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ABSTRACT

We studied the presence of mutations in the whole katG gene and specific regions of the oxyR-ahpC and mabA-
inhA regulatory region in 61 Mycobacterium tuberculosis isoniazid-resistant isolates. An 81-bp region of the
rpoB gene was also sequenced in 17 rifampin-resistant strains. Alterations in the katG gene were detected in
55% of the isolates. Mutation in codon 315 was the most prevalent (32%). Strains showed a high level of re-
sistance, and most maintained a substantial catalase-peroxidase activity. Three strains with an isoniazid MIC
of �32 �g/ml lacked catalase-peroxidase activity. Two of them had deletions in the catalytic domain of the
KatG protein. One strain with deletion and three strains with mutations in the C-terminal domain showed
low-level resistance and conserved the catalase-peroxidase activity. Mutations in the mabA-inhA regulatory
region were identified in 32% of the isolates. All had low-level resistance, and the vast majority conserved
catalase-peroxidase activity. Seventeen percent of the isoniazid-resistant isolates had no detectable alterations
at the studied loci. Resistance to rifampin was associated with mutations in the 81-bp of the rpoB gene in all
cases. IS6110 analysis indicated that recent transmission contributed substantially to the emergence of isoni-
azid-resistant tuberculosis in Barcelona through short transmission chains. A rapid genotypic assay, includ-
ing the 315-katG codon and the �15 nucleotide of the mabA-inhA regulatory region, may cover 62% of iso-
niazid-resistant strains in Barcelona. In contrast, the targeting of the 81-bp region of rpoB would detect all
our rifampin-resistant isolates.
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INTRODUCTION

TUBERCULOSIS (TB) is presently the second leading cause of
adult mortality due to infectious diseases and is responsi-

ble for approximately 2 million deaths a year worldwide. WHO
estimates that one-third of the world’s population is infected
with Mycobacterium tuberculosis.56 Multidrug-resistant tuber-
culosis (MDR-TB) is an emerging public health problem in
many regions of the world, particularly in developing nations.55

Accurate and rapid diagnosis is essential in the management of
drug and MDR-TB, not only to optimize treatment but also to
prevent transmission. The retrieval of antibiograms for M. tu-
berculosis is severely delayed when drug susceptibility testing
is culture based. Understanding the genetic events leading to

drug resistance in clinical M. tuberculosis isolates, as well as
their prevalence in different geographic areas, makes it possi-
ble to develop rapid genetic assays for their detection.10,32,48

Mutations in an 81-bp “core region” of rpoB gene have been
found in approximately 95% of rifampin (RIF)–resistant
strains.7,47 In contrast, resistance to isoniazid (INH) is associ-
ated with a variety of mutations affecting one or more genes.
Isoniazid is a pro-drug that requires activation by the catalase-
peroxidase KatG. The resulting active principle, still unknown,
inhibits the activity of the InhA enzyme that belongs to a type
II fatty acid elongation system together with KasA/KasB and
MabA. Several studies have revealed that mutations in the katG
gene are responsible for 60–70% of INH-resistant strains,31 with
the majority of mutations occurring at codon 315. Isolates that
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carry other less frequently occurring mutations in katG have
been described,24,29,34 but few studies have sequenced the com-
plete katG gene. Mutations in the mabA-inhA regulatory region
that exhibit both low-level INH resistance and ethionamide re-
sistance have been found in clinical isolates.2,46 It has been pro-
posed that over-expression of the protein may explain isoniazid
resistance. Less commonly, strains with mutations in the struc-
tural gene inhA have been described.30 The role of mabA and
kasA mutations in isoniazid resistance remains unclear. Muta-
tions in the oxyR-ahpC region, a gene that encodes an alkyl hy-
droperoxidase reductase (AhpC), do not appear to play a direct
role in INH resistance, although they may be important in main-
taining peroxide homeostasis of the organism when KatG ac-
tivity is low or absent.14

A priority of TB control programs is to prevent the trans-
mission of resistant strains by early detection and appropriate
treatment. Only cases of drug resistance among new cases are
assumed to be due to transmission of drug-resistant strains.31

Many outbreaks of drug-resistant strains in community settings
have been described using IS6110–RFLP analysis, the stan-
dardized and most widely applied molecular typing method for
M. tuberculosis.8

Our aim was to prospectively analyze the prevalence of mo-
lecular genetic mechanisms for M. tuberculosis INH and RIF
resistance in the urban area of Barcelona. We also compared
the genotypic analysis with phenotypic properties such as cata-
lase-peroxidase activity or minimum inhibitory concentration
(MIC) of INH. Finally, we assessed the community transmis-
sion of drug-resistant tuberculosis. 

MATERIALS AND METHODS

Study setting, patients, and isolates

In a previously published project,23 Mycobacterium tuber-
culosis isolates were collected from 1,749 consecutive tuber-
culosis patients attending the six tertiary hospitals of the
Barcelona area over a 2-year period (from October 1995 to Sep-
tember 1997). Most patients (1,535; 87.8%) had no history of
previous treatment. A rate of 5.7% drug resistance among new
cases and 20.5% drug resistance among previously treated pa-
tients was observed. The number of INH- and RIF-resistant
strains was 58 (3.8%) and 15 (1%), respectively. The same fig-
ures for INH and RIF resistance among previously treated pa-
tients were 37 (17.3%) and 21 (9.8%), respectively.23 Isoniazid
resistance among new cases was associated with foreign peo-
ple. Drug resistance among previously treated patients was as-
sociated with people over 60 years old and women.23 A sam-
ple of 61 INH-resistant strains and 17 RIF-resistant strains was
available for study.

Laboratory procedures

Phenotypic drug susceptibility testing was carried out using
the BACTEC 460 radiometric method (Becton Dickinson, Tow-
son, MD), which contained critical concentrations of 0.1 �g/ml
of isoniazid and 2 �g/ml of rifampin. In strains resistant to INH
and RIF, MICs were obtained in Middlebrook 7H10 medium
incubated for 3 weeks. Six dilutions of INH and RIF were pre-
pared to give final concentrations of 0.125, 0.25, 0.5, 1, 2, 4,

8, 16, and 32 �g/ml in the plate. The catalase and peroxidase
activities were semiquantitatively determined with the Bogen
reactive following a standard protocol.5

Epidemiological characterization

In order to rule out outbreaks that could influence the rela-
tive importance of drug resistance mechanisms, isolates were
typed by a standard IS6110-based restriction fragment length
polymorphism (RFLP) method.51 Banding patterns were ana-
lyzed using BioImage whole-band analysis software (Genomic
Solutions, Inc., Ann Arbor, MI). Banding patterns were com-
pared by the Dice coefficient to calculate similarities. The un-
weighted pair group method using arithmetic averages was used
for clustering. Patients were grouped in the same cluster if their
isolates were identical with respect to the number and size of
hybridizing bands when six or more bands are present.22

Detection of mutation

The isolates were cultured on Lowenstein-Jensen slants.
Colonies were scraped, resuspended in 500 �l of TE (10 mM
Tris, 1 mM EDTA [pH 8]), and killed by freezing at �70°C
followed by heating at 80°C for 20 min. The DNA was ex-
tracted using a previously described protocol.52 The entire katG
gene (six fragments; 2405 bp), specific regions of the oxyR-
ahpC located upstream of the gene (105 bp) and the mabA-inhA
regulatory region (248 bp) related to isoniazid resistance, and
the region of the rpoB gene (165 bp) involved in rifampin re-
sistance were PCR amplified. The primers used for rpoB gene
were designed with the program Primer Express (Applied
Biosystems) and the primers for other target regions were de-
rived from published sequences44,46 (Table 1). DNA sequenc-
ing was performed with the fmol DNA Cycle Sequencing Sys-
tem (Promega Corporation, Madison, WI) with ALF Express II
(Amersham Pharmacia Biotech).

RESULTS

Genotypic analysis of M. tuberculosis isolates

Of the 61 INH-resistant strains, 46 (75%) had a unique
IS6110 RFLP pattern and 15 (25%) matched at least one other
isolate belonging to one of seven clusters of drug-resistant iso-
lates. All clusters contained RFLP patterns (A–G) with more
than six bands (Table 2). Twelve out of 15 clustered patients
were in six clusters of two, and the others were in a cluster of
three.

Conventional contact tracing showed that the two patients
with isolates of pattern A had been living together. All other
patients, whose isolates had shared patterns, had no discernible
connection with each other.

Isolates belonging to one of seven clusters had different re-
sistance patterns. Thus, pattern B was seen in two isolates, one
resistant to INH (katG and inhA wild-type) and the other re-
sistant to INH and RIF (katG and inhA wild-type and rpoB
S531L). A representative of each cluster was chosen for the epi-
demiological analysis of resistance mechanisms. In the case of
cluster with several resistance phenotypes, the most resistant
strain was selected.
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Analysis of the rpoB gene responsible for the RIF
resistance phenotype

Mutations in the core region of rpoB gene were detected for
all 15 RIF-resistant strains. Eight different rpoB mutations were
identified involving codons 512, 516, 526, and 531. The most
common mutation, which changes serine to leucine (position
531), was detected in seven of the 15 RIF-resistant isolates
(Table 3).

Analysis of katG, inhA, and oxyR-ahpC genes
involved in the isoniazid resistance phenotype

As shown in Table 4, 29 of 53 INH-resistant strains (55%) had
katG alterations consisting of small deletions (3–15 nucleotides;
n � 3) or nucleotide substitutions (n � 26), resulting in either
amino acid replacement (n � 25) or stop mutation (n � 1). All
but two strains had a single alteration in the katG gene. The ge-

netic alterations were detected all along the gene: codons 94, 152,
172, 189, 204, 234, 315, 463, 560, 592, 640, 678, and 728. How-
ever, the most frequent mutation occurred at codon 315 (17 of 53;
32%), where the most common substitution was Ser � Thr (15
of 53; 28%). The second most frequently affected codon was the
463 with an Arg � Leu substitution (3 of 53; 6%).

mabA-inhA regulatory region analysis showed a nucleotide
substitution for 17 of the 53 INH-resistant strains (32%) with
the following changes: C � T substitution involving nucleotide
at the position 15 upstream of the mabA initiation codon (–15;
14 of 53; 26%); T � C involving nucleotide –8 (two of 53;
4%) and G � T involving nucleotide –17 (one of 53; 2%).

In the intergenic region oxyR-ahpC, 7 (13.2%) of those 53
INH-resistant strains had simple nucleotide substitutions (posi-
tions �6, �12, �39), deletions (position –39) or insertions (one
or two nucleotides; positions (–38/–39 and –45/–46; designated
relative to ahpC mRNA start site).

ANALYSIS OF INH AND RIF RESISTANCE IN BARCELONA 109

TABLE 1. PRIMERS USED FOR AMPLIFICATION OF DNA SEGMENTS FROM RPOB, KATG,
MABA-INHA, AND OXYR-AHPC

Drug Gene Length of amplicon Sequence 5�–3�

Rifampin rpoB 165 5�-accgcagacgttgatcaacat-3�
5�-ggcacgctcacgtgacag-3�

Isoniazid katG 337 5�-gtgcccgagcaacacccacc-3�
5�-taggtgccggcagcgtgcca-3�

422 5�-tggcacgctgccggcaccta-3�
5�-aatgtcgaccgccgcggcca-3�

418 5�-tggccgcggcggtcgacatt-3�
5�-ggtcagtggccagcatcgtc-3�

406 5�-ccgacgatgctggccactga-3�
5�-tcggggtcgttgacctccca-3�

408 5�-tgggaggtcaacgaccccga-3�
5�-ccagcgctaagcgcttgtag-3�

414 5�-ctacaagcgcttaccgctgg-3�
5�-caaatcgcgccgggcaaaca-3�

mabA-inhA 248 5�-cctcgctgcccagaaaggga-3�
5�-atcccccggtttcctccggt-3�

oxyR-ahpC 105 5�-gcttgatgtccgagagcatcg-3�
5�-ggtcgcgtaggcagtgcccc-3�-

TABLE 2. GENOTYPIC DRUG RESISTANCE ANALYSIS OF 15 CLUSTERED INH-RESISTANT ISOLATES

RFLP pattern No. of
(no. of bands) isolates MIC (�g/ml) katG mutation MIC, �g/ml rpoB mutation

A (11) 2 8 S315Ta �0.06 —
B (13) 1 0.25 —c �0.06 —

1 0.25 — 32 S531La

C (13) 2 8 S315T �0.06 —
D (14)b 3 0.25 — �0.06 —
E (10) 2 8 S315T 32 S531L
F (13) 2 8 S315T 4 A516V
G (11) 2 8 S315T �0.06 —

aCodon number affected and amino acid substitution.
b-15T nucleotide substitution of the mabA-inhA regulatory region.
c—, Wild-type. All strains, including in the clusters, displayed the oxyR-ahpC region wild type.
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INH MIC and catalase-peroxidase activity correlation
with genotype

MICs of isoniazid were �1 �g/ml in 25 strains (47%), 2–16
�g/ml in 18 (34%), and �32 �g/ml in three (6%). MICs of the
17 strains with mutation in the regulatory region of inhA were
0.25–2 �g/ml, 71% of them having a MIC of 0.25–0.5 �g/ml.
MICs of the strains with mutation at codon 315 of katG gene
was 4–16 �g/ml. Two of the three strains with MIC of �32
�g/ml presented a deletion in the katG gene, and all strains
lacked catalase and peroxidase activity. The presence of cata-
lase activity was detected in 71% of the strains with mutation
at codon 315 of katG, and the peroxidase was detected in 35%
of these strains. The MICs of the strains with mutations in the
katG gene, but not in codon 315, was 0.125–2 �g/ml. Catalase
activity was detected in 71% of these strains, whereas peroxi-
dase activity was detected in 42.8%. Ninety percent of the
strains with MIC of �1 �g/ml conserved the catalase and per-
oxidase activities.

DISCUSSION

In this study, we report the presence of mutations in the core
region of rpoB gene in all the M. tuberculosis strains that ex-
hibited RIF resistance. The most frequent mutation (41%) oc-
curred at codon position 531. Although frequencies of particu-
lar mutations in RIF-resistant M. tuberculosis isolates may
differ in different geographic areas,4 generally the most frequent
codon involved is also 531.15,37,50

In contrast, resistance to INH was associated with a variety
of mutations. The katG gene, which encodes catalase-peroxi-
dase, was the most commonly altered gene, with the majority
of mutations occurring at codon 315 (32% of INH-resistant
strains). The absence of additional mutations within or outside
of the katG gene in fifteen of seventeen codon 315 mutated
INH-resistant strains confirms that codon 315 plays an impor-
tant role in the development of INH resistance. This is in agree-

ment with previous studies.8,38,54 The apparently conservative
substitution of serine by threonine is of a maximum benefit to
M. tuberculosis, as it reduces the activation of INH while main-
taining a substantial catalase-peroxidase activity.25,28,30,38 In-
deed, in our series, 71% and 35% of INH-resistant strains with
a mutated codon 315 showed some catalase and peroxidase ac-
tivity, respectively. The catalase-peroxidase negative strains
probably reflect the inaccuracy of the routine assays, which is
nevertheless useful in clinical laboratories.6 Like many other
authors,17,25,36,40,43,53 we found a high level of INH resistance
(4–16 �g/ml) in the katG 315 mutated strains, although one
study in the literature reported contrasting figures.41 On the
other hand, it has been reported that isolates with deletions in
katG gene lost their catalase-peroxidase activities, and the MICs
for these isolates are �32 �g/ml.11,30 In our study, three strains
with deletions in the katG gene were found. Two of these had
deletions affecting the catalytic domain of the protein showed
MIC of �32 �g/ml and lacked catalase-peroxidase activities.
The third strain had a low-level resistance (0.25 �g/ml), con-
served its catalase activity, and had a deletion of 15 bp (codons
�640–644) in the C-terminal domain. Mutations affecting the
C-terminal part are either associated with low-level resistance
or appear to be without effect.12,13,36 Moreover, strains 27R,
9R, and 36R with low-level resistance and conserved catalase-
peroxidase activity had mutations in this C-terminal domain.
We failed to detect a complete katG deletion in any of these 53
resistant isolates.

The second most frequently affected codon in the katG gene
was 463 (5.6%), always in conjunction with additional muta-
tions outside this codon. Unlike mutations at codon 315, mu-
tations at codon 463 have also been detected in isoniazid-sus-
ceptible isolates,9,26,29 which suggests that it is a rather common
polymorphism, independent of INH resistance.

inhA operon consists of two genes, mabA and inhA, both of
which encode enzymes involved in mycolic acid biosynthe-
sis.2,3 Seventeen isolates in our series had mutations in the
mabA-inhA regulatory region; 14 of these strains (82%) had no
other detectable molecular alterations at katG gene. All the
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TABLE 3. MIC TO RIFAMPIN AND MUTATIONS IN RPOB OF CLINICAL M. TUBERCULOSIS ISOLATES

rpoB gene

Strain MIC (�g/ml) Codon Amino acid changes

059/R 1 512 AGC → ACC Ser → Thr
019/R 1 516 GAC → TTC Asp → Phe
005/R 4 516 GAC → TAC Asp → Tyr
063/R 4 516 GAC → GTC Asp → Val
028/R 16 526 CAC → GAC His → Asp
047/R 32 526 CAC → TAC His → Tyr
003/R 32 526 CAC → GAC His → Asp
018/R ND 526 CAC → TAC His → Tyr
016/R 8 531 TCG → TTG Ser → Leu
007/R 16 531 TCG → TGG Ser → Trp
052/R ND 531 TCG → TTG Ser → Leu
044/R 32 531 TCG → TTG Ser → Leu
039/R 32 531 TCG → TTG Ser → Leu
048/R 32 531 TCG → TTG Ser → Leu
017/R 32 531 TCG → TTG Ser → Leu

ND, not done.



strains with mutations in the mabA-inhA regulatory region had
low-level resistance (MIC 0.2–1 �g/ml). The most frequent sub-
stitution involved nucleotide –15 upstream of mabA (82.3%).
Fifteen of the 17 strains (88.2%) conserved catalase activity,

and all of them had peroxidase activity. To our knowledge, no
mutations have been mapped to the MabA ORF in INH-resis-
tant organisms. In contrast, mutations have been mapped to the
mabA RBS with high frequency and also in the InhA ORF with
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TABLE 4. PHENOTYPIC AND GENOTYPIC CHARACTERISTICS OF ISONIAZID-RESISTANT STRAINS

Results of phenotypic analysis for

Activity Results of genotypic analysis for

Strain MIC (�g/ml) Catalase Peroxidase katG inhA ahpC-oxyR

058/R 0.125 2 			 — — —
027/R 0.125 3 	 592 Asp → Glu — —
030/R 0.25 3 		 — — —
032/R, 041/R 0.25 3 			 — — —
039/R 0.25 1 			 — — —
040/R 0.25 1 0 94 Asp → Asn — —
046/R 0.25 0 			 463 Art → Leu –15 C → T —
054/R 0.25 2 0 640 Del — —
009/R 0.25 2 		 728 Trp → Tyr — –12G → A
067/R 0.25 0 		 — –15 C → T —
052/R 0.25 3 		 — –15 C → T —
061/R 0.25 4 			 — –15 C → T —
042/R 0.25 2 			 — –8 T → C —
034/R 0.25 3 			 — –8 T → C —
029/R 0.5 1 			 — — —
033/R 0.5 3 			 — — —
050/R 0.5 0 			 — — —
028/R 0.5 0 0 172 Ala → Thr — –6G → C
047/R 0.5 2 			 — –15 C → T —
001/R 0.5 3 			 — –15 C → T —
014/R 0.5 3 	 — –15 C → T —
013/R 0.5 4 	 — –15 C → T —
011/R 0.5 4 	 — –15 C → T –38/–39 ins
026/R 0.5 4 	 — –17 G → T —
059/R 1 3 		 — — —
036/R 1 2 	 678 Tyr → Cys –15 C → T —
003/R, 053/R 1 3 		 — –15 C → T —
060/R 1 2 		 — –15 C → T —
017/R 2 0 0 560 Gly → Ala — —
007/R 2 1 		 204 Trp → stop — —
057/R 2 0 		 189 Asp → His –15 C → T —
004/R 4 4 0 315 Ser → Thr — —
016/R 8 2 0 315 Ser → Arg — —
008/R 8 2 0 315 Ser → Asn — —
035/R 8 0 	 315 Ser → Thr — —
063/R 8 1 	 315 Ser → Thr — —
015/R 8 2 0 315 Ser → Thr — —
044/R 8 2 		 315 Ser → Thr — —
062/R 8 2 0 315 Ser → Thr — —
018/R, 045/R, 8 3 0 315 Ser → Thr — —

066/R, 023/R
048/R 8 3 	 315 Ser → Thr — —
002/R 8 4 			 315 Ser → Thr — —
019/R 8 0 0 315 Ser → Thr — –39 Del
012/R 8 3 	 315 Ser → Thr — –45/–46 ins

463 Arg → Leu — —
234 Ala → Gly — —

065/R 16 0 0 315 Ser → Thr — —
463 Arg → Leu — —

005/R �32 0 0 234 Del — —
155–158 Del — —

022/R �32 0 0 152 Del — –39 A → G
024/R �32 0 0 — — –12 G → A



lower, but significant, frequency.2,33,35 Mutations in the mabA-
inhA regulatory region result in the overexpression of the InhA
protein through transcriptional upregulation,29 and are associ-
ated with both INH and ETH resistance.19,21 The data presented
here for katG and inhA loci therefore emphasize the fact that a
mutation alone is sufficient to confer the resistance phenotype.

The promotor region oxyR-ahpC takes part in the cellular an-
swer to oxidative stress.39 In our study, genetic alterations (mu-
tations, deletions, or insertions) in the promoter region oxyR-
ahpC were identified in 13.2% of INH-resistant strains, as
described similarly in previously published reports.16,29,39,45

Conversely, taken together our data clearly demonstrate that
most strains with oxyR-ahpC region mutations have alterations
at other loci (katG or inhA), which may readily explain the INH
resistance phenotype.16,39

Our results showed, however, that 17% of the INH-resistant
isolates had no detectable alterations at the studied loci. The
fact that we sequenced the whole katG gene suggests that some
target regions are still undefined and that other molecular mech-
anisms may play some role. A similar result was found by Silva
et al. in Brazil.40 The genetic mechanisms of INH resistance
are highly complex and affect several genes that are involved
in mycolic acid biosynthesis or are overexpressed as a response
to the buildup or cellular toxicity of INH.20,30 At least 18 al-
ternative genes have been implied in the mechanism of resis-
tance to isoniazid. Among these there are the ndh (encoding
NADH dehydrogenase) fadE23, fadE24 (involved in fatty acid
�-oxidation), Rv1592c, Rv1772 (of unknown function but tran-
scriptionally induced by INH), and iniBAC region (Rv0340
genes iniA, iniB, and iniC) induced by both INH and etham-
butol.

There are geographic variations in the molecular mechanism
responsible for INH resistance. S315T mutation in the katG
gene has been detected in 91.7% of INH-resistant strains in Rus-
sia,24 87% in Brazil,40 83.9% in Lithuania,1 62.2% in New
York,27 59.2% in Korea,18 34.6% in Madrid,27 32% in the pre-
sent study in Barcelona, and none of the Equatorial Guinea
strains.49 Therefore, the mapping of the frequency and types of
mutation in a country or a geographic region is not generally
applicable.

RFLP analysis indicates that transmission of INH-resistant
strains contributes to the emergence of INH-resistant tubercu-
losis in Barcelona through short transmission chains. We were
unable to identify links among many of the patients in RFLP-
defined clusters, probably due to the difficulty of reconstruct-
ing the epidemiological links in locations involving casual con-
tact outside the home.42 The absence of major outbreaks
suggests that the TB control program has been sufficiently ef-
fective. This finding is consistent with the fact that the inci-
dence of primary resistance to INH in Barcelona is low.23

With regard to the correlation between the molecular mech-
anism of INH resistance and transmission (Table 2), 10 of 15
isolates belonging to five clusters had a mutation at codon 315
of the katG gene. Substitution involving nucleotide –15 up-
stream of the mabA-inhA regulatory region was found in three
isolates belonging to one cluster. Finally, two strains belong-
ing to one cluster had no detectable alterations at the studied
loci.

In summary, the screening of codon 315 of katG gene and
the mabA-inhA upstream region should be included in a rapid

genotypic assay for direct detection of INH resistance. This tar-
get approach would cover 62% of an INH-resistant sample in
Barcelona. In contrast, if a 81-bp region of rpoB is selectively
targeted, all the RIF-resistant isolates of our series would be
rapidly detected. Such a PCR-based method would facilitate the
rapid detection and drug susceptibility testing of M. tuberculo-
sis, which is necessary for the effective control and prevention
of tuberculosis and MDR-TB. In Barcelona, this would be es-
pecially suitable to study the drug resistance among immigrants
new cases and among previously treated patients.

ACKNOWLEDGMENT

This study was funded by Fondo de Investigación Sanitaria
de la Seguridad Social (proyecto: 95/1957).

REFERENCES

1. Bakonyte, D., A. Baranauskaite, J. Cicenaite, A. Sosnovskaja,
and P. Stakenas. 2003. Molecular characterization of isoniazid-
resistant Mycobacterium tuberculosis clinical isolates in Lithuania.
Antimicrob. Agents Chemother. 47:2009–2011.

2. Banerjee, A., E. Dubnau, A. Quemard, V. Balasubramanian,
K.S. Um, T. Wilson, D. Collins, G. de Lisle, and W.R. Jacobs,
Jr. 1994. inhA, a gene encoding a target for isoniazid and ethion-
amide in Mycobacterium tuberculosis. Science 263:227–230.

3. Banerjee, A., M. Sugantino, J.C. Sacchettini, and W.R. Jacobs,
Jr. 1998. The mabA gene from the inhA operon of Mycobacterium
tuberculosis encodes a 3-ketoacyl reductase that fails to confer iso-
niazid resistance. Microbiology 144:2697–2704.

4. Bártfai, Z., Á. Somoskövi, C. Ködmön, N. Szabó, E. Puskás, L.
Kosztolányi, E. Faragó, J. Mester, L.M. Parsons, and M.
Salfinger. 2001. Molecular characterization of rifampin-resistant
isolates of Mycobacterium tuberculosis from Hungary by DNA se-
quencing and the line probe assay. J. Clin. Microbiol.
39:3736–3739.

5. Canneti, G., and J. Grosset. 1968. Techniques et indications des
examens bactériologiques en tuberculose. Éditions de la Tourelle,
Saint Mandé.

6. Cardona, P.J., S. Gordillo, I. Amat, J. Díaz, J. Lonca, C. Vila-
plana, A. Pallarés, R. Llatjós, A. Ariza, and V. Ausina. 2003.
Catalase-peroxidase activity has no influence on virulence in a
murine model of tuberculosis. Tuberculosis 83:351–359.

7. Chaves, F., M. Alonso-Sanz, M.J. Rebollo, J.C. Tercero, M.S.
Jimenez, and A.R. Noriega. 2000. rpoB mutations as an epi-
demiologic marker in rifampin-resistant Mycobacterium tubercu-
losis. Int. J. Tuberc. Lung Dis. 4:765–770.

8. Dahle, U.R., P. Sandven, E. Heldal, T. Mannsaaker, and D.A.
Caugant. 2003. Deciphering an outbreak of drug-resistant My-
cobacterium tuberculosis. J. Clin. Microbiol. 41:67–72.

9. Dobner, P., S. Rüsch-Gerdes, G. Bretzel, K. Feldmann, M. Ri-
fai, T. Löscher, and H. Rinder. 1997. Usefulness of Mycobac-
terium tuberculosis genomic mutations in the genes katG and inhA
for the prediction of isoniazid resistance. Int. J. Tuberc. Lung Dis.
1:365–369.

10. García de Viedma, D., M. del Sol Díaz Infantes, F. Lasala, F.
Chaves, L. Alcalá, and E. Bouza. 2002. New real-time PCR able
to detect in a single tube multiple rifampin resistance mutations
and high-level isoniazid resistance mutations in Mycobacterium tu-
berculosis. J. Clin. Microbiol. 40:988–995.

11. Gillespie, S.H., O.J. Billington, A. Breathnach, and T.D.
McHugh. 2002. Multiple drug-resistant Mycobacterium tubercu-

COLL ET AL.112



losis: evidence for changing fitness following passage through hu-
man hosts. Microb. Drug Resist. 8:273–279.

12. Heym, B., P.M. Alzari, N. Honore, and S.T. Cole. 1995. Mis-
sense mutations in the catalase-peroxidase gene, katG, are associ-
ated with isoniazid resistance in Mycobacterium tuberculosis. Mol.
Microbiol. 15:235–245.

13. Heym, B., B. Saint-Joanis, and S.T. Cole. 1999. The molecular
basis of isoniazid resistance in Mycobacterium tuberculosis. Tu-
berc. Lung Dis. 79:267–271.

14. Heym, B., E. Stavropoulos, N. Honoré, P. Domenech, B. Saint-
Joanis, T.M. Wilson, D.M. Collins, M.J. Colston, and S.T. Cole.
1997. Effects of overexpression of the alkyl hydroperoxide reduc-
tase AhpC on the virulence and isoniazid resistance of Mycobac-
terium tuberculosis. Infect. Immun. 65:1395–1401.

15. Hirano, K., C. Abe, and M. Takahashi. 1999. Mutations in the
rpoB gene of rifampin-resistant Mycobacterium tuberculosis strains
isolated mostly in Asian countries and their rapid detection by line
probe assay. J. Clin. Microbiol. 37:2663–2666.

16. Kelley, C.L., D.A. Rouse, and S.L. Morris. 1997. Analysis of
ahpC gene mutations in isoniazid-resistant clinical isolates of My-
cobacterium tuberculosis. Antimicrob. Agents Chemother.
41:2057–2058.

17. Kiepiela, P., K.S. Bishop, A.N. Smith, L. Roux, and D.F. York.
2000. Genomic mutations in the katG, inhA and aphC genes are
useful for the prediction of isoniazid resistance in Mycobacterium
tuberculosis isolates from Kwazulu Natal, South Africa. Tuberc.
Lung Dis. 80:47–56.

18. Kim, S.Y., Y.J. Park, W.I. Kim, S.H. Lee, C. Ludgerus Chang,
S.J. Kang, and C.S. Kang. 2003. Molecular analysis of isoniazid
resistance in Mycobacterium tuberculosis isolates recovered from
South Korea. Diagn. Microbiol. Infect. Dis. 47:497–502.

19. Larsen, M.H., C. Vilchèze, L. Kremer, G.S. Besra, L. Parsons,
M. Salfinger, L. Heifets, M.H. Hazbon, D. Alland, J.C. Sac-
chettini, and W.R. Jacobs, Jr. 2002. Overexpression of inhA, but
not kasA, confers resistance to isoniazid and ethionamide in My-
cobacterium smegmatis, M. bovis BCG and M. tuberculosis. Mol.
Microbiol. 46:453–466.

20. Lee, A.S., A.S. Teo, and S.Y. Wong. 2001. Novel mutations in
ndh in isoniazid-resistant Mycobacterium tuberculosis isolates. An-
timicrob. Agents Chemother. 45:2157–2159.

21. Lee, H., S.N. Cho, H.E. Bang, J.H. Lee, G.H. Bai, S.J. Kim, and
J.D. Kim. 2000. Exclusive mutations related to isoniazid and
ethionamide resistance among Mycobacterium tuberculosis isolates
from Korea. Int. J. Tuberc. Lung Dis. 4:441–447.

22. March, F., P. Coll, R.A. Guerrero, E. Busquets, J.A. Caylà, and
G. Prats. 2000. Predictors of tuberculosis transmission in prisons:
an analysis using conventional and molecular methods. AIDS
14:525–535.

23. Martin-Casabona, N., F. Alcaide, P. Coll, J. González, J.M.
Manterola, M. Salvado, and J.A. Cayla. 2000. Fármaco re-
sistencia en Mycobacterium tuberculosis. Estudio multicéntrico del
área de Barcelona. Med. Clin. (Barc.) 115:493–498.

24. Marttila, H.J., H. Soini, E. Eerola, E. Vyshnevskaya, B.I. Vysh-
nevskiy, T.F. Otten, A.V. Vasilyef, and M.K. Viljanen. 1998. A
Ser315Thr substitution in KatG is predominant in genetically het-
erogeneous multidrug-resistant Mycobacterium tuberculosis iso-
lates originating from the St. Petersburg area in Russia. Antimi-
crob. Agents Chemother. 42:2443–2445.

25. Morlock, G.P., B. Metchock, D. Sikes, J.T. Crawford, and R.C.
Cooksey. 2003. ethA, inhA, and katG loci of ethionamide-resistant
clinical Mycobacterium tuberculosis isolates. Antimicrob. Agents
Chemother. 47:3799–3805.

26. Musser, J.M., V. Kapur, D.L. Williams, B.N. Kreiswirth, D.
van Soolingen, and J.D. van Embden. 1996. Characterization of
the catalase-peroxidase gene (katG) and inhA locus in isoniazid-
resistant and -susceptible strains of Mycobacterium tuberculosis by

automated DNA sequencing: restricted array of mutations associ-
ated with drug resistance. J. Infect. Dis. 173:196–202.

27. Piatek, A.S., A. Telenti, M.R. Murray, H. El-Hajj, W.R. Ja-
cobs, Jr., F.R. Kramer, and D. Alland. 2000. Genotypic analy-
sis of Mycobacterium tuberculosis in two distinct populations us-
ing molecular beacons: implications for rapid susceptibility testing.
Antimicrob. Agents Chemother. 44:103–110.

28. Pym, A.S., B. Saint-Joanis, and S.T. Cole. 2002. Effect of katG
mutations on the virulence of Mycobacterium tuberculosis and the
implication for transmission in humans. Infect. Immun. 70:
4955–4960.

29. Ramaswamy, S., and J.M. Musser. 1998. Molecular genetic ba-
sis of antimicrobial agent resistance in Mycobacterium tuberculo-
sis: 1998 update. Tuberc. Lung Dis. 79:3–29.

30. Ramaswamy, S.V., R. Reich, S.J. Dou, L. Jasperse, X. Pan, A.
Wanger, T. Quitugua, and E.A. Graviss. 2003. Single nucleotide
polymorphisms in genes associated with isoniazid resistance in 
Mycobacterium tuberculosis. Antimicrob. Agents Chemother. 47:
1241–1250.

31. Rattan, A., A. Kalia, and N. Ahmad. 1998. Multidrug-resistant
Mycobacterium tuberculosis: molecular perspectives. Emerg. In-
fect. Dis. 4:195–209.

32. Rindi, L., L. Bianchi, E. Tortoli, N. Lari, D. Bonanni, and C.
Garzelli. 2003. A real-time PCR assay for detection of isoniazid
resistance in Mycobacterium tuberculosis clinical isolates. J. Mi-
crobiol. Methods 55:797–800.

33. Ristow, M., M. Mohlig, M. Rifai, H. Schatz, K. Feldmann, and
A. Pfeiffer. 1995. New isoniazid/ethionamide resistance gene mu-
tation and screening for multidrug-resistant Mycobacterium tuber-
culosis strains. Lancet 346:502–503.

34. Rouse, D.A., J.A. DeVito, Z. Li, H. Byer, and S.L. Morris. 1996.
Site-directed mutagenesis of the katG gene of Mycobacterium tu-
berculosis: effects on catalase-peroxidase activities and isoniazid
resistance. Mol. Microbiol. 22:583–592.

35. Rozwarski, D.A., G.A. Grant, D.H. Barton, W.R. Jacobs, Jr.,
and J.C. Sacchettini. 1998. Modification of the NADH of the iso-
niazid target (InhA) from Mycobacterium tuberculosis. Science
279:98–102.

36. Saint-Joanis, B., H. Souchon, M. Wilming, K. Johnsson, P.M.
Alzari, and S.T. Cole. 1999. Use of site-directed mutagenesis to
probe the structure, function and isoniazid activation of the cata-
lase/peroxidase, KatG, from Mycobacterium tuberculosis.
Biochem. J. 338:753–760.

37. Schilke, K., K. Weyer, G. Bretzel, B. Amthor, J. Brandt, V.
Sticht-Groh, P.B. Fourie, and W.H. Haas. 1999. Universal pat-
tern of rpoB gene mutations among multidrug-resistant isolates of
Mycobacterium tuberculosis complex from Africa. Int. J. Tuberc.
Lung Dis. 3:620–626.

38. Scior, T., I. Meneses Morales, S.J. Garces Eisele, D. Domeyer,
and S. Laufer. 2002. Antitubercular isoniazid and drug resistance
of Mycobacterium tuberculosis—a review. Arch. Pharm. (Wein-
heim) 335:511–525.

39. Sherman, D.R., K. Mdluli, M.J. Hickey, T.M. Arain, S.L. Mor-
ris, C.E. Barry, III, and C.K. Stover. 1996. Compensatory ahpC
gene expression in isoniazid-resistant Mycobacterium tuberculosis.
Science 272:1641–1643.

40. Silva, M.S., S.G. Senna, M.O. Ribeiro, A.R. Valim, M.A. Telles,
A. Kritski, G.P. Morlock, R.C. Cooksey, A. Zaha, and M.L.
Rossetti. 2003. Mutations in katG, inhA, and ahpC genes of Brazil-
ian isoniazid-resistant isolates of Mycobacterium tuberculosis. J.
Clin. Microbiol. 41:4471–4447.

41. Slayden, R.A., and C.E. Barry, III. 2000. The genetics and bio-
chemistry of isoniazid resistance in Mycobacterium tuberculosis.
Microbes Infect. 2:659–669.

42. Solsona, J., J.A. Cayla, E. Verdu, M.P. Estrada, S. Garcia, D.
Roca, B. Miquel, P. Coll, and F. March. 2001. Molecular and

ANALYSIS OF INH AND RIF RESISTANCE IN BARCELONA 113



conventional epidemiology of tuberculosis in an inner city district.
Int. J. Tuberc. Lung Dis. 5:724–731.

43. Somoskovi, A., L.M. Parsons, and M. Salfinger. 2001. The mol-
ecular basis of resistance to isoniazid, rifampin, and pyrazinamide
in Mycobacterium tuberculosis. Respir. Res. 2:164–168.

44. Sreevatsan, S., X. Pan, Y. Zhang, V. Deretic, and J.M. Musser.
1997. Analysis of the oxyR-ahpC region in isoniazid-resistant and
-susceptible Mycobacterium tuberculosis complex organisms re-
covered from diseased humans and animals in diverse localities.
Antimicrob. Agents Chemother. 41:600–606.

45. Telenti, A. 1998. Genetics and pulmonary medicine. 5. Genetics
of drug-resistant tuberculosis. Thorax 53:793–797.

46. Telenti, A., N. Honoré, C. Bernasconi, J. March, A. Ortega, B.
Heym, H.E. Takiff, and S.T. Cole. 1997. Genotypic assessment
of isoniazid and rifampin resistance in Mycobacterium tuberculo-
sis: a blind study at reference laboratory level. J. Clin. Microbiol.
35:719–723.

47. Telenti, A., P. Imboden, F. Marchesi, D. Lowrie, S. Cole, M.J.
Colston, L. Matter, K. Schopfer, and T. Bodmer. 1993. Detec-
tion of rifampicin-resistance mutations in Mycobacterium tuber-
culosis. Lancet 341:647–650.

48. Torres, M.J., A. Criado, M. Ruiz, A.C. Llanos, J.C. Palomares,
and J. Aznar. 2003. Improved real-time PCR for rapid detection
of rifampin and isoniazid resistance in Mycobacterium tuberculo-
sis clinical isolates. Diagn. Microbiol. Infect. Dis. 45:207–212.

49. Tudó, G., J. González, R. Obama, J.M. Rodríguez, J.R. Franco,
M. Espasa, P.R. Simarro, G. Escaramís, C. Ascaso, A. García,
and M.T. Jiménez de Anta. 2004. Study of resistance to anti-tu-
berculosis drugs in five districts of Equatorial Guinea: rates, risk
factors, genotyping of gene mutations and molecular epidemiol-
ogy. Int. J. Tuberc. Lung Dis. 8:15–22.

50. Valim, A.R., M.L. Rossetti, M.O. Ribeiro, and A. Zaha. 2000.
Mutations in the rpoB gene of multidrug-resistant Mycobacterium
tuberculosis isolates from Brazil. J. Clin. Microbiol. 38:
3119–3122.

51. van Embden, J.D., M.D. Cave, J.T. Crawford, J.W. Dale, K.D.
Eisenach, B. Gicquel, P. Hermans, C. Martin, R. McAdam,
T.M. Shinnick, et al. 1993. Strain identification of Mycobacterium
tuberculosis by DNA fingerprinting: recommendations for a stan-
dardized methodology. J. Clin. Microbiol. 31:406–409.

52. van Soolingen, D., P.E. de Haas, P.W. Hermans, and J.D. van
Embden. 1994. DNA fingerprinting of Mycobacterium tuberculo-
sis. Methods Enzymol. 235:196–205.

53. van Soolingen, D., P.E. de Haas, H.R. van Doorn, E. Kuijper,
H. Rinder, and M.W. Borgdorff. 2000. Mutations at amino acid
position 315 of the katG gene are associated with high-level resis-
tance to isoniazid, other drug resistance, and successful transmis-
sion of Mycobacterium tuberculosis in the Netherlands. J. Infect.
Dis. 182:1788–1790.

54. Wei, C.J., B. Lei, J.M. Musser, and S.C. Tu. 2003. Isoniazid ac-
tivation defects in recombinant Mycobacterium tuberculosis cata-
lase-peroxidase (KatG) mutants evident in InhA inhibitor produc-
tion. Antimicrob. Agents Chemother. 47:670–675.

55. WHO. 2000. Anti-tuberculosis drug resistance in the world. Re-
port no. 2. Prevalence and trends. World Health Organization,
Geneva, Switzerland.

56. WHO. 2003. World Health Organization annual report on global
tuberculosis. World Health Organization, Geneva, Switzerland.

Address reprint requests to:
Dr. Pere Coll Figa

Servei de Microbiologia
Hospital de la Santa Creu i Sant Pau

Av. Sant Antoni Ma Claret, 167
08025 Barcelona, Spain

E-mail: pcoll@hsp.santpau.es

COLL ET AL.114


