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Introduction

Reactome is open-source, open access, manually curated and peer-reviewed pathway database. Pathway annotations 
are authored by expert biologists, in collaboration with Reactome editorial staff and cross-referenced to many 
bioinformatics databases. A system of evidence tracking ensures that all assertions are backed up by the primary 
literature. Reactome is used by clinicians, geneticists, genomics researchers, and molecular biologists to interpret the 
results of high-throughput experimental studies, by bioinformaticians seeking to develop novel algorithms for mining 
knowledge from genomic studies, and by systems biologists building predictive models of normal and disease 
variant pathways. 
The development of Reactome is supported by grants from the US National Institutes of Health (P41 HG003751), 
University of Toronto (CFREF Medicine by Design), European Union (EU STRP, EMI-CD), and the European 
Molecular Biology Laboratory (EBI Industry program).
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WBSCR22:TRMT112 methylates guanosine-1639 of 18S rRNA yielding 7-methyl-
guanosine-1639 ↗

Stable identifier: R-HSA-6790982

Type: transition

Compartments: nucleoplasm

The WBSCR22:TRMT112 complex, homolog of the Bud23:Trm112 complex in yeast (Ounap et al. 2013), 
methylates guanosine-1639 of 18S rRNA at the N(7) position of the guanine base (Haag et al. 2015, Zorbas et al. 
2015). The WBSCR22:TRMT112 complex but not its methylase activity is required for efficient processing of 
precursor rRNA at site 2 and site 3 (Haag et al. 2015, Zorbas et al. 2015). Hemizygosity at the region containing 
WBSCR22 causes Williams-Beuren syndrome (Doll and Grzeschik 2001).

Literature references

Nicolas, E., Huvelle, E., Zorbas, C., Heurgué-Hamard, V., Wacheul, L., Lafontaine, DL. (2015). The human 18S rRNA 
base methyltransferases DIMT1L and WBSCR22-TRMT112 but not rRNA modification are required for ribosome 
biogenesis. Mol. Biol. Cell, 26, 2080-95. ↗

Kurg, A., Kurg, R., Õunap, K., Käsper, L. (2013). The human WBSCR22 protein is involved in the biogenesis of the 40S 
ribosomal subunits in mammalian cells. PLoS ONE, 8, e75686. ↗

Haag, S., Kretschmer, J., Bohnsack, MT. (2015). WBSCR22/Merm1 is required for late nuclear pre-ribosomal RNA 
processing and mediates N7-methylation of G1639 in human 18S rRNA. RNA, 21, 180-7. ↗

Grzeschik, KH., Doll, A. (2001). Characterization of two novel genes, WBSCR20 and WBSCR22, deleted in Williams-
Beuren syndrome. Cytogenet. Cell Genet., 95, 20-7. ↗

Editions
2015-08-15 Authored, Edited May, B.

2016-01-30 Reviewed Vincent, NG.

2016-02-12 Reviewed Sharma, S.

https://reactome.org/content/detail/R-HSA-6790982
http://www.ncbi.nlm.nih.gov/pubmed/25851604
http://www.ncbi.nlm.nih.gov/pubmed/24086612
http://www.ncbi.nlm.nih.gov/pubmed/25525153
http://www.ncbi.nlm.nih.gov/pubmed/11978965

