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Property

Mass,
approx. (kDa)

Diameter {(nm)

Triglycerides
(96 of core lipids)

Cholesteryl esters
(96 of core lipids)

Protein:lipid mass
ratio

Major
apolipoproteins

Major physiclogical
function

Chylomicron

50-1000 x 10°

75-1200
97

1.100

A B48,C E

Transports dietary
triglyceride (Tg) from

intestines to extrahepatic

tissues (e.g., muscle,
adipose tissue); Tg-
depleted remnants
deliver dietary
cholesterol and
some Tg to the liver

VLDL

10-80 x10°

30-80
75

25

9:100

B-100, C, E

Transports hepatic
Tg to extrahepatic
tissues; converted

inta LDL

12

88

25:100

B-100

Transports plasma

cholesterol to liver

and to extrahepatic
tissues

HDL

0.175-0.360 x10°

5-12
11

89

A C

Takes up cholesterol
from extrahepatic tissues
and delivers it to liver,
steroid-producing tissues,
and other lipopraoteins
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IRS2, SIATE, AMPKa] |

miR-33a/b —{[ABCA1. NPC1, ABCG1, CROT, CPT1a, HADHB,
AMPKc1 ARCB11, ATPSB
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miR-122 —]
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TarLE 1: MicroRNAs involved in cholesterol metabolism.

Target tissue/cell type

Target genes

Biological function

Primary mouse
hepatocytes

ALDOA
)

Glucose homeostasis
Krebs cycle

miR-33a and
miR-33b

Liver and
macrophage

ABCAI;
ABCGI; NFCI
CROT;
HADHB; CPTI;
SIRT6; PRKAAT
IRS2

Cellular cholesterol
efflux
Fatty acid oxidation
Insulin signaling

miR-758

Human and mouse
macrophages and hepatic
cell line

Human neuroglioma cell
line

ABCAI

SLC38al; NTM;
EPHA7

Cellular cholesterol
efflux

Aminoacid synthesis,
neurite outgrowing, and
neuronal migration

miR-106b

Mouse neuroblastoma cell
line and human
hepatocyte

ABCA!

Cellular cholesterol
efflux and Af
production

Hindawi Publishing Corperation
Cheolesterol

Volume 2012, Article 1D 8478459, 8 pages

doi:10.1155/201 2/B47845

Review Article

MicroRNA Regulation of Cholesterol Metabolism

Noemi Rotllan and Carlos Fernandez-Hernando
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Although the roles of the sterol response element binding protein-1
(SREBP1) and SREBP2 transcription factors in regulating fatty acid and
cholesterol synthesis and uptake have been known for some time, it was
recently discovered that 2 related microRNAs (miRs), miR-33a and miR-
33b, are embedded in these genes. Studies indicate that miR-33a and
miR-33b act with their host genes, Srebp2 and Srebpi, respectively, to
reciprocally regulate cholesterol homeostasis and fatty acid metabolism
in a negative feedback loop. miR-33 has been shown to
posttranscriptionally repress key genes involved in cellular cholesterol
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Historia del Dia de la Tierra

;Cuando y por qué comenzo el Dia de la Tierra?




Actividades del Dia de la Tierra

Hacer aqui una lista de actividades




Sacar a la luz el Dia de la Tierra

Hacer aqui una lista de ideas




Recursos del Dia de la Tierra

Hacer aqui una lista de recursos




