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Your Input:

C11orf54 Ester hydrolase C11orf54; Exhibits ester hydrolase activity on the substrate p- nitrophenyl acetate. (315 aa)     

Predicted Functional Partners:

CEP295 Centrosomal protein of 295 kDa; Centriole-enriched microtubule-binding protein involved in centriole biogenesis. Essential f…           0.622

VSTM5 V-set and transmembrane domain-containing protein 5; Cell adhesion-like membrane protein of the central nervous system …               0.585

CCDC82 Coiled-coil domain containing 82.             0.506

MED17 Mediator of RNA polymerase II transcription subunit 17; Component of the Mediator complex, a coactivator involved in the r…             0.498

SMCO4 Single-pass membrane protein with coiled-coil domains 4; Belongs to the SMCO4 family.             0.492

TBC1D22B TBC1 domain family member 22B; May act as a GTPase-activating protein for Rab family protein(s).               0.490

AKR1C2 Aldo-keto reductase family 1 member C2; Works in concert with the 5-alpha/5-beta-steroid reductases to convert steroid ho…             0.483

URB2 URB2 ribosome biogenesis homolog.             0.480

SERPINB5 Serpin B5; Tumor suppressor. It blocks the growth, invasion, and metastatic properties of mammary tumors. As it does not …             0.475

GNPDA2 Glucosamine-6-phosphate deaminase 2.             0.469
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Your Input:

C11orf54 Ester hydrolase C11orf54; Exhibits ester hydrolase activity on the substrate p- nitrophenyl acetate. (315 aa)     

Predicted Functional Partners:

TRIP13 Pachytene checkpoint protein 2 homolog; Plays a key role in chromosome recombination and chromosome structure develop… x x   x x x x   0.041

TTLL12 Tubulin--tyrosine ligase-like protein 12; Negatively regulates post-translational modifications of tubulin, including detyrosinati… x x   x x x x   0.041

CORO1A Coronin-1A; May be a crucial component of the cytoskeleton of highly motile cells, functioning both in the invagination of larg… x x   x x x x   0.041

DECR2 Peroxisomal 2,4-dienoyl-CoA reductase; Auxiliary enzyme of beta-oxidation. Participates in the degradation of unsaturated fat… x x   x x x x   0.041

DECR1 2,4-dienoyl-CoA reductase, mitochondrial; Auxiliary enzyme of beta-oxidation. It participates in the metabolism of unsaturate… x x   x x x x   0.041

HNRNPL Heterogeneous nuclear ribonucleoprotein L; Splicing factor binding to exonic or intronic sites and acting as either an activato… x x   x x x x   0.041

CEP41 Centrosomal protein of 41 kDa; Required during ciliogenesis for tubulin glutamylation in cilium. Probably acts by participating… x x   x x x x   0.041

PSMA2 Proteasome subunit alpha type-2; Component of the 20S core proteasome complex involved in the proteolytic degradation of… x x   x x x x   0.041

YKT6 Synaptobrevin homolog YKT6; Vesicular soluble NSF attachment protein receptor (v-SNARE) mediating vesicle docking and f… x x   x x x x   0.041

PPIF Peptidyl-prolyl cis-trans isomerase F, mitochondrial; PPIase that catalyzes the cis-trans isomerization of proline imidic peptid… x x x x x x 0.041
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Orthogroup presence 0 1

5402028at2759 − crystallin lambda 1 
 2654314at2759 − C11orf54 
 2723588at2759 − dicarbonyl and L−xylulose reductase 
 3017546at2759 − sorbitol dehydrogenase 
 1704034at2759 − xylulokinase 
 3091635at2759 − regucalcin 

 53654at2759 − D−arabinono−1,4−lactone oxidase 
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CRYL1 crystallin lambda 1 [ Homo sapiens (human) ]

C11orf54 chromosome 11 open reading frame 54 [ Homo sapiens (human) ]
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SORD sorbitol dehydrogenase [ Homo sapiens (human) ]
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XYLB xylulokinase [ Homo sapiens (human) ]
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DCXR dicarbonyl and L-xylulose reductase [ Homo sapiens (human) ]


