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Figure S1. Pictures of the 22 ferns and their sampled organs.
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Figure S5. Number of genes (y-axis) with a given SPM value (x-axis). The SPM value
cutoff is indicated by the red line.
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Figure S6 Gene expression profiles of organ-specific genes. Each gene’s expression
has been scaled to range from 0 to 1.
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Figure S7. Expression profiles for species-specific genes.
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Figure S9. Gene functions found in Archaeplastida. Mapman bins (rows) found in the different species
(columns). The colours indicate the fraction of found bins in a given species, where 1 indicates that all genes in a
given bin are present, while 0 indicates complete absence.
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Bar Chart of Gene Combinations Sorted by Descending Order
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Chart 1: The protocol of chemical synthesis of 2-O-methyl- and 3-O-methyl-a.,3-D-galactopyranose
5a and 5b and 2-O-methyl-D-glucopyranose 10
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Figure S15. GC-MS analysis of cell wall sugars. a) Profile of Tectaria incisa, b) Tectaria incisa and 20-MeGlcp standard and c)
20-MeGilcp standard. d) GC-MS spectra of the unknown peak and the methylated sugar standards.
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Figure S16. Gene copy humber analysis of hydroxyproline-rich glycoproteins

(HRGPs). Columns represent species, while rows correspond to a given class of HRGP.
Red and blue numbers indicate that a given species contains significantly more/less

genes than others.
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Figure S17. CoMPP analysis of ferns. a) The clustermap shows fern samples (rows)
and antibodies (columns). The cells indicate the signal scaled from O (dark blue) to 1
(bright yellow). b) Pearson Correlation Coefficient (PCC) distribution of COMPP profiles
within (blue) and across (brown) species.
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Figure S18. Phylogenetic analysis of CESA genes. The blue circles represent
bootstrap values (value <50 are not indicated by a circle). The leaf colors represent the
different species and orders.
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Figure S19. Phylogenetic analysis of lignin biosynthetic genes. Any inferred
duplication events are indicated.





