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Abstract: Porphyrias are a group of diseases that are clinically and genetically heterogeneous and
originate mostly from inherited dysfunctions of specific enzymes involved in heme biosynthesis.
Such dysfunctions result in the excessive production and excretion of the intermediates of the heme
biosynthesis pathway in the blood, urine, or feces, and these intermediates are responsible for specific
clinical presentations. Porphyrias continue to be underdiagnosed, although laboratory diagnosis
based on the measurement of metabolites could be utilized to support clinical suspicion in all
symptomatic patients. Moreover, the measurement of enzymatic activities along with a molecular
analysis may confirm the diagnosis and are, therefore, crucial for identifying pre-symptomatic
carriers. The present review provides an overview of the laboratory assays used most commonly for
establishing the diagnosis of porphyria. This would assist the clinicians in prescribing appropriate
diagnostic testing and interpreting the testing results.

Keywords: porphyria; ALA (5-aminolevulinic acid); PBG (porphobilinogen); porphyrins; HPLC
(high-pressure liquid chromatography); MLPA (multiplex ligation-dependent probe amplification);
NGS (next-generation sequencing); EPNET (european porphyria network); diagnosis

1. Introduction

Porphyrias comprise a group of eight metabolic disorders originating from a genet-
ically caused catalytic dysfunction of the enzymes involved in the heme biosynthesis
pathway (Figure 1) [1]. Dominant or recessive inherited mutations in any of the genes
encoding these enzymes lead to disturbance in heme synthesis along with the pathological
accumulation and measurable excretion of the intermediates of the heme biosynthesis
pathway [2].

An accumulation of the following two different kinds of metabolites may occur:
one is the porphyrin precursors, such as 5-aminolevulinic acid (ALA) and porphobilino-
gen (PBG), which are linear non-fluorescent molecules, and the other kind is the por-
phyrins, such as uroporphyrins (URO), coproporphyrins (COPRO), and protoporphyrins
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(PROTO), which are circular molecules that emit fluorescence signals when excited. The ac-
cumulation of these metabolites occurs in different biological samples depending on their
chemical properties. Since the hydrophobicity gradient increases as the heme synthesis
progresses, the most hydrophilic metabolites (ALA, PBG, URO, COPRO) occur mainly in
urine, while the relatively hydrophobic ones (COPRO, PROTO) occur in feces [3].

Figure 1. Heme pathway and porphyria. The figure represents the scheme of the heme biosynthesis (in gray), with the
involved enzyme (in blue), and the specific porphyria related to each enzyme deficiency (in yellow).

Porphyrins are the oxidized products of porphyrinogens, which are the actual sub-
strates of the enzymes involved in heme biosynthesis. Porphyrins exist in different isomers
depending on the arrangement of the substituents acetate (A), propionate (P), methyl (M),
and vinyl (V) of the four pyrroles of the porphyrin ring. The most common isoforms are
isoform III with asymmetrically arranged substituents and isoform I with symmetrically
arranged substituents. The biosynthesis of heme involves the isoforms III since hydrox-
ymethylbilane (HMB) is transformed, by the action of uroporphyrinogen III synthase
(UROS), in uroporphyrinogen III. This undergoes subsequent decarboxylation by uropor-
phyrinogen decarboxylase (UROD) to form hepta-, hexa-, and penta-carboxyl porphyrino-
gen III, and finally, coproporphyrinogen III. However, in physiological conditions, a fraction
of HMB escapes from the catalytic action of the UROS, and results in a non-enzymatic con-
version of HMB to the uroporphyrinogen I isomer. Uroporphyrinogen I may subsequently
undergo decarboxylation by the action of UROD to form hepta-, hexa-, and penta-carboxyl
porphyrinogen I, and finally, coproporphyrinogen I; however, the reaction cannot proceed
beyond this step to form heme as the next enzyme in the pathway—coproporphyrinogen
oxidase (CPOX)—is stereospecific for the isomer III (Figure 2). Therefore, the isomers I
accumulate in the tissue and are excreted as porphyrins I. A large presence of porphyrins I
as well as an abnormal isomer I/isomer III ratio in biological fluids are relevant in defining
the presence of porphyria [4].

Physiologically, heme synthesis is accomplished by the sequential action of eight
enzymes and the whole process is finely regulated. The intermediate substrates other
than the final product heme might exert a regulatory effect on the enzymes involved in
the pathway [5]. Moreover, the catalytic capacity of the enzymes in different segments
of the pathway varies strongly, leading to variations in substrate pressure. Therefore,
the dysfunction of a specific enzymatic activity may cause an accumulation of the sub-
strate immediately before the blockage and of other previous metabolites of the same
proceeding line [6].
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Figure 2. Isomers of porphyrins. The figure represents the scheme of the heme biosynthesis
with enzymatic (left) and non-enzymatic conversion of HMB (right). The arrangement of the sub-
stituents of the four pyrroles of the porphyrin ring is shown. A, acetate (-CH2COOH); P, propionate
(-CH2CH2COOH); M, methyl (-CH3) and vinyl (CH=CH2).

Specific combinations of metabolites (patterns) are associated with specific clinical fea-
tures; sufficient evidence suggests that porphyrin precursors cause symptoms by injuring
neurons, while porphyrins cause symptoms by injuring the skin and the liver [7]. Usually,
the levels of porphyrin precursors increase during the presentation of acute neurovisceral
attacks induced by exogenous factors, such as medications, nutritional status, stress, exoge-
nous hormones, infection, etc. Moreover, depending on the patient, these levels may return
to the normal ranges or remain persistently elevated during the clinically asymptomatic
phase [8]. On the contrary, the accumulation of porphyrins is typically chronic, causing per-
sistent cutaneous photosensitivity or skin fragility as a consequence of prolonged exposure
to the sun [9].

The clinical diagnosis of porphyria is difficult as the condition may manifest with a
broad and unspecific spectrum of clinical symptoms mimicking several other disorders.
However, once suspected, the diagnosis of porphyria may be established using several
laboratory tests available for symptomatic patients [10,11]. The laboratory diagnostic
procedures comprise the following three important sequential steps: (i) the biochemi-
cal measurement of porphyrin precursors and porphyrins in the plasma, blood, urine,
and feces, including both qualitative screening and quantitative confirmatory tests; (ii) the
determination of specific enzymatic activities in erythrocytes or immortalized lymphocytes;
and (iii) mutational analysis using both classical and next-generation molecular genetics
techniques [12]. In the present review, an overview of the laboratory analysis methods
used most commonly for establishing the diagnosis of porphyria is provided to assist the
clinicians in prescribing appropriate diagnostic testing and interpreting the results.
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2. Qualitative Screening Tests
2.1. Plasma Scan

Plasma scan is a simple, rapid, and inexpensive screening test that allows for the
detection of the presence of increased amounts of URO, COPRO, and PROTO in the
plasma, based on the capacity of these photoactive molecules to fluoresce when irradiated
with wavelengths close to 400 nm. Once the plasma samples are obtained, the assay may
be performed and completed within a few minutes. Briefly, 100 µL of plasma, diluted
five-fold in a 0.25 M potassium phosphate-buffered saline (PBS) at pH 6.7 is scanned inside
a classical fluorescence spectrophotometer at the excitation wavelength of 405 nm [13].
Otherwise, 1 mL of freshly drawn plasma may be centrifuged at 14000 rpm for 1 min and
then 2 µL of the supernatant may be used directly for analysis in NanoDrop 3100, using a
UV LED for excitation (maximum at 365 nm) [14]. In both methods of conducting the test,
the fluorescence emission spectrum is recorded in the wavelength range of 580 to 700 nm.

The fluorimetric emission scanning of plasma is a qualitative test, in which the pres-
ence or absence of porphyrins is detected as a positive or negative result, respectively.
If positive, the analyst then identifies the wavelength at which the maximum emission
peak is obtained, as this wavelength is typical of specific porphyria conditions. The emis-
sion maximum obtained within 626–628 nm is specific to variegate porphyria (VP) [15,16],
while a peak within 634–636 nm is characteristic of erythropoietic protoporphyria (EPP) and
X-linked protoporphyria (XLP) [13]. A fluorescence emission maximum within 618–622 nm
corresponds to ALA dehydrase (ALAD) deficiency porphyria (ADP), acute intermittent por-
phyria (AIP), hereditary coproporphyria (HCP), congenital erythropoietic porphyria (CEP,
Gunther disease), porphyria cutanea tarda (PCT), and hepatoerythropoietic porphyria
(HEP) (Table 1) [17].

Table 1. Maximum fluorimetric emission peak in different porphyrias.

Porphyrias ADP/AIP/HCP VP PCT/HEP/CEP EPP/XLP

Plasma peak (nm) 618–622 626–628 618–620 632–636

The intensity of the fluorescence peak varies with the activity status of the disease and
is always positive in all symptomatic patients, including those with a suspected attack of
acute porphyria in progress (ADP, AIP, VP, HCP) [18] and those with chronic high excretion
of porphyrins (CEP, PCT, HEP, EPP). However, only 50% of asymptomatic VP carriers are
detected using this method, which renders the plasma scan test inefficient for family studies
involving the detection of gene carriers in both adults and children [19,20]. Moreover,
porphyrins in the plasma sample of patients with EPP and VP are particularly labile if
exposed to light. Therefore, without adequate light protection, the levels of measurable
porphyrin decline rapidly, resulting in false negatives [21]. In addition, PCT patients treated
with phlebotomy and patients with acute porphyria in the latent phase may not present
any peak due to normal porphyrin concentration in their plasma samples. The absence
of any peak in the emission spectrum, in a well-preserved sample, would imply that the
diagnosis of active porphyria may be rejected.

On the contrary, patients undergoing maintenance hemodialysis therapy [22,23] or
those co-infected with immunodeficiency virus (HIV) and hepatitis C virus (HCV) [24] may
develop a secondary elevation of plasma porphyrin along with cutaneous lesions, similar to
those observed in genetic PCT patients, and as a consequence, a characteristic fluorescence
peak appears at 618–620 nm. Therefore, this test might be useful for monitoring the activity
of all the conditions referred to as pseudoporphyria, which do not result from an enzymatic
absence of genetic origin.

In conclusion, routine plasma fluorometric screening could be performed as the first
diagnostic approach in cases with high levels of porphyrins in the plasma, such as in those
with acute attack and the ones with chronic cutaneous porphyria. However, considering
that several porphyria conditions have the same characteristic emission peak, the positive
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results should be confirmed with specific quantitative analysis of porphyrins to establish
the correct diagnosis.

2.2. Fluorocytes

The excess of porphyrins in erythrocytes may be detected by the presence of fluores-
cent red cells (fluorocytes), which may be identified using three qualitative screening tests.
The first one is to record, similar to the approach in the plasma scan test, the fluorescence
emission spectrum of the erythrocytes diluted in buffered 0.9% saline at a ratio of 1:2000,
in the wavelength range of 550–650 nm using 400–415 nm as the excitation wavelength
range throughout, in a fluorescence spectrophotometer. The emission peaks for URO,
zinc–protoporphyrin (ZnPP), and metal-free protoporphyrin (PPIX) are obtained at 620,
587, and 630 nm, respectively [21–25].

Otherwise, a drop of freshly obtained blood could be smeared on a glass slide and
viewed using a fluorescence microscope under ultraviolet light (380–450 nm) [26]. Al-
though an automated imaging system, which improved the traditional fresh blood film
method, was described to facilitate population screening in EPP, this method requires spe-
cial equipment and expertise and, therefore, is limited to specialized centers [27]. Moreover,
fluorescence microscopy presents problems associated with quantification, and the radia-
tion focused on individual erythrocytes rapidly photodegrades protoporphyrin, thereby
causing evanescence of the fluorescence [28].

On the contrary, cytofluorimetric analysis is a rapid and sophisticated method for the
measurement of the percentage of fluorocytes in the samples. In this method, a sample
containing 10 µL of ethylenediaminetetraacetic acid (EDTA)-whole blood diluted in 10 µL
of phosphate-buffered solution at pH 7.2 is processed directly in a flow cytometer without
staining. Fluorescent erythrocytes emit red fluorescence at λ > 620 nm when excited at
488 nm using an argon laser. The results are expressed as the percentage of cells beyond
the threshold of the autofluorescence of the control subjects [29]. In contrast to fluorescence
microscopy, this method does not present the problem of subjectiveness in the evaluation
of the intensity of fluorescence in a possibly small fraction of rapidly fading fluorocytes.

Although high levels of fluorocytes may be detected in various forms of porphyria
using this method, the test should be predominantly used in EPP [30], in which the
symptoms are not as severe and evident as in CEP and HEP. However, the test only
quantifies the percentage of fluorescent erythrocytes and not the actual amount of total
protoporphyrins. Even though the results of cytofluorometry are reported to correlate well
with those of the quantitative HPLC test [31], the absolute quantification of porphyrins is
necessary to establish the diagnosis of EPP. Nonetheless, once the diagnosis is established,
cytofluorometry might prove to be useful in the screening and follow-up of patients.

2.3. Hoesch Test

Rapid tests for detecting the presence of increased PBG in the urine are of great
significance in the early diagnosis of an acute attack of porphyria [32]. Initially, the test
used in this setting was the one developed by Watson and Schwartz in 1941, which was
subsequently modified in 1964 [33,34]. Although this test was termed as a screening
test, it is actually a multistep procedure, and the number of reagents required, the time
consumed for performing the test, and the expertise required for appropriately conducting
and interpreting the test results have limited its use in clinical wards. Therefore, in current
times, this test has been replaced by a simpler and rapid test, which is less prone to
misinterpretation by inexperienced personnel, known as the Hoesch test [35].

In the Hoesch test, two drops of fresh urine are added to 1 mL of Ehrlich’s reagent
(solution of 0.2 g of p-dimethylaminobenzaldehyde (DMAB) in 10 mL of 6M HCl). In the
case of increased PBG in the urine sample, as the urine contacts the reagent, a cherry-red
color develops immediately at the surface of the solution and then throughout the tube
under agitation [36]. The sensitivity of the test is typically 10 mg/L, while the upper normal
limit for urinary PBG is approximately 2.5 mg/L. Therefore, small increases in PBG might
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be missed when using this test, although these are not of practical importance when the test
is being performed for symptomatic patients suspected of having an acute attack, as these
patients present markedly increased levels of urinary PBG in the range of 10 to 20 times
higher than the upper normal value [37].

Moreover, the Hoesch test procedure appears to have higher specificity compared to
the Watson–Schwartz test, as the former does not involve an interfering reaction in the
presence of urobilinogen in patients with liver disease [38]. The other possible sources of
false-positive Ehrlich reactions have not been investigated, and the potential inhibitors
of this reaction have also not been evaluated thus far [39,40]. Using the Hoesch test, it is
possible to detect the presence of high levels of PBG in the urine accurately and rapidly [41].
Moreover, it is reported that Ehrlich’s reagent may be stored in a clear glass container for a
minimum of nine months without a loss of activity [38]. These data confirm the efficacy
and feasibility of this first-line qualitative test in detecting an acute attack in progress.
Nonetheless, further investigative procedures to confirm the diagnosis and identify the
type of porphyria should be performed.

3. Quantitative Confirmatory Tests
3.1. ALA and PBG Determination

The quantification of ALA and PBG forms the first line of laboratory testing for
acute porphyria in the event of potentially life-threatening acute neurovisceral attacks [42].
For decades, the collection of urine samples over a period of 24 h was the rule leading to
a harmful delay of the necessary therapeutic measures. Meanwhile, this procedure has
been replaced by the spot urine sample procedure that is considered to be sufficient to esti-
mate the activity of acute porphyrias and allow for a decision on therapeutic intervention.
To date, in specialized porphyria diagnostic laboratories, ALA and PBG are commonly
quantified after purification, from a spot urine sample, using two commercially available
anion-exchange and cation-exchange columns (ClinEasy® Complete Kit for ALA/PBG in
Urine, Recipe GmbH, Munich, Germany; ALA/PBG by Column Test, Bio-Rad Laboratories,
Hercules, CA, USA). This approach enables the selective purification of ALA and PBG,
which removes the sample matrix, thereby preventing possible interferences from other
compounds [43]. In several certified European laboratories (EPNET), the preferred choice
is the ClinEasy® Complete Kit for ALA/PBG in Urine of Recipe for the quantification of
both ALA and PBG in the urine. Briefly, urine samples are passed through two overlapping
columns—the top column, containing an anion exchange resin, adsorbs PBG, and the
ALA passes through this top column and is subsequently retained by the cation exchange
column at the bottom. The adsorbed PBG is eluted from the top column using acetic
acid and mixed with Ehrlich’s reagent, upon which the solution develops a purple color,
whose intensity is proportional to the amount of the metabolite in the solution. The re-
tained ALA is eluted using sodium acetate, and after derivatization with acetyl-acetone
at 100 ◦C, it is converted into a monopyrrole, which is the measurable form capable of
reacting with Ehrlich’s reagent. The absorbance of both PBG and ALA is measured against
the blank reagent at 533 nm using a UV–VIS spectrophotometer. Metabolite concentra-
tions are calculated through comparison to the appropriate calibrators (Urine Calibrator
Lyophil RECIPE GmbH, Munich, Germany). The results are validated using normal and
pathological controls (ClinChek Urine Control L1, L2, RECIPE GmbH, Munich, Germany)
reconstituted in high purity water and stored in single-dose aliquots at −20 ◦C until used.
The concentration values are expressed as µmol/mmol creatinine. As demonstrated by
Stauch Th and colleagues in 2017, in the occasion of the international congress of por-
phyrins and porphyria in Bordeaux, ALA and PBG are considered over the normal limits if
the concentration values are >5 and >1.5 µmol/mmol creatinine, respectively. A high level
of ALA and a normal level of PBG indicate either the rare ALAD deficiency porphyria
or the more common heavy-metal intoxication and hereditary tyrosinemia type I caused
by the inhibition of ALAD by lead and succinyl-acetone, respectively [44,45]. High levels,
of up to 20–50 times the normal values, of both the metabolites establish the diagnosis
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of an acute attack, while moderate ALA and PBG levels could indicate VP and HCP [6].
The majority of the patients affected by acute porphyria after the symptomatic period may
revert completely, while a few might become clinically asymptomatic along with persistent
moderate increments in the heme precursors.

Over the last few decades, the technique of liquid chromatography-tandem mass spec-
trometry (LC-MS/MS) has been employed in numerous clinical biochemistry applications.
In comparison to traditional methods, LC-MS/MS has major advantages of higher ana-
lytical sensitivity, specificity, and diagnostic reliability. About porphyria, the LC-MS/MS
technique has been applied successfully for the simultaneous quantification of ALA and
PBG in urine and plasma samples [46–49].

Notably, significantly lower levels of urinary ALA and PBG could be measured
using MS-based methods, particularly for healthy individuals, confirming that these meth-
ods have a higher selectivity compared to the colorimetric ones [43]. The difference is
probably due to the presence of contaminant molecules in the urine, which react with
Ehrlich’s reagent. Recently, LC-MS/MS measurements of a large number of healthy sub-
jects established the upper limit of the normal values (ULN) of ALA and PBG as 1.47
and 0.137 µmol/mmol creatinine, respectively [50], and it was reported that during an
acute attack, these values could reach 40 and 55 µmol/mmol creatinine, respectively [48].
Moreover, sample preparation using a solid-phase extraction (SPE) system allows the
detection of concentrations as low as 0.05 µM [49]. Therefore, measurements of porphyrin
precursors in plasma and tissue samples have become achievable. Floderus et al. quantified
the plasma levels of ALA and PBG in 10 asymptomatic AIP patients and reported the mean
concentrations to be 1.7 and 3.1 µmol/L, respectively, which were significantly higher than
those of the healthy subjects (0.38 and <0.12 µmol/L, respectively) [46]. However, during
an acute attack of porphyria, ALA and PBG concentrations may increase dramatically,
up to 13 µmol/L [47].

Since the variation over the time of the plasma concentrations of ALA and PBG is
reported to be highly correlated with urinary concentrations [46], these measurements
may contribute to the monitoring of AIP patients during the course of an acute attack [51],
particularly if the patients are in an anuric state. Plasma ALA and PBG levels could also
be useful in evaluating the safety and the pharmacokinetic effects of the existing or future
therapies in AHP patients [52]. However, not all hospitals are equipped with LC-MS/MS,
restricting this technique to a few specialized centers.

3.2. Measurement of Urine Porphyrins

The differential diagnosis of porphyria relies on the measurements of porphyrins and
relative isomers in urine, feces, and plasma. As plasma porphyrin separation finds a practi-
cal application only in patients with renal failure, this topic is not treated in this review.

Although various methods have been developed for the analysis of urine porphyrins,
reverse-phase high-pressure liquid chromatography coupled with fluorescence detection
(FLD-HPLC) has become the gold standard method for this purpose [53–55]. The success
of this technique is attributed to its capacity to separate the physiologically relevant por-
phyrins as free acids and resolve type I and type III porphyrin isomers simultaneously [56].
Since the fluorescence detection enhances the specificity of the analytic method, matrix
extraction procedures are not required, and acidic urine samples could be directly injected.

Typical chromatographic runs are performed on a C18-bonded silica stationary phase
using a linear gradient elution system from 10% (v/v) acetonitrile in 1M ammonium acetate,
pH 5.16 (phase A) and 10% acetonitrile in methanol (phase B). Porphyrins containing from
two to eight carboxylic groups, including the resolution of type I and type III isomers
could be achieved in less than 30 min. The excitation and emission wavelength ranges
used are usually around 395–420 and 580–620 nm, respectively. Direct standardization
is obtained by comparison to chromatographic runs of a suitable calibration standard
that are now commercially available (RECIPE GmbH, Munich, Germany; Chromsystems
GmbH, Gräfelfing, Germany). The total urine porphyrin measurement is calculated as
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the sum of the chromatographic fractions and the single fractions as relative percentages.
As spot urine samples are commonly used, the results should be normalized on the
creatinine concentration.

In normal subjects, the total porphyrins excretion is found below 35 nmol/mmol crea-
tinine, COPRO predominate on URO, while hepta-, hexa-, and penta-carboxyl porphyrins
are present only in small amounts. Moreover, relative concentrations of COPRO isomer III
are higher than COPRO isomer I.

In porphyric patients, the excretion of urinary porphyrins varies in relation to the
enzymatic defect underlying the particular type of porphyria and with respect to the
disease stage [57]. URO, both type I and type III isomers, and hepta- type III are evidently
raised in PCT and HEP, since the type I isomers of URO and COPRO are detected in
CEP almost exclusively. In acute hepatic porphyrias (AIP, VP, and HCP), porphyrins’
excretion is extremely variable from normal values in the asymptomatic phase to very
high values observed during the acute exacerbation of the disease. In AIP, a pattern of
the marked elevation of URO I and III isomers, along with less pronounced elevations
of COPRO III and I, is detected, while HCP and VP demonstrate a marked elevation of
COPRO III. In EPP, total urine porphyrins are normal; however, abnormal chromatographic
profiles are frequently observed. In particular, higher relative amounts of COPRO I are
commonly observed as a consequence of potential hepatic implications. In fact, increased
levels of porphyrins excretion may also occur in several physio-pathological conditions
including hereditary hyperbilirubinemias, toxic syndromes or liver diseases [58]. Examples
of porphyrins’ pattern of normal and pathological subjects are provided in Figure 3.

Recently, protocols using mass spectrometry (LC-MS/MS) to separate and detect
porphyrins have also been reported to facilitate the clinical diagnosis of porphyria [48].
However, the low prevalence of this equipment in hospitals restricts the application of such
protocols to the identification and characterization of unknown porphyrins in research.

3.3. Analysis of Fecal Porphyrins

Two different systems may be employed for the analysis of fecal porphyrins. First,
the total fecal porphyrins can be quantified using a spectrophotometric [58,59] or fluori-
metric [60] method and then separated by HPLC to obtain porphyrin patterns [61]. Second,
total fecal porphyrins can be calculated as the sum of fractions following HPLC analy-
sis [62]. The former approach is considered more suitable for routine use in clinical analysis,
while the latter is technically more correct and, therefore, allows for quantification with a
higher reliability [63].

In the widely employed method reported by Lockwood et al., porphyrins are ex-
tracted from a small sample of feces in the aqueous acid phase using the solvent parti-
tion [59]. Briefly, 25–50 mg of feces is processed by the sequential addition of 1 mL of
concentrated HCl to dissolve the organic matrix, 3 mL of diethyl ether to eliminate the
contaminants—chlorophylls and carotenoid pigments, and 3 mL of water to avoid any
alteration in protoporphyrin. The hydrochloric acid extract is then analyzed by performing
a spectrophotometric scan between 370 and 430 nm, which includes the Soret region. Af-
ter background signal subtraction, the absorbance measured at the maximum peak is used
for calculating the total porphyrin content. It is also necessary to separately evaluate the
water percentage in the feces sample to report the result as nmol/g dry weight (total fecal
porphyrin normal value < 200 nmol/g dry weight) [59]. Although no commercial reference
material is available, an internal quality control (ICQ) could be prepared from the patient’s
specimens to check the day-to-day reproducibility. The obtained hydrochloric acid extracts
may be directly injected into HPLC systems for subsequent characterization using the same
protocol as the one used for urine porphyrins chromatography. The calibration solution
is prepared by adding appropriate concentrations of meso- and proto-porphyrin to the
urine calibrators.
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Figure 3. Chromatographic profiles of urine porphyrins. The figure shows the patterns of excretion of healthy individuals
(NORMAL) and patients (PCT, HEP, AIP, HCP, VP, CEP, EPP). Fluorescence peaks are identified as uroporphyrin I (1),
uroporphyrin III (2), heptacarboxylic acid porphyrin I (3), heptacarboxylic acid porphyrin III (4), hexacarboxylic acid
porphyrin III (6), pentacarboxylic acid porphyrin I (7), pentacarboxylic acid porphyrin III (8), coproporphyrin I (10),
coproporphyrin III (11).
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The fecal excretion of porphyrins increases in hepatic PCT, HCP, and VP, in ery-
thropoietic CEP and HEP, and sometimes in EPP and XLP. The detection of the specific
patterns of fecal porphyrins allows the differentiation of these enzymatic disorders that
otherwise share similar clinical presentation and overlapping biochemical characteristics.
Feces samples from healthy subjects, as well as from porphyria patients, contain varying
amounts of dicarboxylic porphyrins, particularly deutero-, pempto-, and meso-porphyrins,
in addition to protoporphyrin. These dicarboxylic porphyrins lack a diagnostic relevance,
depending on the gut microflora [64] and even on the diet [65]. Moreover, gastrointestinal
bleeding may interfere with feces analysis, causing an anomalous increase in the levels
of protoporphyrin and the dicarboxylic porphyrins derived from it [66]. Tricarboxylic
porphyrins remain generally undetected, although the presence of harderoporphyrin in
feces [67] played a major role in the identification of a variant of homozygous HCP (hard-
eroporphyria). Uroporphyrin is excreted prevalently in the urine and may be detected in
feces only in trace amounts.

Fecal porphyrins profiles of PCT and HEP are the most complex, with a wide range of
peaks. It is possible to recognize the COPRO I isomer, which always prevails over COPRO
III, although increasing signals corresponding to epta-, esa-, and penta-porphyrins, with the
prevalence of isomer III, are also observed. Since UROD is the enzyme that catalyzes the
sequential decarboxylation of uroporphyrin to coproporphyrin, its activity deficit leads to
the accumulation of all the porphyrin intermediates in PCT. In HEP, the activity of UROD is
severely compromised and the porphyrins containing a higher number of carboxylic groups
are represented more. PCT chromatographic profiles are also characterized by the presence
of isocoproporphyrin and its derived metabolites hydroxy-, keto-, deethyl-, and dehydro-
isocoproporphyrin. These molecules are commonly identified as a diagnostic sign of
symptomatic PCT [64]; nevertheless, diagnoses based on the presence of isocoproporphyrin
in the feces are prone to be erroneous.

The chromatographic profiles of the fecal porphyrins of AIP and ADP patients are sim-
ilar to those of healthy subjects. On the other hand, the fecal porphyrin chromatograms of
HCP patients are easily recognizable by the presence of a prominent peak corresponding to
COPRO III. The peaks for both PROTO and COPRO III are elevated in the chromatographic
profiles of VP patients. In particular conditions, such as hepatitis or drug consumption,
which inhibit the UROD activity, HCP and VP patients may exhibit fecal porphyrin patterns
quite similar to those of PCT patients, including the isocoproporphyrin series. Since the
relative abundance of COPRO III is always higher compared to isomer I in VP and HCP,
while the opposite is true for PCT, the ratio between the coproporphyrin isomers serves
as a suitable diagnostic parameter [68,69]. The fecal porphyrins pattern in CEP contains
an elevated peak corresponding to COPRO I. Finally, the chromatograms of EPP and XLP
patients present an elevated PROTO peak. Examples of the porphyrins pattern of normal
and pathological subjects are provided in Figure 4.



Diagnostics 2021, 11, 1343 11 of 24

Figure 4. Chromatographic profiles of fecal porphyrins. The figure shows the patterns of excretion of
healthy individuals (NORMAL) and patients (PCT, HEP, AIP, HCP, VP, CEP, EPP). Fluorescence peaks
are identified as heptacarboxylic acid porphyrin I (3), heptacarboxylic acid porphyrin III (4), hexacar-
boxylic acid porphyrin I (5), hexacarboxylic acid porphyrin III (6), pentacarboxylic acid porphyrin
I (7), pentacarboxylic acid porphyrin III (8), hydroxyisocoproporphyrin (9), coproporphyrin I (10),
coproporphyrin III (11), deethylisocoproporphyrin (12), isocoproporphyrin and dehydroisocopropor-
phyrin (13), deuteroporphyrin (14), pemptoporphyrin (15), mesoporphyrin (16), protoporphyrin (17).

3.4. Erythrocyte Porphyrins Measurement

Initially, to assay the total erythrocyte porphyrins, fluorometric methods involving the
acid extraction procedure that converted ZnPP to its metal-free form PPIX were used [70].
Later, when it became possible to detect ZnPP in the whole blood samples without prior
acid extraction, hematofluorometry methods were developed for this assessment [71,72].
Finally, the application of high-performance liquid chromatography (HPLC) coupled
with fluorometric detection to separate and quantify unchelated PPIX and ZnPP simul-
taneously commenced [73,74]. A method using derivative variable-angle synchronous
fluorescence (DVASF) for determining PPIX and ZnPP simultaneously in a whole blood
sample, avoiding the spectral compensation factor for PPIX and the chromatographic
separation, has been also reported [75]. A simple, rapid, and specific HPLC method is
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described here. Whole blood samples are collected in vacutainer tubes containing the
anticoagulant K3EDTA and then stored at −20 ◦C in the dark. At the time of analysis,
samples are thawed to room temperature and mixed well, followed by the dilution of
60-microliter aliquots in 200 µL of lysing solution (4% aqueous formic acid) and the ex-
traction of porphyrins using 900 µL of acetone. An aliquot of the extracted porphyrins is
injected directly into the HPLC system, using a Chromsystem C-18 column (Chromsystems
GmbH, Gräfelfing, Germany) for chromatographic separations. ZnPP and PPIX are eluted
in isocratic conditions (90% methanol in an aqueous 1% acetic acid solution) at 42 ◦C and
subsequently detected using fluorescence excitation/emission wavelengths of 400/620 nm
(1–7 min) and 387/633 nm (7–15 min), respectively. In order to quantify PPIX and ZnPP,
homemade calibration curves are used, and the analytes are observed to be linear in the
concentration ranges of 1.5–50 and 2–100 µg/dL, respectively. The results are reported as
the sum of the PPIX and ZnPP peaks, and the concentrations in the blood are expressed as
both µg/g Hb and relative percentage of each porphyrin. The normal level for the sum
is <3 µg/g Hb and the normal percentage ranges are ZnPP 80–90% and PPIX 10–20%.
Erythrocyte porphyrins are abnormally increased in EPP, XLP, CEP, and HEP, although the
percentage of each porphyrin differs among these disorders, as described in Table 2. It is
noteworthy that elevated erythrocyte protopophyrins along with normal ZnPP support the
diagnosis of the classical form of EPP, while an elevation in both components with balanced
percentages occurs in the XLP. High levels of erythrocyte porphyrins also occur in the case
of exposure to lead from both environmental and occupational conditions [76], in iron
deficiency [77], as well as in sideroblastic anemia, all of which are conditions associated
with elevated Zn PP. In CEP and HEP, the predominant porphyrins may be uroporphyrins
or ZnPP, depending on the phenotype expression.

Table 2. Levels of erythrocyte porphyrins in blood samples of normal and pathological subjects
expressed as total concentrations (µg/g Hb) and relative percentage of ZPP and PP-IX.

Porphyrins Unit Normal Subjects
Porphyrias

EPP XLP

Total µg/g Hb <3 >3
ZPP

%
85–100% 10–15% 20–40%

PP-IX <15% 85–90% 60–80%

4. Enzymatic Assays

Enzyme deficiencies leading to porphyrias are detectable in tissue samples, such as
comprising the liver tissue, white blood cells, lymphoblasts, and cultured fibroblasts, al-
though this detection requires the use of invasive techniques to obtain sufficient amounts
of samples from the patients [78]. In this context, enzymatic assays, conducted using tissue
samples, play only a minor role in the routine diagnosis and management of porphyrias
and remain limited to research procedures [79]. This is the case of mitochondrial enzymes,
such as ALAS1, CPOX, PPOX, and FECH, which require Epstein–Barr virus-immortalized
lymphoblastoid cell lines to dose their activities or HPLC assays to increase the sensitiv-
ity [80–84]. On the other hand, the quantification of porphyrins in body fluids is feasible
and the preferred choice for the differential diagnosis of porphyrias. Four cytosolic en-
zymes, namely, ALAD, PBGD, UROD, and UROS, are easy to detect in the erythrocytes and,
subsequently, recoverable in quantities sufficient for dosing. However, in the diagnostic
procedure, only the first two of these four enzymes are commonly used. Although UROD
activity is useful for differentiating the sporadic and familial cases of PCT, its results are
technically demanding [85]. Therefore, a diagnostic model that includes the clinical and
biochemical data of patients, such as sex, age at the time of diagnosis, other family mem-
bers having overt PCT, uro-/hepta-porphyrin ratio, ferritin-glutamyltransferase, alanine
aminotransferase, alcohol consumption, and hepatic viral infections, is preferred in clinical
practice [86,87]. Moreover, due to the rarity of CEP patients worldwide, the possibility of
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diagnosing CEP using other biochemical assays, and the severity of the symptoms of CEP,
the UROS enzymatic activity-based assay is of little utility in the diagnosis of porphyria.

4.1. ALAD Enzyme Activity

Delta-aminolevulinic acid-dehydrase (ALAD) is the second enzyme of the heme
biosynthesis pathway, which catalyzes the biosynthesis of PBG via the condensation of
two molecules of ALA. An ALAD-based assay is conducted on erythrocytes and involves
the reaction of its enzymatic product PBG with Ehrlich’s reagent to obtain a derivative
compound that is detectable calorimetrically [88,89]. A coupled enzyme assay has also
been described in which hydroxymethylbilane (HMB) is produced by the action of the
downstream enzyme porphobilinogen deaminase (PBGD) using PBG, the product of the
ALAD reaction, as the substrate [90]. HMB spontaneously cyclizes to uroporphyrinogen
I and is detectable in spectrofluorometry as oxidized uroporphyrin I. Recently, tandem
mass spectrometry was applied to the ALAD assay [91]. The incubation of red blood cells
(RBC) lysate with ALA was followed by the quantitative in situ conversion of PBG into its
butyramide and the extraction of the derivative product into a mass spectrometer-friendly
liquid solvent. The extracted product was quantified by employing electrospray ionization
tandem mass spectrometry, using a deuterium-labeled internal standard.

The quantification of the ALAD activity must performed within 24 h from the with-
drawal of blood, as ALAD is quite unstable at 4 ◦C and deteriorates rapidly even at
−20 ◦C [79]. For the determination of ALAD activity, 200 µL of Na-heparin anticoagulated
blood is diluted to 1.5 mL using dH2O to obtain a crude (1:7.5 v/v) lysate, which is then
incubated at 37 ◦C for 5 min. One mL of 50 mM aminolevulinic acid in 0.1 M sodium
phosphate buffer (pH 6.4) is added to this lysate and the reaction mix is incubated at 37 ◦C
for 1 h. A blank control tube is prepared, which contains 1 mL of 0.1 M sodium phosphate
buffer alone. The reaction is terminated by adding 1 mL of 20% trichloroacetic acid contain-
ing 2.5% HgCl2, followed by centrifugation at 2500 rpm for 15 min. One volume of Erlich’s
reagent is added to each of the supernatants obtained after the centrifugation of blank
and sample reaction mixtures, and then absorbance at 555 nm is measured in a UV–VIS
spectrophotometer. The PBG, produced at the end of the ALAD reaction, is quantified
using an extinction coefficient of 62 cm2/mmol. The enzyme activity is expressed as nmol
PBG/h/mL RBC. The normal level of the ALAD activity is >20 nmol PBG/h/mL RBC.

The inhibition of the ALAD activity and variation in the concentrations of certain heme
biosynthesis intermediates (ALA in the urine, blood, or plasma; COPRO the urine; ZnPP in
the blood) are also biomarkers of the early effects of toxic heavy metals, such as lead and
mercury, in the bone marrow and the nervous system [92,93]. Furthermore, a severe ALAD
deficiency (<10 nmol PBG/h/mL RBC) caused by homozygous or compound heterozygous
genetic defects in the ALAD gene is responsible for the extremely rare ALAD deficiency
porphyria (ADP) [94].

4.2. PBGD Enzyme Activity

Porphobilinogen deaminase (PBGD) is the third enzyme in the heme biosynthesis path-
way and catalyzes the biosynthesis of the linear pyrrole HMB by the condensation of four
molecules of the pyrrole PBG. Subsequently, HMB is acted upon by UROS and converted
to uroporphyrinogen III, which is easily detectable. Erythrocyte PBGD is usually mea-
sured through spectrofluorometric methods using PBG as the substrate [78,95,96]. Recently,
an assay based on tandem mass spectrometry was reported for this purpose [97]. Thus far,
there is no international standardization established for the assessment of PBGD activity.
However, Puy et al. (1997) described a practical and reliable method to measure the activity
of the PBGD enzyme [95]. In this method, RBCs obtained from EDTA-anticoagulated blood
are lysed by adding 10 volumes of 0.1 M of TRIS-HCl buffer (pH 8.0) containing 0.2% Triton
X-100, followed by the measurement of the Hb concentration using the standard cyan-
methemoglobin method. An aliquot of 25 µL of the RBC lysate is mixed with 200 µL of
Tris-HCL buffer and 25 µL of 1 mM PBG (substrate of the reaction). After incubation in the
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dark for 60 min at 37 ◦C, the reaction is terminated by adding 1 mL of 10% trichloroacetic
acid. The mix is then centrifuged at 10,000× g for 5 min, and the fluorescence emission of
the resultant supernatant is measured at the excitation and emission wavelengths of 405
and 655, respectively. Enzyme activity is expressed as pmol URO/h/g Hb. PBGD activity
in healthy subjects ranges between 75 and 170 pmol URO/h/g Hb.

The application of this assay, which is available in several specialized laboratories,
would contribute to the identification of patients suspected with AIP and of asymptomatic
AIP carriers in family studies. In the commonly occurring Type I AIP, up to 50% of enzyme
deficiency is observed in erythroid and hepatic tissues. On the other hand, in AIP Type II,
which is a sub-variant of AIP that occurs in approximately 5% of all AIP cases, a diminished
enzyme activity is detectable only in the non-erythroid tissues, while the enzyme activity
in erythrocytes is normal [98,99]. Slight reductions in activity could also be observed in
HCP and VP patients, likely due to the negative allosteric effects exerted by proto- and
coproporphyrinogen on PBGD [100]. Recently, an improved PBGD activity assay has been
also reported [101].

5. Genetic Testing
5.1. DNA Sequence Analysis

DNA analysis is considered the “gold standard” method for the diagnosis of genetic
disorders. Various molecular approaches, such as Restriction Fragment Length Polymor-
phism (RFLP), Single Strand Conformation Polymorphism (SSCP), Denaturing Gradient
Gel Electrophoresis (DGGE), and Denaturing High-Performance Liquid Chromatography
(DHPLC), have been employed in previous years to assist the diagnosis of different forms
of porphyria. However, owing to the remarkable molecular genetic heterogeneity, Sanger
direct sequencing is the preferred method nowadays [102].

Although no germline mutations in the ALAS1 gene are known to cause porphyria,
ten different genes have been associated with the eight forms of porphyria [103]. Therefore,
prior to requesting the DNA analysis, it is recommended to perform biochemical testing and
provide all the data available regarding the major clinical characteristics and the primary
sites of accumulation of porphyrins to define which of the genes to analyze. Moreover,
multiple modes of inheritance are reported for these disorders, which renders it important
to establish the number of mutations one expects to detect.

Three of the different forms of porphyria (AIP, HCP, and VP) are autosomal dominant
disorders with a low clinical penetrance that is estimated to be approximately 1% of all
mutation carriers [104,105]. However, extremely rare and severe cases of homozygous
dominant forms of AIP [106], HCP [107], and VP [108] are also reported. The other three
forms of porphyria (ADP, CEP, and EPP) are autosomal recessive conditions [109], although
X-linked inheritance is also reported in the cases carrying GATA1 and ALAS2 mutations,
which are responsible for CEP [110,111] and XLP [112,113], respectively. The remaining
form of porphyria, known as familial porphyria cutanea tarda (Type 2), which is clinically
indistinguishable from its sporadic Type 1 subtype, is inherited either as an autosomal
dominant (fPCT) or as autosomal recessive (HEP) trait [114] (Table 3).

In order to identify the genetic defect causing porphyria, different protocols based on
the use of different specific primer pairs targeting single exons containing relative splicing
junctions and the 5′ end of the genes encoding the enzymes of the heme biosynthesis path-
way have been developed and used worldwide in Sanger sequencing [115–117]. In brief,
genomic DNA is extracted from peripheral blood leucocytes or epithelial cells using a
buccal swab, by following the standard manual protocols involving saline solutions or
automatic systems involving magnetic beads. The amount and the quality of DNA are
evaluated spectrophotometrically and spectrofluorimetrically, respectively, and the regions
of interest are amplified using the polymerase chain reaction (PCR). The amplified products
are purified using any of the available systems based on filtration and, subsequently, se-
quenced using the BigDye Terminator sequencing kit. The obtained fragments are purified
and then resolved on an Automatic Genetic Analyzer (Thermo Fisher Scientific, Waltham,
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MA, USA). The sequences are analyzed using specific software. The sequence variants,
including small insertion and deletion, are detected using standard alignment-based vari-
ant calling methods against reference sequences. Finally, each of the identified variants is
sequenced again independently.

Table 3. List of genes causative of porphyria. AD, autosomal dominant; AR, autosomal recessive; XL, X-linked inheritance;
ERY erythroid-specific; UBI ubiquitous.

Porphyria OMIM Inheritance Gene Chr. kb RefSeq Exons Isoforms

XLP 300752 XL ALAS2 Xp11.21 22 NM_000032.4 11 Ery
ADP 612740 AR ALAD 9q32 15 NM_000031.5 13 Ubi/Ery
AIP 176000 AD HMBS 11q23.3 9 NM_000190.3 15 Ubi/Ery
CEP 263700 AR UROS 10q26.2 38 NM_000375.2 10 Ubi/Ery

CEP/XLTT 314050 XL GATA1 Xp11.23 8 NM_002049.4 6 Ubi
PCT/HEP 176100 AD/AR UROD 1p34.1 3 NM_000374.4 10 Ubi

HCP 121300 AD CPOX 3q11.2 14 NM_000097.5 7 Ubi
VP 176200 AD PPOX 1q23.3 5 NM_000309.3 13 Ubi
EPP 177000 AR FECH 18q21.31 42 NM_000140.3 11 Ubi
EPP2 618015 AD CLPX 15q22.31 37 NM_006660.5 14 Ubi

A large number of disease-specific pathogenic variants, including both the loss-of-
function (LOF) and the gain-of-function (GOF) mutations, have been identified in porphyria.
Most of these variants are restricted to one or a few families, [118,119], while a few others
have become widely distributed within a discrete population via founder effects [120–124].
A regularly updated list of identified mutations is available in the Human Gene Mutation
Database (HGMD). However, not all the variants reported as disease-causing variants are
supported by sufficient evidence in favor of their pathogenicity, and no public database
documents the probable pathogenicity of these newly identified variants in the heme
biosynthesis genes.

Therefore, an international collaborative project involving a team of porphyria diag-
nostic experts is establishing an online database that would collate biochemical and clinical
evidence validating the pathogenicity of the already published and the newly identified
variants causing different forms of porphyria [125]. Elevated levels of porphyrins and
porphyrin precursors in the plasma, erythrocytes, urine, or feces are critical in determining
the role of a novel mutation in causing the disease. The pathogenicity of a novel mutation
may also be supported by in vivo reduced enzyme activity, in vitro expression studies,
and the frequency of the mutation in the exome and genome databases, which would
indicate that the mutation is common and, therefore, benign.

In conclusion, the genetic testing approach is the most accurate and reliable among
the methods available for the diagnostic confirmation of a specific form of porphyria in
symptomatic patients. Once a specific gene mutation is detected, other family members
may also be tested to identify the at-risk asymptomatic carriers who require counseling
to avoid symptoms or minimize disease complications. Although most mutations are
identified in the coding regions, canonical splicing sites, or promoter regions of the genes
causing porphyria, there is significant molecular genetic heterogeneity, due to which Sanger
sequencing may not always be conclusive.

5.2. Multiplex Ligation-Dependent Probe Amplification (MLPA)

Intragenic deletions of the size of a few kilobases, which affect a single or several exons
of the heme genes, may be missed when using routine DNA sequence analysis. Only a
quantitative DNA analysis would be able to determine whether the PCR products are
derived from a single copy of the gene or the normal two. Gene dosage analysis was first
reported in regard to porphyria for identifying the deletions in the FECH gene [126,127].
This approach was designed to simultaneously amplify several exons of the target gene
and two exons of the control genes using multiplex PCR and different fluorescent label
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primer pairs. The advent and the spread of the multiplex ligation-dependent probe am-
plification (MLPA) technique enabled the amplification and analysis of up to four genes
simultaneously [128].

This method is based on the hybridization and ligation of two adjacently annealing
oligonucleotides to form a probe specific for each target region to be analyzed. Each oligonu-
cleotide pair (probe) is designed to contain common end sequences, which implies that
all probes could be simultaneously amplified using one universal primer pair, thereby
overcoming the low efficiency issue of standard multiplex PCR. Chemically synthesized
MLPA probe sets, designed according to the recommendations of Stern et al. [129] and
tested for each heme gene and their flanking regions, are reported for the quantification of
single genes separately [130]. Thus far, two MLPA kits (P411 and P412), which use probes
generated by cloning into specially developed M13 vectors, are available commercially for
quantifying three (ALAD, HMBS, PPOX) and four (CPOX, UROS, UROD, FECH) genes
simultaneously. Regardless of the type of probe used, the MLPA reactions are performed
using an initial amount of 100 ng of genomic DNA and the reagents and recommendations
of the EK1 MLPA reagent kit (MRC-Holland, Amsterdam, The Netherlands), being careful
which universal primers to use.

The PCR products are separated easily based on their size by performing capillary elec-
trophoresis on a Genetic Analyzer (Applied Biosystems, Warrington, UK). The trace data
are analyzed and then quantified using Gene Mapper (Applied Biosystems) or Coffalyser
(MRC-Holland) software. In both cases, after intra-sample and inter-sample normalization,
a dosage quotient (DQ) value is obtained.

A locus with a double copy would result in a theoretical value of 1.0 (v.n. 0.80–1.20),
while a locus with a deletion would result in a value of 0.5 (0.4–0.65). Deletions represent
an important cause of human diseases and account for 5.6% of all mutations reported
in the human gene mutation database (www.hgmd.cf.ac.uk, accessed on 1 July 2021).
Approximately twenty large deletions (size > 0.5 kb) are reported in the heme genes,
with the highest frequency in the HMBS [131–134] and FECH genes [127,135–138], followed
by UROD [139,140], CPOX [141], PPOX [142], and UROS [143]. These data confirm that
the heme genes are prone to such rearrangements and that MLPA is an optimal tool
for detecting a single exon or long sequence deletion, thereby complementing the DNA
sequence analysis.

5.3. Next-Generation Sequencing (NGS)

While DNA sequencing and MLPA of the genes in the heme biosynthesis pathway al-
lows for the identification of the disease-causing mutations in almost all porphyria patients,
the nature of the primary genetic defects in a few patients with clinical and biochemi-
cal symptoms might remain undetected. The reported sensitivities for the mutational
analysis in different forms of porphyria are as follows: AIP, 98.1% (95.6–99.2%); HCP,
96.9% (84.3–99.5%); VP, 100% (95.7–100%); EPP 93.9% (89.4–96.6%); fPCT > 95%; and CEP,
approximately 75% [144]. The mutations that are present deep within the introns of the
heme genes, or those underlying the primer sequences or in other genes that are unknown
might explain the loss of sensitivity in certain types of porphyria.

The roles of ALAS2, GATA1, and CLPX genes in the pathogenesis of porphyria have
been identified [145,146]. This strongly suggests that future studies involving NGS via ex-
ome or whole-genome sequencing may identify other heme transport and/or degradation
genes, which could add to the understanding of the pathophysiology of porphyria and
enable the identification of novel targets for porphyria treatment. Recently, a methylation-
dependent deep intronic pathogenetic variant was reported to cause EPP [147], suggesting
that the non-coding variants detected in clinical genetic screenings should also be evaluated,
particularly in the case of symptomatic patients.

However, currently, NGS analysis is being used predominantly for research rather
than for diagnosis. Only one study introducing NGS into the diagnosis of porphyria is
reported, which involves the validation of a panel, including the entire coding sequences
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and the exon-intron junctions of the ALAS1, HMBS, CPOX, and PPOX genes [148]. How-
ever, a 100% coverage was reported only for the HMBS gene, with the loss of coverage
for certain exons of the CPOX and PPOX genes and a 97% accordance between NGS and
Sanger sequencing due to a low percentage of reads (average read-depth) from the inser-
tion/duplication mutant allele. Although the efficiency may be improved by using other
panel designs involving a capture rather than the amplicon approach, the cost-effectiveness
of an NGS approach for the diagnosis of porphyria in a routine diagnostic laboratory
requires further assessment. Moreover, the absence of a public database containing verified
pathogenic variants causing porphyria further reinforces that only disease-specific experts
would be able to decipher the results of an NGS analysis.

6. European Specialist Porphyria Laboratories

The European Porphyria Initiative (EPI), a collaborative network of porphyria centers
formed in 2001, evolved in 2007 into the European Porphyria Network (EPNET), where par-
ticipating centers are required to adhere to agreed quality criteria in order to be classified
as specialists in porphyria. The EPNET has also established external quality assessment
schemes (EQAS) for laboratory tests starting in 2008. These schemes cover diagnostic strate-
gies, analytical laboratory performances, clinical interpretation, and reporting of results
contributing to the improvement of the services offered for the diagnosis of porphyria.
EQAS participation is essential for providing quality laboratory diagnostic services and is
required for the laboratory accreditation of specialist porphyria centers [149,150].

7. Conclusions

Several laboratory tests enabling a precise diagnosis of porphyria are currently avail-
able. Simple and inexpensive qualitative screening tests generate valuable information in
emergencies, such as an acute attack requiring hospitalization in the cases of ADP, AIP, VP,
and HCP or neonatal hemolytic anemia in the cases of CEP and HEP. These tests are useful
in all situations in which a rapid diagnosis of porphyria is essential to enable subsequent
specific treatments to be commenced as soon as possible and, thus, prevent complications.
The quantitative determination of ALA and PBG is important for confirming a suspected
attack of acute porphyria, while the other quantitative confirmatory tests play a central role
in the precise evaluation of symptomatic patients suspected with any of the different forms
of porphyria. Asymptomatic mutation carriers are rarely detected in the measurement of
urinary, fecal, and erythrocytes porphyrins, which often demonstrate a high variability and
could be just slightly elevated or even within normal limits in the phases between acute at-
tacks. However, the identification of pre-symptomatic carriers is crucial to decrease the risk
of overt disease, prevent the long-term hepatic complications of acute porphyrias, and offer
genetic counseling for the more severe forms of porphyria. The measurement of enzymatic
activities, when possible, allows this issue to be overcome. However, these measurements
are somewhat imprecise, as there is a certain overlap among the values measured in pa-
tients, the values measured in clinically unaffected gene carriers, and those measured in
normal control individuals, thereby rendering the measurement results inconclusive in
several instances. In the era of molecular diagnosis, for family screenings, DNA genetic
testing remains the preferred method. The routine application of Sanger sequencing and
MLPA of the genes that are defective and causing the porphyria is also crucial for the
clinicians to obtain the most precise confirmation of a presumptive diagnosis in the index
patient of a family. The advent of next-generation sequencing techniques has also enabled
molecular biologists to develop a greater understanding of the genes associated with por-
phyria phenotypes and their functions. However, the possibility of identifying the variants
of uncertain significance and the existence of variants missed in the NGS analysis must also
be considered. In conclusion, only complementary diagnostic strategies described in the
present report are expected to provide the most precise diagnosis of porphyria (Figure 5).



Diagnostics 2021, 11, 1343 18 of 24

Figure 5. Laboratory diagnostic strategy. The scheme summarizes the appropriate diagnostic testing to prescribe for each
form of porphyria. The striped boxes represent the tests that are not mandatory to prescribe before starting a therapy.
In particular, fecal porphyrins and DNA analysis could be avoided during acute attack if other tests are positive and they
can be postponed to the phases of latency. Of note, in the sporadic form of PCT, no mutation is expected to be found in
UROD gene.

Author Contributions: The authors are members of Italian Group of Porphyria (GrIP) that, by ac-
commodating and interconnecting expert activities across Italy, facilitates the best practice in the
diagnosis and treatment of porphyria and promotes research in the field. Conceptualization, E.D.P.;
writing—original draft preparation, E.D.P., M.D.C., M.S. and D.T.; reviewing and editing, E.D.P.,
A.M.N., S.M. and S.F.; visualization, R.M. and F.G.; supervision, A.T. and S.F. All authors have read
and agreed to the published version of the manuscript.

Funding: This research received no external funding.

Institutional Review Board Statement: Not applicable.

Informed Consent Statement: Not applicable.

Acknowledgments: The authors are grateful to all patients and their families who donate samples
for fundamental and clinical research in order to improve knowledge of pathophysiology of these
rare diseases. We also thank Luigi Flaminio Ghilardini for graphic assistance.

Conflicts of Interest: The authors declare no conflict of interest.

References
1. Balwani, M.; Desnick, R.J. The porphyrias: Advances in Diagnosis and Treatment. Blood 2012, 120, 4496–4504. [CrossRef]
2. Besur, S.; Hou, W.; Schmeltzer, P.; Bonkovsky, H.L. Clinically Important Features of Porphyrin and Heme Metabolism and the

Porphyrias. Metabolites 2014, 4, 977–1006. [CrossRef] [PubMed]
3. Stolzel, U.; Doss, M.O.; Schuppan, D. Clinical Guide and Update on Porphyrias. Gastroenterology 2019, 157, 365–381. [CrossRef]
4. Sassa, S. Modern Diagnosis and Management of the Porphyrias. Br. J. Haematol. 2006, 135, 281–292. [CrossRef]
5. Wang, B.; Rudnick, S.; Cengia, B.; Bonkovsky, H.L. Acute Hepatic Porphyrias: Review and Recent Progress. Hepatol. Commun.

2019, 3, 193–206. [CrossRef] [PubMed]
6. Puy, H.; Gouya, L.; Deybach, J.C. Porphyrias. Lancet 2010, 375, 924–937. [CrossRef]
7. Linenberger, M.; Fertrin, K.Y. Updates on the Diagnosis and Management of the Most Common Hereditary Porphyrias: AIP and

EPP. Hematol. Am. Soc. Hematol. Educ. Program 2020, 2020, 400–410. [CrossRef] [PubMed]
8. Karim, Z.; Lyoumi, S.; Nicolas, G.; Deybach, J.C.; Gouya, L.; Puy, H. Porphyrias: A 2015 Update. Clin. Res. Hepatol. Gastroenterol.

2015, 39, 412–425. [CrossRef]
9. Bissell, D.M.; Anderson, K.; Bonkovsky, H.L. Porphyria. N. Engl. J. Med. 2017, 377, 862–872. [CrossRef]
10. Woolf, J.; Marsden, J.T.; Degg, T.; Whatley, S.; Reed, P.; Brazil, N.; Stewart, M.F.; Badminton, M. Best Practice Guidelines on

First-Line Laboratory Testing for Porphyria. Ann. Clin. Biochem. 2017, 54, 188–198. [CrossRef]
11. Ventura, P.; Cappellini, M.D.; Biolcati, G.; Guida, C.C.; Rocchi, E. A Challenging Diagnosis for Potential Fatal Diseases: Rec-

Ommendations for Diagnosing Acute Porphyrias. Eur. J. Intern. Med. 2014, 25, 497–505. [CrossRef] [PubMed]
12. Poblete-Gutiérrez, P.; Wiederholt, T.; Merk, H.F.; Frank, J. The Porphyrias: Clinical Presentation, Diagnosis and Treatment. Eur. J.

Dermatol. 2006, 16, 230–240. [PubMed]

http://doi.org/10.1182/blood-2012-05-423186
http://doi.org/10.3390/metabo4040977
http://www.ncbi.nlm.nih.gov/pubmed/25372274
http://doi.org/10.1053/j.gastro.2019.04.050
http://doi.org/10.1111/j.1365-2141.2006.06289.x
http://doi.org/10.1002/hep4.1297
http://www.ncbi.nlm.nih.gov/pubmed/30766957
http://doi.org/10.1016/S0140-6736(09)61925-5
http://doi.org/10.1182/hematology.2020000124
http://www.ncbi.nlm.nih.gov/pubmed/33275677
http://doi.org/10.1016/j.clinre.2015.05.009
http://doi.org/10.1056/NEJMra1608634
http://doi.org/10.1177/0004563216667965
http://doi.org/10.1016/j.ejim.2014.03.011
http://www.ncbi.nlm.nih.gov/pubmed/24809927
http://www.ncbi.nlm.nih.gov/pubmed/16709484


Diagnostics 2021, 11, 1343 19 of 24

13. Poh-Fitzpatrick, M.B.; Lamola, A.A. Direct Spectrofluorometry of Diluted Erythrocytes and Plasma: A Rapid Diagnostic Method
in Primary and Secondary Porphyrinemias. J. Lab. Clin. Med. 1976, 87, 362–370. [PubMed]

14. Di Pierro, E.; Ventura, P.; Brancaleoni, V.; Moriondo, V.; Marchini, S.; Tavazzi, D.; Nascimbeni, F.; Ferrari, M.C.; Rocchi, E.;
Cappellini, M.D. Clinical, Biochemical and Genetic Characteristics of Variegate Porphyria in Italy. Cell. Mol. Biol. 2009, 55, 79–88.

15. Poh-Fitzpatrick, M.B. A Plasma Porphyrin Fluorescence Marker for Variegate Porphyria. Arch. Dermatol. 1980, 116, 543–547.
[CrossRef] [PubMed]

16. Chularojanamontri, L.; Tuchinda, C.; Srisawat, C.; Neungton, N.; Junnu, S.; Kanyok, S. Utility of Plasma Fluorometric Emission
Scanning for Diagnosis of the First 2 Cases Reports of Variegate Porphyria: A Very Rare Type of Porphyrias in Thai. J. Med. Assoc.
Thai. 2008, 91, 1915–1919.

17. Enriquez De, S.R.; Sepulveda, P.; Moran, M.J.; Santos, J.L.; Fontanellas, A.; Hernandez, A. Clinical Utility of Fluorometric Scanning
of Plasma Porphyrins for the Diagnosis and Typing of Porphyrias. Clin. Exp. Dermatol. 1993, 18, 128–130. [CrossRef]

18. Hift, R.J.; Meissner, D.; Meissner, P.N. A Systematic Study of the Clinical and Biochemical Expression of Variegate Porphyria in a
Large South African Family. Br. J. Dermatol. 2004, 151, 465–471. [CrossRef]

19. Da Silva, V.; Simonin, S.; Deybach, J.C.; Puy, H.; Nordmann, Y. Variegate Porphyria: Diagnostic Value of Fluorometric Scanning of
Plasma Porphyrins. Clin. Chim. Acta 1995, 238, 163–168. [CrossRef]

20. Sies, C.W.; Davidson, J.S.; Florkowski, C.M.; Johnson, R.N.; Potter, H.C.; Woollard, G.A.; George, P.M. Plasma Fluorescence
Scanning Did Not Detect Latent Variegate Porphyria in Nine Patients with Non-p.R59W Mutations. Pathology 2005, 37, 324–326.
[CrossRef]

21. Zaider, E.; Bickers, D.R. Clinical Laboratory Methods for Diagnosis of the Porphyrias. Clin. Dermatol. 1998, 16, 277–293. [CrossRef]
22. Osipowicz, K.; Kalinska-Bienias, A.; Kowalewski, C.; Wozniak, K. Development of Bullous Pemphigoid during the Haemodialysis

of a Young Man: Case Report and Literature Survey. Int. Wound J. 2017, 14, 288–292. [CrossRef]
23. Bergler-Czop, B.; Brzezinska-Wcislo, L. Pseudoporphyria Induced by Hemodialysis. Adv. Dermatol. Allergol. 2014, 31, 53–55.

[CrossRef]
24. Handler, N.S.; Handler, M.Z.; Stephany, M.P.; Handler, G.A.; Schwartz, R.A. Porphyria Cutanea Tarda: An Intriguing Genetic

Disease and Marker. Int. J. Dermatol. 2017, 56, e106–e117. [CrossRef]
25. Deacon, A.C.; Elder, G.H. ACP Best Practice No 165: Front Line Tests for the Investigation of Suspected Porphyria. J. Clin. Pathol.

2001, 54, 500–507. [CrossRef]
26. Rimington, C. Cripps Dj: Biochemical and Fluorescence-Microscopy Screening-Tests for Erythropoietic Protoporphyria. Lancet

1965, 1, 624–626. [CrossRef]
27. Lau, K.C.; Lam, C.W. Automated Imaging of Circulating Fluorocytes for the Diagnosis of Erythropoietic Protoporphyria: A Pilot

Study for Population Screening. J. Med. Screen. 2008, 15, 199–203. [CrossRef]
28. Piomelli, S.; Lamola, A.A.; Poh-Fitzpatrick, M.F.; Seaman, C.; Harber, L.C. Erythropoietic Protoporphyria and Lead Intoxication:

The Molecular Basis for Difference in Cutaneous Photosensitivity. I. Different Rates of Disappearance of Protoporphyrin from the
Erythrocytes, Both In Vivo and In Vitro. J. Clin. Investig. 1975, 56, 1519–1527. [CrossRef]

29. Cordiali, F.P.; Macri, A.; Trento, E.; D’Agosto, G.; Griso, D.; Biolcati, F.; Ameglio, F. Flow Cytometric Analysis of Fluorocytes in
Patients with Erythropoietic Porphyria. Eur. J. Histochem. 1997, 41 (Suppl. 2), 9–10.

30. Brun, A.; Steen, H.B.; Sandberg, S. Erythropoietic Protoporphyria: A Quantitative Determination of Erythrocyte Protoporphyrin
in Individual Cells by Flow Cytometry. Scand. J. Clin. Lab. Investig. 1988, 48, 261–267. [CrossRef] [PubMed]

31. Schleiffenbaum, B.E.; Minder, E.I.; Mohr, P.; Decurtins, M.; Schaffner, A. Cytofluorometry as a Diagnosis of Protoporphyria.
Gastroenterology 1992, 102, 1044–1048. [CrossRef]

32. Anderson, K.E.; Lobo, R.; Salazar, D.; Schloetter, M.; Spitzer, G.; White, A.L.; Young, R.M.; Bonkovsky, H.L.; Frank, E.L.; Mora,
J.; et al. Biochemical Diagnosis of Acute Hepatic Porphyria: Updated Expert Recommendations for Primary Care Physicians. Am.
J. Med. Sci. 2021. [CrossRef]

33. Watson, C.J.; Schwartz, S. A Simple Test for Urinary Porphobilinogen. Exp. Biol. Med. 1941, 47, 393. [CrossRef]
34. Watson, C.J.; Taddeini, L.; Bossenmaier, I. Present Status of the Ehrlich Aldehyde Reaction for Urinary Porphobilinogen. Jama

1964, 190, 501–504. [CrossRef]
35. With, T. K: Screening Test for Acute Porphyria. Lancet 1970, 2, 1187–1188. [CrossRef]
36. Bonkovsky, H.L.; Barnard, G.F. Diagnosis of Porphyric Syndromes: A Practical Approach in the Era of Molecular Biology. Semin.

Liver Dis. 1998, 18, 57–65. [CrossRef]
37. Calvo De Mora Almazán, M.; Acuña, M.; Garrido-Astray, C.; Arcos Pulido, B.; Gómez-Abecia, S.; Chicot Llano, M.; González

Parra, E.; Gracia Iguacel, C.; Alonso Alonso, P.P.; Egido, J.; et al. Acute Porphyria in an Intensive Care unit. Emergencias 2012,
24, 454–458.

38. Lamon, J.; With, T.K.; Redeker, A.G. The Hoesch Test: Bedside Screening for Urinary Porphobilinogen in Patients with Suspected
Porphyria. Clin. Chem. 1974, 20, 1438–1440. [CrossRef]

39. McEwen, J.; Paterson, C. Drugs and False-Positive Screening Tests for Porphyria. Br. Med. J. 1972, 1, 421. [CrossRef] [PubMed]
40. Taddeini, L.; Kay, I.T.; Watson, C.J. Inhibition of the Ehrlich’s Reaction of Porphobilinogen by Indican and Related Compounds.

Clin. Chim. Acta 1962, 7, 890–891. [CrossRef]
41. Castelbón Fernández, F.J.; Solares Fernandez, I.; Arranz Canales, E.; Enríquez De Salamanca, R.; Morales Conejo, M. Protocol for

Patients with Suspected Acute Porphyria. Rev. Clin. Esp. 2020, 220, 592–596. [CrossRef]

http://www.ncbi.nlm.nih.gov/pubmed/1245797
http://doi.org/10.1001/archderm.1980.01640290053010
http://www.ncbi.nlm.nih.gov/pubmed/7377785
http://doi.org/10.1111/j.1365-2230.1993.tb00992.x
http://doi.org/10.1111/j.1365-2133.2004.06120.x
http://doi.org/10.1016/0009-8981(95)06085-R
http://doi.org/10.1080/00313020500169602
http://doi.org/10.1016/S0738-081X(97)00207-1
http://doi.org/10.1111/iwj.12670
http://doi.org/10.5114/pdia.2014.40662
http://doi.org/10.1111/ijd.13580
http://doi.org/10.1136/jcp.54.7.500
http://doi.org/10.1016/S0140-6736(65)91714-9
http://doi.org/10.1258/jms.2008.008038
http://doi.org/10.1172/JCI108233
http://doi.org/10.3109/00365518809167493
http://www.ncbi.nlm.nih.gov/pubmed/3375782
http://doi.org/10.1016/0016-5085(92)90195-5
http://doi.org/10.1016/j.amjms.2021.03.004
http://doi.org/10.3181/00379727-47-13152P
http://doi.org/10.1001/jama.1964.03070190021004
http://doi.org/10.1016/S0140-6736(70)90372-7
http://doi.org/10.1055/s-2007-1007141
http://doi.org/10.1093/clinchem/20.11.1438
http://doi.org/10.1136/bmj.1.5797.421
http://www.ncbi.nlm.nih.gov/pubmed/5058163
http://doi.org/10.1016/0009-8981(62)90079-7
http://doi.org/10.1016/j.rce.2019.10.012


Diagnostics 2021, 11, 1343 20 of 24

42. Aarsand, A.K.; Petersen, P.H.; Sandberg, S. Estimation and Application of Biological Variation of Urinary Delta-Aminolevulinic
acid and Porphobilinogen in Healthy Individuals and in Patients with Acute Intermittent Porphyria. Clin. Chem. 2006, 52, 650–656.
[CrossRef] [PubMed]

43. Mauzerall, D.; Granick, S. The Occurrence and Determination of Delta-Amino-Levulinic Acid and Porphobilinogen in Urine.
J. Biol. Chem. 1956, 219, 435–446. [CrossRef]

44. Kelada, S.N.; Shelton, E.; Kaufmann, R.B.; Khoury, M.J. D-Aminolevulinic Acid Dehydratase Genotype and Lead Toxicity: A
HuGE Review. Am. J. Epidemiol. 2001, 154, 1–13. [CrossRef]

45. Wyss, P.A.; Carter, B.E.; Roth, K.S. Delta-Aminolevulinic Acid Dehydratase: Effects of Succinylacetone in Rat Liver and Kidney in
an In Vivo Model of the Renal Fanconi Syndrome. Biochem. Med. Metab. Biol. 1992, 48, 86–89. [CrossRef]

46. Floderus, Y.; Sardh, E.; Moller, C.; Andersson, C.; Rejkjaer, L.; Andersson, D.E.; Harper, P. Variations in Porphobilinogen and
5-Aminolevulinic Acid Concentrations in Plasma and Urine from Asymptomatic Carriers of the Acute Intermittent Porphyria
Gene with Increased Porphyrin Precursor Excretion. Clin. Chem. 2006, 52, 701–707. [CrossRef] [PubMed]

47. Benton, C.M.; Couchman, L.; Marsden, J.T.; Rees, D.C.; Moniz, C.; Lim, C.K. Direct and Simultaneous Quantitation of 5-
Aminolaevulinic Acid and Porphobilinogen in Human Serum or Plasma by Hydrophilic Interaction Liquid Chromatography-
Atmospheric Pressure Chemical Ionization/Tandem Mass Spectrometry. Biomed. Chromatogr. 2013, 27, 267–272. [CrossRef]
[PubMed]

48. Benton, C.M.; Lim, C.K. Liquid Chromatography and Mass Spectrometry of Haem Biosynthetic Intermediates: A Review. Biomed.
Chromatogr. 2012, 26, 1009–1023. [CrossRef]

49. Zhang, J.; Yasuda, M.; Desnick, R.J.; Balwani, M.; Bishop, D.; Yu, C. A LC-MS/MS Method for the Specific, Sensitive, and Simul-
taneous Quantification of 5-Aminolevulinic Acid and Porphobilinogen. J. Chromatogr. B Analyt. Technol. Biomed. Life Sci. 2011,
879, 2389–2396. [CrossRef]

50. Agarwal, S.; Habtemarium, B.; Xu, Y.; Simon, A.R.; Kim, J.B.; Robbie, G.J. Normal Reference Ranges for Urinary Delta-
Aminolevulinic Acid and Porphobilinogen Levels. JIMD Rep. 2021, 57, 85–93. [CrossRef]

51. Sardh, E.; Harper, P.; Andersson, D.E.; Floderus, Y. Plasma Porphobilinogen as a Sensitive Biomarker to Monitor the Clinical and
Therapeutic Course of Acute Intermittent Porphyria Attacks. Eur. J. Intern. Med. 2009, 20, 201–207. [CrossRef]

52. Sardh, E.; Rejkjaer, L.; Andersson, D.E.; Harper, P. Safety, Pharmacokinetics and Pharmocodynamics of Recombinant Human
Porphobilinogen Deaminase in Healthy Subjects and Asymptomatic Carriers of the Acute Intermittent Porphyria Gene Who
Have Increased Porphyrin Precursor Excretion. Clin. Pharmacokinet. 2007, 46, 335–349. [CrossRef] [PubMed]

53. Lim, C.K.; Li, F.M.; Peters, T.J. High-Performance Liquid Chromatography of Porphyrins. J. Chromatogr. 1988, 429, 123–153.
[CrossRef]

54. Macours, P.; Cotton, F. Improvement in HPLC Separation of Porphyrin Isomers and Application to Biochemical Diagnosis of
Porphyrias. Clin. Chem. Lab. Med. 2006, 44, 1433–1440. [CrossRef]

55. Schreiber, W.E.; Raisys, V.A.; Labbe, R.F. Liquid-Chromatographic Profiles of Urinary Porphyrins. Clin. Chem. 1983, 29, 527–530.
[CrossRef]

56. Lim, C.K.; Rideout, J.M.; Wright, D.J. Separation of Porphyrin Isomers by High-Performance Liquid Chromatography. Biochem. J.
1983, 211, 435–438. [CrossRef] [PubMed]

57. Hindmarsh, J.T.; Oliveras, L.; Greenway, D.C. Biochemical Differentiation of the Porphyrias. Clin. Biochem. 1999, 32, 609–619.
[CrossRef]

58. Rimington, C. The Isolation of a Monoacrylic Tri Propionic Porphyrin from Meconium and Its Bearing on the Conversion of
Coproporphyrin to Protoporphyrin. S. Afr. Med. J. 1971, 45, 187–189.

59. Lockwood, W.H.; Poulos, V.; Rossi, E.; Curnow, D.H. Rapid Procedure for Fecal Porphyrin Assay. Clin. Chem. 1985, 31, 1163–1167.
[CrossRef]

60. Pudek, M.R.; Schreiber, W.E.; Jamani, A. Quantitative Fluorometric Screening Test for Fecal Porphyrins. Clin. Chem. 1991,
37, 826–831. [CrossRef]

61. Lim, C.K.; Peters, T.J. Urine and Faecal Porphyrin Profiles by Reversed-Phase High-Performance Liquid Chromatography in the
Porphyrias. Clin. Chim. Acta 1984, 139, 55–63. [CrossRef]

62. Beukeveld, G.J.; Wolthers, B.G.; Van Saene, J.J.; De Haan, T.H.; De Ruyter-Buitenhuis, L.W.; Van Saene, R.H. Patterns of Porphyrin
Excretion in Feces as Determined by Liquid Chromatography; Reference Values and the Effect of Flora Suppression. Clin. Chem.
1987, 33, 2164–2170. [CrossRef]

63. Zuijderhoudt, F.M.; Kamphuis, J.S.; Kluitenberg, W.E.; Dorresteijn-De, B.J. Precision and Accuracy of a HPLC Method for
Measurement of Fecal Porphyrin Concentrations. Clin. Chem. Lab. Med. 2002, 40, 1036–1039. [CrossRef]

64. Elder, G.H. Identification of a Group of Tetracarboxylate Porphyrins, Containing One Acetate and Three Propionate-Substituents,
in Faeces from Patients with Symptomatic Cutaneous Hepatic Porphyria and from Rats with Porphyria Due to Hexachlorobenzene.
Biochem. J. 1972, 126, 877–891. [CrossRef]

65. Rose, I.S.; Young, G.P.; St John, D.J.; Deacon, M.C.; Blake, D.; Henderson, R.W. Effect of Ingestion of Hemoproteins on Fecal
Excretion of Hemes and Porphyrins. Clin. Chem. 1989, 35, 2290–2296. [CrossRef] [PubMed]

66. Cohen, A.; Boeijinga, J.K.; Van Haard, P.M.; Schoemaker, R.C.; Van Vliet-Verbeek, A. Gastrointestinal Blood Loss after Non-
Steroidal Anti-Inflammatory Drugs. Measurement by Selective Determination of Faecal Porphyrins. Br. J. Clin. Pharmacol. 1992,
33, 33–38. [CrossRef]

http://doi.org/10.1373/clinchem.2005.060772
http://www.ncbi.nlm.nih.gov/pubmed/16595824
http://doi.org/10.1016/S0021-9258(18)65809-0
http://doi.org/10.1093/aje/154.1.1
http://doi.org/10.1016/0885-4505(92)90053-2
http://doi.org/10.1373/clinchem.2005.058198
http://www.ncbi.nlm.nih.gov/pubmed/16497943
http://doi.org/10.1002/bmc.2843
http://www.ncbi.nlm.nih.gov/pubmed/23180457
http://doi.org/10.1002/bmc.2772
http://doi.org/10.1016/j.jchromb.2011.06.034
http://doi.org/10.1002/jmd2.12173
http://doi.org/10.1016/j.ejim.2008.06.012
http://doi.org/10.2165/00003088-200746040-00006
http://www.ncbi.nlm.nih.gov/pubmed/17375984
http://doi.org/10.1016/S0378-4347(00)83869-4
http://doi.org/10.1515/CCLM.2006.266
http://doi.org/10.1093/clinchem/29.3.527
http://doi.org/10.1042/bj2110435
http://www.ncbi.nlm.nih.gov/pubmed/6870841
http://doi.org/10.1016/S0009-9120(99)00067-3
http://doi.org/10.1093/clinchem/31.7.1163
http://doi.org/10.1093/clinchem/37.6.826
http://doi.org/10.1016/0009-8981(84)90192-X
http://doi.org/10.1093/clinchem/33.12.2164
http://doi.org/10.1515/CCLM.2002.181
http://doi.org/10.1042/bj1260877
http://doi.org/10.1093/clinchem/35.12.2290
http://www.ncbi.nlm.nih.gov/pubmed/2556222
http://doi.org/10.1111/j.1365-2125.1992.tb03997.x


Diagnostics 2021, 11, 1343 21 of 24

67. Nordmann, Y.; Grandchamp, B.; De, V.H.; Phung, L.; Cartigny, B.; Fontaine, G. Harderoporphyria: A Variant Hereditary
Coproporphyria. J. Clin. Investig. 1983, 72, 1139–1149. [CrossRef]

68. Kuhnel, A.; Gross, U.; Jacob, K.; Doss, M.O. Studies on Coproporphyrin Isomers in Urine and Feces in the Porphyrias. Clin. Chim.
Acta 1999, 282, 45–58. [CrossRef]

69. Jacob, K.; Doss, M.O. Excretion Pattern of Faecal Coproporphyrin Isomers I-IV in Human Porphyrias. Eur. J. Clin. Chem. Clin.
Biochem. 1995, 33, 893–901. [CrossRef]

70. Heller, S.R.; Labbe, R.F.; Nutter, J. A Simplified Assay for Porphyrins in Whole Blood. Clin. Chem. 1971, 17, 525–528. [CrossRef]
71. Lamola, A.A.; Joselow, M.; Yamane, T. Zinc Protoporphyrin (ZPP): A simple, Sensitive Fluorometric Screening Test for Lead

Poisoning. Clin. Chem. 1975, 21, 93–97. [CrossRef]
72. Blumberg, W.E.; Eisinger, J.; Lamola, A.A.; Zuckerman, D.M. The Hematofluorometer. Clin. Chem. 1977, 23, 270–274. [CrossRef]

[PubMed]
73. Bailey, G.G.; Needham, L.L. Simultaneous Quantification of Erythrocyte Zinc Protoporphyrin and Protoporphyrin IX by Liquid

Chromatography. Clin. Chem. 1986, 32, 2137–2142. [CrossRef]
74. Chen, Q.; Hirsch, R.E. A Direct and Simultaneous Detection of Zinc Protoporphyrin IX, Free Protoporphyrin IX, and Fluorescent

Heme Degradation Product in Red Blood Cell Hemolysates. Free Radical. Research. 2006, 40, 285–294. [CrossRef]
75. Zhou, P.C.; Huang, W.; Zhang, R.B.; Zou, Z.X.; Luo, H.D.; Falih, A.A.; Li, Y.Q. A Simple and Rapid Fluorimetric Method

for Simultaneous Determination of Protoporphyrin IX and Zinc Protoporphyrin IX in Whole Blood. Appl. Spectrosc. 2008,
62, 1268–1273. [CrossRef] [PubMed]

76. Sassa, S.; Granick, J.L.; Granick, S.; Kappas, A.; Levere, R.D. Studies in Lead Poisoning. I. Microanalysis of Erythrocyte
Protoporphyrin Levels by Spectrophotometry in the Detection of Chronic Lead Intoxication in the Subclinical Range. Biochem.
Med. 1973, 8, 135–148. [CrossRef]

77. Braun, J. Erythrocyte Zinc Protoporphyrin. Kidney Int. Suppl. 1999, 69, S57–S60. [CrossRef]
78. Anderson, P.M.; Desnick, R.J. Porphobilinogen Deaminase: Methods and Principles of the Enzymatic Assay. Enzyme 1982, 28,

146–157. [CrossRef]
79. Hindmarsh, J.T. Enzyme Assays and the Porphyrias: Which Tissues and When Indicated. Clin. Dermatol. 1998, 16, 245–250.

[CrossRef]
80. Gouya, L.; Martin-Schmitt, C.; Robreau, A.M.; Austerlitz, F.; Da, S.V.; Brun, P.; Simonin, S.; Lyoumi, S.; Grandchamp, B.;

Beaumont, C.; et al. Contribution of a Common Single-Nucleotide Polymorphism to the Genetic Predisposition for Erythropoietic
Protoporphyria. Am. J. Hum. Genet. 2006, 78, 2–14. [CrossRef]

81. Tomokuni, K.; Hirai, Y.; Ichiba, M. Fluorimetric Determination of Hepatic Delta-Aminolevulinic Acid Synthase Activity by
High-Performance Liquid Chromatography. J. Chromatogr. 1991, 567, 65–70. [CrossRef]

82. Bergonia, H.A.; Franklin, M.R.; Kushner, J.P.; Phillips, J.D. A method for Determining Delta-Aminolevulinic Acid Synthase
Activity in Homogenized Cells and Tissues. Clin. Biochem. 2015, 48, 788–795. [CrossRef]

83. Deybach, J.C.; Puy, H.; Robreau, A.M.; Lamoril, J.; Da, S.V.; Grandchamp, B.; Nordmann, Y. Mutations in the Protoporphyrinogen
Oxidase Gene in Patients with Variegate Porphyria. Hum. Mol. Genet. 1996, 5, 407–410. [CrossRef]

84. Lamoril, J.; Martasek, P.; Deybach, J.C.; Da, S.V.; Grandchamp, B.; Nordmann, Y. A Molecular Defect in Coproporphyrinogen
Oxidase Gene Causing Harderoporphyria, a Variant Form of Hereditary Coproporphyria. Hum. Mol. Genet. 1995, 4, 275–278.
[CrossRef]

85. Wang, Y.; Gatti, P.; Sadilek, M.; Scott, C.R.; Turecek, F.; Gelb, M.H. Direct Assay of Enzymes in Heme Biosynthesis for the Detection
of Porphyrias by Tandem Mass Spectrometry. Uroporphyrinogen Decarboxylase and Coproporphyrinogen III Oxidase. Anal.
Chem. 2008, 80, 2599–2605. [CrossRef]

86. Aarsand, A.K.; Boman, H.; Sandberg, S. Familial and Sporadic Porphyria Cutanea Tarda: Characterization and Diagnostic
Strategies. Clin. Chem. 2009, 55, 795–803. [CrossRef] [PubMed]

87. Badenas, C.; To-Figueras, J.; Phillips, J.D.; Warby, C.A.; Munoz, C.; Herrero, C. Identification and Characterization of Novel
Uroporphyrinogen Decarboxylase Gene Mutations in a Large Series of Porphyria Cutanea Tarda Patients and Relatives. Clin.
Genet. 2009, 75, 346–353. [CrossRef]

88. Chmielnicka, J.; Szymanska, J.A. Evaluation of Methods for the Estimation of 5-Aminolevulinate Dehydratase for a Broad Range
of Lead Concentrations in the Blood of Exposed Workers. J. Clin. Chem. Clin. Biochem. 1979, 17, 373–377. [CrossRef] [PubMed]

89. Anderson, P.M.; Desnick, R.J. Purification and Properties of Delta-Aminolevulinate Dehydrase from Human Erythrocytes. J. Biol.
Chem. 1979, 254, 6924–6930. [CrossRef]

90. Giampietro, P.F.; Desnick, R.J. Determination of Delta-Aminolevulinate Dehydratase Activity by a Specific Fluorometric Coupled-
Enzyme Assay. Anal. Biochem. 1983, 131, 83–92. [CrossRef]

91. Choiniere, J.R.; Scott, C.R.; Gelb, M.H.; Turecek, F. Direct Assay of Delta-Aminolevulinic Acid Dehydratase in Heme Biosynthesis
for the Detection of Porphyrias by Tandem Mass Spectrometry. Anal. Chem. 2010, 82, 6730–6736. [CrossRef] [PubMed]

92. Gundacker, C.; Gencik, M.; Hengstschlager, M. The Relevance of the Individual Genetic Background for the Toxicokinetics of Two
Significant Neurodevelopmental Toxicants: Mercury and Lead. Mutat. Res. 2010, 705, 130–140. [CrossRef] [PubMed]

93. Sakai T: Biomarkers of lead exposure. Ind. Health. 2000, 38, 127–142. [CrossRef]
94. Bonkovsky, H.L.; Dixon, N.; Rudnick, S. Pathogenesis and Clinical Features of the Acute Hepatic Porphyrias (AHPs). Mol. Genet.

Metab. 2019, 128, 213–218. [CrossRef]

http://doi.org/10.1172/JCI111039
http://doi.org/10.1016/S0009-8981(99)00036-4
http://doi.org/10.1515/cclm.1995.33.12.893
http://doi.org/10.1093/clinchem/17.6.525
http://doi.org/10.1093/clinchem/21.1.93
http://doi.org/10.1093/clinchem/23.2.270
http://www.ncbi.nlm.nih.gov/pubmed/832391
http://doi.org/10.1093/clinchem/32.12.2137
http://doi.org/10.1080/10715760500522630
http://doi.org/10.1366/000370208786401536
http://www.ncbi.nlm.nih.gov/pubmed/19007471
http://doi.org/10.1016/0006-2944(73)90017-3
http://doi.org/10.1046/j.1523-1755.1999.055Suppl.69057.x
http://doi.org/10.1159/000459098
http://doi.org/10.1016/S0738-081X(97)00204-6
http://doi.org/10.1086/498620
http://doi.org/10.1016/0378-4347(91)80310-9
http://doi.org/10.1016/j.clinbiochem.2015.04.023
http://doi.org/10.1093/hmg/5.3.407
http://doi.org/10.1093/hmg/4.2.275
http://doi.org/10.1021/ac702130n
http://doi.org/10.1373/clinchem.2008.117432
http://www.ncbi.nlm.nih.gov/pubmed/19233912
http://doi.org/10.1111/j.1399-0004.2009.01153.x
http://doi.org/10.1515/cclm.1979.17.6.373
http://www.ncbi.nlm.nih.gov/pubmed/458386
http://doi.org/10.1016/S0021-9258(18)50263-5
http://doi.org/10.1016/0003-2697(83)90138-0
http://doi.org/10.1021/ac101111m
http://www.ncbi.nlm.nih.gov/pubmed/20583792
http://doi.org/10.1016/j.mrrev.2010.06.003
http://www.ncbi.nlm.nih.gov/pubmed/20601101
http://doi.org/10.2486/indhealth.38.127
http://doi.org/10.1016/j.ymgme.2019.03.002


Diagnostics 2021, 11, 1343 22 of 24

95. Puy, H.; Deybach, J.C.; Lamoril, J.; Robreau, A.M.; Da, S.V.; Gouya, L.; Grandchamp, B.; Nordmann, Y. Molecular Epidemiology
and Diagnosis of PBG Deaminase gene Defects in Acute Intermittent Porphyria. Am. J. Hum. Genet. 1997, 60, 1373–1383.
[CrossRef] [PubMed]

96. Erlandsen, E.J.; Jorgensen, P.E.; Markussen, S.; Brock, A. Determination of Porphobilinogen Deaminase Activity in Human
Erythrocytes: Pertinent Factors in Obtaining Optimal Conditions for Measurements. Scand. J. Clin. Lab. Investig. 2000, 60, 627–634.

97. Wang, Y.; Scott, C.R.; Gelb, M.H.; Turecek, F. Direct Assay of Enzymes in Heme Biosynthesis for the Detection of Porphyrias by
Tandem Mass Spectrometry. Porphobilinogen Deaminase. Anal. Chem. 2008, 80, 2606–2611. [CrossRef] [PubMed]

98. Grandchamp, B.; Puy, H.; Lamoril, J.; Deybach, J.C.; Nordmann, Y. Review: Molecular Pathogenesis of Hepatic Acute Porphyrias.
J. Gastroenterol. Hepatol. 1996, 11, 1046–1052. [CrossRef]

99. Whatley, S.D.; Roberts, A.G.; Llewellyn, D.H.; Bennett, C.P.; Garrett, C.; Elder, G.H. Non-Erythroid Form of Acute Intermittent
Porphyria Caused by Promoter and Frameshift Mutations Distant from the Coding Sequence of Exon 1 of the HMBS Gene. Hum.
Genet. 2000, 107, 243–248. [CrossRef]

100. Meissner, P.; Adams, P.; Kirsch, R. Allosteric Inhibition of Human Lymphoblast and Purified Porphobilinogen Deaminase by
Protoporphyrinogen and Coproporphyrinogen. A Possible Mechanism for the Acute Attack of Variegate Porphyria. J. Clin.
Investig. 1993, 91, 1436–1444. [CrossRef] [PubMed]

101. Lin, C.N.; Huang, Y.C.; Ro, L.S.; Liao, M.F.; Ning, H.C.; Kuo, H.C. Validation and Evaluation of Two Porphobilinogen Deaminase
Activity Assays for Diagnosis of Acute Intermittent Porphyria. Clin. Chim. Acta 2018, 479, 1–6. [CrossRef]

102. Crossley, B.M.; Bai, J.; Glaser, A.; Maes, R.; Porter, E.; Killian, M.L.; Clement, T.; Toohey-Kurth, K. Guidelines for Sanger
Sequencing and Molecular Assay Monitoring. J. Vet. Diagn. Investig. 2020, 32, 767–775. [CrossRef] [PubMed]

103. Yasuda, M.; Chen, B.; Desnick, R.J. Recent Advances on Porphyria Genetics: Inheritance, Penetrance & Molecular Heterogeneity,
Including New Modifying/Causative Genes. Mol. Genet. Metab. 2019, 128, 320–331. [PubMed]

104. Chen, B.; Solis-Villa, C.; Hakenberg, J.; Qiao, W.; Srinivasan, R.R.; Yasuda, M.; Balwani, M.; Doheny, D.; Peter, I.; Chen, R.; et al.
Acute Intermittent Porphyria: Predicted Pathogenicity of HMBS Variants Indicates Extremely Low Penetrance of the Autosomal
Dominant Disease. Hum. Mutat. 2016, 37, 1215–1222. [CrossRef]

105. Lenglet, H.; Schmitt, C.; Grange, T.; Manceau, H.; Karboul, N.; Bouchet-Crivat, F.; Robreau, A.M.; Nicolas, G.; Lamoril, J.; Simonin,
S.; et al. From a Dominant to an Oligogenic Model of Inheritance with Environmental Modifiers in Acute Intermittent Porphyria.
Hum. Mol. Genet. 2018, 27, 1164–1173. [CrossRef]

106. Solis, C.; Martinez-Bermejo, A.; Naidich, T.P.; Kaufmann, W.E.; Astrin, K.H.; Bishop, D.F.; Desnick, R.J. Acute Intermittent
Porphyria: Studies of the Severe Homozygous Dominant Disease Provides Insights into the Neurologic Attacks in Acute
Porphyrias. Arch. Neurol. 2004, 61, 1764–1770. [CrossRef]

107. Hasanoglu, A.; Balwani, M.; Kasapkara, C.S.; Ezgu, F.S.; Okur, I.; Tumer, L.; Cakmak, A.; Nazarenko, I.; Yu, C.; Clavero, S.; et al.
Harderoporphyria Due to Homozygosity for Coproporphyrinogen Oxidase Missense Mutation H327R. J. Inherit. Metab. Dis.
2011, 34, 225–231. [CrossRef]

108. Kauppinen, R.; Timonen, K.; Von Und Zu, F.M.; Laitinen, E.; Ahola, H.; Tenhunen, R.; Taketani, S.; Mustajoki, P. Homozygous
Variegate Porphyria: 20 y Follow-Up and Characterization of Molecular Defect. J. Investig. Dermatol. 2001, 116, 610–613.
[CrossRef]

109. Balwani, M.; Bloomer, J.; Desnick, R. Erythropoietic Protoporphyria, Autosomal Recessive. 1993. Available online: https:
//www.ncbi.nlm.nih.gov/books/NBK100826/ (accessed on 26 July 2021).

110. Phillips, J.D.; Steensma, D.P.; Pulsipher, M.A.; Spangrude, G.J.; Kushner, J.P. Congenital Erythropoietic Porphyria Due to a
Mutation in GATA1: The First Trans-Acting Mutation Causative for a Human Porphyria. Blood 2007, 109, 2618–2621. [CrossRef]
[PubMed]

111. Di Pierro, E.; Russo, R.; Karakas, Z.; Brancaleoni, V.; Gambale, A.; Kurt, I.; Winter, S.S.; Granata, F.; Czuchlewski, D.R.; Langella,
C.; et al. Congenital Erythropoietic Porphyria Linked to GATA1-R216W Mutation: Challenges for Diagnosis. Eur. J. Haematol.
2015, 94, 491–497. [CrossRef]

112. Whatley, S.D.; Ducamp, S.; Gouya, L.; Grandchamp, B.; Beaumont, C.; Badminton, M.N.; Elder, G.H.; Holme, S.A.; Anstey, A.V.;
Parker, M.; et al. C-Terminal Deletions in the ALAS2 Gene Lead to Gain of Function and Cause X-linked Dominant Protoporphyria
without Anemia or Iron Overload. Am. J. Hum. Genet. 2008, 83, 408–414. [CrossRef]

113. Brancaleoni, V.; Balwani, M.; Granata, F.; Graziadei, G.; Missineo, P.; Fiorentino, V.; Fustinoni, S.; Cappellini, M.D.; Naik, H.;
Desnick, R.J.; et al. X-Chromosomal Inactivation Directly Influences the Phenotypic Manifestation of X-linked Protoporphyria.
Clin. Genet. 2016, 89, 20–26. [CrossRef]

114. Weiss, Y.; Chen, B.; Yasuda, M.; Nazarenko, I.; Anderson, K.E.; Desnick, R.J. Porphyria Cutanea Tarda and Hepatoerythropoietic
Porphyria: Identification of 19 Novel Uroporphyrinogen III Decarboxylase Mutations. Mol. Genet. Metab. 2019, 128, 363–366.
[CrossRef]

115. Loskove, Y.; Yasuda, M.; Chen, B.; Nazarenko, I.; Cody, N.; Desnick, R.J. Acute Hepatic Porphyrias: Identification of 46
Hydroxymethylbilane Synthase, 11 Coproporphyrinogen Oxidase, and 20 Protoporphyrinogen Oxidase Novel Mutations. Mol.
Genet. Metab. 2019, 128, 352–357. [CrossRef] [PubMed]

116. Whatley, S.D.; Mason, N.G.; Holme, S.A.; Anstey, A.V.; Elder, G.H.; Badminton, M.N. Molecular Epidemiology of Erythropoietic
Protoporphyria in the U.K. Br. J. Dermatol. 2010, 162, 642–646. [CrossRef]

http://doi.org/10.1086/515455
http://www.ncbi.nlm.nih.gov/pubmed/9199558
http://doi.org/10.1021/ac702244x
http://www.ncbi.nlm.nih.gov/pubmed/18294005
http://doi.org/10.1111/j.1440-1746.1996.tb00035.x
http://doi.org/10.1007/s004390000356
http://doi.org/10.1172/JCI116348
http://www.ncbi.nlm.nih.gov/pubmed/7682572
http://doi.org/10.1016/j.cca.2018.01.009
http://doi.org/10.1177/1040638720905833
http://www.ncbi.nlm.nih.gov/pubmed/32070230
http://www.ncbi.nlm.nih.gov/pubmed/30594473
http://doi.org/10.1002/humu.23067
http://doi.org/10.1093/hmg/ddy030
http://doi.org/10.1001/archneur.61.11.1764
http://doi.org/10.1007/s10545-010-9237-9
http://doi.org/10.1046/j.1523-1747.2001.01293.x
https://www.ncbi.nlm.nih.gov/books/NBK100826/
https://www.ncbi.nlm.nih.gov/books/NBK100826/
http://doi.org/10.1182/blood-2006-06-022848
http://www.ncbi.nlm.nih.gov/pubmed/17148589
http://doi.org/10.1111/ejh.12452
http://doi.org/10.1016/j.ajhg.2008.08.003
http://doi.org/10.1111/cge.12562
http://doi.org/10.1016/j.ymgme.2018.11.013
http://doi.org/10.1016/j.ymgme.2018.10.008
http://www.ncbi.nlm.nih.gov/pubmed/30385147
http://doi.org/10.1111/j.1365-2133.2010.09631.x


Diagnostics 2021, 11, 1343 23 of 24

117. Weiss, Y.; Balwani, M.; Chen, B.; Yasuda, M.; Nazarenko, I.; Desnick, R.J. Congenital Erythropoietic Porphyria and Erythropoietic
Protoporphyria: Identification of 7 Uroporphyrinogen III Synthase and 20 Ferrochelatase Novel Mutations. Mol. Genet. Metab.
2019, 128, 358–362. [CrossRef]

118. Moran-Jimenez, M.J.; Borrero-Corte, M.J.; Jara-Rubio, F.; Garcia-Pastor, I.; Diaz-Diaz, S.; Castelbon-Fernandez, F.J.; Enriquez-De-
Salamanca, R.; Mendez, M. Molecular Analysis of 55 Spanish Patients with Acute Intermittent Porphyria. Genes 2020, 11, 924.
[CrossRef]

119. Ventura, P.; Brancaleoni, V.; Di Pierro, E.; Graziadei, G.; Macri, A.; Carmine, G.C.; Nicolli, A.; Rossi, M.T.; Granata, F.; Fiorentino,
V.; et al. Clinical and Molecular Epidemiology of Erythropoietic Protoporphyria in Italy. Eur. J. Dermatol. 2020, 30, 532–540.
[CrossRef]

120. Floderus, Y.; Shoolingin-Jordan, P.M.; Harper, P. Acute Intermittent Porphyria in Sweden. Molecular, Functional and Clinical
Consequences of Some New Mutations Found in the Porphobilinogen Deaminase Gene. Clin. Genet. 2002, 62, 288–297. [CrossRef]
[PubMed]

121. Paradisi, I.; Arias, S. Marked Geographic Aggregation of Acute Intermittent Porphyria Families Carrying Mutation Q180X in
Venezuelan Populations, with Description of Further Mutations. J. Inherit. Metab. Dis. 2010, 33 (Suppl. 3), S455–S463. [CrossRef]
[PubMed]

122. Van Tuyll Van Serooskerken, A.M.; Drogemoller, B.I.; Te, V.K.; Bladergroen, R.S.; Steijlen, P.M.; Poblete-Gutierrez, P.; Van, G.M.;
Van Heerden, C.J.; Warnich, L.; Frank, J. Extended Haplotype Studies in South African and Dutch Variegate Porphyria Families
Carrying the Recurrent p.R59W Mutation Confirm a Common Ancestry. Br. J. Dermatol. 2012, 166, 261–265. [CrossRef] [PubMed]

123. Schneider-Yin, X.; Hergersberg, M.; Goldgar, D.E.; Rufenacht, U.B.; Schuurmans, M.M.; Puy, H.; Deybach, J.C. Minder EI:
Ancestral Founder of Mutation W283X in the Porphobilinogen Deaminase Gene Among Acute Intermittent Porphyria Patients.
Hum. Hered. 2002, 54, 69–81. [CrossRef] [PubMed]

124. Granata, B.X.; Parera, V.E.; Batlle, A.; Rossetti, M. V: Haplotype Study in Argentinean Variegate Porphyria Patients. Hum. Hered.
2015, 80, 139–143. [CrossRef]

125. Chen, B.; Whatley, S.; Badminton, M.; Aarsand, A.K.; Anderson, K.E.; Bissell, D.M.; Bonkovsky, H.L.; Cappellini, M.D.; Floderus,
Y.; Friesema, E.C.H.; et al. International Porphyria Molecular Diagnostic Collaborative: An Evidence-Based Database of Verified
Pathogenic and Benign Variants for the Porphyrias. Genet. Med. 2019, 21, 2605–2613. [CrossRef]

126. Wood, L.H.; Whatley, S.D.; McKenna, K.; Badminton, M.N. Exonic Deletions as a Cause of Erythropoietic Protoporphyria. Ann.
Clin. Biochem. 2006, 43, 229–232. [CrossRef] [PubMed]

127. Whatley, S.D.; Mason, N.G.; Holme, S.A.; Anstey, A.V.; Elder, G.H.; Badminton, M.N. Gene Dosage Analysis Identifies Large
Deletions of the FECH Gene in 10% of Families with Erythropoietic Protoporphyria. J. Investig. Dermatol. 2007, 127, 2790–2794.
[CrossRef]

128. Schouten, J.P.; McElgunn, C.J.; Waaijer, R.; Zwijnenburg, D.; Diepvens, F.; Pals, G. Relative Quantification of 40 Nucleic Acid
Sequences By Multiplex Ligation-Dependent Probe Amplification. Nucleic Acids Res. 2002, 30, e57. [CrossRef] [PubMed]

129. Stern, R.F.; Roberts, R.G.; Mann, K.; Yau, S.C.; Berg, J.; Ogilvie, C.M. Multiplex Ligation-Dependent Probe Amplification Using a
Completely Synthetic Probe Set. Biotechniques 2004, 37, 399–405. [CrossRef] [PubMed]

130. Di Pierro, E.; Brancaleoni, V.; Besana, V.; Cappellini, M.D. Multiplex Ligation-Dependent Probe Amplification: A Novel Approach
for Genetic Diagnosis of Porphyria. J. Hum. Genet. 2009, 54, 479–487. [CrossRef] [PubMed]

131. Whatley, S.D.; Mason, N.G.; Woolf, J.R.; Newcombe, R.G.; Elder, G.H.; Badminton, M.N. Diagnostic Strategies for Autosomal
Dominant Acute Porphyrias: Retrospective Analysis of 467 Unrelated Patients Referred for Mutational Analysis of the HMBS,
CPOX, or PPOX Gene. Clin. Chem. 2009, 55, 1406–1414. [CrossRef]

132. Di Pierro, E.; Besana, V.; Moriondo, V.; Brancaleoni, V.; Tavazzi, D.; Casalgrandi, G.; Ventura, P.; Rocchi, E. Cappellini MD: A large
Deletion on Chromosome 11 in Acute Intermittent Porphyria. Blood Cells Mol. Dis. 2006, 37, 50–54. [CrossRef] [PubMed]

133. Cerbino, G.N.; Gerez, E.N.; Varela, L.S.; Melito, V.A.; Parera, V.E.; Batlle, A.; Rossetti, M.V. Acute Intermittent Porphyria in
Argentina: An update. Biomed. Res. Int. 2015, 2015, 946387. [CrossRef]

134. Granata, F.; Mendez, M.; Brancaleoni, V.; Castelbon, F.J.; Graziadei, G.; Ventura, P.; Di Pierro, E. Molecular Characterization,
by Digital PCR Analysis of Four HMBS Gene Mutations Affecting the Ubiquitous Isoform of Porphobilinogen Deaminase (PBGD)
in Patients with Acute Intermittent Porphyria (AIP). Mol. Genet. Metab. 2018, 125, 295–301. [CrossRef]

135. Li, C.; Di Pierro, E.; Brancaleoni, V.; Cappellini, M.D.; Steensma, D.P. A Novel Large Deletion and Three Polymorphisms in the
FECH Gene Associated with Erythropoietic Protoporphyria. Clin. Chem. Lab. Med. 2009, 47, 44–46. [CrossRef] [PubMed]

136. Di Pierro, E.; Brancaleoni, V.; Moriondo, V.; Besana, V.; Cappellini, M.D. Co-Existence of Two Functional Mutations on the Same
Allele of the Human Ferrochelatase Gene in Erythropoietic Protoporphyria. Clin. Genet. 2007, 71, 84–88. [CrossRef]

137. Di Pierro, E.; Brancaleoni, V.; Besana, V.; Ausenda, S.; Drury, S.; Cappellini, M.D. A 10376 bp Deletion of FECH Gene Responsible
for Erythropoietic Protoporphyria. Blood Cells Mol. Dis. 2008, 40, 233–236. [CrossRef]

138. Magness, S.T.; Tugores, A.; Christensen, S.R.; Wagner-Mcpherson, C.; Evans, G.A.; Naylor, E.W.; Brenner, D.A. Deletion of the
Ferrochelatase Gene in a Patient with Protoporphyria. Hum. Mol. Genet. 1994, 3, 1695–1697. [CrossRef] [PubMed]

139. De Verneuil, H.; Bourgeois, F.; De Rooij, F.; Siersema, P.D.; Wilson, J.H.; Grandchamp, B.; Nordmann, Y. Characterization
of a New Mutation (R292G) and a Deletion at the Human Uroporphyrinogen Decarboxylase Locus in Two Patients with
Hepatoerythropoietic Porphyria. Hum. Genet. 1992, 89, 548–552.

http://doi.org/10.1016/j.ymgme.2018.08.015
http://doi.org/10.3390/genes11080924
http://doi.org/10.1684/ejd.2020.3880
http://doi.org/10.1034/j.1399-0004.2002.620406.x
http://www.ncbi.nlm.nih.gov/pubmed/12372055
http://doi.org/10.1007/s10545-010-9228-x
http://www.ncbi.nlm.nih.gov/pubmed/20978940
http://doi.org/10.1111/j.1365-2133.2011.10606.x
http://www.ncbi.nlm.nih.gov/pubmed/21910705
http://doi.org/10.1159/000067665
http://www.ncbi.nlm.nih.gov/pubmed/12566739
http://doi.org/10.1159/000445749
http://doi.org/10.1038/s41436-019-0537-7
http://doi.org/10.1258/000456306776865160
http://www.ncbi.nlm.nih.gov/pubmed/16704762
http://doi.org/10.1038/sj.jid.5700924
http://doi.org/10.1093/nar/gnf056
http://www.ncbi.nlm.nih.gov/pubmed/12060695
http://doi.org/10.2144/04373ST04
http://www.ncbi.nlm.nih.gov/pubmed/15470894
http://doi.org/10.1038/jhg.2009.67
http://www.ncbi.nlm.nih.gov/pubmed/19629139
http://doi.org/10.1373/clinchem.2008.122564
http://doi.org/10.1016/j.bcmd.2006.05.003
http://www.ncbi.nlm.nih.gov/pubmed/16828319
http://doi.org/10.1155/2015/946387
http://doi.org/10.1016/j.ymgme.2018.09.002
http://doi.org/10.1515/CCLM.2009.010
http://www.ncbi.nlm.nih.gov/pubmed/19055472
http://doi.org/10.1111/j.1399-0004.2007.00733.x
http://doi.org/10.1016/j.bcmd.2007.07.007
http://doi.org/10.1093/hmg/3.9.1695
http://www.ncbi.nlm.nih.gov/pubmed/7833934


Diagnostics 2021, 11, 1343 24 of 24

140. Mendez, M.; Sorkin, L.; Rossetti, M.V.; Astrin, K.H.; Del, C.B.A.; Parera, V.E.; Aizencang, G.; Desnick, R.J. Familial Porphyria
Cutanea Tarda: Characterization of Seven Novel Uroporphyrinogen Decarboxylase Mutations and Frequency of Common
Hemochromatosis Alleles. Am. J. Hum. Genet. 1998, 63, 1363–1375. [CrossRef] [PubMed]

141. Barbaro, M.; Kotajarvi, M.; Harper, P.; Floderus, Y. Identification of an AluY-Mediated Deletion of Exon 5 in the CPOX Gene by
MLPA Analysis in Patients with Hereditary Coproporphyria. Clin. Genet. 2012, 81, 249–256. [CrossRef]

142. Barbaro, M.; Kotajarvi, M.; Harper, P.; Floderus, Y. Partial Protoporphyrinogen Oxidase (PPOX) Gene Deletions, due to Different
Alu-Mediated Mechanisms, Identified by MLPA Analysis in Patients with Variegate Porphyria. Orphanet J. Rare Dis. 2013, 8, 13.
[CrossRef]

143. Katugampola, R.P.; Badminton, M.N.; Finlay, A.Y.; Whatley, S.; Woolf, J.; Mason, N.; Deybach, J.C.; Puy, H.; Ged, C.; De, V.H.; et al.
Congenital Erythropoietic Porphyria: A Single-Observer Clinical Study of 29 Cases. Br. J. Dermatol. 2012, 167, 901–913. [CrossRef]
[PubMed]

144. Whatley, S.D.; Badminton, M.N. Role of Genetic Testing in the Management of Patients with Inherited Porphyria and Their
Families. Ann. Clin. Biochem. 2013, 50, 204–216. [CrossRef]

145. To-Figueras, J.; Ducamp, S.; Clayton, J.; Badenas, C.; Delaby, C.; Ged, C.; Lyoumi, S.; Gouya, L.; De, V.H.; Beaumont, C.; et al.
ALAS2 Acts as a Modifier Gene in Patients with Congenital Erythropoietic Porphyria. Blood 2011, 118, 1443–1451. [CrossRef]
[PubMed]

146. Yien, Y.Y.; Ducamp, S.; Van Der Vorm, L.N.; Kardon, J.R.; Manceau, H.; Kannengiesser, C.; Bergonia, H.A.; Kafina, M.D.; Karim,
Z.; Gouya, L.; et al. Mutation in Human CLPX Elevates Levels of Delta-Aminolevulinate Synthase and Protoporphyrin IX to
Promote Erythropoietic Protoporphyria. Proc. Natl. Acad. Sci. USA 2017, 114, E8045–E8052. [CrossRef] [PubMed]

147. Chiara, M.; Primon, I.; Tarantini, L.; Agnelli, L.; Brancaleoni, V.; Granata, F.; Bollati, V.; Di Pierro, E. Targeted Resequencing of
FECH Locus Reveals that a Novel Deep Intronic Pathogenic Variant and eQTLs May Cause Erythropoietic Protoporphyria (EPP)
through a Methylation-Dependent Mechanism. Genet. Med. 2020, 22, 35–43. [CrossRef]

148. Barman-Aksozen, J.; Suter, L.; Wegmann, F.; Meienberg, J.; Minder, A.E.; Beer, M.; Komminoth, P.; Minder, E.I.; Schneider-Yin, X.
A Next-Generation-Sequencing Panel for Mutational Analysis of Dominant Acute Hepatic Porphyrias. Scand. J. Clin. Lab. Invest.
2019, 79, 305–313. [CrossRef] [PubMed]

149. Tollanes, M.C.; Aarsand, A.K.; Villanger, J.H.; Stole, E.; Deybach, J.C.; Marsden, J.; To-Figueras, J.; Sandberg, S. Establishing a
Network of Specialist Porphyria Centres-Effects on Diagnostic Activities and Services. Orphanet J. Rare Dis. 2012, 7, 93. [CrossRef]
[PubMed]

150. Aarsand, A.K.; Villanger, J.H.; Stole, E.; Deybach, J.C.; Marsden, J.; To-Figueras, J.; Badminton, M.; Elder, G.H.; Sandberg, S.
European Specialist Porphyria Laboratories: Diagnostic Strategies, Analytical Quality, Clinical Interpretation, and Reporting as
Assessed by an External Quality Assurance Program. Clin. Chem. 2011, 57, 1514–1523. [CrossRef]

http://doi.org/10.1086/302119
http://www.ncbi.nlm.nih.gov/pubmed/9792863
http://doi.org/10.1111/j.1399-0004.2011.01628.x
http://doi.org/10.1186/1750-1172-8-13
http://doi.org/10.1111/j.1365-2133.2012.11160.x
http://www.ncbi.nlm.nih.gov/pubmed/22816431
http://doi.org/10.1177/0004563212473278
http://doi.org/10.1182/blood-2011-03-342873
http://www.ncbi.nlm.nih.gov/pubmed/21653323
http://doi.org/10.1073/pnas.1700632114
http://www.ncbi.nlm.nih.gov/pubmed/28874591
http://doi.org/10.1038/s41436-019-0584-0
http://doi.org/10.1080/00365513.2019.1622030
http://www.ncbi.nlm.nih.gov/pubmed/31154864
http://doi.org/10.1186/1750-1172-7-93
http://www.ncbi.nlm.nih.gov/pubmed/23227998
http://doi.org/10.1373/clinchem.2011.170357

	Introduction 
	Qualitative Screening Tests 
	Plasma Scan 
	Fluorocytes 
	Hoesch Test 

	Quantitative Confirmatory Tests 
	ALA and PBG Determination 
	Measurement of Urine Porphyrins 
	Analysis of Fecal Porphyrins 
	Erythrocyte Porphyrins Measurement 

	Enzymatic Assays 
	ALAD Enzyme Activity 
	PBGD Enzyme Activity 

	Genetic Testing 
	DNA Sequence Analysis 
	Multiplex Ligation-Dependent Probe Amplification (MLPA) 
	Next-Generation Sequencing (NGS) 

	European Specialist Porphyria Laboratories 
	Conclusions 
	References

