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Neuronal precursor cell-expressed
developmentally down-regulated 4

Nedd4 A family of E3 ubiquitin ligases that have
a common domain architecture

Comprised of C-terminal HECT domain and
N-terminal C2 domain and WW domains
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Physiological processes mediated by Nedd4 proteins
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Research on HECW1

"

RNF43 interacts with NEDL1 and regulates pS3-mediated
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Bioinformatics analysis
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Analysis of sequence

Molecule processing
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Phylogenic analysis and tree construction
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- Analysis of conserved domain

W"»“Hh il

C2 domain

WW domain
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Analysis of structure
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Model 3D Structure [+/-]

Model information:
Modelled residue range:
Based on template:
Sequence |dentity [%]:
Model date:

Revision date:

Model 3D Structure [+/]

210 to 310
[ 4mij ]
27%
2013-11-24
2013-11-19

Model information:

Modelled residue range:

Based on template:
Sequence |dentity [%]:
Model date:

Revision date:

Model 3D Structure [+/]

100 1200 1300

830 to 861
[ 2kyk ]
1%
2013-11-24
2013-11-19

Model information:

Modelled residue range:

Based on template:
Sequence ldentity [%]:
Model date:

Rewvision date:

1227 to 1600
[ 1nd7 ]
49%
2013-11-24
2013-11-19
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C2 domain

Four-stranded B -sheets <
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WW domain 3533
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3 stranded anti-parallel B-sheet fold

Hydrophobic ligand-binding groove

Bind predominately proline-rich motifs
PPxY PPLP PR pS/pTP



bl

HECT domain
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C-terminal lobe
40 A

16 A

Cys: Active site
Distant from E3 catalytic cysteine

to E2 cysteine—ubiquitin conjugat
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Flexible hinge loop
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Breakdown by Body Sites

- Approximate gene expression patterns by EST profiles

Hs.164453

adipose tissue 0 0112866
adrenal gland ] 0132940
ascites 0 0/39334
bladder 0 0/29860
004 0 0/122232
ane 13 * 1/71618
bone marrow ] 0748737
rain 26 L _J 2971092688
Cenix ] 0/48486
connective tissue a] 1/149072
ear 0 0/16100
embryonictissue 4 11212886
esophagus 0 0720154
eye 4 1/208840
heart 0 0/89524
intestine 0 0/231981
cidney 14 - 31210778
arynx ] 0723466
liver 0 0/205291
lung 2 1/334815
lymph 0 0/44302
lymph node 0 0/89748
mammary gland 0 01851230
mouth 0 0/66150

muscle ] 0/106371
nerse ] 0/15535
avary 0 0101488
pancreas 0 01213440
parathyroid 0 0/20594
pharynx ] 0/40725
pituitary gland ] 0/16526
placenta ] 0/283019
prostate ] 0/189536
salivary gland ] 0/20265
skin 4 17210759
spleen ] 053347
stomach 0 0/95679
testis 1 8/435204
thymus ] 0/79697
thyroid ] 0/46583
tonsil ] 017021
trachea 1 1151780
umbilical cord ] 0/13764
uterus ] 0/232093
vascular ] 0/51649
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Breakdown by Health State

Hs 164453
adrenal tumor 0 0/ 12655
bladder carcinoma 0 0/17584
breast (mammary gland) tumar 0 0/83080
cenical tumor 0 0/34484

chondrosarcoma 12 - 1/82838
colorectal tumor 0112517
esophageal tumor 0/17245

0

0
gastrointestinal tumaor 0 0/118483
germ cell tumar 7 21263230
glioma 0 0/107194 Breakdown by Developmental Stage
head and neck tumor 0 01133826 Hs 164453
kidney tumor 14 - 1/68872 embryoid body 0 0/G69964
leukemia 0/94478 blastocyst 16 - 1161448
liver tumar 0/96023 fetus 10 > 6/556978
lung tumor 0/102765  neonate 0 0/31070
lymphoma 0/72196 infant ] 023511
non-neoplasia 0/96G23  luvenile 0 0155574

g 16/1921829

3 @  45/332381q 2dult
ovarian tumar 0/76185

0
0
0
0
0
narmal 1
0
pancreatic tumor 0 0/105004
0
0
0
7
7
0

primitive neuroectadermal tumor... Q127001
prostate cancer 0/103544
retinoblastoma 0/46439
skin tumar 17125373
111258265
a/e0107

soft tissue/muscle tissue tumaor
uterine tumor
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Subcellular location

= # Meazure Pozition Value Cutoff gignal peptide?
= max. © 123 0.463
;E; ma¥. T 32 0. 389
= SingalP max. 5 18 0.557
mean 5 1-31 0. 345
Ji] 1-31 0. 372 0. 340 YES
Name==sp_QTANES_HECW1 HITMAN SP="YES" Cleawage =ite between pos. 31 and 32:
Hame Len mIP 5P other Loc RC
Ta rgetp sp_QT6N89_HECW]I_HUMA 1606 0.720 0.041 0.311 n 3
cutoff 0.000 O0.000 OQ.000
na L |
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Thanks for Prof. Luo’ s guidance on learning!
Thanks for all the classmates taking ABC!
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