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Other hub members (12) :
[£] Displayed (12)

[+] Hidden (0)

[+] Under threshold (1)

[>

Probe set identifiers :
[-] Probe set id (1)
208300_at

[-] Gene information :
protein tyrosine phosphatase,
receptor type, H
Chrorosome location
chr19gl13.4

Gene identifiers :

[-] Gene symbol (1)
PTPRH

[+] Enirez gene id (1)
[+] KEGG id (1)

[+] Ensembl gene id (1)
[*] Unigene id (1)

Gene Ontology :

[+] Biological processes (3)

[+] Cellidar components (4)

[+] Molecudar functions ()
Protein identifiers :

[+] [Sequence] Swiss-Prot id (2)
[+] [Domain] faterPro id (0)

Literrature identifiers :
[+] PubMed references (9)

Disease identifiers :
[+] OMBid (1)

Chemical Reaction identifiers :
[+] KEGG Enzyme id (1)

Metabolic pathways :
[£] Kegg (1) e

All pathways :
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