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Supplemental Figure 1. Amino acid sequence comparison of plant AUG2
homologs and human HAUS2. The GenBank accession numbers are NP_565760
(At2g32980, At AUG2), NP_001061229 (0s08g0204800, Os AUG2), XP_001754674
(Pp AUG2), and NP_060567 (HAUS2).

(A) Sequence identity and similarity among At AUG2, Os AUG2, Pp AUG2 and HAUS2.
Plant AUG2 homologs are compared to the human HAUS2 protein. The plant species
are A. thaliana (At), the rice Oryza sativa (Os), the moss Physcomitrella patens (Pp).

(B) Schematic diagram of At AUG2 and HAUS2. Coiled-coil motifs are indicated in blue.
Basic regions were indicated with red bars and theoretical pl values.

(C) Multiple sequence alignment of plant AUG2 homologs and human HAUS2.
Conserved (identical and similar) residues among all proteins are boxed in black and
those partially conserved in gray.
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Supplemental Figure 2. Sequence comparison of plant AUG4 homologs and
human HAUS4. The GenBank accession numbers are AEE32582 (At1g507110, At
AUG4), EAZ21518 (OsJ_05142, Os AUG4), XP_001768748 (Pp AUG4), and
NP_060285 (HAUS4).

: 330

(A) Sequence identity and similarity among At AUG4, Os AUG4, Pp AUG4 and human

HAUSA4.

(B) Multiple sequence alignment of plant AUG4 homologs and human HAUS4.
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Supplemental Figure 3. Sequence comparison of plant AUG5 homologs, human
HAUSS and Drosophila melanogaster (fly) Dgt5. The GenBank accession
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numbers are AED94368 (At5g38880, At AUG5), EEE69629 (OsJ_29218, Os AUG5),
XP_001756819 (Pp AUG5), NP_056117 (HAUS5), and NP_610785 (Dm Dgt5).

(A) Sequence identity and similarity among At AUG5, Os AUG5, Pp AUG5, human
HAUSS5 and Dm Dgt5.

(B) Multiple sequence alignment of plant AUG5 homologs, human HAUS5 and Dm Dgt5.
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Supplemental Figure 4. Sequence comparison of plant AUG6 homologs, human
HAUS6 and Dm Dgt6. The GenBank accession numbers are NP_568585
(At5g40740, At AUG6), NP_001046716(0s029g0329300, Os AUG6), XP_001773092
(Pp AUGS6), NP_060115 (HAUS6), and AAF56860 (Dm Dgt6).

(A) Sequence identity and similarity among At AUG6, Os AUG6, Pp AUG6, HAUSG6 and
Dm Dgt6.

(B) Schematic diagram of At AUG6 and HAUSG6. Coiled-coil motifs were indicated in
blue. Basic regions are indicated with red bars and theoretical pl values.

(C) Multiple sequence alignment of plant AUG6 homologs, HAUS6 and Dm Dgt6.
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Supplemental Figure 5. Phenotypes caused by the augl-1, aug2-1, aug4-
1 and aug5-1 mutations.

(A) Defects in developing fruits/siliques in the mutants. Compared to the
siliques produced by the +/+ (WT) control plant, heterozygous augl-1, aug2-1,
aug4-1 and aug5-1 mutants contain white unfertilized ovules and brown
aborted seeds. Bar = 1 mm.

(B) Percentages of normal seeds, unfertilized ovules (white), and aborted
seeds (brown) in siliques produced by the control (+/+) and heterozygous
mutants.

(C) DNA staining of control and defective pollen grains produced by an
+/augl-1 plant. A control pollen grain after mitosis | contains a brightly stained
generative nucleus and a less bright vegetative nucleus (left panel). A
defective pollen grain contains two identically stained nuclei resembling the
vegetative nucleus (right panel). Bar = 10 um.

(D) Attached tetrad pollen grains produced by the +/aug5-1 grt/qrt plant. A
normal tetrad contains fully enlarged four pollen grains attached together (left
panel). A tetrad produced by the +/aug5-1 grt/grt plant contains two enlarged
pollen grains and two shrunken pollen grains (right panel). Some attached
tetrads contained three enlarged pollen grains. Bar = 30 pum.
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AUG4-c-myc MTs Merge (+DNA)
A :

Anaphase Metaphase Prophase

Cytokinesis

Supplemental Figure 6. Localization of AUG4-c-
myc in mitotic root cells. In merged images,
AUG4 is pseudocolored in green, MTs in red,
and DNA in blue. Bar =5 um.

(A-C) AUG4-c-myc signal appears along MTs of
prophase spindle on the nuclear envelope.

(D-F) AUG4-c-myc localizes along kinetochore fiber
MTs in the metaphase spindle.

(G-I) AUG4-c-myc signal is enhanced on the
shortening kinetochore fiber MTs during anaphase.

(J-L) AUG4-c-myc signal decorates phragmoplast
MTs.
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Supplemental Figure 7. Measurement of the fluorescence
intensity of AUG6-GFP in the metaphase spindle and
phragmoplast shown in Figure 3M.

(A) and (B) The fluorescence intensities of AUG6-GFP and
mCherry-TUB6 are measured in the spindle (A) and
phragmoplast (B) along white lines indicated in the left panels.
Both graphs on the right show that the AUG6-GFP signal is
biased toward minus ends of MTs. Bars =5 pm.
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AUG4-c-myc y-tubulin Merge (+DNA)
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AUG5-c-myc y-tubulin Merge (+DNA)

Anaphase Metaphase
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Figure 8. Dual localizations of AUG4/AUG5
and y-tubulin. In the merged images, AUG4 or
AUGS5 are shown in green, y-tubulin in red and
DNA in blue. Bars =5 pm.

(A-1) AUG4-c-myc and y-tubulin. (J-R) AUG5-c-myc
and y-tubulin. Both AUG4 and AUGS colocalize with y-
tubulin in metaphase (A-C, J-L), anaphase (D-F, M-
0), and cytokinesis (G-I, P-R).
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Supplemental Figure 9. Detection of the interaction between
augmin and y-tubulin in vivo.

(A) At AUG3-c-myc localization inside the spindle of a BY-2 cell. AUG3
signal decorates along spindle MTs as seen in the Arabidopsis cells. In
the merged image, AUG3 is shown in green, MTs in red, and DNA in
blue. Bar = 10 um.

(B) At AUG3-c-myc forms a complex with tobacco augmin subunits.
When At AUG3-c-myc is enriched by immuno-affinity purification from
BY-2 cells expressing the protein, at least three tobacco augmin subunits
can be detected by immunoblotting using anti-AUG1, anti-AUG4 and
anti-AUG5 antibodies (right panel, immunoblotting). y-Tubulin is also
detected by an anti-y-tubulin antibody (arrow). The bait, At AUG3-c-myc
is marked by asterisks.
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Supplemental Figure 10. Sequence comparison of the AUG7 homologs. The
GenBank accession numbers are NP_568354 (At59g17620, At AUGTY),
NP_001234492 (SI NMP1), NP_001044927 (Os01g0869500, Os AUG7), and

XP_001777152 (Pp AUG7).

(A) Sequence identity and similarity among At AUG7, SI NMP1 (tomato AUG7

homolog), Os AUG7, Pp AUG7.

(B) Multiple sequence alignment of plant AUG7 homologs. Conserved (identical and

similar) residues among all proteins are boxed in black and those partially conserved in

gray. AUGY7 is highly conserved in the plant kingdom.
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Supplemental Figure 11. Interaction of
AUG7 and AUGS5 in vivo.

Proteins were extracted from transgenic
Arabidopsis plants expressing AUG7-c-myc,
and the fusion protein was enriched by anti-c-
myc affinity purification (left panel, silver
staining). In addition to AUG7-c-myc revealed
by the anti-c-myc antibody (asterisks), AUG5
was detected by the anti-AUG5 antibody
(arrow in the right panel).
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DNA Merge

Supplemental Figure 12. Dividing aug7-1 cells
with excessive numbers of chromosomes. MTs
are shown in red and DNA in blue. Cell outline
is indicated by white frames. Bar =5 um.

(A) A cell undergoing mitosis contains two
metaphase spindles.

(B) An anaphase cell with excessive number of
chromosomes.

(C) Phragmoplast is formed between two
reforming nuclei containing excessive number of
chromosomes.
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Supplemental Table 1. List of the peptides identified in the LC-MS/MS analysis
corresponding to Figure 1. Sample #, as the number shown in Figure 1A; Gene
ID, genetic locus identified by TAIR; # peptide, number of unique peptides;

peptide sequence, sequences of unigue peptides identified.

Sample# Gene ID_ Gene Name # peptides Peptide sequence Sample# Gene ID__Gene Name # peptides Peplide sequence
1 Al5g38880  AUGS 50 AGARDPSAIPSICR 2 A5g48520  AUG3 10 DATLAHKAEALELQR
AHVQQFLATEDALNK LQTQYDLLTGOSSALIQGR
AHVQQFLATEDALNKAAEAR LSTAVEEVTLEHR
AIDLVHIR LSTAVEEVTLEHRNKREIV
ANMDAVAFWNQQPLAAR LVAEEGKSK
DKTVTGESSSYAEDR NLOMNGVLGR
DPSAIPSICR QLDTGPYRLVAEEGK
EAVYSTVK RNNQEAVFGAEESIK
ELAAKEVER RNNQEAVFGAEESIKEVR
EVLSSLSANSER VFVDFFCNPER
FENNRVTDNSSSDVSSPLSYQFNGNGK Al5038680  AUGS 2 IVCDLLASR
GNMIPIWNFLINR LHGSADTATHSFYGGTTQSGSNLR
GSEACVLEDLAK 3 At1g50710  AUG4 18 CDKLADAIVDDTDSSTGNR
HKQALLEAYDQQCDEATR CDKLADAIVDDTDSSTGNRNSSAR
IFAEYHKR DVQGLYPOLGLK
IGTDTHFQGSNNQLLER EKCDKLADAIVDDTDSSTGNR
IRNSFPAYEGNGICSLPELETAK EYQGVDPHFDTIAR
IVCDLLASR HCLAPDGSLVTK
KEAEDSLKKK KAVTRLREYQGVDPHFDTIAR
LGFEYDGEITDEMK KLENMQWTIHQVEMDLK
LHGSADTATHSFVGGTTQSGSNLR LADAIVDDTDSSTGNR
LNKLCAER LADAIVDDTDSSTGNRNSSAR
LQVYVNQANDAQR LKEKCDKLADAIVDDTDSSTGNR
MLEVSREEAER LPLISDGGEIHEEEIEK
NAALLTAR LREYQGVDPHFDTIAR
NITVHGGSSNASIGSSVNPGKEESK LVVAEAAQK
NSFPAYEGNGICSLPELETAK NSPQVYETLEHR
QALLEAYDOQCDEATR NSPQVYETLEHRLVVAEAAQK
QDLVESGHSLLDHAFR SVYSDLQLAR
QFELDVWGKER SVYSDLALAREEMSR
QKAHVQQFLATEDALNK Al5g38880  AUGS 3 IVCDLLASR
QKAHVQQFLATEDALNKAAEAR NITVHGGSSNASIGSSVNPGKEESK
QLGPYNGSSK SVNSSNEVLSSLSANSER
QLLAFYDKESLRT 4 Al2g41350  AUGT 33 AKAQKESNALLDYTR
RLQVYVNQANDAQR AKAQKESNALLDYTRK
RNITVHGGSSNASIGSSVNPGKEESK ALAALAIEDK
RSELETIYTTLLK ALAALAIEDKKR
SADDVILMETTR AQKESNALLDYTR
SADDVILMETTRER AQKESNALLDYTRK
SHVPSIDAIR ASEYRAQAAR
SVNSSNEVLSSLSANSER AWLTSQFEAVGK
SVNSSNEVLSSLSANSEREAVYSTVK EEQYIQQYK
TAVQNAQASSEHCK ELDKMTKPVLDTLR
TIYTTLLKANMDAVAFWNQQPLAAR ELVEMAEHR
TVTGESSSYAEDR ELVEMAEHRK
TVTGESSSYAEDREAALQER ELVEMAEHRKELDKMTKPVLDTLR
TVTGESSSYAEDREAALQERELAAK ESNALLDYTR
VRGSEACVLEDLAK ESNALLDYTRK
VTDNSSSDVSSPLSYQFNGNGK EVPNFEYTHR
VTDNSSSDVSSPLSYQFNGNGKIGTDTHFQGSN ILAQLEDDVVPCESQMENWK
Alg4B520  AUG3 10 ALIQGRRARVAATSAVSGQITAIEDSLSAR ISEVKAWLTSQFEAVGK
KNMLGAFSLLK ISHRELVEMAEHRK
LQTQYDLLTGQSSALIQGR KELDKMTKPVLDTLR
LSTAVEEVTLEHR MTKPVLDTLR
QWIEAQVENAK SDVTGDLAAVSEAK
RNNQEAVFGAEESIKEVR SDVTGDLAAVSEAKGGSDAAR
RVFVDFFCNPER SITHLYNLATASQAK
VAATSAVSGQITAIEDSLSAR SQAATIVANDFR
VFVDFFCNPER SQAATIVANDFRLK
VIESELQGYLSATR SYQDLPPDK
A5g40740  AUGH 6 ANDGDGPDILR SYQDLPPDKALAALAIEDK
DSQSDEGSEHYFVPLSATGFSR SYQDLPPDKALAALAIEDKKR
EAALLIPSSAGSSR TNLEVMAVKEEQYIQQYK
LPOLFSSTPTSSGK TNLEVMAVKEEQYIQQYKK
VKQEGEVWDDLVSSSSQNSHLVSK YEMLLNR
VSASPTLKLPQLFSSTPTSSGK YLEEVLQSALETNDE
Al2g32980 _AUG2 i ITQILKDVIONKDR
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Supplemental Table 2. Transmission efficiency (TE) of aug mutant
alleles in reciprocal crosses between heterozygous mutants (+/aug)
and WT (+/+) plants.

I5rogeny genotype I5rogeny genotype
Mutant tested |when mutantas pollen| TE,..® |whenmutantasovule| TE,..."°
donor donor
+laug1-1 20 +/aug: 167 +/+ 129%° 39 +/aug: 108 +/+ 36%:°
+/aug2-1 54 +laug: 74 +/+ 73%¢ 62 +/aug: 91 ++ 68% ¢
+laug3-12 61 +/aug: 102 +/+ 60%¢ 49 +/aug: 131 +/+ 37%:¢
+/aug4-1 14 +/aug: 106 +/+ 13%° 30 +/aug: 94 +/+ 329%,°
+/aug5-1 75 +/aug: 138 +/+ 54%° 36 +/aug: 80 +/+ 45%,¢
Note:

2 Ho et al. (2011b)

® TE = (number of +/aug progeny)/(number of +/+ progeny) x 100%

¢ The probability calculated by the chi-square test based on the expected
TE = 100% (or 1 +/aug : 1+/+ segregation) was smaller than 0.001.

4 The probability calculated by the chi-square test based on the expected
TE = 100% (or 1 +/aug : 1+/+ segregation) was between 0.01 and 0.1.
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Supplemental Table 3. List of the peptides identified in the LC-MS/MS analysis
corresponding to Figure 4. Sample #, as specific immune-purification
experiments shown in Figure 4C; Gene ID, genetic locus identified by TAIR; #
peptide, number of unique peptides; peptide sequence, sequences of unique
peptides identified.

Samplei Gene ID__Gene Name _# peplides Peplide sequence | Sample# |} GenelD Gene Name #peptides Peplide sequence
- 15 ALAALAIEDK AUG3-myc P [At5g40740  AUGE 2 SNGQASSLLQSQGSGR
AUGETIVG 17 [AP#1350 - AUGH AWLTSOFEAVGK (continued) VKQEGEVWDDLYSSSSONSHLSK
ESNALLDYTR Al5g17620  AUGT 5 ANAPAQSLLFAGMER
ESNALLDYTRK DLGILSASIAR
EVPNFEYTHR IVSDCEAALTVLNR
ILAQLEDDVVPCESQMENWK LFPADVQIQSIYPLPDVSELETK
KYEQMLLNR SPFSQQNLQGDAGVRDEETVR
MTKPVLDTLR A1dg30710  AUGS 2 CPSPSVTRPTVSSSSQSVAAK
SDVTGDLAAVSEAK BATLATAVARLHPLPAPGSRPASPSR
SITHLYNLATASQAK AUG4-myc IP [ At2ga1350  AUGH 25  ALAALAIEDK
SQAATIVANDFR ALAALAIEDKK
SYQDLPPDKALAALAIEDK ALAALAIEDKKR
TNLEVMAVKEEQYIQQYK AWLTSQFEAVGK
TNLEVMAVKEEQYIQQYKK DTELSSFLVAMGDISLR
YLEEVLQSALETNDE DTELSSFLVAMGDISLRK
Albg48520  AUGS 25 ALIQGRRARVAATSAVSGQITAIEDSLSAR DTELSSFLVAMGDISLRKTGVEEKR
CSALIQAASDVQEQGAVDDRDSFLHGYR ELVEMAEHR
CSWVSLDDTSNMLR ESNALLDYTR
DATLAHKAEALELQR ESNALLDYTRK
HADLVEEISTLYQK EVPNFEYTHR
HADLVEEISTLYQKEEK ILAQLEDDVVPCESQMENWK
KHADLVEEISTLYQK KILAQLEDDVVPCESQMENWK
KHADLVEEISTLYQKEEK KYEMLLNR
KNMLGAFSLLK MTKPVLDTLR
LLEGDDLDQAYDSISAFSSR SDVTGDLAAVSEAK
LQTQYDLLTGQSSALIQGR SITHLYNLATASQAK
LSTAVEEVTLEHR SQAATIVANDFR
NLQMNGVLGR SYQDLPPDK
NMLGAFSLLK SYQDLPPDKALAALAIEDK
NNQEAVFGAEESIKEVR TNLEVMAVK
QWIEAQVENAK TNLEVMAVKEEQYIQQYK
RLQTQYDLLTGQSSALIQGR YEMLLNR
RNNQEAVFGAEESIK YLEEVLQSALE
RVFVDFFCNPER YLEEVLOSALETNDE
SQVTSVEAHIHFDLHSLR A12g32980  AUGZ 8 ESFATLQELR
VAATSAVSGQITAIEDSLSAR FFEAMSAMR
VFINHLVNQLAR IADLQVELQGR
VFVDFFCNPER IESSFDDLAVHK
VIESELQGYLSATR KIADLQVELQGR
VMROELYISK LQQPYSLDCIPVEAEYQK
A1g50710  AUGH 16 CDKLADAIVDDTDSSTGNR LSVVQRKIADLQVELQGR
DVQGLYPQLGLK NVAHLTHVGEMQK
EYQGVDPHFDTIAR A5gd8520  AUGS 39 ALIQGRRARVAATSAVSGQITAIEDSLSAR
FIEEIERDEAALR CSALIQAASDVQEQGAVDDR
FIIEEIERDEAALREDLYSADRK CSALIQAASDVQEQGAVDDRDSFLHGVR
HCLAPDGSLVTK CSWVSLDDTSNMLR
KLENMQWTIHQVEMDLK CSWVSLDDTSNMLRDLEK
LETYTPDSISALHNIR DATLAHKAEALELQR
LPLISDGGEIHEEEIEK DGKLLEGDDLDOAYDSISAFSSR
LREYQGVDPHFDTIAR DSFLHGVR
LRLPLISDGGEIHEEEIEK HADLVEEISTLYQK
LVVAEAAQK HADLVEEISTLYQKEEK
NSPQVYETLEHR KHADLVEEISTLYQK
NYLVEATEEASAAYNK KHADLVEEISTLYQKEEK
SVYSDLQLAR KNMLGAFSLLK
VLENVLLLETYTPDSISALHNIR LACQLEKK
Al5g38880  AUGS 35  AGARDPSAIPSICR LCSLVAELGYEGAGK
AHVQQFLATEDALNK LLEGDDLDQAYDSISAF
AIDLVHIR LLEGDDLDQAYDSISAFSSR
ANMDAVAFWNQQPLAAR LLSETIPELGWELAQLQDTYILQGDYDLK
ASLNTLLSEIQR LQTQYDLLTGQSSALIQGR
DKTVTGESSSYAEDREAALQER LSTAVEEVTLEHR
EYASATVIPASEVVVDISNSAK NLQMNGVLGR
GSEAGVLEDLAK NMLGAFSLLK
HKQALLEAYDQQCDEATR NNQEAVFGAEESIK
IFAEYHKR NNQEAVFGAEESIKEVR
IGTDTHFQGSNNQLLER QKVFINHLVNQLAR
IVCDLLASR QQAILLTLK
LGFEYDGEITDEMK QWIEAQVENAK
LHGSADTATHSFVGGTTQSGSNLR ALOTQYDLLTGQSSALIQGR
LQVYVNQANDAQR RNNQEAVFGAEESIK
NAALLTAR ANNQEAVFGAEESIKEVR
NITVHGGSSNASIGSSVNPGKEESK RVFVDFFCNPER
NSFPAYEGNGICSLPELETAK SIFGTSER
QALLEAYDQQCDEATR SQVTSVEAHIHFDLHSLR
QDLVESGHSLLDHAFR VAATSAVSGQITAIEDSLSAR
QKAHVOOFLATEDALNK VFINHLVNQLAR
QLLAFYDKE VFVDFFGNPER
QLLAFYDKESLRT VIESELQGYLSATR
RNITVHGGSSNASIGSSVNPGKEESK VMRQELYISK
RSELETIYTTLLK WELAQLQDTYILQGDYDLK
SADDVILMETTR At1g50710  AUG4 37 AIVCEAVAMVEEYQQAISVANHGGIR
SELETIYTTLLK ALQGAAQNLPADVNQLIDQLER
SHVPSIDAIR AVDTDVVGGVPNR
SHVPSIDAIRK CDKLADAIVDDTDSSTGNR
SVNSSNEVLSSLSANSER DEAALREDLYSADR
TIYTTLLKANMDAVAFWNQQPLAAR DEAALREDLYSADRK
TTNYCLDLASEQENTISDQWLPELR DVQGLYPQLGLK
TVTGESSSYAEDREAALQER EDLYSADRK
VRGSEACVLEDLAK EYQGVDPHFDTIAR
VTDNSSSDVSSPLSYQFNGNGK FIIEEIERDEAALR
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(continued)

Gene ID__Gene Name # peptides Peptide sequence

At1gs0710  AUG4 a7 FIIEEIERDEAALREDLYSADR
(continued) GAAQNLPADVNQLIDQLER
HCLAPDGSLVTK

IEEIERDEAALR
KAVTRLREYQGVDPHFDTIAR
KLENMQWTIHQVEMDLK
LADAIVDDTDSSTGNR
LADAIVDDTDSSTGNRANSSAR
LENMQWTIHQVEMDLK
LPADVNQLIDQLER
LPLISDGGEIHEEEIEK
LPLISDGGEIHEEEIEKWSILSR
LREYQGVDPHFDTIAR
LRLPLISDGGEIHEEEIEK
LVVAEAAQK

NSPQVYETLEHR
NYLVEATEEASAAYNK
SDGGEIHEEEIEK

SPQVYETLEHR
SSANSVAGGISLSAVDTDVVGGVPNR
STSNSVNYANSSANSVAGGISLSAVDTDVVGGVPNR
SVAGGISLSAVDTDVVGGVPNR
SVYSDLALAR

VKFIEEIER

VKFIEEIERDEAALR
VLENVLLLETYTPDSISALHNIR
YLEAMAIYCEAVAMVEEYQQAISVANHGGIR

At5g38880 AUGS 53 ADAEMLR
AHVQQOFLATEDALNK
AIDLVHIR
ANMDAVAFWNQQPLAAR
ASLNTLLSEIQR
DKTVTGESSSYAEDR
DPSAIPSICR
EYASATVIPASEVVVDISNSAK
EYASATVIPASEVVVDISNSAKDFIEK
GLLDEWWEQPASTVVDWVTVDGQSVAAWQNHVK
GPPLLLQAIAAYTLR
GSEACVLEDLAK
GSTGPEAVAYAEK
HKQALLEAYDQQCDEATR
IGTDTHFQGSNNQLLER
IGTDTHFQGSNNQLLERQKAHVQQF
IRNSFPAYEGNGICSLPELETAK
ISAALQYPAGLEGSDASLASVLESLEFCLR
IVCDLLASR
KIEEFDAR
LGFEYDGEITDEMK
LGFEYDGEITDEMKTVIVNSLR
LHGSADTATHSFVGGTTQSGSNLR
LQVYVNQANDAQR
MLEVSREEAER
MQSLSSSAPTPEAILEWLQK
NAALLTAR
NITVHGGSSNASIGSSVNPGK
NITVHGGSSNASIGSSVNPGKEESK
NSFPAYEGNGICSLPELETAK
QALLEAYDQQCDEATR
QDLVESGHSLLDHAFR
QDLVESGHSLLDHAFRAQQKYER
QFELDVWGK
QKAHVQQFLATEDALNK
QLGPYNGSSK
QLLAFYDKESLR
QLLAFYDKESLRT
RLQVYVNQANDAQR
RSELETIYTTLLK
SADDVILMETTR
SELETIVTTLLK
SHVPSIDAIRK
SVNSSNEVLSSL
SVNSSNEVLSSLSANSER
TAVQNAQASSEHCK
TIYTTLLKANMDAVAFWNQQPLAAR
TTNYCLDLASEQENTISDQWLPELR
TVTGESSSYAEDR
TVTGESSSYAEDREAALQER
VRGSEACVLEDLAK
VTDNSSSDVSSPLSYQFNGNGK
WQNHVKQLLAFYDKESLRT

Sample#
AUG4-myc IP
(continued)

Gene ID__Gene Name # peptides Peptide sequence

At5g40740 AUGE 21 ISGSALLAAMDOSSQVPRAELLSAHSD
(continued) LPOLFSSTPTSSGK

LWDSIMAR
NSTDQALSNARPDNLPTDTSSSFVHNLK
QEGEVWDDLVSSSSQNSHLVSK
QTMASQVNKMESLSEK
SNGQASSLLQSQGSGR
TFPADVASNPLPSSLTDVSFSHAATLLPVTK
VKQEGEVWDDLVSSSSQNSHLVSK
VSSLATCCGPR

At5g17620  AUG? 12 AFNTIYTK
ANAPAQSLLFAGMER
ARLESFLETAR
DIQLIDAIAER
DLGILSASIAR
FLGITPTVDIEAIQGHGTYEDR
IQYLAEIAK
IVSDCEAALTVLNR
LLEAYNMLLK
NIVDLVEASLFSDNQEWSIDEQVAK
QSLIFSEECK
SPFSQONLQGDAGVRDEETVR

Al4g30710  AUGS 8 AESVMYIQR
ASYIEDVHQLR
ATLATAVAR
CEDLLASTAIMQIEECSLR
DHVSSLVGAISDLEANTLR
KASYIEDVHQLR
REEGEDAETPPPLLPLSK
TSFLSSSSISR

At5g40740 AUGB 21 ALTSLSEPSFLEPNVPDSFAPSK
ANDGDGPDILR
DFDKVWPIFDSAQSR
DSQSDEGSEHYFVPLSATGFSR
EAALLIPSSAGSSR
EHYFVPLSATGFSR
GLCAEEAYLQQELEK
GLCAEEAYLQQELEKLNDLR
IMEGVSNDVAELTSTMSNVQLEK
INQTVDVAEVIR
ISGSALLAAMDQSSQVPR

AUGS-myc IP

At2g41350  AUGH 22 ALAALAIEDK
ALAALAIEDKK
AWLTSQFEAVGK
DTELSSFLVAMGDISLR
DTELSSFLVAMGDISLRK
ELVEMAEHR
ELVEMAEHRK
ESNALLDYTR
ESNALLDYTRK
EVPNFEYTHR
ILAQLEDDVVPCESQMENWK
KYEMLLNR
MTKPVLDTLR
SDVTGDLAAVSEAK
SITHLYNLATASQAK
SQAATIVANDFR
SYQDLPPDK
SYQDLPPDKALAALAIEDK
TNLEVMAVK
TNLEVMAVKEEQYIQQYK
YEMLLNR
YLEEVLQSALETNDE

Al2g32980 AUG2 8 ESFATLQELR
FFEAMSAMR
IADLQVELQGR
IESSFDDLAVHK
KIADLQVELQGR
LOQQPYSLDCIPVEAEYQK

Al5g48520  AUG3 33 CSALIQAASDVQEQGAVDDR
CSALIQAASDVQEQGAVDDRDSFLHGVR
CSWVSLDDTSNMLR
DATLAHKAEALELQR
DGKLLEGDDLDQAYDSISAFSSR
DSFLHGVR
GKLLEGDDLDQAYDSISAFSSR
HADLVEEISTLYQK
HADLVEEISTLYQKEEK
KHADLVEEISTLYQK
KHADLVEEISTLYQKEEK
KNMLGAFSLLK
LCSLVAELGYEGAGK
LLEGDDLDQAYDSISAFSSR
LLSETIPELCWELAQLQDTYILQGDYDLK
LQTQYDLLTGQSSALIQGR
LSTAVEEVTLEHR
NLOMNGVLGR
NMLGAFSLLK
NNQEAVFGAEESIK
NNQEAVFGAEESIKEVR
QQAILLTLK
QWIEAQVENAK
RLQTQYDLLTGQSSALIQGR
RNNQEAVFGAEESIK
RVFVDFFCNPER
SQVTSVEAHIHFDLHSLR
VAATSAVSGQITAIEDSLSAR
VFINHLVNQLAR
VFVDFFCNPER
VIESELQGYLSATR
VMRQELYISK

WELAQLODTYILQGDYDLK
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Sample#
AUGE-mye [P
{continued)

Gene ID__Gene Name # peptides _Paplide sequance

At1g50710 AUGH 24 ALOGAAONLPADVNOLIDOLER
COKLADAIVDDTDSSTGNR
DEAALREDLYSADRK
DVOGLYPOLGLK
EYQGVDPHFOTIAR
FIEEIERDEAALR
FIEEIERDEAALREDLYSADR
HCLAPDGSLVTE
KAVTRALREYOGYDPHFDTIAR
KLENMOWTIHOVEMDLE
LADAIVDDTDSSTGNR
LENMOWTIHOVEMDLK
LPLISDGGEIHEEEIEK
LPLISDGGEIHEEEIEKWSILSR
LREYOGVDPHFOTIAR
LRLPLISDGGEIHEEEIEK
LVVAEAAQK
NSPOVYETLEHR
NYLVEATEEASAAYNK
SVAGGISLSAVDTDVVGGVPNA
SVYSDLOLAR
VKFIIEEIER
VLENVLLLETYTPDSISALHNIR
YLEAMAIYCEAVAMVEEYQOAISVANHGGIR

Atbg3gas0  AUGS 56 AGARDPSAIPSICR
AHVOOFLATEDALNK
ADLVHIF
ANMDAVAFWNGOOPLAAR
ASEQENTISDOWLPELR
ASUNTLLSEIOR
DKTVTGESSSYAEDR
DFSAIPSICR
EAVYSTVK
EYASATVIPASEVVVDISNSAK
EYASATVIPASEVVVDISNSAKDFIEK
GLLDEWWEQPASTVVDWYTVDGOSYAAWONHVE
GNMIFIWNFLINR
GPPLLLOAIAAYTLR
GSEACVLEDLAK
GSEACVLEDLAKAIDLVH
HKOALLEAYDOOCDEATR
IGTOTHFQGSNNOLLER
IPASEVVVDISNSAK
IRNSFPAYEGNGICSLPELETAK
ISAALOYPAGLEGSDASLASVLESLEFCLR
IWCOLLASR
LGFEYDGEITDEME
LGFEYDGEITDEMKTVIVNSLR
LHGSADTATHSFVGGTTOSGSNLR
LOVYVNOANDAGR
MOSLSSSAPTPEAILEWLOK
MNAALLTAR
NITVHGGESENASIGESVNPGK
NITYHGGSSNASIGSSVNPGREESK
NSFPAYEGNGICSLPELETAK
QALLEAYDQOQCDEATR
QDLVESGHSLLDHAFR

ODLVESGHSLLOHAFRAQOKYER

{continued)

Gene ID_(Gena Name _# paptides Peplide sequence

A5g38B80  AUGS 56  OFELDVWGK
(continued) QFELDVWGKER

CKAHVOOFLATEDALNK
COLGPYNGSSK
QLLAFYDKESLR
ALOVYVNOANDAOR
ASELETIVTTLLE
SADDVILMETTR
SELETIYTTLLK
SFVGGTTQSGSNLA
SHVYPSIDAIR
SHVPSIDAIRK
SVNSSNEVLSSL
SYNSSNEVLSSLSANSER
TAVONADASSEHCK
TIYTTLLKANMDAVAFWNOOPLAAR
TTNYCLDLASEQENTISDOWLPELR
TVTGESSSYAEDA
TVTGESSSYAEDAEAALGER
VESGHSLLDHAFR
VAGSEACVLEDLAK
VTDNSSSDVSSPLEYOFNGNGE

AI5GA074D  AUGE 20 ALTSLSEPSFLEPNVPDSFAPSK
ANDGDGPDILA
DFDKVWPIFDSAQSR
DS0SDEGSEHYFVPLSATGFSR
EAMLLIPSSAGSSH
EHYFVPLSATGFSA
GLCAEEAYLOOELEK
GLCAEEAYLOOELEKLNDLR
INOTVDVAEVIR
ISGSALLAAMDOSSOVFR
ISGSALLAAMDGSSOVPRAELLSAHSD
KGOHEVLASGPIEDLIAHR
LPOLFSSTPTSSGK
LWDSIMAR
QEGEVWDDLYSSSSONSHLVEK
OTMASOVNKMESLSEK
SNGOASSLLOSOGSGR
TFPADVASHPLPSSLTOVSFSHAATLLPVTE
VKOEGEVWDDLVSSSSONSHLVSK
VSSLATCCGPR

AlSgITEZO0  AUGT 13 ANAPAQSLLFAGMER
HOLIDAIAER
DLGILSASIAR
DSHAALSIGSSGTVAGEPSSVTR
FLGITPTVDIEAIQGHGTYEDR
HAYNPDEEYTEVESQLR
IGYLAEIAK
IVSDCEAALTVLNR
LFPADVOIQSIYPLFOVSELETH
LLEAYNMLLE
NIVDLVEASLFSDNOEWSIDEQVAK
QSUIFSEECK
SPFSOONLOGDAGVRDEETVR

Aldg30TI0 ALIGE 2 ASYIEDVHOLR

ATLATAVAR
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Supplemental Table 4. List of primers used in this work.

Name Sequence
2g2LP 5-GGTGAAGGAGGAACAATACATACAG-3
2g1RP3 5-GTCCTGTTTACAGAAATGAACAACCAATC-3’
THO71 5'-TTCTATTACATTGGTTGGTTTTTGTC-3'
THO72 5'-CCAATAAGTTATCATAAGGCTTCAGG-3
1g2LP 5'-CATTGTTGATGACACTGGTAAGATC-3
1g2RP 5’-AATACATGGAAAGAAACATGTCTGG-3
5g2LP 5-ATCATCTGCAGACTTAGTTCCTTTG -3’
5g2RP 5-AGCAAATCTCATGTTCCTTCTATTG-3'
sk18263-LP  }5-TAAAATGTCCCATCCTATTTGAAAAG-3
sk18263-RP |5'-GCCAGAGAAGAAACAATAAGTAAACC-3'
LBa1 5-TGGTTCACGTAGTGGGCCATCG-3’
LBb1.3 5-ATTTTGCCGATTTCGGAAC-3
GLB3 5-TAGCATCTGAATTTCATAACCAATCTCGATACAC-3
SK-L1 5-TTCTCATCTAAGCCCCCATTTGG-3'
50710-F 5'-CACCTATGTGATTAGTTAGTTTTTATATGTTAAAC-3'
50710-R 5'-TGCGCCTGCGCCGTCATGAGACTTAAGGTCCATTTCTAC-3'
38880-F 5'-CACCATCAAACAAAACCCTAGGAAGGAACCTC-3
38880-R 5'-TGCGCCTGCGCCCGTTCGCAATGATTCTTTATCATAGAAG-3'
40740-F 5'-CACCCTTTTTGACAAAATCATGGTAGCCACTGC-3'
40740-R 5'-TGCGCCTGCGCCATGCTCCATTAAAGCGGCTTCGGTTTC-3'
17620-F 5'-CACCGTTCTTGGACTTTGCTCCTTCTTCGAATATAG-3'
17620-R 5'-TGCGCCTGCGCCAAGACGCTCACCTTGCTCACGAGC-3'
Q-17620_F |5-GGTGATAAATCACCTTTCTCACAGC-3'
Q-17620 R |5'-GGCTCGCCTCCACTAAATCAAC-3'
TH121 5'-GGAATTCTAATGAGCAGCGCGAGACTGTGCTCTCTTG-3
TH122 5'-CCCGAGCTCCAAAAGAATAGCTTGTTGCTTAGCATTC-3'
U50487_Bamb' |5'-ATATGGATCCATGGTGAAGGCACTGCAAGG-3'
U50487_Xho3' |5'-ATCGCTCGAGATCAGTCATGAGACTTAAGGTCC-3'
Xba23033F |5'-GCGGTCTAGAGATGCTTGATGAAAGAGC-3'
Hind23033R |5'-GCCGAAGCTTTCTTTCCTTTCCCCA-3'
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