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22 | ZP_01145472 Acidiphilium cryptum JF-5 EAR40412 TPR repeat/TPR repeat
16 ZP_00866364 Alkalilimnicola ehrlichei MLHE-1 EAP33894 Methyltransferase FkbM/Methyltransferase FkbM
43 ZP_00417485 Azotobacter vinelandii AvOP EAM06270 Glycosyl transferase, family 2:TPR repeat/Glycosyl transferase, family 2:TPR repeat
— 1 ZP_00473995 Chromohalobacter salexigens DSM 3043 EAM22698 Sulfotransferase: TPR repeat/Sulfotransferase: TPR repeat
17 ZP_00607198 Magnetococcus sp. MC-1 EAN28424 TPR repeat:Ankyrin/TPR repeat:Ankyrin
I YP_427939 Rhodospirillum rubrum ATCC 11170 ABC23652 hypothetical protein Rru_A2855/conserved hypothetical protein
NP_772263 Bradyrhizobium japonicum USDA 110 BAC50888 TPR domain protein/TPR domain protein
3 ZP_00863835 Bradyrhizobium sp. BTAi1 EAP26026 TPR repeat/TPR repeat
55 |4:ZF’_00863833 Bradyrhizobium sp. BTAi1 EAP26024 TPR repeat/TPR repeat
2 71 ZP_00863834 Bradyrhizobium sp. BTAi1 EAP26025 TPR repeat/TPR repeat
ZP_00860332 Bradyrhizobium sp. BTAi1 EAP29684 TPR repeat/TPR repeat
D 67 NP_771091 Bradyrhizobium japonicum USDA 110 BAC49716 hypothetical protein blr4451/blr4451
39 34 4|£|:NPJ71092 Bradyrhizobium japonicum USDA 110 BAC49717 hypothetical protein blr4452/blr4452
71 NP_771090 Bradyrhizobium japonicum USDA 110 BAC49715 hypothetical protein blr4450/blr4450
ZP_00859334 Bradyrhizobium sp. BTAi1 EAP31235 TPR repeat/TPR repeat
79 l—YP7487406 Rhodopseudomonas palustris HaA2 ABD08495 TPR repeat protein/TPR repeat protein
23 |b_,|rNP_949253 Rhodopseudomonas palustris CGA009 CAE29357 TPR repeat/TPR repeat
0 ZP_00807632 Rhodopseudomonas palustris BisA53 EA092089 IMP dehydrogenase/GMP reductase:TPR repeat:Tetratricopeptide TPR_4 /IMP dehydrogenase/GMP reductase:TPR repeat:Tetratricopeptide TPR_4
1 ZP_00811120 Rhodopseudomonas palustris BisA53 EAO88636 IMP dehydrogenase/GMP reductase: TPR repeat: TPR-related region /IMP dehydrogenase/GMP reductase:TPR repeat: TPR-related region
YP_113965 Methylococcus capsulatus str. Bath AAU92442 TPR domain protein/TPR domain protein
72 ——YP_292426 Prochlorococcus marinus str. NATL2A AAZ58723 TPR repeat/TPR repeat
72 | L—YP_292425 Prochlorococcus marinus str. NATL2A AAZ58722 TPR repeat/TPR repeat
L YP_292019 Prochlorococcus marinus str. NATL2A AAZ58316 TPR repeat/TPR repeat
43 ZP_00589280 Pelodictyon phaeoclathratiforme BU-1 EAN25512 TPR repeat/TPR repeat
10 39 60 { ZP_00589279 Pelodictyon phaeoclathratiforme BU-1 EAN25511 TPR repeat/TPR repeat
70 ZP_00529233 Chlorobium phaeobacteroides DSM 266 EAM34521 TPR repeat/TPR repeat
72 I:ZP_00529234 Chlorobium phaeobacteroides DSM 266 EAM34522 TPR repeat/TPR repeat
66 —AAR38498 uncultured bacterium 583 TPR repeat protein
38 70 L AAR38495 uncultured bacterium 583 TPR repeat protein
49-AAR37916 uncultured bacterium 560 TPR domain protein
%q-_—AAR37904 uncultured bacterium 560 TPR domain protein
55 AAR38497 uncultured bacterium 583 TPR repeat protein
37 YP_421720 Magnetospirillum magneticum AMB-1 BAE51161 SPY protein/SPY protein
—1 ZP_00565558 Methylobacillus flagellatus KT EAN02531 TPR repeat/TPR repeat
72 I XP_858769 Canis familiaris XP_885088 Bos taurus XP_858842 Canis familiaris PREDICTED: similar to O-linked GIcNAc transferase isoform 1 isoform 7/PREDICTED: similar to O-linked N-acetylglucosamine transferase isoform 10 /PREDICTED: similar to O-li
72 L—————NP_498563 Caenorhabditis elegans E88499 018158 AAB63465 AAA62535 O-Linked GIcNAc Transferase family member (ogt-1)/E88499 protein K04G7.3 /OGT1_CAEEL UDP-N-acetylglucosamine--peptide N-acetylglucosaminyltransferase (O-GlcNAc) (OGT)/O-linked GIcNAc tr
72 I—AT3G04240 =NP_187074 Q9M8Y0 AAF26789 AAL60196 AAM13988 AAM51415 SEC (SECRET AGENT); transferase, transferring glycosyl groups/SEC_AR ATH Probable UDP-N-acetylglucosamine--peptide N-acetylglucosaminyltransferase SEC (Protein SECRET AGENT)/putative O-
2 | 1[ XP_465744 Oryza sativa (japonica cultivar-group) BAD21873 BAD21878 putative O-linked N-acetyl glucosamine transferase/putative O-linked N-acetyl glucosamine transferase /putative O-linked N-acetyl glucosamine transferase
NP_914822 Oryza sativa (japonica cultivar-group) putative O-linked GIcNAc transferase
37 I ZP_00676145 Pelobacter propionicus DSM 2379 EAO38355 TPR repeat/TPR repeat
L ZP_00606402 Magnetococcus sp. MC-1 EAN29171 TPR repeat/TPR repeat
2 ] 72 —YP_421973 Magnetospirillum magneticum AMB-1 BAE51414 Predicted O-linked N-acetylglucosamine transferase/Predicted O-linked N-acetylglucosamine transferase
13 L 7P 00053564 Magnetospirillum magnetotacticum MS-1 COG3914: Predicted O-linked N-acetylglucosamine transferase, SPINDLY family
19 ZP_00810838 Rhodopseudomonas palustris BisA53 EAO88907 TPR repeat: Tetratricopeptide TPR_4/TPR repeat:Tetratricopeptide TPR_4
—1 ZP_00607616 Magnetococcus sp. MC-1 EAN27939 TPR repeat/TPR repeat
3 ZP_00688165 Burkholderia ambifaria AMMD EAQ45376 TPR repeat/TPR repeat
72 YP_367585 Burkholderia sp. 383 ABB06941 TPR repeat protein/TPR repeat protein
72 ZP_00988024 Burkholderia dolosa AUO158 COG0457: FOG: TPR repeat
65 ZP_00988023 Burkholderia dolosa AUO158 COG0457: FOG: TPR repeat
63 LEZP_OOGB& 64 Burkholderia ambifaria AMMD EAO45375 TPR repeat/TPR repeat
YP_367586 Burkholderia sp. 383 ABB06942 TPR repeat protein/TPR repeat protein
34 72 —ZP_00688163 Burkholderia ambifaria AMMD EAO45374 TPR repeat/TPR repeat
L—Z7P_00988022 Burkholderia dolosa AUO158 COG0457: FOG: TPR repeat
70 ZP_00988027 Burkholderia dolosa AUO158 COG3914: Predicted O-linked N-acetylglucosamine transferase, SPINDLY family
] 72 |_|_—ZP7006881 67 Burkholderia ambifaria AMMD EAOQ45378 TPR repeat/TPR repeat
25 YP_367584 Burkholderia sp. 383 ABB06940 TPR repeat protein/TPR repeat protein
ZP_00607518 Magnetococcus sp. MC-1 EAN28056 TPR repeat/TPR repeat
2 NP_418938 Caulobacter crescentus CB15 AAK22106 TPR domain protein/TPR domain protein
YP_284011 Dechloromonas aromatica RCB AAZ45541 TPR repeat/TPR repeat
YP_049832 Erwinia carotovora subsp. atroseptica SCRI1043 CAG74637 hypothetical protein ECA1732/hypothetical protein
ZP_00279043 Burkholderia xenovorans LB400 COG0457: FOG: TPR repeat
22 YP_443704 Burkholderia thailandensis E264 ABC39306 TPR domain protein/TPR domain protein
70 2 ZP_00596105 Ralstonia metallidurans CH34 EAN51901 TPR repeat/TPR repeat
72 ZP_00981143 Burkholderia cenocepacia PC184 COG0457: FOG: TPR repeat
47 ZP_00459377 Burkholderia cenocepacia HI2424 ZP_00456689 Burkholderia cenocepacia AU 1054 EAM10593 EAM21312 Burkholderia cenocepacia HI2424 TPR repeat/TPR repeat /TPR repeat /TPR repeat
72 rZP_01095359 root ZP_01026844 Burkholderia mallei 10229 ZP_01007203 Burkholderia mallei SAVP1 ZP_00929115 Burkholderia mallei FMH ZP_00444847 Burkholderia mallei NCTC 10247 ZP_00933798 Burkholderia mallei JHU ZP_00439282 Burkholderia mallei
LZP_00470567 root ZP_00489279 Burkholderia pseudomallei 668 ZP_00499507 root ZP_00477329 ZP_00891608 Burkholderia pseudomallei 1106a ZP_00896010 root YP_331511 Burkholderia pseudomallei 1710b ZP_00938509 Burkholderia pseudomallei 406e YP_10
XP_627974 Cryptosporidium parvum lowa Il EAK88456 Cryptosporidium parvum spindly like TPR repeats/spindly like TPR repeats, predicted plant origin
12 YP_399070 Synechococcus elongatus PCC 7942 YP_172158 Synechococcus elongatus PCC 6301 BAD79638 ABB56083 Synechococcus elongatus PCC 7942 TPR repeat/SPY protein /SPY protein /TPR repeat
28 XP_638298 Dictyostelium discoideum AX4 EAL64795 Dictyostelium discoideum hypothetical protein DDB0186417/hypothetical protein DDB0186417
46 2820_Cre
71 Ppa_SPY_7_1
63 42 Ppa_SPY_3_1
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£|—_082422 Hordeum vulgare AAC36055 Hordeum vulgare subsp. vulgare SPY_HORVU Probable UDP-N-acetylglucosamine--peptide N-acetylglucosaminyltransferase SPINDLY (HvSPY)/gibberellin action negative regulator SPY
XP_483767 Oryza sativa (japonica cultivar-group) Q6YZI0 Oryza sativa BAD13137 Oryza sativa (japonica cultivar-group) putative gibberellin action negative regulator SPY/SPY_ORYSA Probable UDP-N-acetylglucosamine--peptide N-acetylglucosaminyltransf
58 4 082039 Petunia x hybrida CAA76834 SPY_PETHY Probable UDP-N-acetylglucosamine--peptide N-acetylglucosaminyltransferase SPINDLY (PhSPY)/SPINDLY protein

34

Q8LP10 Eustoma grandiflorum BAC11808 SPY_EUSGR Probable UDP-N-acetylglucosamine--peptide N-acetylglucosaminyltransferase SPINDLY (EgSPY)/SPINDLY
55 Q8RVB2 Lycopersicon esculentum CAC85168 CAC85169 SPY_LYCES Probable UDP-N-acetylglucosamine--peptide N-acetylglucosaminyltransferase SPINDLY (LeSPY)/SPY protein /SPY protein
62 rBAD94413 Arabidopsis thaliana BAD95289 spindly/spindly

AT3G11540 = NP_187761 NP_974286 Q96301 AAC49446 AAG51433 BgD94086 SPY (SPINDLY); tranferase, transferring glycosyl groups/SPY (SPINDLY) /SPY_ARATH Probable UDP-N-acetylglucosamine--peptide N-acetylglucosaminyltransferase SPINDLY /SPINDLY/spindly (g




