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Consensus

LWD1 (At1g12910)
LWD2 (At39g26640)
Consensus

LWD1 (At1g12910)
LWD2 (At39g26640)
Consensus

LWD1 (At1g12910)
LWD2 (At39g26640)
Consensus

LWD1 (At1g12910)
LWD2 (At39g26640)
Consensus

1 80
ETSSDEI QUGS LEQEKRSE] YT YEAPH YAMNWSURRDKKYRLAI TSLBEQYPNRVE | VQLDESNGE | RSDPNLSFEH
W1 SSDI QUIGSESEQRKRSE] YT YEAPHA YAMNWSIIRRDKKYRLAI TSLBEEQYPNRYE | YQLDESNGE | RSDPNL®FEH

M TSSD 1@ GSDEQ KRSEIYTYEAPY | YAMNWSIRRDKKYRLAITSLIEQYPNRVEI VQLDESNGEI RSDPNL FEH

81 160
PYPPTKTHF I PDKECARPDLLATSSDFLRLYR 1 MDDREISRYELKSCLEISIKNSEFEGPET SFDYNEAEPRRI GTSSIDTTC
PYPPTKT&EF I PDKECQRPDLLATSSDFLRLYWR I SDDESRVYELKSCLESEKNSEFRGPRT SFDWNEAEPRRI GTSS{RDTTC
PYPPTKT FIPDKECQRPDLLATSSDFLRLWRIADD SRVELKSCL S KNSEF GPITSFDWNEAEPRRIGTSS DTTC

WD-1 WD-2
240

161
| WD I ERE[A¥DT QL1 AHDKEV(ZD 1 AWGGYGVFASVSIDGSVRVFDLRDKEHST | | YESSEPNT PLYRLEWNKQDPRYMAT
| WD I EREfJ¥DT QL 1 AHDKEV]JD 1 AWGGYGVFASVSEDGSVRYFDLRDKEHST | | YESEEPET PLVRLEWNKQDPRYMAT

TIWDIERE VDTQLIAHDKEVFDIAWGGYGYFASVS DGSVRVFDLRDKEHSTI | YES EP TPLVRL WNKQDPRYMAT

WD-3 WD-4
241 320

1 HUSAKEYYLDI RFPALPYYELQRHQASYNAI ANAPHSSE AGDDSQAL I DI SSMGAHVEGGLDP I LAYTAGAE]
L] | MESAKIIVYLD I RFPALPYVELQRHQASYNAT AWAPHS S RAGDDSQAL | WDI SSHGAQHVEGGLDP I LAYTAGAEL]
I1H SAKIYYLDIRFPALPYYELQRHAQASYNAI ANAPHSS HI CSAGDDSQAL | WD SSMGQHYEGGLDPI LAYTAGAEI

WD-5
321 347

EQLAQWSSSAPDHVAI AFSIKLAI LRY
EQLAQWSSSQPDWVAI AFSIKLAI LRY

EQLAWSSSAPDRYAIAFS KLQILRY

Supplemental Figure S1. Amino acid sequence alignment of LWD1 and LWD2
LWD1 and LWD2 share 91.4% amino acid identity. Identical amino acids between
LWD1 and LWD2 are shaded in black. The grey shading represents positions with
similar amino acids. The 5 WD repeats are underlined and numbered.



