transmembrane transcription extracellular space, o
factor complex glycoprotein, ® ®
. ¥ lyeopre
o 'Y disulphide bond, A extracellular matrix
o) signal peptide '~ O
%~ endocytosis -, e
signal o nuclear lumen, A
O >
Y. * ER lumen O
Q 4 L & O ®
sequence motif: ~ Positive Q=g ¢ i
. . prevents secretion regulation reponse to wounding,
integral to plasma from ER of cell motion innate immune response,
membrane acute inflammtory response
Q response to @
gmﬁ ?naer]tqaat?oe;i,sm @ ® nutrient levels and 4 A/ Znc finger,
Il ’ » p/ extracellular stimuli o . transcription
genalttaaler-' complement and ® factor binding,
to stress ° coagulation cascades nuclues
e p:a:]elet . . A —0—4 A
argnile cell fraction, ¢ complementand © regulation of
®9 microsome O coagulation cascades cellular protein
metabolic process
carbohydrate binding, '
lipoprotein receptor @=¢ o—@ helicase, ?nhz.g.Te
binding h A ®—O DEAD-ike @@ nhibitor
. i ; activity
response to steroid and helicase
other hormone stimulus
cell cycle, non-membrane
(0} O holesterol
M phase . ] O c
zinc finger: bound organelle g metabolism
PHD-type (O—e chromosome
o—( ) i
& PR o—_)
oo A——Q centrosome
zinc finger ,‘ angiogenesis WW?2 domain
pigment granule . .
) ® mitochondrion
® Q . o—e
carboxylic acid short-chain O von-Willebrand
transport dehydrogenase/ protein dimerization factor, type C
reductase
@===)
A—O o—ahA Ao O—aA
protein localisation, cell adhesion regulation of nucleotide
nucleocytoplasmic apoptosis binding
transport
Huh-7.5.1 -> R1.1 © Huh-7 vs. Huh-7i @ HRFs

R1.1->R1.109

R1.1->R1.110
Huh-7.5.1 -> R2.1

Huh-7 -> Huh-7.5.1
Huh-7.5.1 -> Huh-7.5.1c2

0 0000

@® Huh-7.5.1 vs. Huh-7.5.1*
@® Huh-7.5.1c2 vs. Huh-7.5.1c2*
() chronic infection

A interact with HCV protein

W entry factors
4 HDFs



