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Studies of the incidence of TB in migrant communities in several high-income countries including Western Europe, the
United States.

Genetic clusters have been assumed to represent epidemiologically linked chains of recent transmission,
whereas unique isolates have been taken to represent reactivational disease  However, focusing solely on
exposure fails to address the relatively high rates of progression to active disease observed in some
populations of latently infected individuals. This approach is based on the principal that controlling for
intermediates in the causal pathway between a risk factor and an outcome will reduce the observed effect of
the more distal determinant [28]. Hindu women in particular have been found to be at high risk, as in a study
by Hunt et al. However, our literature search revealed only a single case report [ 73 ] from a LMIC in which
molecular methods were used to confirm nosocomial transmission of M. In this way, there are factors
disadvantaging migrants and ethnic minorities at each stage of the disease, relating to risk of pathogen
exposure, vulnerability to infection, development of active disease, and access to treatment. A large body of
research has in fact shown that migrants are more likely to enter into the healthcare system late and are less
likely to be retained at successive stages of the HIV treatment cascade. Conflicts of interest The authors have
no conflicts of interest to declare. Screening and management of common comorbidities and risk behaviors
that increase risk of poor TB outcomes is important in order to optimize clinical care. There is no vaccine with
adequate effectiveness, and TB treatment regimens are protracted and have a risk of toxic effects. From the s
until recently, migration research has tended to focus on the incorporation of migrants in their destination
country rather than continued ties with their country of origin. Thus, TB treatment of these patients can be
limited or inadequate and this is fundamental for conferring TB drug resistance. This allows us to capture the
indirect effect of preventing incident cases on future M. Indeed, vitamin D levels have been shown to be lower
among Asian children living in England compared with children of the same age in the general population 
Since , the UK Home Office has required pre-arrival screening for active pulmonary TB disease for all
long-term visa applicants from endemic countries; those diagnosed with active disease are denied a medical
clearance certificate  In low-income countries, the need to screen and treat large populations may be
prohibitive and such tests may be best utilised in the highest burden regions within these countries. A range of
factors that disproportionately affect migrants and ethnic minorities, including genetic susceptibility, vitamin
D deficiency and co-morbidities such as diabetes mellitus and HIV, also increase vulnerability to infection
with Mycobacterium tuberculosis M. Collectively, these data demonstrate that during the first 3 years of
HAART, in both high- and low-income settings, risk of TB is associated with the baseline level of
immunodeficiency. The mechanism is thought to be impaired immunity: CKD is associated with functional
abnormalities in various immune cells, such as B and T cells, monocytes, neutrophils, and natural killer cells 
Indeed, a study in Newham found an association between the proportion of non-white residents and TB
diagnosis in each ward, but no association with deprivation as the borough as a whole was deprived  However,
the clinical trials in children so far carried out are not enough to supporting this approach. World Health
Organisation. Three months of rifapentine and isoniazid for latent tuberculosis infection. Zak, D. Although
exposure to M. One study in children from Leeds found that overall, ethnicity explained a high proportion of
TB incidence independently of deprivation and population density, although for non-South Asian children, the
strongest risk factor was deprivation  Prison authorities have primary responsibility for implementing these
programs, but health departments can and should play an important advisory and regulatory role. Sociocultural
and behavioral factors have shown to be involved in the acceptance of LTBI treatment in these populations [
31 ]. However, to recognise that there is some genetic variation in TB susceptibility that broadly aligns with
ethnic groups is not to deny that there are other factors contributing to differences in TB incidence, as
discussed in this review. Given the complex interactions between multiple risk factors, it is difficult to
establish the direction of causality. Metcalfe, J. Am Rev Respir Dis in press. Black lines show median dashed
and range solid lines of WHO estimates of TB incidence and mortality and reported notifications. The results
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of TST are also influenced by the type of test material PPD , technique of reading, and definition of a positive
test. Irregular migrants are also less likely to be willing to provide details of their migratory route and provide
information about contacts  As drug resistance is not the focus of the study, for simplicity we do not include it
in the model. A blood RNA signature for tuberculosis disease risk: a prospective cohort study. Furthermore,
migrants are at a higher risk of contracting TB due to the various unique factors discussed including genetics,
vitamin D deficiency, co-morbidities, and experiences of migration , which do not apply to the UK-born,
making socio-economic issues the key driver of TB incidence in this group. These programs have been
conducted among welfare recipients in New York City 6 and among the urban poor in Vancouver, British
Columbia 7. Evolution of TB from latent infection to active disease following exposition. The VDR gene
shows striking genetic variation in allele frequency between populations  Migliori, I. Components were
retained if they displayed Eigen values of greater than one. The advent of whole-genome sequencing of M.


