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http://www.tcdb.org/index.php

== <€ UCSD

About TCDB

Transport Classification Database

| EXPLORE | SEARCH | ANALYZE | CONTRIBUTE | ABOUT-US |

Search |TC#: ,— Lookup l

Quick Access

TCDB 1is operated by the Saer Lab
Bioinformatics Group. The database detals a
comprehensive TUBMEB approved
classification system for membrane transport
go proteins  known as the Transporter
Classification (TC) system. The TC system is
analogous to the Enzyme Commission (EC)
system for classification of enzymes, but
® 2 incorporates phylogenetic information
¢ ] additionally.

TC System Browse the TCDB data.

BLAST Search for homologs in TCDB.

TC Superfamilies

Browse transporter superfamilies.

Humah

MTPs Transporters from Humans.

M RIERSG N Transporter structural data.

MTP Diseases

Transporters & Diseases

Help and Documentation

Documentation and tutorials are coming soon.
For help in the interin please contact us.

o TCDE is a curated database of factual information from
over 10,000 published references.

o The database contains about 3,000 protein sequences.

o These proteins are classified into over 550 transporter
families based on the TC system.



1. Channels/Pores

View Subclasses Read Description

V.W.X.
Y.

2. Electrochemical Potential-driven
transporters

View Subclasses Read Description

3. Primary Active Transporters

View Subclasses Read Description

4. Group Translocators

View Subclasses Read Description

1.A. o-Type channels

View Families Read Description 1.A.1. The Voltage-gated Ion Channel (VIC)
Superfamily

View Proteins Read Description

1.B. p-Barrel porins

View Families Read Description 1.A.2. Inward Rectifier K" Channel RK-C)
Family

View Proteins Read Description

1.C. Pore-forming toxins (proteins ang
peptides)

1.A.3. The Ryanodine-Inositol 1,4,5-
View Families Read Description triphosphate Receptor Ca®" Channel (RIR-

3. Transport Electron Carriers

View Subclasses Read Description

CaC) Family

1.D. Non-ribosomally synthesized channels

View Families Read Description

8. Accessory Factors Involved in Trang 1.E. Holins
View Subclasses Read Description
ATP-activated inward rectifier KT channel, IRK 1 (also called ROMEK or
KIR1.1) (regulated by Surl, allowing ATP sensitivity, also activated by
9. Incompletely Characterized Transport 14211 phosphatidylinositol 4,5-bisphosphate (PIP) with affinity to PIP controlled

Systems

by protein kinase A phosphorylation (which increases affinity for PIP)) and
protein kinase C phosphorylation (which decreases affinity for PIP (Zeng et

al., 2003)
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von Heljne “the positive-inside rule”

Polar head groups Hydrophobic interior Polar head groups
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HOME ABOUT OPM DOWNLOAD OPM FILES CONTACT US

http://opm.phar.umich.edu/
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Kak oneHUTHh KauecTBO MATTEPHA WJIN

npopuiasa? Nin Kak OeHUTh Ka4eCTBO
npeacKazaHus?

To, 4T0 HY:KHO

To, 4TO He HYKHO

Haiineno nin
npejackazano (+)

IIpasuinbsHOE
TMPECKa3aHUE
( True positives, TP)

Harmum He To, YTO HYKHO
(False positives, FP)

He naiineno nian
He MpeJICKA3aHO0

)

He Hanmm, a xoreau
( False negatives, FN)

IIpaBHiIbHO, YTO HE HAIILIH
(True negatives, TN)

UyscTeutelbHOCTD (sensivity) = TP / (TP+FN)  (nons npaeunbHeIX npeickazaHHbIX oT 0GIEN0 HHCA «HCTHHHBIX®)

CHGL[[/[(I)I/[‘[HOCTB (speciﬁcity) = TN/ (TN+FP) (10J1s IPABHIILHO HETPEACKA3aHHBIX OT OOLIEN0 UHCIA HEHYKHBIX)

TounocTts (precision) = TP / (TP+FP)
Crepxripeackazanue = FP/ (FP+TP)
Henonpeackazanue = FN / (TN+FN)

(IIOH}I [IPABHIIBHBIX IPECACKA3aHHBIX OT 001IEro YyHca HpCHCKaSaHHbIX)

(mons MUIIHHX CPEH MPECKA3aHHbIX)

(}10.]'[51 «HCTHHHBIX» CPCIH Hel'[peI[CK'iBaHHbIX)



Omuokmn......

e Ommuoxu nepsoro poaa (KFP): orsepraercs
HYJIEBAs TMIIOTE3a, & OHA COOTBETCTBYET
JICUCTBUTEIILHOCTH.

e Omnoxku BToporo poaa (FN): npuHumMmaercs
HyJI€Basi TUIIOTE3a, & OHA HE BEPHA.

 QuiuoKu mpemvezo pooa: cnpaseoiuéo
OmeepeHyma Hyaesas 2Uunome3a Ha OCHOBe
HEBEPHBIX COOOPAINCEHU.



CpaBHeHHE HECKOJbKHUX NPeACKA3aHUA

ROC-kpusbie (Receiver operating characteristic)
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