SUPPLEMENTAL DATA

Supplemental Table 1. Sequences and annotations

consensus with the cDNA
AGI accession number notation GenBank Accessionsequences obtained from this work
(single nucleotide substitutions)

At2g28305 MoBP1 AY086265.1 yes (A154 ->T)
At5g11950 MoBP2 BT011985.1 yes (G732 -> A)
At2g37210 MoBP3 AY102554.1 yes (-)

At4g35190 MoBP4 BT026408.1 yes (-)

At3953450 MoBP5 *NM_115205.1 yes (-)

At5g03270 MoBP6 AY050382.1 no

At5g06300 MoBP7 AK119117.1 yes (-)

At2g35990 MoBP8 AY924758.1 yes (-)

At5g26140 MoBP9 *NM_122515.1 no

* NCBI Reference Sequence

Supplemental Table 2. Sequences of MoBP cDNAs,goain consistent with the corresponding
annotations

AGI accession number|  notation experimental verifeduence from this work

At5g03270

MoBP6

at ggagaat g
aaagtt caag
t agcaat ggg
gatttggcca
tttatggtgg
tcaagct gtt
at ccccaagc
cagt aggaga
aaaagctgtg
ttgcctggtg
tgataacttg
cggtttatta
ttattcatcg
caaccgct cg
agagttgttt
cggatttaac
catgatcccg
gt at cact ag
ttcaagtt at

aagagggaaa
gttt aagagc
aacaaagct a
aggaact ggt
aggaagcat a
cat gat ggt g
tcctcatgtt
agt gaaggaa
at ggct aagce
gct at ggt ac
ggcacaactt
aacgttgatg
acaaagccgt
acatattatc
at aaaat t gg
cct aaaccga
ttatgattta
at cgaat at ¢
gt ct aaagct

aagagagat g
atttgcgtct
gttat cagga
gat gaggaag
ggt tt aat gg
gt cgt cat gt
gcaagagtta
gtt gcagaca
attctgatgc
act agaggag
ggtgtccatg
gat at t acga
cgaagaggga
gt at ct gcac
aggt at at cg
accat acagt
ttattttcta
t aaacat gca

ggt t ag

acgaagaaac
tttgtgggag
tgcagccat t
attgatcttg
gtttggtgtc
tatt ggagtc
act ggagaaa
t gcat cagag
tttcattact
ctactt gaag
at aaaccggt
tgcattgctg
tttattcttc
caaccgcaag
at agat gat a
at at ccaagt
gttgaatatg
ttatctttgt

At5026140

MoBP9

atgcatattg
t aagaat t gt
ggct caagaa
at gaaact at

agcacatatc
ttcagacat g

gct ggggcett
ggaggaact a

t ggt gagact
cacgagcgca
tcattgcgcet
ct ggagat ga

gtt ggagagg
aagct acaat
cct aggaggt




Supplemental Table 3. Oligonucleotigeimer sequences used for cloning Afabidopsis MoBP

cDNAs

cDNA
encoding
protein

Oligonucleotide

Sequence (3 3")

MoBP1

Forward Primer (pQE 80)
Reverse Primer (pQE 80)

ttataggatc
aat aggt acc

cat ggagat a
tcatcttgag

gaat c
atttcac

MoBP2

Forward Primer (pQE 80)
Reverse Primer (pQE 80)

cct gagggaa
gtttcatatt

taccttgatt
gcaacaagat

t gt ag
ttgag

MoBP3

Forward Primer (pGEI@I-T Easy)

Forward Primer (pQE 80)

Reverse Primer (pGERT Easy)

Reverse Primer (pQE 80)

t caaagaaac
tat at ggatc
caact aat ca
ttatatggta

cttaaact gc
cat ggaaat c
aaat ct at cc
cctcactctt

ttacc

aaaaggt gaa tcgatg
cttcc

cagaggagta acc

MoBP4

Forward Primer (pGEI@I-T Easy)

Forward Primer (pQE 80)

Reverse Primer (pGERMT Easy)

Reverse Primer (pQE 80)

t cccaaat cc
ttat at ggat
gaaaccccag
tt at at aagc

acaaaagaga
ccat ggaaat
aaaacaacaa
ttct aaaggg

g
agt gaagtcg ag
ac

caatctcagt ctgc

MoBP5

Forward Primer (pQE 80)
Reverse Primer (pQE 80)

ttatatggat
ttatatggta

ccat ggaggt
cctcagtctt

caacaat gaa ac
cagaagagta gtc

MoBP6

Forward Primer (pQE 80)
Reverse Primer (pQE 80)

ttatatggat
ttatatggta

ccat ggaggt
cctcagtctt

caacaat gaa ac
cagaagagta gtc

MoBP7

Forward Primer (pQE 80)
Reverse Primer (pQE 80)

ttatat ggat
tt at at aagc

ccat ggaagag acaaaatcga ¢
ttttacgtagc ggtagctac

MoBP8

Forward Primer (pGEI@I-T Easy)

Forward Primer (pQE 80)

Reverse Primer (pGERMT Easy)

Reverse Primer (pQE 80)

gtatacttct
ttat at ggat
ggcaagttcc
ttat at aagc

tcttcacttc
ccat ggaaga
attgttatat
ttct aaaacg

cc
gacaaaat ca ag
aagctc
agtcgccttc caaag

MoBP9

Forward Primer (pGEI@LT Easy)

Forward Primer (pQE 80)

Reverse Primer (pGERMT Easy)

Reverse Primer (pQE 80)

gat at cttgg
t at at aggat
cagat cactc
aaat ttaagc

agagt ct cat
ccat gcat at
taattgattc
tttcattgag

aagg
tgagcacata tctg

ccC
gettgttctc atttag
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Supplemental Figure 1. Sequence-alignmemtrabidopsis MoBP proteins. The alignment was generated
with ClustalW. Identical residues are shaded ircloland similar residues are shaded in grey. Thedys
decarboxylase associated motif is boxed in red.



Exonl Exon2

At 2928305 ESKFKRI CVFCGSSAGNKVSYKDAAI ELGTELVSRNI DLVY
At 5911950 RSRFRKI CVFCGSHSGHREVFSDAAI ELGNEL VKRKI DLVY
At 2937210 - MEl KG- - - - - ESMOKSKFRRI CVFCGSSQGKKSSYQDAAVDL GNEL VSRNI DLVY
At 4935190 - MEl V---------- KSRFKRVCVFCGSSSGKRECYSDAATDLAQELVTRRLNLVY
At 3953450 - MEVNN- - - - - ETMOKSKFGRI CVFCGSSQGKKSSYQDAAVDL GNEL VL RNI DLVY
At 5903270 - MENEEGKREMTKKQSSRFKSI CVFCGSSNGNKASYQDAAI DLAKEL VIMRKI DLVY
At 5906300

At 2935990 KSRFRRI CVFCGSSSG\KTTYHDAAL QL AHQLVERNI DLVY

Exon2 Exon3 Exon4

At 2928305 | GLMGLI SQAVFNGGRHVI [eVI PKTEMPREI TGETVGEVKAVADVHORKAEMAKHSDAF| [ek]
At 5911950 VGELMGEL SRRVYEGGLHVLENPKAENMPIEEI SGETVGDVRVVADVHERKAAVAQEAEAF| kN
At 2937210 | GLMGLVSQAVHDGGRHVI [l | PKTEMPREL TGETVGEVRAVADVHORKAEMAKHSDAF| k!
At 4935190 I GLMELVSQAVHEAGGHVL{EN I PRTEVDKEI TGETYGEVI AVADVHERKAENVARHSDCF | Eiele]
At 3953450 | GLMGLVSQAVHDGGRHVI [Vl PKTEMPREL TGETVGEVRAVADVHORKAEMARHSDAF| !
At 5903270 I GLMELVSQAVHDGGRHVI eV PKEEMECEL TGETVGEVKEVADVHORKAVVAKHSDAF | ElEe]
At 5906300 \VGLMGELVSQAVHHGGRHVLEVI PKTEMPREI TGETI GEVKAVADVHORKAENVARQADAF| ENee]
At 2935990 VELMGEL T SQAVHDGGRHVLENIPKSEAPREI TGESI GEVI TVSTVHORKAEMGRQADAF | Eeke]
Exon5 Exon6
At 2928305 AL FeGYGTLEELLEEVI TWAQL Gl HDKPVGLLNVEGYYNSLLSFI DKAVEEGF| SPTARH! [isie]
At 5911950 AL PeGYGIIVEELEEM TWEOL GEHKKT VG L NVDGYYNNLLAL FDTGVEEGF T KPGARNI gt
At 2937210 AL PeGYGTLEELLEEVI TVWAQL Gl HDKPVGLLNVDGYYNSLLSFI DKAVEEGFI SPTARE! g
At 4935190 AL PeGYGILEELLEEVIFAWAQL GEHDKPVGL LNVDGYYNYLLTFI DKAVDDGFI KPSQRHI &S]
At 3953450 AL PeGYGILEELLEEVI TWAOE G HPKPVGLLNVDGYYNSLLSFI DKAVEEGFT STNARQ g
At 5903270 TLPEeGYGILEELLEVI TWAQL GVHDKPVG. LNVDGYYDALLLFI DKAVEEGF! LPTARH! EeNgS]
At 5906300 AL PeGYGTLEELLEEVI TWAQL Gl HRKPVGLLNVDGYYNSLLTFI DKAVDEGHFI SPVARRI [KsLe]
At 2935990 AL PeGYGIFEELLEEVI TWEOLGEHTKPVG. LNVDGFYDSLLTFI DKAVDEGFVSSTARRI K]
Exon6 Exon7
At 2928305 | VSAPSAKEL VKKL EDYVPRHEKVASKKSWENVEQN GLSPTCEl SRS 214
FARSTo NN ACIS1 N \/\/SAPT AKEL VEKVEEY TPSHVHVASHESVKVEEL GDYP COENKP (R 217
A a0 B | \/SAPT AKEL VKKL EEYAPCHERVA T KE G AENER| GY S S E e 215
At 4935190 FVSAPNAKEL VQKL EAYKPVNDGVI AKSRV\EVEKKVQQPQQQQQNFCSNTSNQTH i 228
At 3953450 | | SAPTAKEL VKKL EEYSPCHESVATKLECVEI ERI DY S SE oI 215
At 5903270 | VS AP T AREL F1 KL EV/ Y R 197
At 5906300 | VSAPNAKEL VRQL EEYEPEEDEI TSKEVAADEVDRI SYVPGCSEVATA | SR 217
At 2935990 | VSAPNAPQL L QL L EEYAVVPKHDDEVSKIMAADNT TDAF T L ECDSH 213

Supplemental Figure 2. Exons attributing to thenarly sequence dfrabidopsis MoBP proteins.
Sequence sections encoded by single exons areushricolored black and grey. Non colored
residues are encoded by two exons. The alignmengeaerated with ClustalW.



