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Overview of other group’s work-2
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REBNERREK
RHENER K RRERNAEHRITBLAST, SRERENM

TNEREEN, EBREMREZERNZR (GenScan. Softberry «
HMMgene . AUGUSTUS )

tBLAST, TUNTFIRETNRE

MR ZABEE ( TargetP1.1. psort)

motifffifl ( smart . pfam. interpro scan. MEME)

— R ER ST (pepinfo. pepstats. protscale)

“REMST (Tmap. TMHMM. garnier)

=REBTN (Swiss-model)

RALZBENWE (PuME. Sk, JRAELE) EBCinterface
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© Frgigsrtt (SMART)

XF (TMHMM. SUSUI)

w {=SRK (signal peptide)

w TPZHpEENL ( TargetP. Softberry-Protcomp )
n O-FEEEATM (NetOGlyc 3.1 Server)

" N-ZFZEEE{TN (NetCGlyc 1.0 Server)

N RS HT (SCRATCH Protein Predictor)

" BB TN (CBS-NetPhos2.0 Server)

w T REMTRN (PBIL LYON-GERLAND. Garnier)
n =REMFTIN ( The Protein Model Portal )
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Transcript

eftudz—ool
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Protein attributes Hide

Segquence length QT3 oo,

Segquence status Complete.

Frotein exi=tence Ewvidence at transcript lewel.
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LENGTH

needle
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w  Zebrafish EFTUD2: “  Human EFTUD;M

Number of amino acids: 973 Molecular
weight: 109288.3 Theoretical pl: 4.7

Total number of negatively charged
residues (Asp + Glu): 159

Total number of positively charged
residues (Arg + Lys): 97

Number of amino acids: 972 Molecular
weight: 109435.7 Theoretical pl: 4.84

Total number of negatively charged
residues (Asp + Glu): 156

Total number of positively charged
residues (Arg + Lys): 100
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“ Component of the U5 snRNP complex required for pre-mRNA
splicing
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Signaling pathways

# -] Biochemical and Signaling Pathways

Reactome (by CSHL, EBI, and GO)

Protein Q15029 (Reactome details) participates in the following event(s):

75083 ATAC spliceosome mediated 3' splice site cleavage, exon ligation
72143 Lanat Formation and 3'-Splice Site Cleavage

72139 Formation of the active Spliceosomal C complex

72130 Formation of an mtermediate Sphceosomal C complex

72127 Formation of the Spliceosomal B Complex

72160 Cleavage at the 3'-Splice Site and Exon Ligation

75081 Formation of AT-AC B Complex

75082 ATAC spliceosome mediated Lariat formation, 5’ splice site cleavage
75079 Formation of AT-AC C complex

156661 Formation of Exon Junction Complex

72165 mRNA Splicing - Minor Pathway

72163 mRINA Splicing - Major Pathway

72172 mRINA Splicing

72203 Processing of Capped Intron-Containing Pre-mBENA

76043 Elongation of Intron-Containing Transcripts and co-transcriptional mEINA splicing
112295 Elongation and Processing of Capped Transcripts

75983 Formation and Maturation of mRINA Transcript

74160 Gene Expression
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trachea

Uterus corpus
uterus

smooth muscle

tongue

skeletal muscle
cardiac myocytes
heart
atrioventricular node

pancreatfic islets

pancreas

salivary gland

prostate

adrenal cortex

adrenal gland

pituitary gland

thyroid

fetal thyroid

adipocyte

skin

appendix

colorectal adenocarcinoma
leukemia chronic myelogenous(kSEZ)
lymphoma Burkitts Daudi
leukemia promyelocyticihls0)
lymphoma Burkitts Baji

721 B lymphaoblasts

leukemia lymphoblastic{maltd)

PB-CD19+ Beells
PB-CDE+ Tcells

PBE-CD4+ Teells
PB-CD56+ Mk Cells
FBE-ZD14+ monocytes
FBE-BDCA4+ dentritic cells
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>
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adipose-derived

stem cell
M dermal fibroblast
M kidney cell
osteoblast

filing of human adipose derived stem cells before induction and at two

time points after induction of differentiation

Transcription pro

Experimental Factors

Cell Type

E-MEXP-1216

Show expression profile / experiment details
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Fabrizio,et,al. EMBO, 1997
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http://www.cbs.dtu.dk/services/NetPhos



Pfam domains

This image shows the arrangement of the Pfam domains that we found on this sequ
entry. The table below gives the domain boundaries for each of the domains.

— L GTPLEFTU -

| Source | Domain | Start- | End |

low complexity 16
Pfam A GTP EFTU 128
Pfam A GTP _EFTU D2 490
Pfam A EFG IV 704

EFG_C 827

EFG_C ——

55 Mutation site

441
567
825
916



3D Modeling-SWISS MODEL

Select a template  model Details: @ segment 1

Model info:
I modelled residue range:113 to 956
Al I g nme nt based on template 2e1rA (3.15 A)
Sequence ldentity [%]: 34.727
. Evalue: 0.00e-1
Modeling log
eV8.| u a.tl O N display mt;délz as pdb - as DeepView project
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http://swissmodel.expasy.orq/

http://zfin.org/

http://www.cbs.dtu.dk/services/NetPhos/

http://www.uniprot.org/uniprot/Q15029

http://weblab.chi.pku.edu.cn/program

http://www.expasy.orqg/

Fabrizio, An evolutionarily conserved U5 snRNP-specific
protein is a GTP-binding factor closely related to the ribosomal
translocase EF-2, EMBO, 1997

Shi, PP1/PP2A Phosphatases Are Required for the Second Step
of Pre-mRNA Splicing and Target Specific snRNP Proteins,
Molecular Cell, 2006
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