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1. UHdopmaLUOHHO MmogennupaHe Ha KNeTbyHUTe
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3. Bunonorn4yHa 3apgavya — B3ammoaencTeue
MeXxay natoreHntTe " UMyHHaTa CUCTeéMa Ha
roctonpnemMHuKa
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Fig.1 Theinnate immune system operates largely in peripheral tissues, where it recognizes foreign pathogens. Upon binding
of PAMPs to PRRs, the innate immune system is activated and provides a first line of defence against the invader. Subsequently,
the adaptive immune system is activated, and with help from the innate immune system, pathogen-specific antibodies and
killer T cells are produced (adapted from [11]).




4. NaTtoreH-foctTonpueMHUK -CUrHaNHa
perynatuBHa mperka
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4. bBuonoruyHa 3agava — nonynauMoHHa reHeTUKa
Ha naTtoreHa
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2. OCHOBHM npobrnemMu B paMK1UTe Ha
Ounornorunyeckara 3agava
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HU 1. FleHoMuKa:

' — nogpexpaHe Ha CeKBEHLUUU U
CTPYKTYpW,

— acembnupaHe;

| — aHOTauus;

— (pyHKUMOHaNHa reHOMUKa -

— CpaBHUTESNTHA FreHOMUKa; g

— chunoreHeTuka.

2. CtpyKkTypHa 6MouHcpopmaTuka:

— npenckasBaHe Ha 2D mn 3D
CTPYKTypaTa — XOMOJIOrM4yHO
MoaenupaHe;

— npeAacKka3sBaHe Ha PyHKUUATA;

— MONEKYNAPHU MAaLLUUHM;

— OOKMHT;

— AU3alH Ha NneKapcTBa.

3. MpexoBa 6uounHdopmaTUKa:
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4. KakBa 3agaua pewaBa AcembanpaHero?
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Figure 13.3: Deviations from the expected mate-pair distance indicate possible insertion
or deletions. Inversions can be detected if the order of the two mate-pair reads 1s preserved

but one of them changed its orientation.




4. KakBa 3agaua pewaBa AcembanpaHero?
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2. MoneKkynapHa esonioumusa —
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2. MoneKynsapHa esonouma — b6uonoruyueH mogen

chaperones
pel T V

A chaperones /\
! /\

folding
intermediates

partially oligomers
folded e

states

amorphous
aggregates

Mpy6a

Mapka

%OM. npocrp.

\J

5

ctabunHocTt

aggregate

&

Kagg

unfolded partially folded

% collapse %

Pona Ha
YanepoHute B
MOJIeKYNApHaTa
esonouma

unfolded protein chain mutation

misfolding 9 /
failed interaction
no effect
(neutral) S“rﬁ'“’
change ; é

mutated misinteraction
proteins new interaction

aggregation

folding

functional,

folded
protein
interaction)
b partner
other proteins 9

functional
no interactions interaction




N cells of fithess w
.IIIIIIIIIIIIIIIIIIIIIIIIIII

. W= exp[—c x (total # of misfolded protelns)]

(total # of misfolded proteins) = gA, W
v

*Mutate random gene i
*Estimate AAG
*Update AG of gene i

«Calculate fitness of mutated genome, w,,...¢

-Calculate selection coefficient, s =Inw,, . —Inw
1-exp(-2s)
1-exp(-2Ns)

«Calculate fixation probability, P, =

Update
genome

MonesHa apgantauusa
H My'rau,uﬂ'[ no-6bp30 pa3mMHO}KaBaHe

".'Qil.......l-

2
x
=
=1
g
=
(=
(]

c

Pasmep Ha nonynauymata N

K MyTaums t t+1 dukcaums

EBONlOLMOHEH ycnex
CroxacTtuyHa

Bpeme
3ary6a

Py

mKkcauusi




5. BUONOrMYHN MpPEXU — OCHOBHU MPUHLUNNX 32
nocTposiBaHe
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6. BUONMOrMYHN MpPEXN — KopenaLuuoHeH aHanus

A Normalized array data =

Correlation analysis Gene expression correlation matrix
SJ' SZ Sm!‘ Sm

G, G G, G, Gy

G, / , . 3 098 095 096 0.84 0.12 097 0.09
Y A \ .00 023 039 089 001 052 030
G " 023 100 0.18 045 024 048 043
2 AT 039 018 1.00 093 017 042 023
0.89 045 093 1.00 022 061 016
001 024 017 022 100 098 0.21

052 048 042 0.61 098 1.00 0.03
I: 030 043 023 016 021 0.03 1.00
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Fig. (2). The framework of building gene coexpression regulatory network (A) The array data. (B) The correlation analysis of these
genes. (C) Pairwise gene correlation matrix. The bold numbers are those over a defined threshold 0.80. (D) The built gene coexpression net-
work.
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7. BNONMOrMYHN MpPEXUN — OMHAMUYHU aTPaKTOpPWU




2. BNONoOrMyHn mpexun — oMHaMU4YHU aTPaKToOpU U
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2. BNonorMyHn Mpexun — AMHaMU4YHM aTpaKkTopwu




