Supplementary Information

Number of HECT genes per species

Micromonas pusilla CCMP1545 9
Micromonas pusilla RCC299 9
Ostreococcus lucimarinus 7

Manihot esculenta 6 = —
Ricinus communis 7
Linum usitatissimum 10
Populus trichocampa 12
Medicago truncatula 10
Phaseolus vulgaris 12 Fabidaes
Glycine max 19
Cucumis sativus 6
Prunus persica 7
Malus domestica 13
Fragaria vesca - .
Arabidopsis thaliana ; - Rosids
Bl Arabidopsis lyrata 9 Eudicots
Capsella rubella 8
Brassica rapa 10
Thellungiella halophila 7
Carica papaya 5 Malvidaes
1 Gossypium raimondii 13
Theobroma cacao 7
Citrus sinensis 5
Citrus clementina 7
Eucalyptus grandis 7 - -
Vitis vinifera 8
Solanum tuberosum 4 -
Solanum lycopersicum 12 Asterids
L Mimulus guttatus v1.1 6 .

Aquilegia coerulea 7 —
Sorghum bicolor v1.4 8

AEE Zea mays 11
Setaria italica 11
Panicum virgatum v0.0 13 Monocots
Oryza sativa 7

—E Brachypodium distachyon 8
Selaginella moellendorffii 10 j Lower land plants
Physcomitrella patens v1.6 13 P
Chlamydomonas reinhardtii 11
Volvox carteri 10
Coccomyxa subellipsoidea C-169 7 Green alage

Figure S1. Number of HECT genes per plant genome. The HECT gene numbers per species
are given based on the 41-species tree in phytozome v9.1.
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Figure S2. Phylogenetic relationships of 365 plant HECT genes. The maximum likelihood

tree constructed from 365 plant HECT domains is shown.
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Figure S3. Cont.
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Figure S3. Logo representations of highly conserved residues of HECT domains in seven

plant HECT gene groups.
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Figure S4. Comparison of soybean HECT genes with previous study by using phylogenetic
relationships. The tree was constructed from multiple sequence alignments of the 15 soybean
HECT genes in Marin’s study and the 19 HECT soybean genes in this study with seven
Arabidopsis thaliana HECT genes as outgroups by using MEGA6 with neighbor-joining
method. The red triangles in the figure represent the four newly annotated genes.
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File S1. Multiple sequence alignments of the 365 plant HECT domains filtered by trimal
v1.4 with gappyout option.

File S2. FASTA format multiple sequence alignments of the full-length HECT proteins in
Arabidopsis thaliana, Glycine max, Medicago truncatula, and Phaseolus vulgaris. MAFFT
program [42] was used to align the full-length amino acid sequences of the four plant
HECT genes.

File S3. FASTA format multiple sequence alignments of 19 full-length HECT proteins in
soybean. MAFFT program [42] was used to align the full-length amino acid sequences of
the 19 soybean HECT genes.
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