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P-POD, the Princeton Protein Orthology Database,
as a tool for identifying gene function
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To address cross-species functional conservation, P-POD provides
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cross-references to papers describing complementation experiments, cequences
disease-related papers from SGD, and OMIM disease information.

Papers describing cross-species expression
Publication Curator Notes <—— All-versus-all BLAST —— Jaccard Clustering

9889267: Clark AB, et al. Functional analysis The H. sapiens protein ENSP00000233146 does not complement the orthologous
of human MutSalpha and MutSbeta com-  mutation in S. cerevisiae. Introduction of human MSH2 (ENSP00000233146), MSH3 ¢ ¢
plexes in yeast. Nucleic Acids Res. 1999 Feb ~ (ENSP00000265081) or MSH6 (ENSP00000234420), either alone or in combina- Larger protein

1;27(3):736-42. tion, does not decrease the high reversion rate of a yeast msh2 mutant. Ortholog sets Clustal W alignments families of related
sequences

Disease-related papers for MSH2 r
11133819: Campbell MR, et al. (2000) Candidate mutator genes in mismatch repair-deficient thymic lymphomas: no evidence
of mutations in the DNA polymerase delta gene. Carcinogenesis 21(12):2281-5 =Y AR—— NS‘;t:c':igst‘:rLee?':ggf ;"’nigh
11555625: Ellison AR, et al. (2001) Functional analysis of human MLHT and MSH2 missense variants and hybrid human-yeast phylogenetic trees rearrange, and generate
MLHT proteins in Saccharomyces cerevisiae. Hum Mol Genet 10(18):1889-900 images of trees
15947132: Clodfelter JE, et al. (2005) MSH2 missense mutations alter cisplatin cytotoxicity and promote cisplatin-induced
genome instability. Nucleic Acids Res 33(10):3323-30

17720936: Gammie AE, et al. (2007) Functional Characterization of Pathogenic Human MSH2 Missense Mutations in Saccharo- b h d ouri | . d
myces cerevisiae. Genetics 177(2):707-21 Database schema (WWW.ng .org). urmp ementation can accommodate

OMIM Phenotype Information for MSH2 (P43246) multiple analyses simultaneously, and users can choose from multiple sets of

#120435 LYNCH SYNDROME | results.
#158320 MUIR-TORRE SYNDROME: MTS
1608089 ENDOMETRIAL CANCER

P-POD uses a modular analysis pipeline and the Generic Model Organisms
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