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Y Kawashima et al. Nature 458, 641-645 (2009)
www.afew.org

thescienceofacne.com

В популяциях человека, в которых чаще встречается определенный вариант HLA, чаще
встречается и мутация ВИЧ, «защищающая» вирус



Мутация CCRV-Δ32



Rambaut et al. Nat Rev Gen 2004



Эволюция ВИЧ внутри пациента

пациент 1 пациент 2 Shankarappa et al. J Virol 1999

г
е
н
е
т
и
ч
е
с
к
о
е

р
а
з
н
о
о
б
р
а
з
и
е



Стратегии борьбы
с лекарственной устойчивостью

http://evolution.berkeley.edu/evolibrary/article/0_0_0/medicine_04



Rambaut et al. Nat Rev Gen 2004

Onafuwa-Nuga and Telesnitsky

Microbiol Mol Biol Rev. 2009



Катастрофа ошибок

Holmes PLOS Biol 2004



http://www.bio.davidson.edu/Courses/Molbio/MolStudents/spring2005/Koike/RT%20protein.htm
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http://dailymonthly.com/?p=200

vif: ответ на APOBEC3G 
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visualscience.ru
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Pybys and Rambaut Nat Rev Genet 2009
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http://www.fda.gov/ForConsumers/ConsumerUpdates/ucm336267.htm
http://www.virology.ws/2009/12/10/influenza-virus-growth-in-eggs/



http://www.who.int/influenza_vaccines_plan/resources/mpk_b.pdf
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http://www.cdc.gov/flu/professionals/laboratory/antigenic.htm



Smith et al. Nature 2004



Steinbrueck and McHardy Nuc Acids Res 2010



All of the 2015-2016 influenza vaccine is made to protect against the following three viruses:
•an A/California/7/2009 (H1N1)pdm09-like virus
•an A/Switzerland/9715293/2013 (H3N2)-like virus
•a B/Phuket/3073/2013-like virus. (This is a B/Yamagata lineage virus)

http://www.cdc.gov/flu/about/season/flu-season-2015-2016.htm

Influenza A Virus [233]
•A (H1N1)pdm09 [14]: All 14 (100%) influenza A 
(H1N1)pdm09 viruses were antigenically characterized
as A/California/7/2009-like, the influenza A (H1N1) 
component of the 2015-2016 Northern Hemisphere.
•A (H3N2) [219]: All 219 H3N2 viruses were genetically
sequenced and all viruses belonged to genetic groups
for which a majority of viruses antigenically characterized
were similar to A/Switzerland/9715293/2013, the
influenza A (H3N2) component of the 2015-2016 
Northern Hemisphere vaccine.

•A subset of 95 H3N2 viruses also were
antigenically characterized; 94 of 95 (99%) H3N2 
viruses were A/Switzerland/9715293/2013-like by HI 
testing or neutralization testing.

Influenza B Virus [71]: Forty-four (62%) of the influenza
B viruses characterized belonged to B/Yamagata/16/88 
lineage and the remaining 27 (38%) influenza B viruses
characterized belonged to B/Victoria/02/87 lineage.http://www.cdc.gov/flu/weekly/
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