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NAR, Database List

Nucleotide Sequence Databases 129
RNA sequence databases 63
Protein sequence databases 179
Structure Databases 131
Genomics Databases (non-vertebrate) 252
Metabolic and Signaling Pathways 106
Human and other Vertebrate Genomes 110
Human Genes and Diseases 114
Microarray Data and other Gene Expression Databases 65
Proteomics Resources 18
Other Molecular Biology Databases 41
Organelle databases 26
Plant databases 100
Immunological databases 27

Total 1361
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RENA polymerase |l - Wikipedia the free encyclopedia -[ & O~ —2/ & T |

RMNA polymerase Il (alzo called RNAP Il and Polll) is an enzyme found in eukanyotic cells. It
catalyzes the transcription of DNAto synthesize precursors of mRNA and most snRNA anc
microRMNA. A 550 kDa complex of 12 subunits, RNAP llis ...

Stages of transcription - Initistion - ENA polymerase control by ...
en.wikipadia.orgiwiki/RNA_polymerase_Il- 4w i3 - S~ =2
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Human RNA polymerase Il subunit hEPE14 is homologous to yeast ENA polymerasz |, I,
and Il subunits(AC19 and RPE11) and is similar o ... transcription initation by RNA
polymerase |l in soluble extract from isolated mammalian nuclei. ...
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{REIFE F -2001 - BEENE

PoF] BMNATR U A S —F 1 O#iE & ##EE X H =X\ RNA polymerase i ...

77 L%+ 7 PDF/Adobe Acrobat

RNA polymerase II: Structure and functional mechanism. Patrick Cramer. (University of
Munich, Institute of Biochemistry and Gene Center) . @INTPOU Y BICOHBARERGICT
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genomic DNA

+ transcription
pre-mRNA

+ maturation
MRNA

+ translation
protein
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FLCDNAS

cDNA (FLCDNA)

MRNA

Open reading frames (ORFs)

FLCDNA
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H-InvDB

(HIT):219,765

(release6.2)

(HIX):43,146

protein coding 35,387
|: Identical to known human protein 13,337
(experimentally validated)

lI: Similar to known protein 3,464
llI: InterPro domain-containing protein 2,531
I\VV: Conserved hypothetical protein 4,100
V: Hypothetical protein 5,490
VI: Hypothetical short protein (20-80 aa) 5,628
VIl: Pseudogene candidate (transcribed) 837
non-protein-coding 7,759

Category [, II, 1l
Category IV 23,432
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ADIPOQ, CAPN10, PPARG, TCF7L2, HNF4A, HHEX
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4 | HIF0000022
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7 InterPro: IPR001628
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