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Biological function of Selenium




‘Background .

B &
LIRW (mg/kg)
L AR

B (<0.125)

e €0.125~0.175)

v [ B i
- OEEWE (0.175~0.4)
A (504) (1)2510 590 ‘1 opo km

Figure Distribution pattern of soil selenium concentration in China
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Selenoprotein
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> MERWEREFUEMINARMREPRLI—SRERRE ,
PFELY79 10 kDa,
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REAWSESPE TE , HFEHBANME ( white muscle

disease ) ,
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B8 Bloinformatics analysis &

NCBIE#H SRR WRIEE

YFh BT B4 RefSeq® k5 bp HEBX EEERXS EBEAREERS
A Homo sapiens Human NM_003009.3 905 215-478 6415 NP_003000.1
/R Mus musculus  Mouse NM_009156.2 722  92-358 20364 NP_033182.1
N Rattus Rat NM_013027.3 717  85-351 25545 NP_037159.4

Norvegicus

ik Gallus gallus Chicken NM _001166327.2 860 100-357 100310814 NP_001159799.1
Y& Sus scrofa pig NM_213977.1 705 53-316 397032 NP_999142.1
%E Ovis aries sheep XM _004023205.3 777 114-377 101119329 XP_004023254.2
W LGH  Danio rerio zebrafish ~ NM_178287.5 841 136-396 352915 NP_840072.3




Alignment

Frotein Sequences

Species/Ab Group Mame
1. Human

2. Mouse

3. Rat

4. Chicken

5. Pig

6. Sheep

¥. zebrafish
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Physical and chemical parameters

Selenoprotein W of Mus musculus
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Number of amino acids: 88
Molecular weight: 9687. 20

Theoretical pI: 8.95

Amino acid composition:
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Hydrophilic / Hydrophobic
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TMHMM Server v. 2.0

Prediction of transmembrane helices in proteins
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NetPhos 3.1 Server - prediction results

Phosphorylation site

Technical University of Denmark
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NMR solution structure of mouse SelW
DOI: 10.2210/pdb2npb/pdb

Classification: OXIDOREDUCTASE
Deposited: 2006-10-27 Released: 2006-11-14
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Mutation(s): 2

Experimental Data Snapshot wwPDB Validation

Method: SOLUTION NMR
Conformers Calculated: 96
Conformers Submitted: 20
Selection Criteria: Target Function
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Swiss-PdbViewer 4.1.0
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Half day on the web, saves
you half mouth In the lab!
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