
f U6atac that are con- 
egions of U6 that were 

interaction, in conjunction 
with two additionat &-pair- 
ing interactions (U6 with the 

spliceemme require U5 snRFA 5' splice site and U2 with the 
(3). As disc& ma recent Per- branch point), serves to physi- 
spective ( I ) ,  U11 and U12 cally juxtapose the two partici- 
snRNAs fulfill for AT-AC pants in the first catalytic step 
splicing the respective roles of of splicing, the branch point 

adenosine and the 5' cleavage 
junction. StrikmgIy, this con- 
stellation of critical RNA- 
RNA interactions is directly 
recapitulated in the AT-AC 

eral lines ofevidence (db&t cir- Interactions between UGatac and the 5' splice site and US snRM with Uf 2 and an AT-AC in- 

U6atac and the AT-AC intron 
5' splice site (see figure) leava 

U6-less spliamome inconceivable, Tarn and Steia (4) have iden- little doubt that this interaction occurs as well; and third, Tam 
tified two novel human snRNAs that resemble U4 and U6. and Steitz (4) provide direct evidence for a U6atac-U12 hl ix  1- 

These snRNAs, designated U4atac and UBatac, are present in like pairing interaction. The congruence of RNA-RNA interac- 
the AT-AC spliceosome and are unambiguously required for tions between AT-AC and GU-AG spliceosoma is amazing 
splicing of this class of introns. Their discovery indicates that given the overall lack of similarity among the WAS. Although 
four of five snRNAs that participate m AT-AC intron removal the evolutionary origin of AT-AC introns and the RNAs thal 
are distinct from their counterparts in the GU-AG spliceosome. participate in their excision remains enigmatic, the parallelr 
The presence of such a radically different spliceosome would be between GU-AG and AT-AC splicing provide an independent 
significant if it were identified in an uninvestigated organism. (and quite unexpected) validation of current models for the 
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