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SUS-SH1  —-ee- MAAKLTRLHSLRERIGATFSSHPNENTANFSE Y VHQGKGMLQRHQLLAEFD-ALF
SUS1 MGEGAGDRVLSRLHSVRERIGDSLSAHPNELVAVFTRLKNLGKGMLQPHQI IAEYNNATIP
SUSs2 - - - -MSAPKLDRNPSIRDRVEDTLHAHRNELVALLSKYVNKGKGILQPHHILDALD- EVQ
L *** o *****::. :*** *** :
SUS-SH1 DSDKE - - KYAPEEDIBRAAQEAIVLPPWVALAIRPRPGVWDYIRVNVSELAVEELSVSEY
SUS1 EAEREKLKDGAFEDVLRAAQEATVIPPWVALATRPRPGVWEYVRVNVSELAVEELRVPEY
sus2 GSGGRALAEGPFLDVLRSAQEAIVLPPFVAIAVRPRPGVWEYVRVNVHELSVEQLTVSEY
* * ** ****** ** ** * ******* * * % k% ** ** * * * %
SUS-SH1 LAFKEQLVDGQSNSNFVLELDFEPFNASFPRPSMSKSIGNGVOFLNRHLSS
SUS1 LQFKEQLVEEGPNNNFVLELDFEPFNASFPRPSLSKSIGNGVQFLNRHLS SKLFHDKESM
SUS2 LRFKEELVDGQHNDPYVLELDFEPFNVSVPRPNRSSSIGNGVQFLNRHLSS IMFRNRDCL
* *** ** *_ ********** * *** * LRSS R SRS EEEE SR :*::::__
SUS-SH1 YBPEENEERAHNYKGTTMMLNDR IQSLRGLQSSLRKAREV NS VPOD I PY S HENERFQELG
SUs1 YPLLNFLRAHNYKGMTMMLNDRIRSLSALQGALRKAEEHLSTLQADTPYSEFHHRFQELG
SUS2 EPLLDFLRGHRHKGHVMMLNDRIQSLGRLQSVLTKAEEHLSKLPADTPYSQFAYKFQEWG
***:**:_*_:** _*******:** **_ * ****:* . *****:* ::*** *
SUS-SH1 LEKGWGDTAKRVLDTLHLLLDLLEAPDPANLEKFLGTIPMMFNVVILSPHGYFAQSNVLG
SUS1 LEKGWGDCAKRAQETTHLLLDLLEAPDPSTLEKFLGTIPMVFNVVILSPHGYFAQANVLG
sus2 LEKGWGDTAGHVLEMIHLLLDIIQAPDPSTLEKFLGRIPMIFNVVVVSPHGYFGQANVLG
*kkkkkk K s, B :*****:::****:_****** ***:****::******_*:****
SUS-SH1 YPDTGGQVVY I LDQVRANENEMINR I KGOGHDTIPK I LI VIRLLPDAAGTTCGORLEKNT
SUS1 YPDTGGQVVYILDQVRAMENEMLLRIKQCGLDITPKILIVTRLLPDATGTTCGORLEKVL
SUS2 LPDTGGQIVYILDQVRALENEMVLRLKKQGLDVSPKILIVTRL I PDAKGTSCNQRLERTS
* %k k k% . * k ok ok ok kkkk . * % %k % . * % . *: ***: :********* . *k*k k*k . * . ****: .
SUS-SH1 ETFEHTDITRVPFRNENGI LRKWI SRFDVWPYLETYTEDVSSEIMKEMQAKPDLI IGNYSD
sus1 GTEHCHILRVPFRTENGIVRKWISRFEVWPYLETYTDDVAHEIAGELQANPDLIIGNYSD
SUS2 GTQHTYILRVPFRNENGILKKWISRFDVWPYLETFAEDAAGEIAAELQGTPDFIIGNYSD
**:* *:*****_****::******:*******:::*_: * % *:*__**:*******
SUS-SH1 GNLVATLLAHKLGVTQCTIAHALEKTKYPNSDIYLDKFDSQYHFSCQFTADL IAMNHTDF
SUS1 GNLVACLLAHKMGVTHCTIAHALEKTKYPNSDLYWKKFEDHYHFSCQFTTDLIAMNHADF
sus2 GNLVASLLSYKMGITQCNIAHALEKTKYPDSDIFWKNFDEKYHFSCQFTADI IAMNNADF
* Kk kk Kk **: :*:*:*:*_***********:**:: . :*: . :********:*:****: :**
SUS-SH1 IITSTFQEIAGSKDTVGQYESHIAFTLPGLYRVVHGIDVEDP
SUS1 IITSTFQEIAGNKDTVGQYESHMAFTMPGLYRVVHGIDVFDPKFNIVSPGADLSIYFPYT
SUS2 IITSTYQEIAGSKNTVGQYESHTAFTLPGLYRVVHGIDVEDPKFNIVSPGADMSIYFPHT
* %k k Kk k . * %k k Kk k . * . khkkhkkhkkk *kk . RS S SRR RS EE SRR EEEEEEEEESE] . * . * . * . *
SUS-SH1 ETDRRLTAFHPEIEELIYSDVENSEHKFVLKDKKKPI I FSMARLDRV
sus1 ESHKRLTSLHPEIEELLYSQTENTEHKFVLNDRNKPI I FSMARLDRVKNLTGLVELYGRN
SUS2 EKAKRLTSLHGS IENLIYDPEQNDEHIGHLDDRSKPILFSMARLDRVKNITGLVEAFAKC
*_ * k ok k. :* ** * * * * % * * *** *********** * %k kK k
SUS-SH1 ARLREDANEVIVAGEPHGKE SKDREEQAEF KKV SHEDEYRLKGH I RWI SAQMNRVRNGE
SUS1 KRLOELVNLVVVCG - DHGNPSKDKEEQAEFKKMFDLIEQYNLNGHIRWI SAQMNRVRNGE
sus2 AKLRELVNLVVVAGYNDVNKSKDREEIAEI EKMHELIKTHNLFGOFRWISAQTNRARNGE
:*:**_***:*_* s, : ***:** **::**__**_ ::* *::****** **_****
SUS-SH1 LYRYICDTKGAFVQPAFYEAFGLTVIESMTCGLPTIATCHGGPAEI IVDGVSGLHIDPYH
SUS1 LYRYICDTKGAFVQPAFYEAFGLTVVEAMTCGLPTFATAYGGPAEI IVHGVSGYHIDPYQ
SUS2 LYRYIADTHGAFVQPAFYEAFGLTVVEAMTCGLPTFATLHGGPAEI IEHGVSGFHIDPYH
*****_**:****************:*:*******:** :******* _**** *****:
SUS-SH1 SDKAADIIVNEEDKCKADPSYWDEI SQGGLORIYEKYTWKLY SERLMTLTGVYGFWKYVS
sus1 GDKASALLVDFFDKCQAEPSHWSKISQGGLORIEEKYTWKLYSERLMTLTGVYGFWKYVS
SUSs2 PEQAANLMADFFDRCKQDPDHWVNISGAGLQRIYEKYTWKIYSERLMTLAGVYGFWKYVS
N *** * . _.* ** ***** ****** ******** * ok ok ok okkk ok kk
SUS-SH1 NLERRETRRVTEMEVANK YR SHASOVPISED - - - - - -
SUS1 NLERRETRRYLEMLYALKYRTMASTVPLAVEGEPSSK
sus2 KLERLETRRYLEMFYILKFRELAKTVPLAIDQPQ- - -
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Supplemental Figure S5. Alignment of maize sucrose synthase isoforms and location of
recovered peptides. Sequences were aligned using the program CLUSTALW. Genbank
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accession numbers providing each sequence are as follows: SUS-SH1, P04712; SUS1, L22296;
SUS2, NP001105194. Highlighted residues indicate peptide sequences from proteins that
associate with starch biosynthetic enzymes (see Supplemental Table S1 for details). Grey
highlighted residues indicate peptide sequences that are identical in all three sucrose synthase
isoforms. Green highlighted residues indicate peptide sequences that are identical only to
SUS-SH1. Yellow highlighted residues indicate peptide sequences that are identical in both
SUS-SH1 and SUS1. The data indicate that the starch biosynthetic enzymes associate
specifically with SUS-SHL1.



