MAX3_Solanum_lycopersicum_Solyc01g090660.2.1

51
—I_— MAX3_Mimulus_gutattus_Migut.B01565.1

MAX3_Aquilegia_coerulea_Aqcoe5G448300.1
44
MAX3_Amaranthus_hypochondriacus_AHYPO_020980_RA

MAX3_Vitis_vinifera_GSVIVT01018217001

MAX3_Populus_trichocarpa_Potri.014G056800.1

MAX3_Manihot_esculenta_Manes.05G051700.1

MAX3_Gossypium_raimondii_Gorai.008G107600.1

MAX3_Citrus_sinensis_orangel.1g043705m

— 57
MAX3_Glycine_max_Glyma.01G073200.1
OM."-\)(.’:I_Medicago_truncatuIa_Medtr?’g04537‘0.1
MAX3_Arabidopsis_thaliana_AT2G44990.1
87 10 MAX3_Brassica_rapa_Brara.D02722.1

L——— MAX3_Eucalyptus_grandis_Eucgr.E01594,1
MAX3_Spirodela_polyrhiza_Spipo1G0083900

MAX3_Ananas_comosus_Aco012830.1

MAX3_Oryza_sativa_LOC_0s04g46470.1
87

MAX3_Brachypodium_distachyon_Bradi5g17657.1

MAX3_Sorghum_bicolor_Sobic.006G170300.1
91

79

MAX3_Setaria_italica_Seita.7G189300.1
MAX3_Klebsormidium_subtile_FQLP2008719

AX3_Volvox_carteri_Vocar,0004s0072.1

100 M
MAX3_Chlamydomonas_reinhardtii_Cre12.9488350.t1.1

MAX3_Pilgerodendron_uviferum_ETCJ_2004150

100 —
MAX3_Selaginella_selaginoides_KUXM_2043454

MAX3_Selaginella_moellendorffii_11120
MAX3_Physcomitrella_patens_Pp3c6_21550V3.2

MAX3_Lunularia_cruciata_TXVB_2053348

00 MAX3_Marchantia_emarginata_ TFYL_ 2055813

—E MAX3_Marchantia_polymorpha_Mapoly0075s0089.1

z0

Additional File 7A: Full nucleotide-level ML phylogeny for CCD7 family
Maximum likelihood (ML) tree under the KOSI107+FU+R5 codon model in 1Qtree. Topology

rooted with the liverwort clade. Bootstrap values are shown at each node of the tree.
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Additional File 7B: Full amino acid-level Bayesian inference phylogeny for

CCD7 family
Bayesian inference tree under the CAT + LG codon model in PhyloBayes. Topology rooted with

the algal clade. Bootstrap values are shown at each node of the tree.
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Additional File 7C: Full amino acid-level ML phylogeny for CCD7 family
Maximum likelihood (ML) tree with the amino acid dataset under the PROTCATLGX model in

RAXML. Topology rooted at the chlorophyte algal clade. Bootstrap values are shown at each node of

the tree.



