Supplementary Figure S1
Domain prediction of MED16 using SMART (http://smart.embl-heidelberg.de).
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Length 865 aa
Source database Ensemb!
Identifiers ENSMUSP00000129375
Source gene ENSMUSG00000013833
Alternative splicing E9QP84_MOUSE, ENSMUSP00000129375, ENSMUSP00000129229, ENSMUSP00000128463, ENSMUSP00000126729

The SMART diagram above represents a summary of the results shown below. Dmm:mmumsdgmlummnmwwﬂmnollhownlnmdlmm Features are also not shown when two or more occupy the same plece of sequence; the priority for display is given by SMART > PFAM > PROSPERO
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repeats > Signal peptide > Transmembrane > Coiled coll > regions > In either case, features not shown in the above diagram are marked as ‘overiap’ in the right side table below.
Confidently predicted domains, repeats, motifs and features: Features NOT shown in the diagram: @
Name Start & End E-value Name Start & End E-value Reason
low complexity 13 25 NA Ith Med16 144 859 22e-127 overlap l
lwo rm 7y 0007 l e
= =
low complexity 207 218 NIA

WD40 227 268 153
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