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Ins/Del

Ins/Del (exon 1) 2p, Gene: 43 kb
2p, Gene: 43 kb
Xba | (exon 26) MRNA: 14.121 bases
Eco RI (exon 29) Proteina: 4.563 aminoécidos

Concentragdes séricas (mg/dL)

I

Colesterol Triglicerideos
ot

Lipideos

EcoRlI




&

7

988M

Exon 1 Exon 2 Exon 3 Exon 4

5 — — ®

y

Localiza ¢do: 19q13.2 Hha |

Prote ina de 299 aa l l, \

® 8 e

Isoformas & : 112 Cys e 158 Cys
@:112 Cys e 158 Arg
el:112 Arg e 158 Arg

+G




~

Processo

ateroscler 6tico

€2=4,621 (p = 0,032)
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c*Q 9&444. Q4&I4M c* Q4&I9I. Q4&533

Y405 %&A
H

= AMI
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T TC cC -786T -786C
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c*Q M&GII. Q44 c* Q M&5+5.Q4&4-

Frequency (%)
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Concent

(€] GT
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c*Q 9&594. Q4&585
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TT 894G 894T
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== 4AA/4AB

*p<0.02
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Epstein et al 1999,
Beland et al , 2004
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Benitez, 2001 GORAN K.H., 2005

Positividade de Clamydia, CMV e H. pilori pela
PCR
Em placa de aterosclerose

% of positivity

Percentage s X, Fisher Exact Test p=0,021,
Percentage s between END e TX, Fisher Exact Test p=0,486,
Percentage s flori between END e TX

ENDn =37, TXn=11 16SrRNA expression by ISH in atheromatous lesion
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+Nota: Namber of individual are in parenthesis Frsfest
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Genotipos de SNP Asp299Gli (A+896G) do TLR 4 e perfi St

Biochemical data

IAM (102)
CT (mmol /L)
TG (mmol /L)

HDL-c (mmol /L)

LDL-c (mmol /L)

ApoAl (mg/dL)

ApoB (mg/dL)

Thragolle
(c1197T)

1AM
(102)

$HHE-( % - (*

Biochemical data

C (108)

CT (mmol L)
TG (mmol /L)
HDL-¢ (mmol /L)
LDL-c (mmol /L)
ApoAl (mg/dL)
ApoB (mg/dL)

lipidico em IAM

Genotype Biochemical data.
C (108)
PAI-1 (Ul/mi
WCB (10%/mm?)
(-10%/ml)

+896AA (95)
542+1,3

+89BAG/GG (7)
5,5810,91
2,0241,21 1,13:0,65
1,16£0,32 1,100,35
33:1,1 3,741,13
126,38:26,3 118,8+24,1
105,9+24,5 108,8+20,2

PCRus (ng/mL)

genotype frequency alelles

cc
94,129% (96)

95,4% (103) 4,6

Teste exato de Fisher p=0,7629

-"M#)6"7
% .9

$##-("( % (
7S

Genotype

Biochemical data

+896AA (106) +896AG/GG (2)

PIM - Masc
3,56:0,74 p ©2)
0,6120,04
1,25:03
2,04:1,02
1188241

108,8:20,2

4,83+1,12

1,05:0,5 TG (mmol /L)

1,45£0,38 CT (mmol /L)

2,8620,96 HDL-c (mmol /L)

LDL ¢ (mmol /L)
ApoAI (mg/dL)
ApoB (mg/dL)

#

SMHE)6TH - $

Genotype
+BIBAA (106) +896AG/GG (2)
6,241,7
231,9:52,3
2,6740,71
0,541 0,1:0,14

1.+CD
1<

9G.MD
9

©4.3C51

Q4.4848

Ntmero de individuos em parénteses.

w4
)6+

Genotype

2,27+1,25
5,53+1,57
1,12:0,32

3,28:1,21

1,20£0,54
5,71+1,07
1,13:0,42
3,79+1,38
124,25+23,7
107,6+26,8

p=0123

712+
p=0,148
p=0098
p=0,543*
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Fatores de crescimento

Processo Fatores in
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EVOLUGAO GENOMICA
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Laboratério de Pesquisa em Diagndstico por
Biologia Molecular da FCF/USP

2003-2005

1994-2002
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