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TRAP, 150

TRBP. See TAR RNA-binding protein

Triose phosphate isomerase (TPI), 96

Tripartite leader (TPL), 308

tRNA. See Transfer RNA

TSC, 305, 308, 329

Unfolded protein response (UPR)

eIF2-mediated translational control response

eIF5 role, 165–166

phosphorylation relationship to fitness of stressed

cells, 169–170

transcripts in upstream open reading frame-depen-

dent translation initiation, 166–168

overview, 164

UNR, 115

Unr, 94

Upf1, 66

UPR. See Unfolded protein response

Vanishing white matter disease (VWM), 166

Vasa, translational activation in Drosophila oogenesis,

202–203

Vascular endothelial growth factor (VEGF), 269

VEGF. See Vascular endothelial growth factor

Virus translational control

balancing translation, replication, and

encapsidation, 314

cap-dependent initiation

adenoviruses, 307–308

asfarviruses, 309

eIF4E phosphorylation and DNA replication

promotion, 309–310

herpesviruses, 308

megaviruses, 309

mimiviruses, 309

papillomaviruses, 307–308

polyomaviruses, 307–308

poxviruses, 309

RNA viruses, 310

cap-independent translation. See also Picornavirus

internal ribosome entry sites

internal ribosome entry site virus distribution, 307

overview, 305–306

protein-linked 50 ends, 306

eIF2 in innate immunity

overview, 310

phosphorylation inhibition by viruses

bypassing, 312–313

combinatorial strategies, 312

inhibitors, 312

host translation impairment

cell translation factors

direct effects, 300–302

indirect effects, 302–303

overview, 304–305

RNA manipulation, 303–305

prospects for study, 314–315

replication strategies, 300

termination and reinitiation regulation, 313–314

VP1, 313

VP2, 313

VWM. See Vanishing white matter disease

Wispy, 200

X-box-binding protein 1 (XBP1)

functional overview, 165

translational pausing and colocalization of messenger

RNA with IRE1 effector domain, 170–172

XBP1. See X-box-binding protein 1

XRN1, 172, 187

YB-1, 35

ZBP1. See Zip code binding protein 1

Zip code binding protein 1 (ZBP1), neuron function,

288–289

ZIPK, 119
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