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Figure S2: Molecular organization of the scaffoldins.

Schematic representation of the cohesin-borne scaffoldins. Thirty two scaffoldins of B. cellulosolvens
possess 79 cohesins that are classified into two main types: type I (33 modules) and type II (43
modules). In addition, Group R was defined for cohesins from scaffoldins ScaR1-R3, whose
sequences are notably different than those of the known types. Out of the 32 scaffoldins, 24 were
detected in this study. The undetected scaffoldins are represented by gray squares. This Figure was
adapted from our previous study [Zhivin et al., 2017] with slight changes.
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