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Try NCBI's new home page! new
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Established in 1988 as a national resource
for molecular biology information, NCBI
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in computational biology, develops software
tools for analyzing genome data, and
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the better understanding of molecular
processes affecting human health and
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- Result counts displayed in gray indicate one or more terms not found
18] (YY) PubMed: biomedical literature citations and abstgffets @ | [151 ¥ Books: online books 7]
58 'j PubMed Central: free, full text journal articl 7] 1 * OMIM: online Mendelian Inheritance in Man 7]
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Display | Summary /' v Show [ 20 4!/ Sort by Relevance v Sendto %)
( All: 6 W Currer%)nly: 6 ‘ Genes Genomes: 6 ‘ SNP GeneView: 6
Items 1 - 6{6 One page.
Recent activity -
01 TPH Order cDNA clone, Links Tum OFf Clear
Official Symbol TPI1 and Name: triosephosphate isomerase 1 [Homo sapiens]
Other Aliases: MGC88108, TPI ;
)0, h piens TPI1
Chromosome: 12; Location: 12p13 Rl et ©
Annotation: Chromosome 12, NC_000012.11 (6976706..6979992) B TPI1 triosephosphate isomerase 1
MIM: 190450 [Homo sapiens]
GenelD: 7167 Q TPI1 homo dspirnd (7
)
02 RCIPH Links @
TPI1 pseudogene [Homo sapiens] Q 1PI1(55) Gene
Chromosome: 1; Location: 1p31.1
Annotation: Chromosome 1, NC_000001.10 (77165449..77166665) Q TPI1(26) Genome
GenelD: 729708 » See more...
03 SPSB2 Order cDNA clone, Links

Official Symbol SPSB2 and Name: splA/ryanodine receptor domain and SOCS box
containing 2 [Homo sapiens]

Other Aliases: FLJ17395, GRCC9, MGC2519, SSB2

Other Designations: SPRY domain-containing SOCS box protein SSB-2; gene-rich cluster
protein C9

Chromosome: 12; Location: 12p13.31

Annotation: Chromosome 12, NC_000012.11 (6980099..6982452, complement)
MIM: 611658

GenelD: 84727

04 CFU1 Order cDNA clone, Links
Official Symbol CFL1 and Name: cofilin 1 (non-muscle) [Homo sapiens]
Other Aliases: CFL
Chromosome: 11; Location: 11q13
Annotation: Chromosome 11, NC 000011.9 (65622282..65625804, complement)
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(] 1: TP triosephosphate isomerase 1 [ Homo sapiens ]
GenelD: 7167 updated 16-Oct-2009
Summary t 2

Official Symbol TPI1
provided by HGNC

Official Full Name[ triosephosphate isomerase 1
provided by HGNC

e fe— -
Primary Source HGNC:12009 E{K% 0) *ﬁﬁk_
See related Ensembl:ENSG00000111669; HPRD:01833; MIM:190450 = . A=
Gene type protein coding 7 O 0) : T’f/a T-'Ei’j
IxFVY

RefSeq status REVIEWED

Organism Homo sapiens

Lineage Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi; Mammalia; Euth,
Euarchontoglires; Primates; Haplorrhini; Catarrhini; Hominidae; Homo

Also known as TPI; MGC88108; TPI1

Summary This gene encodes an enzyme, consisting of two identical proteins, which gétalyzes the
isomerization of glyceraldehydes 3-phosphate (G3P) and dihydroxy-acetbne phosphate
(DHAP) in glycolysis and gluconeogenesis. Mutations in this gene arefassociated with
triosephosphate isomerase deficiency. Pseudogenes have been idgfitified on chromosomes
1, 4, 6 and 7. Alternative splicing results in multiple transcriptfariants. [provided by
RefSeq]
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