.; Hong, H.; Perkins, R.; Tong, W. & Shi, L. (2011). Next-generation 
sequencing and its applications in molecular diagnostics. Expert.Rev.Mol.Diagn., 
Vol.11, No.3, pp. 333-343. 

Tang, B.L.; Gee, H.Y. & Lee, M.G. (2011). The cystic fibrosis transmembrane conductance 
regulator's expanding SNARE interactome. Traffic., Vol.12, No.4, pp. 364-371. 

Teem, J.L.; Berger, H.A.; Ostedgaard, L.S.; Rich, D.P.; Tsui, L.C. & Welsh, M.J. (1993). 
Identification of revertants for the cystic fibrosis delta F508 mutation using STE6-
CFTR chimeras in yeast. Cell, Vol.73, No.2, pp. 335-346. 

Thomas, C.P.; Loftus, R.W.; Liu, K.Z. & Itani, O.A. (2002). Genomic organization of the 5' 
end of human beta-ENaC and preliminary characterization of its promoter. 
Am.J.Physiol Renal Physiol, Vol.282, No.5, pp. F898-F909. 

Tomaiuolo, A.C.; Alghisi, F.; Petrocchi, S.; Surace, C.; Roberti, M.C.; Bella, S.; Lucidi, V. & 
Angioni, A. (2010). Clinical hallmarks and genetic polymorphisms in the CFTR 
gene contribute to the disclosure of the A1006E mutation. Clin.Invest Med., Vol.33, 
No.4, pp. E234-E239. 

Tomaiuolo, R.; Spina, M. & Castaldo, G. (2003). Molecular diagnosis of cystic fibrosis: 
comparison of four analytical procedures. Clin.Chem.Lab Med., Vol.41, No.1, pp. 26-
32. 

Trezise, A.E.; Chambers, J.A.; Wardle, C.J.; Gould, S. & Harris, A. (1993a). Expression of the 
cystic fibrosis gene in human foetal tissues. Hum.Mol.Genet., Vol.2, No.3, pp. 213-
218. 

Trezise, A.E.; Linder, C.C.; Grieger, D.; Thompson, E.W.; Meunier, H.; Griswold, M.D. & 
Buchwald, M. (1993b). CFTR expression is regulated during both the cycle of the 
seminiferous epithelium and the oestrous cycle of rodents. Nat.Genet., Vol.3, No.2, 
pp. 157-164. 

van der Ven, K.; Messer, L.; van, d., V; Jeyendran, R.S. & Ober, C. (1996). Cystic fibrosis 
mutation screening in healthy men with reduced sperm quality. Hum.Reprod., 
Vol.11, No.3, pp. 513-517. 

Vankeerberghen, A.; Cuppens, H. & Cassiman, J.J. (2002). The cystic fibrosis transmembrane 
conductance regulator: an intriguing protein with pleiotropic functions. 
J.Cyst.Fibros., Vol.1, No.1, pp. 13-29. 

Voilley, N.; Bassilana, F.; Mignon, C.; Merscher, S.; Mattei, M.G.; Carle, G.F.; Lazdunski, M. 
& Barbry, P. (1995). Cloning, chromosomal localization, and physical linkage of the 
beta and gamma subunits (SCNN1B and SCNN1G) of the human epithelial 
amiloride-sensitive sodium channel. Genomics, Vol.28, No.3, pp. 560-565. 

Voilley, N.; Lingueglia, E.; Champigny, G.; Mattei, M.G.; Waldmann, R.; Lazdunski, M. & 
Barbry, P. (1994). The lung amiloride-sensitive Na+ channel: biophysical properties, 
pharmacology, ontogenesis, and molecular cloning. Proc.Natl.Acad.Sci.U.S.A, 
Vol.91, No.1, pp. 247-251. 

Wagner, K.; Greil, I.; Schneditz, P.; Pommer, M. & Rosenkranz, W. (1994). A cystic fibrosis 
patient with delta F508, G542X and a deletion at the D7S8 locus. Hum.Mutat., Vol.3, 
No.3, pp. 327-329. 

www.intechopen.com



The Genetics of CFTR:  
Genotype – Phenotype Relationship, Diagnostic Challenge and Therapeutic Implications 

 

121 

Wang, S.; Yue, H.; Derin, R.B.; Guggino, W.B. & Li, M. (2000a). Accessory protein facilitated 
CFTR-CFTR interaction, a molecular mechanism to potentiate the chloride channel 
activity. Cell, Vol.103, No.1, pp. 169-179. 

Wang, X.; Moylan, B.; Leopold, D.A.; Kim, J.; Rubenstein, R.C.; Togias, A.; Proud, D.; Zeitlin, 
P.L. & Cutting, G.R. (2000b). Mutation in the gene responsible for cystic fibrosis 
and predisposition to chronic rhinosinusitis in the general population. JAMA, 
Vol.284, No.14, pp. 1814-1819. 

Wang, X.; Venable, J.; LaPointe, P.; Hutt, D.M.; Koulov, A.V.; Coppinger, J.; Gurkan, C.; 
Kellner, W.; Matteson, J.; Plutner, H.; Riordan, J.R.; Kelly, J.W.; Yates, J.R., III & 
Balch, W.E. (2006). Hsp90 cochaperone Aha1 downregulation rescues misfolding of 
CFTR in cystic fibrosis. Cell, Vol.127, No.4, pp. 803-815. 

Wei, L.; Vankeerberghen, A.; Jaspers, M.; Cassiman, J.; Nilius, B. & Cuppens, H. (2000). 
Suppressive interactions between mutations located in the two nucleotide binding 
domains of CFTR. FEBS Lett., Vol.473, No.2, pp. 149-153. 

Weixel, K.M. & Bradbury, N.A. (2000). The carboxyl terminus of the cystic fibrosis 
transmembrane conductance regulator binds to AP-2 clathrin adaptors. 
J.Biol.Chem., Vol.275, No.5, pp. 3655-3660. 

Xu, W.; Hui, C.; Yu, S.S.; Jing, C. & Chan, H.C. (2011a). MicroRNAs and cystic fibrosis--an 
epigenetic perspective. Cell Biol.Int., Vol.35, No.5, pp. 463-466. 

Xu, W.M.; Chen, J.; Chen, H.; Diao, R.Y.; Fok, K.L.; Dong, J.D.; Sun, T.T.; Chen, W.Y.; Yu, 
M.K.; Zhang, X.H.; Tsang, L.L.; Lau, A.; Shi, Q.X.; Shi, Q.H.; Huang, P.B. & Chan, 
H.C. (2011b). Defective CFTR-dependent CREB activation results in impaired 
spermatogenesis and azoospermia. PLoS.ONE., Vol.6, No.5, pp. e19120. 

Xu, W.M.; Shi, Q.X.; Chen, W.Y.; Zhou, C.X.; Ni, Y.; Rowlands, D.K.; Yi, L.G.; Zhu, H.; Ma, 
Z.G.; Wang, X.F.; Chen, Z.H.; Zhou, S.C.; Dong, H.S.; Zhang, X.H.; Chung, Y.W.; 
Yuan, Y.Y.; Yang, W.X. & Chan, H.C. (2007). Cystic fibrosis transmembrane 
conductance regulator is vital to sperm fertilizing capacity and male fertility. 
Proc.Natl.Acad.Sci.U.S.A, Vol.104, No.23, pp. 9816-9821. 

Yoshimura, K.; Nakamura, H.; Trapnell, B.C.; Chu, C.S.; Dalemans, W.; Pavirani, A.; Lecocq, 
J.P. & Crystal, R.G. (1991a). Expression of the cystic fibrosis transmembrane 
conductance regulator gene in cells of non-epithelial origin. Nucleic Acids Res., 
Vol.19, No.19, pp. 5417-5423. 

Yoshimura, K.; Nakamura, H.; Trapnell, B.C.; Dalemans, W.; Pavirani, A.; Lecocq, J.P. & 
Crystal, R.G. (1991b). The cystic fibrosis gene has a "housekeeping"-type promoter 
and is expressed at low levels in cells of epithelial origin. J.Biol.Chem., Vol.266, 
No.14, pp. 9140-9144. 

Yueksekdag, G.; Drechsel, M.; Rossner, M.; Schmidt, C.; Kormann, M.; Illenyi, M.C.; 
Rudolph, C. & Rosenecker, J. (2010). Repeated siRNA application is a precondition 
for successful mRNA gammaENaC knockdown in the murine airways. 
Eur.J.Pharm.Biopharm., Vol.75, No.3, pp. 305-310. 

Zhang, L.; Button, B.; Gabriel, S.E.; Burkett, S.; Yan, Y.; Skiadopoulos, M.H.; Dang, Y.L.; 
Vogel, L.N.; McKay, T.; Mengos, A.; Boucher, R.C.; Collins, P.L. & Pickles, R.J. 
(2009). CFTR delivery to 25% of surface epithelial cells restores normal rates of 
mucus transport to human cystic fibrosis airway epithelium. PLoS.Biol., Vol.7, No.7, 
pp. e1000155. 

Zhang, L.N.; Karp, P.; Gerard, C.J.; Pastor, E.; Laux, D.; Munson, K.; Yan, Z.; Liu, X.; 
Godwin, S.; Thomas, C.P.; Zabner, J.; Shi, H.; Caldwell, C.W.; Peluso, R.; Carter, B. 

www.intechopen.com



 
Cystic Fibrosis – Renewed Hopes Through Research 

 

122 

& Engelhardt, J.F. (2004). Dual therapeutic utility of proteasome modulating agents 
for pharmaco-gene therapy of the cystic fibrosis airway. Mol.Ther., Vol.10, No.6, pp. 
990-1002. 

Zhou, Z.; Treis, D.; Schubert, S.C.; Harm, M.; Schatterny, J.; Hirtz, S.; Duerr, J.; Boucher, R.C. 
& Mall, M.A. (2008). Preventive but not late amiloride therapy reduces morbidity 
and mortality of lung disease in betaENaC-overexpressing mice. Am.J.Respir.Crit 
Care Med., Vol.178, No.12, pp. 1245-1256. 

Zielenski, J.; Rozmahel, R.; Bozon, D.; Kerem, B.; Grzelczak, Z.; Riordan, J.R.; Rommens, J. & 
Tsui, L.C. (1991). Genomic DNA sequence of the cystic fibrosis transmembrane 
conductance regulator (CFTR) gene. Genomics, Vol.10, No.1, pp. 214-228. 

Websites 

Consortium for CF genetic analysis database 
http://www.genet.sickkids.on.ca/cftr/Home.html 

Ensembl 
http://www.ensembl.org/Homo_sapiens/Gene/Summary?db=core;g=ENSG0000
0001626;r=7:117105838-117308719  

European CF thematic network 
http://cf.eqascheme.org/info/public/index.xhtml 

European CF society 
http://www.ecfs.eu/ 

Human gene mutation database (HGMD) 
http://www.hgmd.org/ 

OMIM 
http://omim.org/entry/602421 

U.S. CF Foundation drug development pipeline 
http://www.cff.org/treatments/Pipeline/ 

U.S. National Institutes of Health Clinical Trials registry and database 
http://www.clinicaltrials.gov/ct2/results?term=Cystic+Fibrosis 

www.intechopen.com



Cystic Fibrosis - Renewed Hopes Through Research

Edited by Dr. Dinesh Sriramulu

ISBN 978-953-51-0287-8

Hard cover, 550 pages

Publisher InTech

Published online 28, March, 2012

Published in print edition March, 2012

InTech Europe

University Campus STeP Ri 

Slavka Krautzeka 83/A 

51000 Rijeka, Croatia 

Phone: +385 (51) 770 447 

Fax: +385 (51) 686 166

www.intechopen.com

InTech China

Unit 405, Office Block, Hotel Equatorial Shanghai 

No.65, Yan An Road (West), Shanghai, 200040, China 

Phone: +86-21-62489820 

Fax: +86-21-62489821

Living healthy is all one wants, but the genetics behind creation of every human is different. As a curse or

human agony, some are born with congenital defects in their menu of the genome. Just one has to live with

that! The complexity of cystic fibrosis condition, which is rather a slow-killer, affects various organ systems of

the human body complicating further with secondary infections. That's what makes the disease so puzzling for

which scientists around the world are trying to understand better and to find a cure. Though they narrowed

down to a single target gene, the tentacles of the disease reach many unknown corners of the human body.

Decades of scientific research in the field of chronic illnesses like this one surely increased the level of life

expectancy. This book is the compilation of interesting chapters contributed by eminent interdisciplinary

scientists around the world trying to make the life of cystic fibrosis patients better.

How to reference

In order to correctly reference this scholarly work, feel free to copy and paste the following:

Marco Lucarelli, Silvia Pierandrei, Sabina Maria Bruno and Roberto Strom (2012). The Genetics of CFTR:

Genotype - Phenotype Relationship, Diagnostic Challenge and Therapeutic Implications, Cystic Fibrosis -

Renewed Hopes Through Research, Dr. Dinesh Sriramulu (Ed.), ISBN: 978-953-51-0287-8, InTech, Available

from: http://www.intechopen.com/books/cystic-fibrosis-renewed-hopes-through-research/the-genetics-of-cftr-

genotype-phenotype-relationship-diagnostic-challenge-and-therapeutic-implicatio



© 2012 The Author(s). Licensee IntechOpen. This is an open access article

distributed under the terms of the Creative Commons Attribution 3.0

License, which permits unrestricted use, distribution, and reproduction in

any medium, provided the original work is properly cited.


