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Letters to Editor

Twelve days after the specimen was submitted; 
M y c o b a c t e r i u m  p r o b e s  w e r e  t e s t e d  o n  t h e 
culture. The Mycobacterium TB (MTB) probe was positive, 
and the Mycobacterium avium probe was negative.

The mycobacteria were sub-cultured to Lowenstein-Jensen 
agar slants (Thermo Scientifi c™ Remel™, Waltham, MA) 
and Middlebrook 7H10 agar plates (Thermo Scientifi c™ 
Remel™, Waltham, MA). A Lowenstein-Jensen slant 
was sent to the Pennsylvania Department of  Health 
Bureau of  Laboratories for further identifi cation and 
susceptibility testing. By high-performance liquid 
chromatography, the isolate was identifi ed as MTB complex. 
The MTB isolate was susceptible to all drugs tested 
(isoniazid [0.1 and 0.4 μg/mL], ethambutol [5.0 μg/mL], 
rifampin [1.0 μg/mL], and pyrazinamide [100 μg/mL]).

Although TB control has dramatically improved, the 
proportion of  extra-pulmonary cases in the United States 
has progressively increased from 16% in 1993 to 21% in 
2012.[3] The female gender, nonwhite race and/or ethnicity, 
foreign birth, and positive HIV status have emerged as 
risk factors.[4,5]

In the present report, the patient presented with elbow 
pain, soft tissue swelling, and reduced function. He was of  
nonwhite race, born outside of  the United States, and was 
positive for recent weight loss. The authors advocate the 
consideration of  AFB cultures in cases of  monoarticular 
chronic infl ammation to facilitate prompt diagnosis and 
limit morbidity and mortality.
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Comments on Investigating 
a Community Wide Outbreak 
of Hepatitis A in India

Sir,
The paper titled, “Investigating a community-wide outbreak 
of  hepatitis A in India” by Rakesh, et al.[1] published recently 
in the journal is informative. A number of  outbreaks of  
communicable diseases due to poor environmental sanitation 
occur throughout the country. Some are not even recognized 
due to poor public health infrastructure particularly in remote 
areas. Some may be recognized but not reported. Some are 
reported and investigated by the public health authorities and 
a report is prepared. But very few get published in scientifi c 
journals. Publication of  outbreak investigations should be 
encouraged as it can create awareness of  the burden of  
communicable diseases in our country and generate debate 
about control measures and appropriate allocation of  resources. 

Having said this, I would like to point out certain limitations 
in the present investigation. It appears from the paper that 
the authors have approached the investigation with a pre-
conceived notion that the causative agent is hepatitis A. 
This is contrary to what the recent trends in the country 
suggest. Most outbreaks in the situation the authors 
describe are due to hepatitis E virus and not due to hepatitis 
A.[2,3] Even the largest reported hepatitis outbreak in Delhi 
reported in 1956–57 which gave rise to almost 30,000 cases 
was attributed to hepatitis E.[4] 

The least the authors could have done was to confi rm the 
causative agent by sending serum samples for IgM studies 
(anti-A, anti-E) to a national laboratory. The fi rst step in 
any outbreak investigation is to confi rm the diagnosis. The 
authors have failed to do so. Even now, at this belated stage, 
if  they have preserved the serum samples, the etiological 
agent can be established. If  they have not preserved the 
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serum samples, they can still contact few of  the affected 
persons for serological diagnosis to confi rm whether the 
outbreak was due to hepatitis A or hepatitis E. 

Proper etiological diagnosis is essential for surveillance, 
research and health policy. Lacking this, we may unnecessary 
make a case for promoting hepatitis A vaccine, while more 
research on hepatitis E may be called for including vaccine 
development for hepatitis E. 
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Antibiotic resistance profile of 
non-fermenting Gram-negative 
bacilli isolated from the blood 
cultures of cancer patients

Sir,
Non-fermenting Gram-negative bacilli (NFGNB) are a 
group of  organisms that either do not utilize glucose as 
a source of  energy or utilize it oxidatively. NFGNB can 
cause a signifi cant number of  infections, ranging from 
superfi cial to deep-seated and disseminated infections in 

immunocompromised hosts, neutropenic patients, patients 
with cystic fi brosis, patients on mechanical ventilation and 
indwelling catheters, and patients undergoing invasive 
diagnostic and therapeutic procedures. Blood stream 
infections (BSI) caused by NFGNB are a major cause 
of  morbidity and mortality worldwide. High intrinsic 
resistance of  NFGNB to antimicrobial compounds 
makes the treatment of  BSIs caused by them diffi cult and 
expensive. NFGNB have a varied isolation rate, ranging 
from 2.18 to 45.9%, as observed from various clinical 
samples.[1]

In an attempt to recognize the antibiotic resistance and 
prevalence pattern among NFGNB associated with BSIs 
in cancer patients, a prospective study was conducted 
over a period of  one year from July 2013 to June 2014, 
at a tertiary care cancer institute in North India. Blood 
culture was performed in BacT/Alert blood culture bottles 
(bioMerieux, Durham, North Carolina, USA). From 
the positive bottles, the subcultures were performed on 
MacConkey agar and blood agar. The VITEK® 2 Compact 
(C) system (bioMerieux, North Carolina, USA) was used to 
identify NFGNB up to the species level, using the Gram-
negative Identifi cation (GN-ID) 21341 card, and antibiotic 
susceptibility testing (AST) was done using the AST 281 
card. The antibiotic susceptibility results were expressed 
as susceptible, intermediate or resistant, according to the 
criteria of  the Clinical Laboratory Standards Institute (CLSI) 
M100-S23 (2013).[2]

Among 815 total samples received for blood culture, 
249 bottles were fl agged as positive in the BacT Alert 
3D. However, only 172 yielded pathogenic bacteria on 
subculture. Sixty-three (36.6%) were Gram-negative and 
108 (62.7%) were Gram-positive organisms, while one 
isolate was fungus (Candida sp.). Forty, out of  63 (63.5%) 
Gram-negative organisms were NFGNB, out of  which 
Burkholderia cepacia (60%) was the predominant isolate. 
Acinetobacter baumannii (20%), Pseudomonas aeruginosa 
(12.5%), Pseudomonas stutzeri (2.5%), Alcaligenes faecalis 
(2.5%), and Sphingomonas paucimobilis (2.5%) were the other 
NFGNB isolated from the blood stream infections. The 
antibiotic susceptibility results are given in Table 1, which 
shows the percentage of  resistant isolates. A high level 
of  resistance against the fi rst- and second-line antibiotics 
was noted. 

In this study, NFGNB were isolated from 4.9% of  the 
total blood samples received for the culture. Out of  the 
total Gram-negative bacilli, the NFGNB in our study 
were 63.5% (40/63), and B. cepacia was the predominant 
NFGNB. Prabash et al., in 2010, analyzed the blood cultures 
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