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supp. Fig. S1. Phylogenetic Bayesian consensus tree (WAG+F+['8+1 model) based on 74 GAPDH sequences and 325 amino acid positions. The statistical support for internal nodes
was determined by bootstrap analyses or posterior probabilities (BI; given as % values) and is indicated at the corresponding branches. Support values = 30% and posterior probabilities
> 70% are shown. BI, Bayesian inference; ML, maximum likelihood; NJ, distance; MP, maximum parsimony. Capital letters at nodes specify the following statistical support values
(BIIMLINJIMP): GapB Streptophyta: (A) 971451441-; (B) -I-I-I-; (C) 76141137130; (D) 89I-I-I-; (E) 98170186174; (F) -140145131; (G) 100I-I-I-; (H) -I-I-I-; (I) 1001551-140; (J) 100172175159; (K)
-160168153; (L) 100188192190; (M) 73164171140; (N) 100142139144; (O) 100171166167; (P) 97133I-I-; (Q) 94I139134l-; GapA Streptophyta: (A) 73132137141; (B) 73I-I-I-; (C) 100192194192; (D)
-1411671-; (E) -I-I-I-; (F) 72I-I-I1-; (G) 1001100198197; (H) 100187194187; (I) 99174184165; (J) 100144I-146; (K) -I-I-I-; (L) 100188191177; (M) -I134l-I-; (N) -I-I-I-; (O) 80I-I-I-; (P) 10019911001100;
(Q) 91161151145; (R) 91150154132; (S) -I-I-I-; (T) 821311-I-; (U) 98144151I-; (V) 99149I-I-; GapA Chlorophyta: (A) 100110011001100; (B) 74157147160; (C) -I-I-I-; (D) -I-I-138; (E) 99148136157;
(F) 88I-I-I-; (G) 99164181146; GapA Rhodophyta: (A) 100110011001100; (B) -I-I-133; (C) -1491-147. gap2 Cyanobacteria: (A) 96141143143; (B) 100191196181; (C) 100I-I-I-; (D) -I-I-I-; (E)
971-I-I-; (F) 100143133I-; (G) 100110011001100; (H) 911-I1571-; (I) 1001981100198; (J) 96170150143; (K) 80I-I-I-; (L) 75I-I-I-; (M) 99135162I-; (N) 100I511-I52.



