The network methodology has a major advantage of faster recognition of
threatening epidemics, which was especially applicable in these West African
countries that were unprepared. Additionally the model may contribute to
changes in behavior and attitude that have proven to be vastly important in the
current outbreak in regards to burial traditions, for instance. Implications in
easing contact tracing were also found to be present. It is important to create
subgroupings within this model, such as immune-compromised individuals
that naturally may become infected at an earlier stage. Similarly “antivaccination” movements will have an effect on predictive outcomes.
New developments of treatment and diagnostics in the Ebola epidemic are
probable to come. The model is highly dependent on type of pathogen and
mode of transmission. Additionally factors such as specific treatment and
quick-test diagnostics affect the model allowing even faster recognition of an
impending epidemic and more efficient forecasting.
Another major implication, especially for future outbreaks in developing
countries, is the herd-immunity effect. This model allows a high level of
community immunization with very low numbers of individuals having to
become vaccinated.
Conclusion. Epidemiological networking displays a new methodology
that facilitates the positive consequences of fast recognition and efficient
prevention of an epidemic. Especially in Ebola epidemics, the capabilities of
this model, extending well beyond earlier detection, are favorable. Vast
economical factors, as well as preservation of healthcare in epidemically struck
regions are the consequence, that arise not only from earlier detection, but also
from highly cost efficient vaccination programs, hindering future epidemics.
Behavioral influences of this model may enable cooperative teamwork fighting
severe epidemics together counteracting aggression formed by distrust.
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Introduction. Acute lymphoblastic leukemia (ALL) is the most common
pediatric cancer. It is generally considered that the development of ALL is a
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comprehensive result of environmental and genetic risk factors, and geneenvironment interactions.
IL-15 is a pleiotropic proinflamatory cytokine. IL-15 influences
proliferation and differentiation of normal B-lymphocytes and increases pre-B
ALL cell growth in vitro.
Previous studies have shown that single nucleotide polymorphisms (SNP)
rs10519612, rs10519613 and rs17007695 in IL-15 gene that we observed is
associated with risk of the developing adult ALL (Lin et al., 2010).
Materials and Methods. In the study were included 77 children DNA with
pre-B cell ALL in complete remission as well as in 50 cases DNA of both
biological parents were available. Control group consisted of 122 unaffected,
age and sex matched subject DNA.
DNA was extracted from peripheral blood using standart phenolchloroform method. For SNP's genotyping polymerase chain reaction restriction fragment-length polymorphism (PCR-RFLP) assay were used.
Statistical analyses were carried out using the PLINK and R software.
Aim. To evaluate the impact of the IL-15 gene polymorphisms on the
susceptibility of developing childhood pre-B ALL.
Results. Combining case – control and case parent trio data with hybrid
analysis method there were no statistical significant association betweeen risk
of the developing childhood ALL and individual contribution of SNPs
rs10519612, rs10519613 and rs17007695. As well no statistically significant
association was found analyzing separately case-parent trios.
Analyzing possible SNP haplotypes in cases-controls and trios no
significant association were found. But haplotype analysis with hybrid analysis
method with sliding window two:
rs10519613/rs17007695 a-c in
heterozygous state is statistically significant associated with increased risk of
ALL (p=0.04; RR=5.28; 95%CI 1.06-26). At the same time haplotype C-T in
heterozygous and homozygous state found to be protective (p=0.02; RR=0.21;
95%CI 0.06-0.81 and p=0.03; RR=0.22; 95%CI 0.06-0.88, respectively).
Rs10519612/rs17007695 haplotype A-T also is protective in heterozygous and
homozygous state (p=0.02; RR=0.23; 95%CI 0.06-0.83 and p=0.02; RR=0.21;
95%CI 0.06-0.83, respectively). SNPs rs10519612 and rs10519613 are in
linkage disequilibrium (D=1, r2=0.95). Haplotype analysis with sliding
window three: rs10519612/ rs10519613/rs17007695 - AA-CC-TT has
protective role in risk of developing ALL (p=0.0046; RR=0.13; 95%CI 0.030.52).
Conclusions.
1. A-c haplotype (rs10519613 and rs17007659) in heterozygous state
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could be probable risk haplotype for childhood pre-B cell ALL.
2. C-T (rs10519613 and rs17007659), A-T (rs10519612 and rs17007659)
haplotypes in heterozygous and homozygous state and AA-CC-TT
(rs10519612/rs10519613/rs17007695) haplotype could have protective effect
for developing childhood ALL.
3. Haplin software for hybrid analysis is very important to use in small
populations/rare diseases, because it is more powerfull than family-based and
case-control studies.
4. Single SNP might have a small effect on the risk of developing ALL,
several SNPs interaction is needed to increase susceptibility to childhood ALL.
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Introduction. Latvia has one of the highest HIV incidence rates among EU
countries, the proportion of HIV cases diagnosed late is over 50%. The clinical
characteristics of newly diagnosed HIV/AIDS patients would help to identify
the most common clinical manifestations of HIV infection in order to improve
the recognition of disease, to decrease the transmission risk.
Aim. To determine the clinical characteristics of HIV infected patients in
Latvia, to explore the main reasons of testing for HIV infection.
Results. 221 newly HIV-diagnosed patients were involved in a
retrospective study, 56% were men. Data collected from medical
documentation in Infectology Center of Latvia; during the period from 1
January 2013 to 31 December 2013.The average age at diagnosis was 35 years
(min-18, max- 67). 58% of patients had high school education, 17% had
finished the university. 52% had a job. 74% of patients in AIDS stage had high
school or university education. The most common HIV transmission routes
were sexual transmission (64%), via intravenous drug use (36%). The average
CD4 count was 379 cells/mm3. The most frequent clinical stages were AII 39%, AI - 26%, AIII - 14% and CIII - 13%. The main reasons of testing for
HIV in 48% were patient clinical conditions, in 25% patient initiative for
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