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The neonatal screening protocol for cystic fibrosis (CF) is based on a first
determination of blood immunoreactive trypsin (IRT1), followed by
a first level genetic test that includes the 31 worldwide most common
mutations of the cystic fibrosis transmembrane conductance regulator
(CFTR) gene (DNA31), and a second determination of blood
immunoreactive trypsin (IRT2). This approach identifies, in addition to
affected subjects, a high proportion of newborns with hypertrypsinaemia
at birth, in whom only one mutation is identified and who have
a negative or borderline sweat test and pancreatic sufficiency. Although it
has been suggested that hypertrypsinaemia may be caused by a single
CFTR mutation, whether such neonates should be merely considered as
healthy carriers remains a matter of debate as hypertrypsinaemia at birth
may be a biochemical marker of a CFTR malfunction because of
a second mild mutation. We analyzed, by means of an extended
sequencing protocol, 32 newborns who tested positive at an IRT1/
DNA31/IRT2 screening protocol and in whom only one CFTR mutation
was found. The results obtained demonstrate that 62.5% of these
newborns were also carrying a second mild CFTR mutation. The high
proportion of compound heterozygous subjects, combined with the
results of a 4-year follow-up in nine of these subjects all of whom
displaying initial CF clinical symptoms, suggest that it may be possible to
use the IRT1/DNA31/IRT2 protocol of neonatal screening to identify
newborns with atypical forms of CF. In view of these findings, an
extended genetic search for subjects with compound heterozygosity and
a periodic clinical assessment should be considered.
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Early diagnosis of cystic fibrosis (CF) improves
access to genetic counselling as well as quality of
life and survival by allowing early treatment and
preventing malnutrition (1–4).
One of the most powerful tools for early

diagnosis of CF appears to be an IRT1/DNA31/
IRT2 neonatal screening protocol (5). According
to this protocol, all newborns who test positive for
a first IRT determination undergo a first-level
genetic test (6) as well as a second IRT test.
Newborns who test positive for either the genetic
test or the IRT2 test are enrolled by the CF centre,

where a diagnosis based on the presence of two
CFmutations and/or a positive sweat test is made.
In some newborns enrolled through the IRT1/
DNA31/IRT2 protocol, however, the DNA31
step detected only one, or even no, cystic fibrosis
transmembrane conductance regulator (CFTR)
mutation, possibly linked to borderline sweat test
values, which thus raises a diagnostic dilemma (7):
in addition to detecting CF-affected subjects with
CFTRmutations on both alleles, neonatal screen-
ing protocols also identifies heterozygous sub-
jects, the higher IRT value at birth being linked to
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the presence of a single CFTR mutation (8–12).
These subjects are usually considered as healthy
carriers. Neonatal hypertrypsinaemia may, how-
ever, also be a biochemical manifestation of
a CFTR malfunction because of a second mild
mutation. In this newborn population, several
authors have recently detected a varying pre-
valence of second CFTR mutations that are
uncommon and/or functionally poorly character-
ized (8, 13–17). These findings raise issues
concerning genetic selection strategies as well as
the genotype–phenotype correlation.
The aim of this work was to evaluate, by means

of a highly sensitive sequencing method (18), the
possible presence of a second mild CFTR
mutation or variant tract in a group of heterozy-
gous newborns who tested positive for the IRT1/
DNA31/IRT2 screening protocol but had a
negative or borderline sweat test and to establish
relative frequencies of double mutants and healthy
heterozygous carriers. The problems of correct
diagnostic classification and adequate therapeutic
approaches are obviously all the more relevant, if
we consider the high proportion of double
mutants identified.

Materials and methods

For all mutational analyses, DNA was extracted
from peripheral blood using the QIAamp DNA
bloodmidi kit (QIAGEN,Hilden,Germany). The
polymerase chain reaction/oligonucleotide lig-
ation assay/sequence-coded separation technique
(6) was applied to search for the 31 most common
CF mutations (DNA31, first-level analysis, see
supplementary materials and methods on the
web). (TG)m and Tn tracts (for definition, see
Discussion) were studied by a sequencing method
that allows the simultaneous resolution of the
(TG)mTn haplotypes of both alleles (19). The
extendedmutational search (second level analysis)
was performed using a 96-well formatted method
for the sequencing of the 5#-flanking region, all
the exons and the adjacent intronic regions of the
CFTR gene (18) (see supplementarymaterials and
methods on the web). Segregation of the muta-
tions in double-mutant newborns was verified by
parents’ analysis.
For 7 years (1998–2004), an IRT1/DNA31/

IRT2 screening protocol for CF (5, 20, 21) was
applied to 167,000 newborns in the Lazio region
(see supplementary materials and methods on the
web); 182 subjects among those positive to the
screening were enrolled by the regional CF centre
and submitted to (i) a sweat test, using a quanti-
tative pilocarpine iontophoresis method (22); (ii)

a pancreatic function evaluation, using the stool
chymotrypsin test (Chymo, Roche, Mannheim,
Germany) (23) and (iii) a clinical examination.
For the purposes of this study, we enrolled, from
the aforementioned 182 subjects (with transient or
persistent hypertrypsinaemia at birth) and
referred to the CF centre for diagnosis, a random
group of 32 neonates who had no other CF
symptoms, who had a negative ([Cl2], 30mmol/l)
or borderline ([Cl2] 30 2 59 mmol/l) sweat test
and in whom only one CFTR mutation had been
detected in the preliminary genetic assay. Neo-
nates with persistent hypertrypsinaemia but no
mutations to the basic DNA31 panel and negative
sweat test were not enrolled.
All 20 families of double-mutant neonates were

recalled for a 4-year follow up. Among these, only
nine accepted and underwent a clinical assess-
ment, including evaluation of nutritional status by
weight and height centiles, laboratory assessment
including serum liver enzyme levels (aspartate
aminotransferase, alanine aminotransferase and
g-glutamyltransferase), evaluation of liver disease
by hepato-pancreatic ultrasonography, if clinical
hepatomegaly or abnormal liver enzyme levels are
present (24), evaluation of microbiological status
by oropharyngeal cultures through deep suction-
ing (see supplementary materials and methods on
the web) and evaluation of chest radiographs ac-
cording to Chrispin and Norman’s protocol (25).
A group of 94 subjects selected from the general

population, mainly comprising healthy blood
donors and the non-carrier partner of intermedi-
ate risk couples, were analyzed to assess the
frequency of uncommon mutations found by the
extended search.

Results

A total of 277 newborns tested positive for the
IRT1/DNA31/IRT2 protocol (all positive at the
IRT1 and some at the IRT2 as well) (5). Of these,
182 were evaluated by the CF centre. A total of
44 (24.2%) were diagnosed as being affected by
typical CF, 28 (15.4%) were considered as non-
affected ([Cl2] , 30 mmol/l and no mutation
found by theDNA31 panel) and 110 (60.4%)were
found to be heterozygous for a common CF
mutation. Thirty-two newborns without clinical
symptoms of CF, randomly selected from the 110
heterozygous subjects, were examined by means
of our extended protocol of mutational analysis
(18) to investigate the possible presence of aCFTR
genotype with mutations on both alleles. Of these
32 subjects (Table 1), 13 (40.6%) also tested posi-
tive for the IRT2 and were therefore considered
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to have a persistent hypertrypsinaemia since
birth. None of these newborns had a [Cl2] . 50
mmol/l, while 13 (40.6%) had a [Cl2] ranging
from 28 to 50 mmol/l. All 32 newborns displayed
pancreatic sufficiency, with stool chymotrypsin
values .8.4 U/g (wet weight).
Five of the 31 mutations included in the basic

genetic panel were found to occur in more than
1 of the 64 alleles examined (Table 1 and Fig. 1):
F508del in 15 alleles (23.4%), N1303K in four
alleles (6.3%), 2789 1 5G-.A in two alleles
(3.1%), R117H in two alleles (3.1%), and R347P
in two alleles (3.1%).
No additional mutations besides those already

found in the first level were detected by the
extended genetic analysis in 12 (37.5%) heterozy-
gous newborns (Table 1). Twenty alleles carrying
CFTR mutations or variant tracts were instead
found in the 20 (62.5%) remaining newborns
(Table 1). The L997F and the P5Lmutations were
found, respectively, in five (7.8%) and four (6.3%)

alleles, which is a significantly higher frequency
than that found in the general population (see
Discussion) (w2¼ 10.6, d.f.¼ 1, p, 0.01 and w2¼
11.7, d.f.¼ 1, p, 0.01, respectively). All the other
mutations were found on single alleles (Table 1

Table 1. CFTR genotypes, IRT2 and sweat test values of the 32 newborns analyzed

Newborn CFTR genotype IRT2 Sweat test (mmol/l [Cl2]) at enrolment

True heterozygous subjects
1 N1303K/1 Negative 18
2 2183AAtoG/1 Negative 11
3 G85E/1 Positive 19
4 F508del/1 Negative 21
5 F508del/1 Negative 20
6 R117H/1 Negative 6
7 1717-1GtoA/1 Positive 7
8 W1282X/1 Negative 14
9 278915GtoA/1 Negative 23
10 N1303K/1 Negative 19
11 F508del/1 Negative 14
12 G542X/1 Negative 39

% of positivity ¼ 16.7% Average � SD ¼ 18 � 9
Compound heterozygous subjects
13 F508del/D806G Positive 24
14 F508del/D836Y Negative 12
15 R347P/R1162L Negative 18
16 F508del/P5L (TG)11T5 Negative 16
17 F508del/L997F Positive 32
18 R347P/D1152H Positive 42
19 F508del/P5L Negative 42
20 278915GtoA/71113AtoG Positive 33
21 F508del/P5L Positive 39
22 F508del (TG)12T7/(TG)12T5 Negative 23
23 N1303K/S1235R (TG)12T7 Negative 30
24 F508del/L997F Positive 34
25 F508del/(TG)12T5 Negative 34
26 R117H/(TG)12T7 Positive 22
27 F508del/P1013L Positive 8
28 F508del/L997F Negative 28
29 N1303K/(TG)12T5 Positive 13
30 F508del/L997F Positive 50
31 R1162X/P5L Negative 31
32 L997F/S549R(AtoC) Positive 38

% of positivity ¼ 55.0% Average � SD ¼ 29 � 12

CFTR, cystic fibrosis transmembrane conductance regulator.

Fig. 1. Allelic frequencies of the cystic fibrosis transmem-
brane conductance regulator mutations found.
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and Fig. 1). The (TG)12T5 and (TG)12T7 variant
tracts were each found in three alleles (4.7%); two
of the three (TG)12T7 tracts occurred, however, on
complex alleles that also carried an exonic CFTR
mutation (Table 1). On the basis of these genetic
results, it may be possible to divide the hyper-
trypsinaemic subjects into two subgroups
(Table 1): true heterozygous subjects (with only
one affected allele) and those with a compound
heterozygosity (with two distinct CFTR muta-
tions or variant tracts located on different alleles,
as assessed by parents’ segregation analysis).
The pathogenic role of the majority of the

mutations found is well established, whereas that
of some of the uncommonmutations has yet to be
fully elucidated (see Discussion). A preliminary
analysis of the pathogenic role of a mutation may
be made by comparing its frequency between
target and general populations. This type of
analysis has already been performed for some of
the uncommon mutations found in this work
(R1162L, S1235R and L997F, see Discussion),
while we performed frequency studies for D836Y,
P1013L, P5L and D806G. None of these last four
mutations were found in 188 alleles of a general
population. We also assessed the frequency of
L997F in our general population, finding one
allele with this mutation, which is similar in
frequency (0.5%) to that found in a previous study
(see Discussion). In addition, an extended genetic
analysis did not detect any other mutations in the
alleles carrying the seven mutations listed above
(with the exception of S1235R, which was found
in a complex allele with the (TG)12T7 variant
tract).
No significant differences between the two

groups of hypertrypsinaemic subjects (true het-
erozygous and compound heterozygous) emerged
from the average values of either IRT1 or IRT2
determinations, or from the stool chymotrypsin
test (data not shown, all Student’s t-test NS). By
contrast, the frequency of positive IRT2 tests was
significantly higher (w2 ¼ 4.6, d.f. ¼ 1, p , 0.05)
in the compound heterozygous group (55.0%)
than in the true heterozygous group (16.7%). The
sweat test values at birth were also significantly
higher (Student’s t-test ¼ 2.9, d.f. ¼ 30, p, 0.01)
in the compound heterozygous group (average
[Cl2] ¼ 29 mmol/l) than in the true heterozygous
group (average [Cl2] ¼ 18 mmol/l) (Table 1).
If neonates were partitioned accordingly by

sweat test values, greater than or equal to
30 mmol/l of [Cl2] (n ¼ 12) or below this value
(n¼ 20), significant differences in the frequency of
double mutants (91.7% vs 45.0%, respectively,
w2¼ 7.0, d.f.¼ 1, p , 0.01), as well as expected in
sweat test value (37 � 6 SD vs 17 � 6 SD,

respectively, Student’s t-test ¼ 9.3, d.f. ¼ 30, p ,
0.01) was evident. The frequency of IRT2
positivity resulted not significantly different.
A 4-year follow-up was performed on nine

compound heterozygous newborns (clinical find-
ings in Table 2), randomly selected from the 20
available. The sweat test values increased in eight
of these subjects over the 4-year interval, the mean
overall value of the all nine subjects rising
significantly from 30 mmol/l of chloride at birth
to 44 mmol/l (paired Student’s t-test ¼ 2.5, d.f. ¼
8, p , 0.05). Seven of nine newborns exhibited
clinical symptoms because of involvement of the
upper airways, nasal turbinate hypertrophy or
development of sinus disease. Moreover, seven
showed mild respiratory signs because of involve-
ment of the lower airways, with bronchial
thickening and air trapping. One of the two
newborns with a normal clinical examination ex-
hibited radiological signs (patient 18). Chrispin’s
score, used to assess the chest X-ray, revealedmild
lung abnormalities (mean value 5 � 3 SD). The
patient’s growth was normal in all cases except
two subjects, whowere at 18th and 20th centiles of
weight and were found to be intolerant to cow’s
milk protein(s). Five of the nine subjects, those
with clinical hepatomegaly (see Materials and
methods), underwent a hepato-pancreatic ultra-
sonography, which revealed some degree of liver
involvement, i.e. hepatomegaly (2 subjects), initial
focal biliary cirrhosis (2 subjects), and thickening
of portal spaces (1 subject), although serum liver
enzyme levels were normal. None of the children
were chronically colonized with Pseudomonas
aeruginosa in the airways. In conclusion, all nine
subjects developed at least one initial symptom of
CF during the follow-up period.

Discussion

The majority of the mutations found (F508del,
R347P, D1152H, 27891 5G-.A, 7111 3A-.G,
N1303K, R117H, R1162X, S549R(A-.C),
2183AA-.G, G85E, 1717-1G-.A, G542X, and
W1282X) have an established pathogenic role
(26–44). The (TG)12T5 and (TG)12T7 variant
tracts may act as pathogenic by altering splicing
patterns, at least in atypical mono/oligosympto-
matic forms of CF (45–47). By contrast, the
pathogenic role of some of the uncommon
mutations found (P5L, D836Y, P1013L, D806G,
L997F, S1235R, and R1162L) is still a matter of
debate (15, 17, 28, 32, 48–58). The P5L, D836Y,
P1013L, and D806G mutations were found to be
absent from the general population in the search
performed in this work. L997F, S1235R and
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R1162L have also been shown, in previous reports
(49, 54), to be less frequent in the general
population (0.5%, a percentage confirmed in this
work, 0.3% and 0.3%, respectively). The absence
or lower frequency of L997F, S1235R and
R1162L in the general population than in our
target group is compatible with a possible path-
ogenic role of these mutations. The L997F and
P5Lmutations were significantlymore frequent in
the newborns we studied than in the general
population (7.8% and 6.3%, respectively). In all
our subjects, each of these seven mutations was
found as a unique mutation of the allele studied,
with the exception of S1235R, for which a cis-
acting effect by the (TG)12T7 variant tract found
on the same allele may be hypothesized. The data
in the literature on the pathogenic role of these
seven mutations are both scarce and problematic,
often based on indirect evidence. However,
a possible atypical CF causing role of each of
them, although with variable phenotypic mani-
festations, appears at least conceivable (15, 17, 32,
48, 50–52, 54–59) (see supplementary material on
the web).
Taken together, these results indicate a probable

pathogenic role for all these mutations. Should
this conclusion prove to be correct, there would be
a high proportion (62.5%) of newborns with
hypertrypsinaemia and one CFTR mutation at
birth who were subsequently found to be com-
pound heterozygotes, and are consequently more
likely to develop CF as adults. This high pro-
portion of compound heterozygotes may be
related to our screening cut-off values (20, 21). It
should be taken into account that a lower cut-off
could select newborns less likely to have a second
pathogenetic mutation, resulting in a lower pro-
portion of potentially affected subjects. Indeed, all
9 (out of 20) compound heterozygotes subjects
who underwent a prolonged clinical follow-up
proved to be pathologically affected to some
degree. Although respiratory impairment was
moderate, early hepato-pancreatic disease was
observed in all four subjects who underwent
abdominal ultrasonography, while serum liver
enzyme levels were normal.
The sweat test values resulted significantly

higher in compound heterozygotes. Although
a clear sweat test cut-off value could not be
defined, it appeared justified to perform the
extended genetic analysis when the [Cl2] . 30
mmol/l. However, because of the considerable
overlap the best way to identify double-mutants
newborns is extended genetic analysis (see also the
supplementary materials on the web on the
M470V polymorphism). The high frequency of
both L997F and P5Lmutation suggests that these

should be included in mutational panels that are
specific for neonatal screening, at least in Italy.
Threemain conclusions can be drawn from these

results: firstly, a large proportion of newborns
who are positive at the neonatal screening, and are
initially characterized as carriers, prove to be
compound heterozygotes; secondly, although
there are significant differences in some bio-
chemical parameters between true carriers and
compound heterozygous subjects, the overlap is
too great for these biochemical markers to be used
in selection procedures; thirdly, the types of
mutations represented in compound heterozygous
subjects, as well as the 4-year follow-up findings,
indicate that atypical mild forms of CF can be
identified by means of a neonatal screening
programme; a more extensive assessment of the
clinical relevance of these atypical forms com-
bined with a thorough economic analysis of the
costs involved may shed light on the priority of
this goal.

Supplementary material

Supplementary Materials And Methods

Phenotype Of Uncommon Mutations Found

The M470V Polymorphism

Supplementary materials are available as part of the online
article at http://www.blackwell-synergy.com

Acknowledgements

G. F. and A. S. were in part supported by grants from,
respectively, Fondazione per la Ricerca sulla Fibrosi Cistica
(grant FFC 9/2004) and Associazione Laziale Fibrosi Cistica.
This work was in part supported by Fondazione per la Ricerca
sulla Fibrosi Cistica (grant FFC 9/2004) and in part by Regione
Lazio (Progetto Fibrosi Cistica 2004).

References

1. Campbell PW III, White TB. Newborn screening for cystic
fibrosis: an opportunity to improve care and outcomes.
J Pediatr 2005: 147: S2–S5.

2. Farrell PM, Lai HJ, Li Z et al. Evidence on improved
outcomes with early diagnosis of cystic fibrosis through
neonatal screening: enough is enough! J Pediatr 2005: 147:
S30–S36.

3. Lai HJ, Cheng Y, Farrell PM. The survival advantage of
patients with cystic fibrosis diagnosed through neonatal
screening: evidence from the United States Cystic Fibrosis
Foundation registry data. J Pediatr 2005: 147: S57–S63.

4. McKay KO, Waters DL, Gaskin KJ. The influence of
newborn screening for cystic fibrosis on pulmonary out-
comes in new South Wales. J Pediatr 2005: 147: S47–S50.

5. Narzi L, Lucarelli M, Lelli A et al. Comparison of two
different protocols of neonatal screening for cystic fibrosis.
Clin Genet 2002: 62: 245–249.

Narzi et al.

44



6. Grossman PD, Bloch W, Brinson E et al. High-density mul-
tiplex detection of nucleic acid sequences: oligonucleotide
ligation assay and sequence-coded separation. Nucleic
Acids Res 1994: 22: 4527–4534.

7. Parad RB, Comeau AM. Diagnostic dilemmas resulting
from the immunoreactive trypsinogen/DNA cystic fibrosis
newborn screening algorithm. J Pediatr 2005: 147: S78–S82.

8. Castellani C, Bonizzato A, Mastella G. CFTR mutations
and IVS8-5T variant in newborns with hypertrypsinaemia
and normal sweat test. J Med Genet 1997: 34: 297–301.

9. Castellani C, Picci L, Scarpa M et al. Cystic fibrosis carriers
have higher neonatal immunoreactive trypsinogen values
than non-carriers. Am J Med Genet A 2005: 135: 142–144.

10. Laroche D, Travert G. Abnormal frequency of delta F508
mutation in neonatal transitory hypertrypsinaemia. Lancet
1991: 337: 55.

11. Lecoq I, Brouard J, Laroche D et al. Blood immunoreac-
tive trypsinogen concentrations are genetically determined
in healthy and cystic fibrosis newborns. Acta Paediatr 1999:
88: 338–341.

12. Scotet V, De Braekeleer M, Audrezet MP et al. Prevalence
of CFTR mutations in hypertrypsinaemia detected through
neonatal screening for cystic fibrosis. Clin Genet 2001: 59:
42–47.

13. Boyne J, Evans S, Pollitt RJ et al. Many deltaF508
heterozygote neonates with transient hypertrypsinaemia
have a second, mild CFTR mutation. J Med Genet 2000:
37: 543–547.

14. Castellani C, Benetazzo MG, Bonizzato A et al. Cystic
fibrosis mutations in heterozygous newborns with hyper-
trypsinemia and low sweat chloride. Am J Hum Genet
1999: 64: 303–304.

15. Castellani C, Benetazzo MG, Tamanini A et al. Analysis of
the entire coding region of the cystic fibrosis transmem-
brane regulator gene in neonatal hypertrypsinaemia with
normal sweat test. J Med Genet 2001: 38: 202–205.

16. Massie RJ, Wilcken B, Van AP et al. Pancreatic function
and extended mutation analysis in DeltaF508 heterozy-
gous infants with an elevated immunoreactive trypsinogen
but normal sweat electrolyte levels. J Pediatr 2000: 137:
214–220.

17. Padoan R, Bassotti A, Seia M et al. Negative sweat test in
hypertrypsinaemic infants with cystic fibrosis carrying rare
CFTR mutations. Eur J Pediatr 2002: 161: 212–215.

18. Lucarelli M, Narzi L, Piergentili R et al. A 96-well
formatted method for exon and exon/intron boundary full
sequencing of the CFTR gene. Anal Biochem 2006: 353:
226–235.

19. Lucarelli M, Grandoni F, Rossi T et al. Simultaneous cycle
sequencing assessment of (TG)m and Tn tract length in
CFTR gene. Biotechniques 2002: 32: 540–547.

20. Corbetta C, Seia M, Bassotti A et al. Screening for cystic
fibrosis in newborn infants: results of a pilot program based
on a two tier protocol (IRT/DNA/IRT) in the Italian
population. J Med Screen 2002: 9: 60–63.

21. Wilcken B. An evaluation of screening for cystic fibrosis.
Prog Clin Biol Res 1987: 254: 201–215.

22. Gibson LE, Cooke RE. A test for concentration of
electrolytes in sweat in cystic fibrosis of the pancreas
utilizing pilocarpine by iontophoresis. Pediatrics 1959: 23:
545–549.

23. DelMar EG, Largman C, Brodrick JW et al. A sensitive new
substrate for chymotrypsin. Anal Biochem 1979: 99: 316–320.

24. Colombo C, Battezzati PM, Crosignani A et al. Liver
disease in cystic fibrosis: a prospective study on incidence,
risk factors, and outcome. Hepatology 2002: 36: 1374–1382.

25. Chrispin AR, Norman AP. The systematic evaluation of
the chest radiograph in cystic fibrosis. Pediatr Radiol 1974:
2: 101–105.

26. Bozon D, Zielenski J, Rininsland F et al. Identification of
four new mutations in the cystic fibrosis transmembrane
conductance regulator gene: I148T, L1077P, Y1092X,
2183AA–.G. Hum Mutat 1994: 3: 330–332.

27. Castaldo G, Fuccio A, Cazeneuve C et al. Detection of five
rare cystic fibrosis mutations peculiar to Southern Italy:
implications in screening for the disease and phenotype
characterization for patients with homozygote mutations.
Clin Chem 1999: 45: 957–962.

28. Chillon M, Casals T, Gimenez J et al. Analysis of the
CFTR gene confirms the high genetic heterogeneity of the
Spanish population: 43 mutations account for only 78% of
CF chromosomes. Hum Genet 1994: 93: 447–451.

29. The Consortium for Cystic Fibrosis. Consortium for CF
genetic analysis. 2006, from www.genet.sickkids.on.ca/cftr/

30. Estivill X, Bancells C, Ramos C. Geographic distribution
and regional origin of 272 cystic fibrosis mutations in
European populations. The Biomed CF Mutation Analysis
Consortium. Hum Mutat 1997: 10: 135–154.

31. Feldmann D, Rochemaure J, Plouvier E et al. Mild course
of cystic fibrosis in an adult with the D1152H mutation.
Clin Chem 1995: 41: 1675.

32. Feldmann D, Couderc R, Audrezet MP et al. CFTR
genotypes in patients with normal or borderline sweat
chloride levels. Hum Mutat 2003: 22: 340.

33. Kerem E, Nissim-Rafinia M, Argaman Z et al. A missense
cystic fibrosis transmembrane conductance regulator muta-
tion with variable phenotype. Pediatrics 1997: 100: E5.

34. Kilinc MO, Ninis VN, Tolun A et al. Genotype–phenotype
correlation in three homozygotes for the cystic fibrosis
mutation 2183AA–.G shows a severe phenotype. J Med
Genet 2000: 37: 307–309.

35. Laufer-Cahana A, Lerer I, Sagi M et al. Cystic fibrosis
mutations in Israeli Arab patients. Hum Mutat 1999:
14: 543.

36. Massie RJ, Poplawski N, Wilcken B et al. Intron-8
polythymidine sequence in Australasian individuals with
CF mutations R117H and R117C. Eur Respir J 2001: 17:
1195–1200.

37. Mussaffi H, Prais D, Mei-Zahav M et al. Cystic fibrosis
mutations with widely variable phenotype: the D1152H
example. Pediatr Pulmonol 2006: 41: 250–254.

38. Padoan R, Giunta A, Marzano MT et al. First report of
three cystic fibrosis patients homozygous for the 1717-1G–
.A mutation. J Med Genet 1996: 33: 1052–1054.

39. Peckham D, Conway SP, Morton A et al. Delayed
diagnosis of cystic fibrosis associated with R117H on
a background of 7T polythymidine tract at intron 8. J Cyst
Fibros 2006: 5: 63–65.

40. Petreska L, Koceva S, Gordova-Muratovska A et al.
Identification of two new mutations (711 1 3A–.G and
V1397E) in CF chromosomes of Albanian and Macedonian
origin. Hum Mol Genet 1994: 3: 999–1000.

41. Quint A, Lerer I, Sagi M et al. Mutation spectrum in
Jewish cystic fibrosis patients in Israel: implication to car-
rier screening. Am J Med Genet A 2005: 136: 246–248.

42. Rendine S, Calafell F, Cappello N et al. Genetic history of
cystic fibrosis mutations in Italy. I. Regional distribution.
Ann Hum Genet 1997: 61 (Pt 5): 411–424.

43. Sangiuolo F, Novelli G, Murru S et al. A serine-to-arginine
(AGT-to-CGT) mutation in codon 549 of the CFTR gene
in an Italian patient with severe cystic fibrosis. Genomics
1991: 9: 788–789.

Neonatal screening and CF atypical forms

45



44. Vankeerberghen A, Wei L, Teng H et al. Characterization
of mutations located in exon 18 of the CFTR gene. FEBS
Lett 1998: 437: 1–4.

45. Chillon M, Casals T, Mercier B et al. Mutations in the
cystic fibrosis gene in patients with congenital absence of
the vas deferens. N Engl J Med 1995: 332: 1475–1480.

46. Cuppens H, Lin W, Jaspers M et al. Polyvariant mutant
cystic fibrosis transmembrane conductance regulator genes.
The polymorphic (Tg)m locus explains the partial pene-
trance of the T5 polymorphism as a disease mutation.
J Clin Invest 1998: 101: 487–496.

47. Disset A, Michot C, Harris A et al. A T3 allele in the CFTR
gene exacerbates exon 9 skipping in vas deferens and
epididymal cell lines and is associated with Congenital
Bilateral Absence of Vas Deferens (CBAVD). Hum Mutat
2005: 25: 72–81.

48. Bombieri C, Benetazzo M, Saccomani A et al. Complete
mutational screening of the CFTR gene in 120 patients with
pulmonary disease. Hum Genet 1998: 103: 718–722.

49. Bombieri C, Giorgi S, Carles S et al. A new approach for
identifying non-pathogenic mutations. An analysis of the
cystic fibrosis transmembrane regulator gene in normal
individuals. Hum Genet 2000: 106: 172–178.

50. Chen JM, Scotet V, Ferec C. Definition of a ‘‘functional R
domain’’ of the cystic fibrosis transmembrane conductance
regulator. Mol Genet Metab 2000: 71: 245–249.

51. Derichs N, Schuster A, Grund I et al. Homozygosity for
L997F in a child with normal clinical and chloride secretory
phenotype provides evidence that this cystic fibrosis trans-
membrane conductance regulator mutation does not cause
cystic fibrosis. Clin Genet 2005: 67: 529–531.

52. Desmarquest P, Feldmann D, Tamalat A et al. Genotype
analysis and phenotypic manifestations of children with

intermediate sweat chloride test results. Chest 2000: 118:
1591–1597.

53. Fanen P, Ghanem N, Vidaud M et al. Molecular
characterization of cystic fibrosis: 16 novel mutations
identified by analysis of the whole cystic fibrosis conduc-
tance transmembrane regulator (CFTR) coding regions
and splice site junctions. Genomics 1992: 13: 770–776.

54. Gomez LM, Benetazzo MG, Marzari MG et al. High
frequency of cystic fibrosis transmembrane regulator
mutation L997F in patients with recurrent idiopathic
pancreatitis and in newborns with hypertrypsinemia. Am
J Hum Genet 2000: 66: 2013–2014.

55. Monaghan KG, Feldman GL, Barbarotto GM et al.
Frequency and clinical significance of the S1235R mutation
in the cystic fibrosis transmembrane conductance regulator
gene: results from a collaborative study. Am J Med Genet
2000: 95: 361–365.

56. Onay T, Topaloglu O, Zielenski J et al. Analysis of the
CFTR gene in Turkish cystic fibrosis patients: identifica-
tion of three novel mutations (3172delAC, P1013L and
M1028I). Hum Genet 1998: 102: 224–230.

57. Reboul MP, Laharie D, Amouretti M et al. Isolated
idiopathic chronic pancreatitis associated with a compound
heterozygosity for two mutations of the CFTR gene.
Gastroenterol Clin Biol 2003: 27: 821–824.

58. Wei L, Vankeerberghen A, Jaspers M et al. Suppressive
interactions between mutations located in the two nu-
cleotide binding domains of CFTR. FEBS Lett 2000: 473:
149–153.

59. Girodon E, Sternberg D, Chazouilleres O et al. Cystic
fibrosis transmembrane conductance regulator (CFTR)
gene defects in patients with primary sclerosing cholangitis.
J Hepatol 2002: 37: 192–197.

Narzi et al.

46


