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SUS-SH1             -----MAAKLTRLHSLRERLGATFSSHPNELIALFSRYVHQGKGMLQRHQLLAEFD-ALF 
SUS1                MGEGAGDRVLSRLHSVRERIGDSLSAHPNELVAVFTRLKNLGKGMLQPHQIIAEYNNAIP 
SUS2                ----MSAPKLDRNPSIRDRVEDTLHAHRNELVALLSKYVNKGKGILQPHHILDALD-EVQ 
                             * *  *:*:*:  :: :* ***:*::::  : ***:** *:::   :  :  
 
SUS-SH1             DSDKE--KYAPFEDILRAAQEAIVLPPWVALAIRPRPGVWDYIRVNVSELAVEELSVSEY 
SUS1                EAEREKLKDGAFEDVLRAAQEAIVIPPWVALAIRPRPGVWEYVRVNVSELAVEELRVPEY 
SUS2                GSGGRALAEGPFLDVLRSAQEAIVLPPFVAIAVRPRPGVWEYVRVNVHELSVEQLTVSEY 
                     :  .    ..* *:**:******:**:**:*:*******:*:**** **:**:* *.** 
 
SUS-SH1             LAFKEQLVDGQSNSNFVLELDFEPFNASFPRPSMSKSIGNGVQFLNRHLSSKLFQDKESL 
SUS1                LQFKEQLVEEGPNNNFVLELDFEPFNASFPRPSLSKSIGNGVQFLNRHLSSKLFHDKESM 
SUS2                LRFKEELVDGQHNDPYVLELDFEPFNVSVPRPNRSSSIGNGVQFLNRHLSSIMFRNRDCL 
                    * ***:**:   *. :**********.*.***. *.*************** :*::::.: 
 
SUS-SH1             YPLLNFLKAHNYKGTTMMLNDRIQSLRGLQSSLRKAEEYLLSVPQDTPYSEFNHRFQELG 
SUS1                YPLLNFLRAHNYKGMTMMLNDRIRSLSALQGALRKAEEHLSTLQADTPYSEFHHRFQELG 
SUS2                EPLLDFLRGHRHKGHVMMLNDRIQSLGRLQSVLTKAEEHLSKLPADTPYSQFAYKFQEWG 
                     ***:**:.*.:** .*******:**  **. * ****:* .:  *****:* ::*** * 
 
SUS-SH1             LEKGWGDTAKRVLDTLHLLLDLLEAPDPANLEKFLGTIPMMFNVVILSPHGYFAQSNVLG 
SUS1                LEKGWGDCAKRAQETIHLLLDLLEAPDPSTLEKFLGTIPMVFNVVILSPHGYFAQANVLG 
SUS2                LEKGWGDTAGHVLEMIHLLLDIIQAPDPSTLEKFLGRIPMIFNVVVVSPHGYFGQANVLG 
                    ******* * :. : :*****:::****:.****** ***:****::******.*:**** 
 
SUS-SH1             YPDTGGQVVYILDQVRALENEMLLRIKQQGLDITPKILIVTRLLPDAAGTTCGQRLEKVI 
SUS1                YPDTGGQVVYILDQVRAMENEMLLRIKQCGLDITPKILIVTRLLPDATGTTCGQRLEKVL 
SUS2                LPDTGGQIVYILDQVRALENEMVLRLKKQGLDVSPKILIVTRLIPDAKGTSCNQRLERIS 
                     ******:*********:****:**:*: ***::*********:*** **:*.****::  
 
SUS-SH1             GTEHTDIIRVPFRNENGILRKWISRFDVWPYLETYTEDVSSEIMKEMQAKPDLIIGNYSD 
SUS1                GTEHCHILRVPFRTENGIVRKWISRFEVWPYLETYTDDVAHEIAGELQANPDLIIGNYSD 
SUS2                GTQHTYILRVPFRNENGILKKWISRFDVWPYLETFAEDAAGEIAAELQGTPDFIIGNYSD 
                    **:*  *:*****.****::******:*******:::*.: **  *:*..**:******* 
 
SUS-SH1             GNLVATLLAHKLGVTQCTIAHALEKTKYPNSDIYLDKFDSQYHFSCQFTADLIAMNHTDF 
SUS1                GNLVACLLAHKMGVTHCTIAHALEKTKYPNSDLYWKKFEDHYHFSCQFTTDLIAMNHADF 
SUS2                GNLVASLLSYKMGITQCNIAHALEKTKYPDSDIFWKNFDEKYHFSCQFTADIIAMNNADF 
                    ***** **::*:*:*:*.***********:**:: .:*:.:********:*:****::** 
 
SUS-SH1             IITSTFQEIAGSKDTVGQYESHIAFTLPGLYRVVHGIDVFDPKFNIVSPGADMSVYYPYT 
SUS1                IITSTFQEIAGNKDTVGQYESHMAFTMPGLYRVVHGIDVFDPKFNIVSPGADLSIYFPYT 
SUS2                IITSTYQEIAGSKNTVGQYESHTAFTLPGLYRVVHGIDVFDPKFNIVSPGADMSIYFPHT 
                    *****:*****.*:******** ***:*************************:*:*:*:* 
 
SUS-SH1             ETDKRLTAFHPEIEELIYSDVENSEHKFVLKDKKKPIIFSMARLDRVKNMTGLVEMYGKN 
SUS1                ESHKRLTSLHPEIEELLYSQTENTEHKFVLNDRNKPIIFSMARLDRVKNLTGLVELYGRN 
SUS2                EKAKRLTSLHGSIENLIYDPEQNDEHIGHLDDRSKPILFSMARLDRVKNITGLVEAFAKC 
                    *. ****::* .**:*:*.  :* **   *.*:.***:***********:***** :.:  
 
SUS-SH1             ARLRELANLVIVAG-DHGKESKDREEQAEFKKMYSLIDEYKLKGHIRWISAQMNRVRNGE 
SUS1                KRLQELVNLVVVCG-DHGNPSKDKEEQAEFKKMFDLIEQYNLNGHIRWISAQMNRVRNGE 
SUS2                AKLRELVNLVVVAGYNDVNKSKDREEIAEIEKMHELIKTHNLFGQFRWISAQTNRARNGE 
                     :*:**.***:*.* :. : ***:** **::**..**. ::* *::****** **.**** 
 
SUS-SH1             LYRYICDTKGAFVQPAFYEAFGLTVIESMTCGLPTIATCHGGPAEIIVDGVSGLHIDPYH 
SUS1                LYRYICDTKGAFVQPAFYEAFGLTVVEAMTCGLPTFATAYGGPAEIIVHGVSGYHIDPYQ 
SUS2                LYRYIADTHGAFVQPAFYEAFGLTVVEAMTCGLPTFATLHGGPAEIIEHGVSGFHIDPYH 
                    *****.**:****************:*:*******:** :******* .**** *****: 
 
SUS-SH1             SDKAADILVNFFDKCKADPSYWDEISQGGLQRIYEKYTWKLYSERLMTLTGVYGFWKYVS 
SUS1                GDKASALLVDFFDKCQAEPSHWSKISQGGLQRIEEKYTWKLYSERLMTLTGVYGFWKYVS 
SUS2                PEQAANLMADFFDRCKQDPDHWVNISGAGLQRIYEKYTWKIYSERLMTLAGVYGFWKYVS 
                     ::*: ::.:***:*: :*.:* :** .***** ******:********:********** 
 
SUS-SH1             NLERRETRRYIEMFYALKYRSLASQVPLSFD------ 
SUS1                NLERRETRRYLEMLYALKYRTMASTVPLAVEGEPSSK 
SUS2                KLERLETRRYLEMFYILKFRELAKTVPLAIDQPQ--- 
                    :*** *****:**:* **:* :*. ***:.:       

 

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-SH1. 

 


