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“Discriminatory power of RNA family models”
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PLoS Biol. 2008



CL00011: The Gim clan contains the RNA families GImZ_SraJ and GImY _tke1
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U5 spliceosomal RNA (M Marz, T Kirsten, PF Stadler, J.Mol.Evol. 2008)
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different consensus structures for U5
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U5 spliceosomal RNA (M Marz, T Kirsten, PF Stadler, J.Mol.Evol. 2008)
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