
 1         cttttaaaaatcccctccaataatcacctttccctctc 
     39 tgcatctagaaacttcttcgcttctcgtctcatctcatctcatcc 
     74 ATGGCGTCCGATCTCTCAACAAAAGCTAAAGAAGCATACATCGAC 
         M [A  S  D  L  S  T  K  A  K  E  A  Y  I  D  
    119 GATCACTTTGAACTCGCCGTTAACCTGTACTCTCAAGCCATTGCT 
         D  H  F  E  L  A  V  N  L  Y  S  Q  A  I  A  
    164 GTTACTCCTAATAATCCCGAACTTTTCGTTGACCGTGCTCAAGCT 
         V  T  P  N  N][P  E  L  F  V  D  R  A  Q  A  
    209 AATATCAAACTCCACAACTTCACCGAAGCTGTTACTGATGCAAAC 
         N  I  K  L  H  N  F  T  E  A  V  T  D  A  N  
    254 ACGGCGATTGAGTTAGATCCATCAACGGCAAACGCATATATGCGC 
         T  A  I  E  L  D  P  S  T][A  N  A  Y  M  R  
    299 AAGGGTTTGGCCTGTATGGAACTTGAAGAGTACCAAACTGCGAAG 
         K  G  L  A  C  M  E  L  E  E  Y  Q  T  A  K  
    344 GCAGCTCTGGAAACTGGTGCTTCTTTAGCACCAGGAGAATCAAGA 
         A  A  L  E  T  G  A  S  L  A  P  G  E] S  R  
    389 TTCACTAGCTTAATCAAAGAATGTGATGAACACATTGCAGGGAAA 
         F  T  S  L  I  K  E  C  D  E  H  I  A  G  K  
    434 GCTGGAGAATTGCCTAAGCATGCAACAGTTGAAACCTCAGCAAGT 
         A  G  E  L  P  K  H  A  T  V  E  T  S  A  S  
    479 GTTGTCCCTCCTGCTGAATCAAAGTCACTGGATAATGTTGCTGCT 
         V  V  P  P  A  E  S  K  S  L  D  N  V  A  A  
    524 GTTACAAAAGATACCCAACTGGCTTATAAATCCTGTGAAAGAACA 
         V  T  K  D  T  Q  L  A  Y  K  S  C  E  R  T  
    569 CCTGCTGTCAAACCAAAATACAGGCATGAATTCTATCAGAAACCA 
         P  A  V [K  P  K  Y  R  H  E  F  Y  Q  K  P  
    614 GAGGAGGTGGTGGTAACCATATTTGCCAAGGGTATACCTGCCAAG 
         E  E  V  V  V  T  I  F  A  K  G  I  P  A  K  
    659 AATGTTTCAGTTGACTTTGGCGAACAAATACTTAGTGTTAGCATT 
         N  V  S  V  D  F  G  E  Q  I  L  S  V  S  I  
    704 GATATACCAGGCGAAGTTGCATACTCTTTCCAGCCTAGGTTGTTC 
         D  I  P  G  E  V  A  Y  S  F  Q  P  R  L  F  
    749 GGTAAGATAATACCTCAAAAATGCAGATATGAAGTTATGTCTACC 
         G  K  I  I  P  Q  K  C  R  Y  E  V  M  S  T  
    794 AAATTTGAGATTCGCCTTGCTAAAGCTGAATCTGTACACTGGACA 
         K  F  E  I  R  L  A  K  A  E  S  V  H  W  T  
    839 ACCCTTGAGTATACTAGGGATATTGCTGTAGTACAGAGGCCAAAT 
         T  L  E] Y  T  R  D  I  A  V  V  Q  R  P  N  
    884 GTGTCATCAGGCAGCTATAAGCCTAGCTACCCTTCCTCTAAATTG 
         V  S  S  G  S  Y  K  P [S  Y  P  S  S  K  L  
    929 AGATGCAAGGATTGGGATAAACTAGAGGCTCAAGTGAAAAAGGAG 
         R  C  K  D  W  D  K  L  E  A  Q  V  K  K  E  
    974 GAAAAAGAAGAAAAACTGGATGGAGATGCAGCATTGAACAAATTT 
         E  K  E  E  K  L  D  G  D  A  A  L  N  K  F  
   1019 TTCCGAGATATTTACAAAGATGCTGATGAGGATGCAAGAAGAGCT 
         F  R  D  I  Y  K  D  A  D  E  D  A  R  R  A  
   1064 ATGATGAAATCATTTGTGGAATCAAATGGGACTGTTCTGTCCACA 
         M  M  K  S  F  V  E  S  N  G  T  V  L  S  T  
   1109 AACTGGAAAGAGGTTGGTACTAAGAAGGTGGAAGGAAGCCCTCCA 
         N  W  K  E  V  G  T  K  K  V  E  G  S  P  P  
   1154 GATGGCATGGAGCTGAAGCAATGGGAATACTAGaaaatgtagctc 
         D  G  M  E  L  K  Q  W  E  Y] * 
   1199 ctctttatcttttgcgaccatttcctgcatttccttttt 

Supplemental Figure S1. Kim et al. 

  



            (----------------------------------------TPR domain----- 
CaSGT1  ----MASDLSTKAKEAYIDDHFELAVNLYSQAIAVTPNNPELFVDRAQANIKLHNFTEAV 56 
NtSGT1  ----MASDLETRAKEAFIDDHFELAVDLYTQAIAMTPKNAELFADRAQANIKLNYFTEAV 56 
CaSgt1b ----MASDLETRAKEAFIDDHFELAVDLYTQAISLSPKNPELFADRAQANIKLNYFTEAV 56 
OsSgt1  MATAAASDLESKAKAAFVDDDFELAAELYTQAIEASPATAELYADRAQAHIKLGNYTEAV 60 
AtSGT1a ----MAKELADKAKEAFVDDDFDVAVDLYSKAIDLDPNCAEFFADRAQAYIKLESFTEAV 56 
AtSGT1b ----MAKELAEKAKEAFLDDDFDVAVDLYSKAIDLDPNCAAFFADRAQANIKIDNFTEAV 56 
 
        ----------------------------------------------) 
CaSGT1  TDANTAIELDPSTANAYMRKGLACMELEEYQTAKAALETGASLAPGESRFTSLIKECDEH 116 
NtSGT1  VDANKAIELDPSMSKAYLRKGLACMKLEEYQTAKAALETGASLAPAESRFTKLIKECDER 116 
CaSgt1b VDANKAIELDPYMSKAYLRKGLACMKLEEYQTAKAALETGASLAPGESRFTKLMKECDES 116 
OsSgt1  ADANKAIELDPSMHKAYLRKGAACIRLEEYQTAKAALELGYSFASGDSRFTRLMKECDER 120 
AtSGT1a ADANKAIELDPSLTKAYLRKGTACMKLEEYRTAKTALEKGASITPSESKFKKLIDECNFL 116 
AtSGT1b VDANKAIELEPTLAKAYLRKGTACMKLEEYSTAKAALEKGASVAPNEPKFKKMIDECDLR 116 
 
                                                            (======= 
CaSGT1  IAGKAGELPKHATVETSASVVPPAESKSLDNVAAVTKDTQLAYKSCERTPAVKPKYRHEF 176 
NtSGT1  IAEEAGELPNQSVDKTSGNVVAPPASESLDNVAVAPKDAQPTVNLSYQGSAARPKYRHEF 176 
CaSgt1b IAEEAGELPNISLEKPSANAVASSASELSDNVAIAPRDPQSTVTLSHQESAAKPKYRHEF 176 
OsSgt1  IAEELTEVP---VKKAEDGAAAPSVASFVE-----EKDDAANMDNTPPMVEVKPKYRHDF 172 
AtSGT1a ITEEEKDLVQPVPSTLPSSVTAPPVS------------ELDVTPT------AK--YRHEY 156 
AtSGT1b IAEEEKDLVQPMPPSLPSSSTTPLAT------------EADAPPVPIPAAPAKPMFRHEF 164 
 
        ======================CS domain============================= 
CaSGT1  YQKPEEVVVTIFAKGIPAKNVSVDFGEQILSVSIDIPGEVAYSFQPRLFGKIIPQKCRYE 236 
NtSGT1  YQKPEEVVVTIFAKGIPAKNVVVDFGEQILSVSIDVPGDETYSFQPRLFGKITPAKCRYE 236 
CaSgt1b YQKPEEVVVTIFAKGIPAKNVVVDFGEQILSVSIDLPGGETYSFQPRLFGKITPAKCRYE 236 
OsSgt1  YNSATEVVLTIFAKGVPAENVVVDFGEQMLSVSIEVPGEEPYHFQPRLFSKIIPEKSRYQ 232 
AtSGT1a YQKPEEVVVTVFAKGIPKQNVNIDFGEQILSVVIEVPGEDAYYLQPRLFGKIIPDKCKYE 216 
AtSGT1b YQKPEEAVVTIFAKKVPKENVTVEFGEQILSVVIDVAGEEAYHLQPRLFGKIIPEKCRFE 224 
 
        =====================)                      (*************** 
CaSGT1  VMSTKFEIRLAKAESVHWTTLEYTRDIAVVQRPNVS--SGSYKPSYPSSKLRCKDWDKLE 294 
NtSGT1  VMSTKIEIRLAKAEPLHWTSLEYTRASAVVQRPNVS--SDAPRPSYPSSKLRHVDWDKLE 294 
CaSgt1b VMSTKIEIRLAKAEPLHWTSLDYTREPVVIHRPVVS--SAAPRPSYPSSKLRNVDWDKLE 294 
OsSgt1  VLSTKVEIRLAKAEQITWTSLDYDKKPKAVPQKIIPPAESAQRPSYPSSKSK-KDWDKLE 291 
AtSGT1a VLSTKIEIRLAKADIITWASLEHGKGPAVLPKPNVS-SEVSQRPAYPSSKKV-KDWDKLE 274 
AtSGT1b VLSTKVEIRLAKAEIITWASLEYGKGQSVLPKPNVS-SALSQRPVYPSSKPA-KDWDKLE 282 
 
        ***************************SGS domain*********************** 
CaSGT1  AQVKKEEKEEKLDGDAALNKFFRDIYKDADEDARRAMMKSFVESNGTVLSTNWKEVGTKK 354 
NtSGT1  AEVKKEEKDEKLDGDAALNKFFRDIYKDADEDTRRAMMKSFVESNGTVLSTNWKEVGTKK 354 
CaSgt1b AQVKKEEKDEKLDGDAALNKFFRDIYKDADEDTRRAMMKSFVESNGTVLSTNWKEVGTKK 354 
OsSgt1  AEVKKEEKEEKLEGDAALNKFFRDIYSDADEDMRRAMMKSFVESNGTVLSTNWKDVGSKK 351 
AtSGT1a AEVKKQEKDEKLEGDAALNKFFREIYQNADEDMRRAMSKSFVESNGTVLSTNWQEVGTKT 334 
AtSGT1b AEVKKQEKDEKLDGDAAMNKFFSDIYSSADEDMRRAMNKSFAESNGTVLSTNWKEVGTKK 342 
 
        ***************) 
CaSGT1  VEGSPPDGMELKQWEY 370 
NtSGT1  VEGSPPDGMELKKWEI 370 (79%) 
CaSgt1b VEGSPPDGMELKKWEI 370 (77%) 
OsSgt1  VEGSPPDGMELKKWEY 367 (64%) 
AtSGT1a IESTPPDGMELKKWEI 350 (63%) 
AtSGT1b VESTPPDGMELKKWEY 358 (62%) 
 
 Supplemental Figure S2. Kim et al.. 
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