Supplemental Figure S3

HR domains in V. carteri and C. reinhardtii pherophorins
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The analysis of proline-rich regions was performed using the sequences of pherophorins as
shown in Supplemental Table S1. The most accurate gene model was chosen from the current
annotation of the V. carteri genome (v2.1) (Prochnik et al., 2010) in Phytozome 12 (Goodstein
et al., 2012), from older annotations (v2.0 and v1.0) or from sequences that were deposited in
sequence databases in connection with the published characterization of a certain pherophorin
(Supplemental Table S1). A The sequences of pherophorin-related proteins of V. carteri
(N=118) and C. reinhardtii (N=35) were analyzed for the lengths of their HR-domains, the




corresponding pherophorins were classified accordingly and the share of each class was
determined. B Among all V. carteri pherophorins with reliable expression data (N=103) based
on RNA-sequencing data (Klein et al., 2017), we further distinguished between pherophorins
that are specifically expressed in somatic cells (N=53) or in gonidia (N=35) or show similar
expression in both cell types (N=14). Again, the corresponding pherophorins were classified
according to the lengths of their HR-domains and the share of each class was determined. C
The V. carteri pherophorin genes were divided in two groups with higher (baseMean >100) or
lower expression (baseMean <100) and the corresponding pherophorins were classified
according to the lengths of their HR-domains. Within each HR-domain class the share of
pherophorin genes with higher or lower expression was determined. D Cumulative intensity of
expression of all V. carteri pherophorin genes, subdivided in groups according to the lengths
of the HR domains of the corresponding pherophorins. The cumulative intensity of expression
reflects the summed up average baseMean values of the pherophorin genes.
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