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study, we determined the prevalent strains of O. tsutsugamushi
circulating in Assam and their origin with respect to 56 kDa TSA
gene.

Methods & Materials: 370 clinical serum samples from sus-
pected scrub typhus and other unidentified fever cases were
received from tertiary hospitals in Assam. Serological screening was
done using Scrub Typhus Detect IgM ELISA (InBios International,
Inc., USA). Positive and equivocal samples were subjected to PCR.
Nested PCR was performed using primers specific for O. tsutsug-
amushi 56 kDa gene. Phylogenetic analysis was performed using
MEGA 6 software.

Results: 19.4% sera (72/370) were found to be IgM positive and
6.4% (24/370) were equivocal. 13 of these samples were PCR posi-
tive for 56 kDa gene. Phylogenetic analysis of study strains showed
variations in sequence homologies that formed 3 distinct clades
that clustered with reference strains from: 1) India 2) Taiwan and
3) Thailand.

Conclusion: In summary, we have identified strains of O. tsut-
sugamushi circulating in Assam and established their evolutionary
relationship with reference strains by analyzing a variable por-
tion of 56 kDa gene. Understanding the evolution of the prevalent
strains is important to understand the genetic differences which
may help in planning control strategies as well as prophylactic
measures including development of vaccines.
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Background: Due to their non-specific clinical presentation,
acute febrile illnesses (AFI) are often diagnosed clinically as diseases
known to be endemic to the region in which they are found. Uganda
has been the site of multiple emerging-disease outbreaks, and there
are several diseases that present with undifferentiated AFI, requir-
ing further laboratory confirmation; however, limited laboratory
capacity can impair timely diagnosis and public health interven-
tions. This results in misdiagnosis and underreporting of emerging
diseases of public health importance. The 2004-2005 Uganda
National AFI Agent Detection Serosurvey (AFI serosurvey)–a ret-
rospective investigation of seroprevalence of exposure to selected
infectious agents–involved testing a subset of banked sera from
the 2004-2005 Uganda HIV/AIDS Serobehavioural Survey (UHSBS).

The AFI serosurvey is part of a multi-phase collaboration between
Uganda Ministry of Health, Uganda Virus Research Institute (UVRI)
and CDC-Atlanta/CDC-Uganda to investigate AFI in Uganda.

Methods & Materials: We selected a random 3097-sample
subset from 19,656 UHSBS banked sera for inclusion in the AFI sero-
survey; 2705 were ultimately analyzed after applying exclusion
criteria. Data from laboratory testing were analyzed and mapped
using SAS v9.3 and ArcGIS 10, respectively.

Results: Laboratory diagnostic testing results demonstrated:
leptospirosis ELISA and microagglutination test (MAT) (10.4%
weighted proportion, SE = 1.2%), brucellosis MAT (0.3% weighted
proportion, SE = 0.1%), spotted fever group rickettsiae ELISA (56.7%
weighted proportion, SE = 1.4%) and typhus group rickettsiae ELISA
(41.6% weighted proportion, SE = 1.4%), malaria MSP119 ELISA
(88.4% weighted proportion, SE = 0.7%), orthopoxvirus IgG ELISA
(13.5% weighted proportion, SE = 0.8%), chikungunya IgM ELISA
(31.1% weighted proportion, SE = 1.0%), dengue IgM ELISA (1.0%
weighted proportion, SE = 0.2%) and IgG ELISA (0.7% weighted
proportion, SE = 0.2%). A specimen subset (n = 198) was tested
for melioidosis using indirect hemagglutination (IHA); 4.6% were
seropositive.

Conclusion: Pre-existing national serosurveys can be a source
of information on prevalence of AFI etiologic agents. This AFI
serosurvey describes the distribution, regional risk, and interre-
gional variability for selected diseases contributing to AFI across
Uganda; it will inform prioritization of infectious disease surveil-
lance and laboratory capacity-building activities. Results from this
study combined with similarly obtained results from the ongoing
testing from the 2011 Uganda AIDS Indicator Survey-based serosur-
vey will demonstrate changing seroprevalence patterns, allowing
for evaluation of potential ecologic drivers for disease distribution
variances.
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Background: Rickettsial diseases are a group of zoonotic acute
febrile illness transmitted to humans by vectors. They are classi-
fied into spotted fever group (SFG), typhus fever group (TG) and
scrub typhus group (STG). STG remains the major cause of acute
febrile illness requiring hospitalization in the tsutsugamushi tri-
angle, however, the true picture of the SFG and TG rickettsiosis is
not clear in India. Immunofluorescence assay (IFA) is the serolog-
ical gold standard test for the diagnosis of rickettsial disease and
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