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Figure S2 Analysis of the data set | for the cryo-EM reconstruction of the human
mature and late B**' complexes. Shown here is a flow chart for the analysis of the
data set | of 1,464,033 particles of the human spliceosomal complexes. There are

three distinct spliceosomal complexes — the B*, C, and C'— in the sample (sample

). The analysis focused on the particles that represent the B*' complex. Please refer

to Materials and Methods for details.



