Gi|15229745]ref|NP 187748.1| protein phosphatase 2C 37 Arabidopsis thaliana
0i[297833924)refXP 002884844.1]| AHGUATPP2CA Arabidopsis lyrata subsp. lyrata

i HrefP 002524215.1| protein phosphatase 2c putative Ricinus communis
gi[224112700)ef|XP 002316268, 1| predicted protein Populus tichocama
l|224098463jrefXP 0023111831 predicted protein Populus trichocarpa

Qi[TTER151) | AR 1| protein 2C (PP2C) Fagus ayhalica
|: i|R3356250|gb|ABC16634 1| protein phosphatase PP2C Gossypium hirsutum

if3 JgbJAAIDEZ11.1JAF411074 1 protein phosphalase 2C Prunus avum
i|225448400KefP 00Z2B2703.1| PREDICTED: protein phosphatase 2C 37-like isoform 1 Vitis vinifera
—: (CRI3B27.3 protein product Vilis vinifera
i[350535176jrefiNP 001234692 1| protein phosphatase 2C AHG3 homalog Solanum lycopersicum
— gi|104: i JCAC10358.1| protein phosphatase 2C Nicotiana tabacum
iz iIBAF43T00.1] protein 2C Ni tabacum

i10432448jemb|CAC10359.1] prolein phosphatase 2C Nicotiana tabacum

—i: QifA5EE308EreDF 003538425.1)| PREDICTED: protein phosphatase 2C 37-like Glycine max
Qi35E569100KeP 003552788.1] PREDICTED: protein phosphatase 2C 37.like Glycine max

gifas 003616468.1] Protein 2
4'_‘: gl[356551660jref"P 003544192.1] PREDICTED: protein phosphatase 2C 37-like Glycine max
| QIESE501061 e 003519357.1] PREDICTED: proteln phosphatase 2C 37-like Glycine max
[i[224106380elXP 0023141501 predicted protein Populus tichocarpa
4|_1: il el 1] predicted protein Populus tichocama
¥.1| protein Ze putalive Ricinus communis
il287746002jemb|CBI160:58.3] unnamed protein product Vitis vinifera
{ gi[225434812)refP 002282808.1) PREDICTED: probable protein phosphatase 20 24 Vitis viniera
glI207T93440)elP 002864600.1] hypothetical protein ARALYDRAFT 496034 Arabidopsis lyrata subsp. lyrata
Gil297790276)relXP 002863039, 1| predicted protein Arabidopsis lyrata subsp. lyrata
il |gbJAAL16163.1/AF428305 1 AT5g50220/mnc17 110 Arabidopsis thaliana
gi[297849034jref(¥P 002692396.1] hypothetical protein ARALYDRAFT 470764 Arabidopsis lyrata subsp. lyrata
i|15222388|refNP 172223.1| protein phosphatase 2C 3 Arabidopsis thaliana
0i|158628211|gh|ABWBE1088.1| unknown Cleome spinosa
144.1] unk Capsella rubella
gl|158578611|gbABWT4582 1| putative protein
ABVWE1185.1| protei = 1 Asabi 5
lj297822661 jrefiP O02879213.1| predicted protein Arabidopsis lyrata subsp. lyrata
gi|15227078]refNP 180499.1| putative protein phosphatase 2C 24 Arabidopsis thaliana
il \JB8672.1] predicted protein Hordeum wigare subsp. wigare
gi[35T158021 jrefi¥P 003577591.1] PREDICTED: probabie protein 2C B8-like
Qil45716754|dbi|BAD23456.1| protein phosphatase 2C-ike Oryza sativa Japonica Group
gij2aTe0G244jreliNP 001062881, 2| Os08g0325700 Oryza sativa Japonica Group
Qil414285020000|0AAG1043.1] TPA: putalive protein phosphatase 2C family protein Zea mays
{ 0il4145850341 tpgIDAAISEN 2.1 TRA: pulative protein phosphatase 2C family protein Zea mays
il414866043)1pg|DAA44800.1) TPA: protein phosphatase 2C Zea mays
0| 195640606]0b|ACG30816. 1] protein phosphatase 2C Zea mays
ail: HgblACR34958 1) unk Zea mays
i[242036201 rell"P 002465495.1] hypothetical protein SORBIDRAFT 019030890 Sorghum bicolor

gI|115452147)rel|NP 001049674, 1] Os03g0268600 Oryza satha Japonica Group
12554, [EAYBI3OT.| ical protein Osl 10903 Oryza sativa Indica Group

gil326494572]dbj|BAJB5581. 1] predicted protein Hordeum wigare subsp. wigare
I: gif367120138 el )P 003561786.1] PREDICTED: probable protein 2C 30-ike ¥

gilT528B844|sp|QB5XG6. 1 [P2CA9 ORYS,) Rechame: Full Probable profein phosphatase 2C 48 Short OsFP2CAS
—|: il 1 ical protein Os.J 18761 Oryza satia Japonica Group

gil11544101 T refiP 001044788.1] Os01g0846300 Oryza sativa Japonica Group

aifs: Hadbsj| 1| presdi pratein Hordewm wilgare subsp, wigare

QiI357125842 el )P 003564588, 1] PREDICTED: probable protein 2C f-like Brachypodium distachy

il lob|AFWB4613.1| putative protein phosphatase 2C family protein Zea mays

Qil414879731 ipg|DAASESE2 1| TPA: putative protein phosphatase 2C family pratein Zea mays

gij24 Tref] ] ical protein SORBIDRAFT 03g038630 Sorghum bicolor

Supplementary information Figure S3 Evolutionary relationships of ZF (zinc-finger
motif)-containing PP2Cs. Sequence blast against existing sequenced genomes using
Arabidopsis PP2CA as query identified another fifty-six ZF-containing PP2CAs, all
from plants. PP2CA is highlighted in yellow. The evolutionary history was inferred

using the Neighbor-Joining method (Saitou & Nei, 1987). The evolutionary distances



were computed using the Poisson correction method and are presented in the units of
the number of amino acid substitutions per site. All positions containing gaps and
missing data were eliminated. There were a total of 171 positions in the final dataset.
The optimal tree with the sum of branch length of 3.38593550 is shown. Evolutionary
analyses were conducted in MEGADS (Tamura et al, 2011). The tree is drawn to scale,
with branch lengths in the same units as those of the evolutionary distances used to

infer the phylogenetic tree.
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