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Abstract

Cross-resistance in rifamycins has been observed in rifampin (RIF)-resistant Mycobacterium 
tuberculosis complex isolates; some rpoB mutations do not confer broad in vitro rifamycin 

resistance. We examined 164 isolates, of which 102 were RIF-resistant, for differential resistance 

between RIF and rifabutin (RFB). A total of 42 unique single mutations or combinations of 

mutations were detected. The number of unique mutations identified exceeded that reported in any 

previous study. RFB and RIF MICs up to 8 µg/ml by MGIT 960 were studied; the cut-off values 

for susceptibility to RIF and RFB were 1 µg/ml and 0.5 µg/ml, respectively. We identified 31 

isolates resistant to RIF but susceptible to RFB with the mutations, D516V, D516F, 518 deletion, 

S522L, H526A, H526C, H526G, H526L and two dual mutations (S522L+K527R and H526S

+K527R). Clinical investigations using RFB to treat MDR TB cases harboring those mutations are 

recommended.

INTRODUCTION

Multidrug-resistant tuberculosis (MDR-TB), defined as disease caused by strains of 

Mycobacterium tuberculosis complex (MTBC) that are resistant to isoniazid and rifampin 

(RIF), is a major obstacle to the treatment and control of tuberculosis (TB) globally (1). The 

concern over MDR-TB has necessitated not only initiatives to improve diagnostic testing 

capabilities and more efficient detection of drug resistance; it has also prompted a search for 

*Corresponding author. Zenda L. Berrada, ; Email: zberrada@smcgov.org Mailing address: San Mateo County Public Health 
Laboratory, 225 W. 37th Avenue, Room 113, San Mateo, CA 94403. Phone: 650-578-7118, Fax: 650-573-2147.
3Current affiliations: San Mateo County Department of Health Public Health Laboratory, San Mateo, CA

Publisher's Disclaimer: This is a PDF file of an unedited manuscript that has been accepted for publication. As a service to our 
customers we are providing this early version of the manuscript. The manuscript will undergo copyediting, typesetting, and review of 
the resulting proof before it is published in its final form. Please note that during the production process errors may be discovered 
which could affect the content, and all legal disclaimers that apply to the journal pertain.

Partial results of this study were presented at 2012 ASM General meeting in San Francisco.

HHS Public Access
Author manuscript
Diagn Microbiol Infect Dis. Author manuscript; available in PMC 2017 June 01.

Published in final edited form as:
Diagn Microbiol Infect Dis. 2016 June ; 85(2): 177–181. doi:10.1016/j.diagmicrobio.2016.01.019.

A
uthor M

anuscript
A

uthor M
anuscript

A
uthor M

anuscript
A

uthor M
anuscript



alternative drug options for treating MDR-TB. Rifamycin drugs are generally very effective 

against MTBC, with RIF serving as an important primary drug in the treatment arsenal for 

TB. Another drug in this class, rifabutin (RFB), has fewer interactions with protease 

inhibitor drugs compared to RIF, and is often used to treat Mycobacterium avium complex 

and MTBC in HIV-infected patients, but is not commonly used as a first-line treatment for 

TB. Although the effectiveness of RFB in treating patients with drug-susceptible TB has 

been demonstrated, documentation of successful treatment of MDR-TB patients with RFB, 

even in patients whose isolates are susceptible in vitro to RFB, is limited (2 – 5). This may 

partly be due to general concerns about potential cross-resistance among the rifamycins and 

the fact that clinical efficacy of RFB for treatment of RIF-resistant strains in MDR-TB 

patients has not yet been well-established (2, 6 – 10).

Certain mutations in the RIF resistance determining region (RRDR) of the rpoB gene of 

MTBC appear to confer cross-resistance to both RIF and RFB (11 – 21). The mutations 

S531L, H526Y and H526D are most common and are found in isolates from a majority of 

MDR-TB patients. However, RIF-resistant strains possessing certain mutations, mostly in 

codons 511, 516, 518, 522, 526, 533 may retain a level of in vitro susceptibility to RFB 

depending on the particular amino acid substitutions and have the potential to be clinically 

effective against RIF-resistant MTBC strains (11 – 21). Utilization of molecular assays 

capable of discriminating SNPs in the RRDR at the nucleotide level may allow for the 

prediction of culture-based drug susceptibility testing (CDST) results to RIF and RFB (14 – 

15, 21 – 24). Owing to increased use of molecular diagnostics for detection of RIF 

resistance, an understanding of the relationship between different rpoB mutations and their 

association with differential resistance levels may be helpful to clinicians treating RIF-

resistant TB or MDR-TB as a real-time complement to CDST which can take weeks to be 

completed.

While determination of RIF and RFB MICs in association with rpoB mutations has been 

investigated, most of those studies included either relatively low numbers of isolates or 

commonly encountered mutations (11 – 16, 18 – 21). California has the most TB and MDR-

TB cases in the US. Our laboratory has used molecular methods to test clinical specimens or 

cultures for drug resistance mutations including those in RRDR since 2003. We have found 

that rpoB mutations are associated with a wide range of RIF MICs and that not all rpoB 
mutations confer RIF resistance as measured by a liquid culture-based standard phenotypic 

DST method, MGIT 960 (Becton Dickinson Diagnostic Systems, Sparks, MD). In this study, 

we determined RFB and RIF MICs using MGIT 960 on isolates with various rpoB mutations 

from our archived collection. All the MIC data were generated by the same CDST method 

and allowed a head-to-head comparison of the effect of a mutation on MIC changes for the 

two drugs. The goal of this study is to strengthen our understanding of and confidence in the 

role of rpoB mutations in differential resistance to RIF and RFB, and to lay a foundation for 

building a diverse collection of genotype/phenotype data to support the establishment of 

clinical trials to determine if the observed in vitro differential resistance can be used to guide 

treatment.
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MATERIALS AND METHODS

Bacterial isolates

A total of 164 MTBC isolates (102 RIF-resistant and 62 RIF-susceptible) were included in 

the study. Of the 102 RIF-resistant isolates, 71 were from TB patients from California 

(including many global immigrants) and 31 were contributed by India (Mumbai), 

Philippines (Manila) and across South Africa and Moldova through the Global Consortium 

for Drug-resistant TB Diagnostics (GCDD) (25). RIF-resistant isolates were selected to 

include a wide variety of rpoB mutations as determined by a well-established 

pyrosequencing assay (23); 41 of them with known RFB results previously determined by 

the agar proportion. We randomly selected 42 susceptible strains that had wild-type rpoB 
sequences. We also included 20 strains which had rpoB mutations but tested RIF-susceptible 

by MGIT 960.

Drug solutions

RFB was obtained from Sigma-Aldrich (St. Louis, MO) and US Pharmacopeia (Rockville, 

MD), and RIF from US Pharmacopeia. The drugs were dissolved in HPLC-grade absolute 

methanol into 16 µg/ml or 32 µg/ml stock solutions for RFB and RIF, respectively, and then 

filter-sterilized using 0.22 µm filters (VWR). The stock solutions were aliquoted in small 

volumes and stored at −70°C. The 8 µg/ml concentration was diluted in methanol from the 

stock solution, and the lower concentrations were made in sterile, deionized water for both 

drugs. These dilutions were frozen at −20°C in small aliquots for future use, and they were 

limited to three freeze-thaw cycles before being discarded. Note: all the concentrations were 

expressed as the test concentrations with MGIT 960.

Testing for MIC

MICs of RIF and RFB were determined by MGIT 960. Isolates were sub-cultured onto 

Löwenstein-Jensen (LJ) slants (Becton Dickinson, Sparks, MD) and used for testing within 

4 weeks of inoculation. The manufacturer’s instructions for testing primary drugs of isolates 

growing on solid media were followed with a modification. Instead of a 1:5 dilution, a 1:3 

dilution of the cell suspension equivalent to the 0.5 McFarland standard was used to 

inoculate the drug-containing MGIT. This modification yielded a 100% correlation with a 15 

to 24 h shortened turnaround time when compared with the unmodified procedure 

(unpublished data). All 164 isolates were tested for RFB MICs from 0.0625 to 8 µg/ml. We 

also tested RIF MIC from 0.125 to 8 µg/ml on a subset of 91 isolates from the 164 isolates; 

87 isolates comprised of strains with representative rpoB mutations and 4 isolates were of 

wildtype rpoB sequence. As there is no published WHO critical concentration for 

determining whether an isolate is “resistant” to RFB, we used a breakpoint concentration of 

0.5 µg/ml, as suggested in multiple previous studies (13, 26 – 30). The critical concentration 

for RIF was 1.0 µg/ml, as per manufacturer’s protocol and the WHO published standard (26, 

31).
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Pyrosequencing

The rpoB sequence from codons 507 to 533 was determined for each isolate by 

pyrosequencing. It was performed as described previously (23) using the Qiagen PyroMark 

Q96 ID system (Qiagen, Valenicia, CA).

Quality control (QC)

For the QC strain of M. tuberculosis, H37Rv (ATCC 27294), MIC of RIF was tested from 

0.0625 to 0.5 µg/ml and that of RFB was tested from 0.0312 to 0.125 µg/ml for each batch 

of CDST or once a week if more than one run was performed. This was to assess drug 

performance with each drug dilution lot and to demonstrate that the potency of RIF and RFB 

was maintained properly during the study. For the QC of pyrosequencing, the QC reference 

strain and PCR-grade water were included in each run. If the expected values for the 

controls were not obtained, the test run was repeated.

RESULTS

Determination of the RRDR sequences

The rpoB gene of all isolates was successfully sequenced from codon 507 through 533 using 

pyrosequencing. We identified a total of 42 mutations including 24 unique single nucleotide 

substitutions, three deletions involving single or multiple codons, 14 multiple mutations and 

one synonymous mutations (Table 1). The 31 isolates from global sources contributed 13 

unique mutations; five of them were new to our laboratory including the H526C mutation 

and 4 other mutations involving multiple codons. Of the 42 mutations, 24 (57%) were not 

found in the TB Drug Resistance Mutation Database (www.tbdreamdb.com) (32), although 

we were unable to verify if all of them were novel mutations. In addition, there were 42 RIF-

susceptible isolates with wildtype sequences that were exact matches to the QC strain.

RIF and RFB MICs of the QC strain

We tested RIF MIC for the QC strain with the same cell suspension in parallel using RIF 

from the MGIT 960 SIRE kit (Becton Dickinson Diagnostic Systems, Sparks, MD) and from 

US Pharmacopeia to ensure the RIF powder from US Pharmacopeia would perform equally 

with the RIF from the MGIT 960 SIRE kit, which is routinely used with MGIT 960. We 

found RIF MIC consistently tested at 0.125 µg/ml for the QC strain using RIF from either 

source. We also performed RFB MIC for the QC strain using RFB from two different 

sources and found the RFB MIC tested consistently at 0.0312 to 0.0625 µg/ml.

RIF and RFB MICs and the association with RRDR mutations

Table 1 shows the results of MIC tested by MGIT 960 for RIF and RFB. Overall the 

observed MICs were considered narrow. We noticed RIF MIC range appeared to be wider 

for isolates with 526C and 526L mutations; similarly RFB MICs range was wider with 

isolates having 516V and 531L mutations. However, the variability of these MICs was still 

within plus/minus one 2-fold dilution of the mean MIC. We categorized isolates into 3 

groups. Group 1 isolates were susceptible to both RIF and RFB, group 2 isolates were 

resistant to RIF but susceptible to RFB, and group 3 isolates were resistant to both RIF and 
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RFB. For group 1, RIF MICs were 0.125 to 1 µg/ml and RFB MICs were ≤ 0.0625 µg/ml to 

0.25 µg/ml. Besides the 42 isolates with wildtype rpoB sequence, we found 20 isolates 

harboring 10 unique mutations were also in this group: a synonymous mutation, 7 mis-sense 

mutations [L511P, D516Y, H526N, H526S (nucleotide changes of AGC and TCC), S531C, 

L533P], a deletion of codons 508–509 and a dual mutation of M515I and H526N. For group 

2, the RIF MICs were 2 to ≥8 µg/ml and RFB MICs were 0.0625 to 0.5 µg/ml. The most 

frequently detected mutation in this group was D516V; nine other mutations detected were 

D516F, S522L, H526A, H526C, H526G, H526L, codon 518 deletion and two dual 

mutations (S522L plus L527R, and H526S plus L527R). For group 3, the RIF and RFB 

MICs were >8 µg/ml and 1 to >8 µg/ml, respectively. The most common mutation found in 

MDR-TB cases was S531L. Additional 23 mutations detected were Q513E, Q513K, Q513L, 

Q513P, N519K, H526D, H526R, H526Y, S531F, S531W, 2 multiple codon deletion and 11 

multiple mutations (Table 1).

DISCUSSION

We detected 42 different rpoB mutations from a total of 164 strains studied, representing a 

wide variety of mutations including 24 infrequently encountered single or multiple 

mutations that have not been listed in the TB Drug Resistance Mutation database to date. 

Our study demonstrated the association of various RRDR mutations with the differential 

expression of phenotypic resistance or susceptibility to RIF and RFB as measured by MGIT 

960. These data may serve as a starting point to establish a database containing MIC values 

of RFB and RIF associated with specific rpoB mutations, which will evolve as new 

mutations are detected and new MIC values added. The need for establishing such a 

database connecting results of molecular drug susceptibility (MDST) and CDST has been 

suggested in recent publications (33 – 34) and is critical to the formulation of trial treatment 

regimens based on rapidly detectable genotypes and predicted phenotypes. The inclusion of 

a relatively large number of RIF-resistant strains and the diversity of mutations we observed 

is a significant contribution to the growing body of knowledge suggesting certain rpoB 
mutations are associated with differential RIF/RFB resistance.

Guidelines for using MGIT 960 to test second-line antituberculous drugs are available (26, 

31). Testing RFB by MGIT 960 using 0.5 µg/ml as a breakpoint concentration for 

interpreting RFB susceptibility results has been demonstrated in multiple studies (28, 30) to 

perform comparably to the BACTEC 460 (29) and agar proportion methods. In this study, 

we demonstrated that the breakpoint of 0.5 µg/ml was at least 4-fold higher than MICs for 

wild-type isolates (RIF-susceptible with no rpoB mutations). These data are consistent with 

previous studies and support use of this breakpoint with MGIT 960 to detect in vitro RFB-

resistance. While this breakpoint sufficiently distinguishes wild-type isolates from those 

with rpoB mutations that confer RIF and RFB cross-resistance in vitro, establishment of a 

critical concentration that can reliably guide effective therapy, especially in instances where 

some level of RIF resistance is determined, should ideally incorporate additional information 

obtained through clinical and pharmacological studies (35).

From the RFB and RIF MIC data generated in this study, we observed 42 distinct rpoB 
mutations. Twenty (48%) of these 42 rpoB mutations (Group 1 and Group 2 combined) were 
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associated with in vitro RFB susceptibility. This suggests that RFB may have clinical 

efficacy in patients with isolates harboring these differential resistance mutations (36), 

although the frequency of isolates possessing these mutations was far lower than those, such 

as S531L, found in most MDR-TB patients,. These findings and similar findings in other 

studies demonstrate SNP-specific differential phenotypic resistance to the various drugs 

within a class of drugs such as rifamycins and fluoroquinolones (37). They also highlight the 

advantage of using sequence-based molecular methods, which provide the mutation identity 

when a mutation is detected, over probe-based methods, which either don’t identify 

individual SNPs (such as GeneXpert’s MTB/RIF assay) or only identify few common 

mutations (such as HAIN or INNO-LIPA line-probe assays). As evidence accumulates for 

the added value of rapid SNP-specific phenotypic predictions, sequence-based MDST 

methods may have significant clinical advantages (33).

We also tested isolates with so called “disputed” mutations, such as L511P, D516Y, H526N, 

H526S, S531C, L533P, S522TTG and H526L, which have been reported to confer highly 

discordant RIF results by CDST (38 – 40). Due to concerns over failure to detect phenotypic 

RIF-resistance by MGIT 960 in isolates harboring these disputed mutations, a consideration 

of lowering the critical concentration of RIF to bring rpoB genotype and phenotype into 

concordance has been discussed. However, as shown in our study, RIF MICs associated with 

those disputed mutations, except for S522L and H526L, either overlapped with that of the 

wildtype strains or were only slightly increased. Lowering the critical concentration of RIF 

to 0.5 µg/ml will improve our detection of these strains, but will not allow us to detect all of 

them. Yet the risk of generating false RIF-resistance may be increased because the critical 

concentration is close to the MIC of wildtype strains. False RIF-resistance may cause 

removal of RIF from regimens and adverse impacts on TB patient management may ensue.

In conclusion, our study demonstrated that various rpoB mutations were associated with 

differential RIF and RFB susceptibility or resistance. The accumulated information on 

RRDR mutations and the associated RIF and RFB MICs deepens our confidence in the 

potential for using MDST to rapidly predict CDST results several weeks before those results 

are typically available. However, while our data suggest the clinical potential of using RFB 

for treating patients whose isolates contain rpoB mutations associated with in vitro RFB 

susceptibility, clinical investigations are required to verify that RFB can be used effectively 

in these patients to improve outcomes.

Acknowledgments

We gratefully acknowledge support for this study by the University of California Davis LabAspire Postdoctoral 
Program. We thank Camilla Rodrigues (India), Gerrit Coetzee (South Africa), Valeriu Crudu (Moldova) and Maria 
Tarcela Gler (Philippines) for contributing isolates through the Global Consortium for Drug-Resistant TB 
Diagnostics (GCDD [see http: //gcdd.ucsd.edu]), funded by National Institute of Allergy and Infectious Diseases 
(NIAID) grant U01AI082229. T.C.R. was supported by NIAID, grant # R01AI111435 and grant #R01AI105185. 
We also thank Becton-Dickinson for providing MGIT tubes and OADC supplement for this project.

REFERENCES

1. World Health Organization. Policy guidance on drug-susceptibility testing (DST) of second-line 
antituberculosis drugs. 2008. http://www.who.int/tb/publications/2008/who_htm_tb_2008_392.pdf

Berrada et al. Page 6

Diagn Microbiol Infect Dis. Author manuscript; available in PMC 2017 June 01.

A
uthor M

anuscript
A

uthor M
anuscript

A
uthor M

anuscript
A

uthor M
anuscript

http://gcdd.ucsd.edu
http://www.who.int/tb/publications/2008/who_htm_tb_2008_392.pdf


2. Aristoff PA, Garcia GA, Kirchhoff PD, Showalter HD. Rifamycins-Obstacles and opportunities. 
Tuberculosis. 2010; 90:94–118. [PubMed: 20236863] 

3. Davies G, Cerri S, Richeldi L. Rifabutin for treating pulmonary tuberculosis. Cochrane Database 
Syst. Rev. 2007

4. Gillespie S, Baskerville A, Davidson R, Felmingham D, Bryceson A. The serum rifabutin 
concentrations in a patient successfully treated for multi-resistant Mycobacterium tuberculosis 
infection. J. Antimicrob. Chemother. 1990; 25:490. [PubMed: 2159958] 

5. Horne D, Spitters C, Narita M. Experience with rifabutin replacing rifampin in the treatment of 
tuberculosis. Int. J. Tuberc. Lung Dis. 2011; 15:1485–1490. [PubMed: 22008761] 

6. García A-B, Palacios JJ, Ruiz M-J, Barluenga J, Aznar F, Cabal M-P, García JM, Díaz N. Strong in 
vitro activities of two new rifabutin analogs against multidrug-resistant Mycobacterium 
tuberculosis. Antimicrob. Agents Chemother. 2010; 54:5363–5365. [PubMed: 20855731] 

7. Luna-Herrera J, Reddy MV, Gangadharam PR. In-vitro and intracellular activity of rifabutin on 
drug-susceptible and multiple drug-resistant (MDR) tubercle bacilli. J. Antimicrob. Chemother. 
1995; 36:355–363. [PubMed: 8522465] 

8. Uzun M, Erturan Z, Anğ O. Investigation of cross-resistance between rifampin and rifabutin in 
Mycobacterium tuberculosis complex strains. Int. J. Tuberc. Lung Dis. 2002; 6:164–165. [PubMed: 
11931417] 

9. van den Boogaard J, Kibiki GS, Kisanga ER, Boeree MJ, Aarnoutse RE. New drugs against 
tuberculosis: problems, progress, and evaluation of agents in clinical development. Antimicrob. 
Agents Chemother. 2009; 53:849–862. [PubMed: 19075046] 

10. Van Ingen J, Aarnoutse R, de Vries G, Boeree MJ, van Soolingen D. Low-level rifampicin-resistant 
Mycobacterium tuberculosis strains raise a new therapeutic challenge. Int. J. Tuberc. Lung Dis. 
2011; 15:990–992. [PubMed: 21682979] 

11. Anthony RM, Schuitema ARJ, Bergval IL, Brown TJ, Oskam L, Klatser PR. Acquisition of 
rifabutin resistance by a rifampicin resistant mutant of Mycobacterium tuberculosis involves an 
unusual spectrum of mutations and elevated frequency. Ann. Clin. Microbiol. Antimicrob. 2005; 
4:9. [PubMed: 15958167] 

12. Bodmer T, Zürcher G, Imboden P, Telenti A. Mutation position and type of substitution in the beta-
subunit of the RNA polymerase influence in-vitro activity of rifamycins in rifampicin-resistant 
Mycobacterium tuberculosis. J. Antimicrob. Chemother. 1995; 35:345–348. [PubMed: 7759399] 

13. Cavusoglu C, Karaca-Derici Y, Bilgic A. In-vitro activity of rifabutin against rifampicin-resistant 
Mycobacterium tuberculosis i solates with known rpoB mutations. Clin. Microbiol. Infect. 2004; 
10:662–665. [PubMed: 15214882] 

14. Chen H-Y, Yu M-C, Huang W-L, Wu M-H, Chang Y-L, Che C-R, Jou R. Molecular detection of 
rifabutin-susceptible Mycobacterium tuberculosis. J. Clin. Microbiol. 2012; 50:2085–2088. 2012. 
[PubMed: 22442316] 

15. Jamieson FB, Guthrie JL, Neemuchwala A, Lastovetska O, Melano RG, Mehaffy C. Profiling of 
rpoB mutations and MICs for rifampin and rifabutin in Mycobacterium tuberculosis. J. Clin. 
Microbiol. 2014; 52(6):2157–2162. [PubMed: 24740074] 

16. Sintchenko V, Chew WK, Jelfs PJ, Gilbert GL. Mutations in RpoB Gene and Rifabutin 
Susceptibility of Multidrug-Resistant Mycobacterium Tuberculosis Strains Isolated in Australia. 
Pathology. 1999; 31:257–260. [PubMed: 10503273] 

17. Tan Y, Hu Z, Zhao Y, Cai X, Luo C, Zou C, Liu X. The beginning of the rpoB gene in addition to 
the rifampin resistance determination region might be needed for identifying rifampin/rifabutin 
cross-resistance in multidrug-resistant Mycobacterium tuberculosis isolates from Southern China. 
J. Clin. Microbiol. 2012; 50:81–85. [PubMed: 22075601] 

18. Van Ingen J, Simons S, de Zwaan R, van der Laan T, Kamst-van Agterveld M, Boeree MJ, van 
Soolingen D. Comparative study on genotypic and phenotypic second-line drug resistance testing 
of Mycobacterium tuberculosis complex isolates. J. Clin. Microbiol. 2010; 48:2749–2753. 
[PubMed: 20554815] 

19. Williams DL, Spring L, Collins L, Miller LP, Heifets LB, Gangadharam PR, Gillis TP. 
Contribution of rpoB mutations to development of rifamycin cross-resistance in Mycobacterium 
tuberculosis. Antimicrob. Agents Chemother. 1998; 42:1853–1857. [PubMed: 9661035] 

Berrada et al. Page 7

Diagn Microbiol Infect Dis. Author manuscript; available in PMC 2017 June 01.

A
uthor M

anuscript
A

uthor M
anuscript

A
uthor M

anuscript
A

uthor M
anuscript



20. Yang B, Koga H, Ohno H, Ogawa K, Fukuda M, Hirakata Y, Maesaki S, Tomono K, Tashiro T, 
Kohno S. Relationship between antimycobacterial activities of rifampicin, rifabutin and 
KRM-1648 and rpoB mutations of Mycobacterium tuberculosis. J. Antimicrob. Chemother. 1998; 
42:621–628. [PubMed: 9848446] 

21. Yoshida S, Suzuki K, Iwamoto T, Tsuyuguchi K, Tomita M, Okada M, Sakatani M. Comparison of 
rifabutin susceptibility and rpoB mutations in multidrug- resistant Mycobacterium tuberculosis 
strains by DNA sequencing and the line probe assay. J. Infect. Chemother. 2010; 16:360–363. 
[PubMed: 20354890] 

22. Halse TA, Edwards J, Cunningham PL, Wolfgang WJ, Dumas NB, Escuyer VE, Musser KA. 
Combined real-time PCR and rpoB gene pyrosequencing for rapid identification of 
Mycobacterium tuberculosis and determination of rifampin resistance directly in clinical 
specimens. J. Clin. Microbiol. 2010; 48:1182–1188. [PubMed: 20107097] 

23. Lin S-YG, Rodwell TC, Victor TC, Rider EC, Pham L, Catanzaro A, Desmond EP. 
Pyrosequencing for rapid detection of extensively drug-resistant Mycobacterium tuberculosis in 
clinical isolates and clinical specimens. J. Clin. Microbiol. 2014; 52:475–482. [PubMed: 
24478476] 

24. Zhao JR, Bai YJ, Zhang QH, Wang Y, Luo M, Yan XJ. Pyrosequencing-based approach for rapid 
detection of rifampin-resistant Mycobacterium tuberculosis. Diagn. Microbiol. Infect. Dis. 2005; 
51:135–137. [PubMed: 15698720] 

25. Hillery N, Groessl EJ, Trollip A, Catanzaro D, Jackson L, Rodwell TC, Garfein RS, Lin SYG, 
Eisenach K, Ganiats TG, Park D, Valafar F, Rodrigues C, Crudu V, Victor TC, Catanzaro A. The 
Global Consortium for Drug-resistant Tuberculosis Diagnostics (GCDD): Design of a multi-site, 
head-to-head study of three rapid tests to detect extensively drug-resistant tuberculosis. Trials. 
2014; 15:434. [PubMed: 25377177] 

26. Clinical Laboratory Standards Institute. Susceptibility Testing of Mycobacteria, Nocardiae, and 
Other Aerobic Actinomycetes; Approved Standard-Second Edition. Clinical Laboratory Standards 
Institute; 2012. 

27. Heifets L, Lindholm-Levy P, Iseman M. Rifabutine: minimal inhibitory and bactericidal 
concentrations for Mycobacterium tuberculosis. Am. Rev. Respir. Dis. 1998; 137:719. [PubMed: 
2830815] 

28. Krüüner A, Yates MD, Drobniewski FA. Evaluation of MGIT 960-based antimicrobial testing and 
determination of critical concentrations of first-and second-line antimicrobial drugs with drug-
resistant clinical strains of Mycobacterium tuberculosis. J. Clin. Microbiol. 2006; 44:811. 
[PubMed: 16517859] 

29. Pfyffer GE, Bonato Da, Ebrahimzadeh A, Gross W, Hotaling J, Kornblum J, Laszlo A, Roberts G, 
Salfinger M, Wittwer F, Siddiqi S. Multicenter laboratory validation of susceptibility testing of 
Mycobacterium tuberculosis against classical second-line and newer antimicrobial drugs by using 
the radiometric BACTEC 460 technique and the proportion method with solid media. J. Clin. 
Microbiol. 1999; 37:3179–3186. [PubMed: 10488174] 

30. Rüsch-Gerdes S, Pfyffer GE, Casal M, Chadwick M, Siddiqi S. Multicenter laboratory validation 
of the BACTEC MGIT 960 technique for testing susceptibilities of Mycobacterium tuberculosis to 
classical second-line drugs and newer antimicrobials. J. Clin. Microbiol. 2006; 44:688. 2006. 
[PubMed: 16517840] 

31. World Health Organization. Treatment of Tuberculosis Guidelines. 4th. World Health 
Organization; 2010. (http://whqlibdoc.who.int/publications/2010/9789241547833_eng.pdf?ua=1)

32. Sandgren A, Strong M, Muthukrishnan p, Weiner BK, Church GM, Murray MB. Tuberculosis drug 
resistance mutation database. PLos Med. 2009; 6(2):el000002.

33. Lin S-YG, Desmond E. Molecular Diagnosis of Tuberculosis and Drug Resistance. Clin. Lab. Med. 
2014; 34:297–314. [PubMed: 24856529] 

34. Salamon H, Yamaguchi KD, Cirillo DM, Miotto P, Schito M, Posey J, Starks AM, Niemann S, 
Alland D, Hanna D, Aviles E, Perkins MD, Dolinger DL. Integration of published information into 
a resistance-associated mutation database for Mycobaterium tuberculosis. J. Inf. Dis. 2015; 
211(S2):S50–S57. [PubMed: 25765106] 

Berrada et al. Page 8

Diagn Microbiol Infect Dis. Author manuscript; available in PMC 2017 June 01.

A
uthor M

anuscript
A

uthor M
anuscript

A
uthor M

anuscript
A

uthor M
anuscript

http://whqlibdoc.who.int/publications/2010/9789241547833_eng.pdf?ua=1


35. Schön T, Juréen P, Chryssanthou E, Giske CG, Sturegård E, Kahlmeter G, Hoffner S, Angeby KA. 
Rifampicin-resistant and rifabutin-susceptible Mycobacterium tuberculosis strains: a breakpoint 
artefact? J. Antimicrob. Chemother. 2013; 68:2074–2077. [PubMed: 23633684] 

36. Sirgel FA, Warren RM, Böttger EC, Klopper M, Victor TC, van Helden PD. The rationale for using 
rifabutin in the treatment of MDR and XDR tuberculosis outbreaks. PloS One. 2013; 8:e59414. 
[PubMed: 23527189] 

37. Bernard C, Veziris N, Brossier F, Sougakoff W, Jarlier V, Robert J, Aubry A. Molecular diagnosis 
of fluoroquinolone resistance in Mycobacterium tuberculosis. Antimicrob Agents Chemother. 
2015; 59(3):1519–1524. Epub 2014 Dec 22. [PubMed: 25534742] 

38. Rigouts L, Gumusboga M, de Rijk WB, Nduwamahoro E, Uwizeye C, de Jong B, Van Deun A. 
Rifampin resistance missed in automated liquid culture system for Mycobacterium tuberculosis 
isolates with specific rpoB mutations. J. Clin. Microbiol. 2013; 51:2641–2645. [PubMed: 
23761146] 

39. Van Deun A, Barrera L, Bastian I, Fattorini L, Hoffmann H, Kam KM, Rigouts L, Rüsch-Gerdes S, 
Wright A. Mycobacterium tuberculosis strains with highly discordant rifampin susceptibility test 
results. J. Clin. Microbiol. 2009; 47:3501–3506. [PubMed: 19759221] 

40. Van Deun A, Aung KJM, Bola V, Lebeke R, Hossain MA, de Rijk WB, Rigouts L, Gumusboga A, 
Torrea G, de Jong BC. Rifampin drug resistance tests for tuberculosis: challenging the gold 
standard. J. Clin. Microbiol. 2013; 51:2633–2640. [PubMed: 23761144] 

Berrada et al. Page 9

Diagn Microbiol Infect Dis. Author manuscript; available in PMC 2017 June 01.

A
uthor M

anuscript
A

uthor M
anuscript

A
uthor M

anuscript
A

uthor M
anuscript



Highlights

This study includes the following core findings:

• Differential resistance between RIF and RFB was studied in 164 clinical 

isolates.

• 122 isolates had rpoB mutations; 42 were unique.

• RFB and RIF MIC’s were determined for isolates with or without rpoB 

mutations.

• We identified 10 rpoB mutations conferring RIF-resistance but RFB-

susceptibility.

• Clinical studies to assess RFB treatment in certain MDR-TB cases are 

recommended.
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Table 1

Observed MIC for RFB and RIF and associated rpoB mutations

Amino acid change (nucleotide
changes)

Observed MIC (µg/ml)

RIF MIC
(Isolates tested)

RFB MIC
(Isolates tested)

Group I, RIF-S and RFB-S

Wildtype ≤ 0.125 (2), 0.125 (2) ≤ 0.0625 (37), 0.125 (5)

L511P(CCG) ≤ 0.25 (2), 0.25 (1) ≤ 0.0625 (2), 0.0625 (1)

F514F(TTT) 0.125 (2) ≤ 0.0625 (2)

D516Y(TAC) 0.25 (2), 0.5 (2) 0.0625 (4)

H526N(AAC) 0.125 (2), 0.25 (1) ≤ 0.0625 (2), 0.125 (1)

H526S(AGC) 0.5 (1), 1 (1) ≤ 0.0625 (1), 0.125 (1)

H526S(TCC) 0.25 (1) ≤ 0.0625 (1)

S531C(TGT) ≤ 0.125 (1) 0.0625 (1)

L533P(CCG) 0.5 (2) 0.125 (1), 0.25 (1)

T508 to S509 deletion 0.5 (1) ≤ 0.0625 (1)

M515I(ATA) + H526N(AAC) 1 (1) 0.125 (1)

Group II, RIF-R and RFB-S

D516V(GTC) 8 (3), > 8 (15) 0.125 (2), 0.25 (6), 0.5 (10)

D516F(TTC) 2 (1) 0.0625 (1)

S522L (TTG) 2 (1) 0.0625 (1)

H526A(GCC) 2 (1) 0.125 (1)

H526C(TGC) 2 (1), 8 (1) 0.125 (2)

H526G(GGC) 2 (1) 0.125 (1)

H526L(CTC) 2 (2), 4 (1), 8 (1) 0.125 (2), 0.25 (1), 0.5 (1)

N518 deletion 4 (1) 0.125 (1)

S522L(TTG) + K527R(AGG) 8 (1) 0.5 (1)

H526S(TCC) + K527R(CGG) 4 (1) 0.25 (1)

Group III, RIF-R AND RFB-R

Q513E(GAA) > 8 (2) 1 (2)

Q513K(AAA) > 8 (3) > 8 (3)

Q513L(CTA) > 8 (1) > 8 (1)

Q513P(CCA) > 8 (2) 1 (1), 2 (1)

H526D(GAC) > 8 (3) 8 (2), > 8 (1)

G526R(CGC) > 8 (2)a 8 (2), > 8 (3)

H526Y(TAC) > 8 (1)a 8 (2), > 8 (2)

S531F(TTC) > 8 (1) > 8 (1)

S531W(TGG) > 8 (3)a 4 (1), 8 (2), >8 (1)

S531L(TTG) > 8 (5)a 2 (7), 4 (25), 8 (1)
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Amino acid change (nucleotide
changes)

Observed MIC (µg/ml)

RIF MIC
(Isolates tested)

RFB MIC
(Isolates tested)

S509R(CGC) + H526Y(TAC) > 8 (1) 8 (1)

S509R(AGG) + H526L(CTC) > 8 (1) 8 (1)

Q510L(CTG) + D516V(GTC) > 8 (1) 1 (1)

L511P(CCG) + S512T(ACC) + D516Y(TAC) > 8 (1) 8 (1)

L511P(CCG + D516Y(TAC) > 8 (2) 2 (2)

Q513L(CTA) + H526N(AAC) > 8 (1) > 8 (1)

F514F(TTT) + S531L(TTG) > 8 (1) 8 (1)

515 to 521 deletion > 8 (1) 8 (1)

D516E(GAG) + S522L(TTG) > 8 (1) 1 (1)

D516V(GTC) + S531L(TTG) > 8 (1) 4 (1)

D516G(GGC) + L533P(CCG) > 8 (1) 4 (1)

H526Q(CAG) + L533P(CCG) > 8 (1) 1 (1)

a
These mutations are commonly found in isolates from MDR TB patients and they are known to confer high level resistance to RIF; RIF MIC was 

performed for limited numbers of those strains. RFB MIC was performed for all strains included in this study.
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