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Motif 4 Motif 1
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BnaMPK8 477 RSTAMHRHHASIRYNERWPAQSGETAEESS---- - - - - — - -
BnaMPK9 399 RSAPLQORHASIRHERVPAPKEENRPAAT - - — === == — e e
BnaMPK17 396 NSPPIQRKYTHREMNERNYCSSEDEGGDSVH--———— === === e
BnaMPK16 402 HNPPERQQHASIMEEACYLYSDNNHAAAQQSSVEVTDGLSKCSIRDTERPRGADRRVP INV
BnaMPK19 401 PII1PPERKHASIREESTIYHPGVVTTSNAQPPESRRHVSFDPSRNVVPSTSTKPLGPPPRIP
BnaMPK20 399 PVAPLERKHASIRXNS T IHSTGVARGGQPKLMNSTNTLNPETTRNIPLNHHATLQAQQRN
BnaMPK1 =

BnaMPK2 == @ ———————————————————————
BnavPK3 = —————————————————————————— e
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BnaMPK @ —————————————————————— e
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BnaMPK8 506 --—---- DVERR-=—==—— == e - AAAAVASTLESEEAD-
BnaMPK9 428 —-———-- LATTP=m e e ESPQSSQHEGSNYMNG
BnaMPK17 425 —-———-- AQLPS-—————— - SSVVFTPPQTPNTETG
BnaMPK16 462 PQTIQGAAVAR-—————————— e PGKVVGSVLRYNNCGA

BnaMPK19 461 SGRPGRAVESSSLTYENNRNLKESSSYDARTSYYRTTPQQNTVSPNCFFNPNTTMNQEKR
BnaMPK20 459 LSAAKPSAFMG--PVAPFDNGRSSRDAYDPRSFIRSTTTSLPFQQQSASTAAMGKQQERR
BnaMPKL === @ ——————-—- - - - ——_———_——_————————————————————————-——- — - ., — — — — —

BnaMPK2 = @ —————————————————
BnaMPK3 @ e
BnaMPK6 = -
BnaMPkK4 == @ ————————————————————————
BnaMPKt === & @ ———————————————————
consensus 541

BnaMPK8 526 -NGGGYSARSLMKS--—=-———————— SSISGSKCIGVQSKTDKEDTIAEEGDGESVAELT
BnaMPK9 449 MSQTGYSARSLLKS---————————- AS1SASKCIGVKQRNQSE---HGESNSDATDALS
BnaMPK17 446 LSSKKTAQVDKAAA--—————————= TPVKRSACLVR-—=——=—=————— SDSICASRCV
BnaMPK16 489 ATGVEAIEQQQRRM-——————————— VRNPAGAAQYPKRTPQPCKSNRGDEDSEGSSRLK
BnaMPK19 521 LGTEAAASQSKPQF-—-———————-— VPTQCNSAKPAELNPNPYVQQTQHKVGIDAKLLH

BnaMPK20 517 TTTTMESEKQARQISQYNIYAQPDVAINIDNNPFIMARTGMHKAENMSDHRITIDTNLLQ
BnaMPK1L =
BnaMPK2 = e
BnaMPK3 = @ ————————————————————
BnaMPK6 = @@ e
BnaMPK4 = @ ————————
BnaMPK5 == @ ——————————————————————————— e
consensus 601

BnaMPK8 573 DRV-ASLRNS————————m—mmmmmmemmmo =
BnaMPK9 494 QKA-AALHT————-———m oo
BnaMPK17 ~ 481 GVS-SAVS-———mm—mmm oo
BnaMPK16 537 QNP-QYIPQKVGGAQDTATSRWY-—-——-—————-

BnaMPK19 569 AQS-QYGPAGAAAVAVAVAAHRSVGTVGYGMS---
BnaMPK20 577 ATAGIGVAAAAAAAAPGGSAHRKVGGVRYGMSKMY
BnaMPK1 =
BnaMPK2 = @ e
BnaMPK3 @ -
BnaMPK6 = - o
BnaMPK4 = -
BnaMPK5 = o
consensus 661

Figure S5. A detailed motif analysis and multiple alignment of canola MPKs.

a, The analysis is from MEME 4.9.0 (Release date: Wed Oct 3 11:07:26 EST 2012).

Stack heights represent conservation at a position, and symbol heights within a stack represent the relative
frequency of each residue.

b, Multiple alignment of BnaMPKs with 10 motifs shown as overbars.



