Supplemental Figure S4
Schematic structure of the phG gene, phG mRNA and pherophorin-G protein
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A The sequence schematized here corresponds to the 5244-bp genomic fragment utilized in
plasmid pPhG-YFP. The phG gene (former common name phV47) (von der Heyde and
Hallmann, 2020), is located on scaffold 1 (nucleotides 2224937 to 2230180) of the V. carteri
genome version 2.1 (Prochnik et al., 2010) in Phytozome 12.1.6 (Goodstein et al., 2012) and
has the gene ID Vocar.0001s0298. The start codon is at nucleotide position 2225951-2225953
on the forward strand. The gene structure is indicated as follows: Coding sequences are
represented by blue squares, intron sequences by carats, UTRs by green bars and the
promoter region by a pink arrow. Start (ATG) and stop (TAG) codons are highlighted.
B Structure of the V. carteri phG mRNA. Sequence features are as indicated in A. The coding
sequence (blue squares) totals 1,581 nucleotides. The 5 UTR is 14 bp in length, while there
is a quite long 3’ UTR of 1168 bp. The complete mRNA is 2,763 nucleotides in length.
C Structure of the V. carteri pherophorin-G protein. The polypeptide comprises 526 amino
acids and the calculated molecular weight amounts to 57.3 kDa. As pherophorin-G is an
extracellular protein, it possesses a cleaved N-terminal signal peptide (sp) of 24 amino acids.
In the mature protein three domains can be identified: an N-terminal pherophorin domain (ph1)
with an E-value of 1.9e-15, a hydroxyproline-rich domain (hyp) in the middle (Hallmann, 2003)
and a C-terminal pherophorin domain (ph2) with an E-value of 1.8e-28. The pherophorin
domains where identified by blasting the Pfam database (EI-Gebali et al., 2019) using the
hmmscan function (Potter et al., 2018). The Hydroxyproline-rich domain consists of 82%
(hydroxy) prolines.
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