Predicted protein sequence for MtRDR1

MVKSKTIELYGFPHYVTVPDVKRFVEQYTGEGSVVAIKIREGKARIRTAFAIIQFTTKDHV
TDMMALPSRSLSPLQYGSSYLKVREMERDIVRRPREILHSLNDVKLYFCCQISEERLSV
LWREVDVRVDFGIGMRKWPFTLCHDNKTFKLELSYENIWKIELHQPRSKTTKYLLIQLIG
APRVFELYSPTSDDAYNVYEDLSIINYFSDPPDDQWIRAVDFTPCSCIGQSSALCLELPS
NRDFPNFRENFAQYEESAGPYMLESGSPFSCNLDVVPMVSPPQGIQIPFDILFKVNSLV
QHGCLSGSELDNAFYHLVDPTRVNVELIENALEKMYYSNDFCYEPVRWLKDQYKMYH
SSNNLPRSPTISLDNGLVYVRRAQITPCKVYFCGPEINVSNRVLRKYKKHMDNFLRVSF
VDEELDKLYSSDLSSRISVGGRTDIYYRILSILRNGIVIGDKKFEFLAFSSSQLRESSLWM
FARTPTGDTAGSIREWMGDFSRIKNVAKYAARLGQSFGSSTETITVSSTEIEILDVHNK
TKYVFSDGIGKISLELARRVAQKCGYDSMPSAFQIRYGGYKGVVAVDPTSSVKLSLRMS
MLKYDSDNTDLDVLACSKFRPCYLNRQLITLLSTLDVEDSVFEKKQKEAVDQLNTILTDS
TKAHEVLDLMSSGEVTNILKEMLICGYKPNVEPFLSMMLQTFRASKLLELRQKTRIFIPK
GRAMMGVLDETRTLEYGEVFVQYSNNREDSLSHVVNGKVVVAKNPCLYPGDVRVLKA
VDVPALRHMVDCVVFPQKGHRPHPNECSGSDLDGDIYFVCWDSELIPPKTIDPMEYDS
AEPIVLDHDVEIEEVQKYFTDYILN DCLGIIANAHTVFADEEPGKAMADPCVELAKLFSTA
VDFPKTGIPAEIPRGLFPTEYPDFMEKPDKPIYKSKNVIGKLFREIQGISTKDGSITSFTLE
VAEESXD§DMEFEG FMDYVDDAFYHKTNYDYKLGNLMDYYGIKTEAEILSGNIMKMSK
SFTKKRDADAITMAVRSLRKEARSWFTDSGAGVDSGSDDAYAKASAWYYVTYHHSYY
GLYNEGMQRDHFLSFPWCVYHLLVQIKKEKARMKMHSRMEQSFSHRLRLD

Additional File 7: Predicted ubiquitination and phosphorylation sites in the
MtRDR1 amino acid sequence. Potential ubiquitination sites are back-shaded in
black (medium confidence prediction) or high-lighted in green (low confidence
prediction). Amino acid residues predicted to be potential phosphorylation sites in the
translated MtRDR1 protein sequence are underlined and highlighted in blue.
Phosphorylation sites were predicted using NetPhos 2.0 software [64]. Only residues
with a potential phosphorylation score > 0.850 (high confidence prediction) have been

marked above. Ubiquitination sites were predicted using UbPred software [65].



