[image: ][image: ]Figure S1: nucleotide sequence alignment of TaPTST1 homeologues in ‘C306’ and ‘Chinese spring’.
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Figure S2: amino-acid sequence alignment of TaPTST1 homeologues in ‘C306’ and ‘Chinese spring’.




















[image: ]Figure S3: depiction of predicted TaPTST1 secondary structure by psipred webserver. 










Table S1: Primers used in the study. 
	Primers for qRT PCR

	Identifier
	Forward Primer (3’5’)
	Reverse primer (3’5’)
	Expected band size (bp)

	PTST 6DS
	AGCTACTGTTGGCATGATTGATGCTCT
	TTCAATCCTATGGAGATATGGCATCAAG
	180

	PTST 6BS
	TAGCCTGACAACTGGAGACACCGCT
	TTCCAGGAGTGCCTTGATGTCGCT
	90

	PTST6AS
	TATCAGTTCTGCGATGCTGCCGCG
	CTTGATTTCGTAGCTTTATTATGCACACA
	91

	GBSSI7AS

	AGGAAGAAGAAGAAGAAGAAGAAGCAGAAG
	GGAATCTGTCGGTGACGCTGAGGA
	165

	GBSSI 4AL

	CGCTTGTTGTAGTGAAGGGCCGATA
	TCACAAGCACAACCCCTAACTTCTTACCTT
	130

	GBSSI 7DS

	TACATACAATCAGGAGCCTCTGCCAGT
	ATCTGATCTCCTCTTCTTCTTGGACGGA
	137

	Primers for cloning 

	TaPTST1
	GGATCCATGGAATGCTTGACTGCGAGTTT
	GAGCTCCTATTGCACGACGAGTTTATTG
	879

	TaPTST1-209
	ATCGAGAATTCATGGAATGCTTGACTGCGAGTT
	GATACTCTCGAGAGGTCTTAAAGACTCGATGTCCT
	627

	GBSSI WOTP_pET28a
	GAATTCGCCACGGGCAGCGGCGGCATGAA
	CTCGAGTCAGGGAGCGGCGACGTTCTCCAGGG
	1605

	TaPTST1_BiFC construct
	CCTGAGGATCCATGGAATGCTTGACTGCGAGTTT
	ATTATCCCGGGTTGCACGACGAGTTTATTGTTCTGTGT
	879

	GBSSI_BiFC construct
	CCTGACTCGAGATGGCGGCTCTGGTCACGTCCCA
	ATTATCCCGGGGGTAGCGGCGACGTTCTCCAG
	1815

	Primers for sequencing

	35S_promoter
	AAGGAAGTTCATTTCATTTGGAGAGAA
	-
	-

	Nos_terminator
	-
	CATGCTTAACGTAATTCAACAGAAAT
	-

	pJET1.2
	CGACTCACTATAGGGAGAGCGGC
	AAGAACATCGATTTTCCATGGCAG
	-

	T7_promoter
	TTAATACGACTCACTATAG
	-
	-

	T7_terminator
	-
	ACCGCTGAGCAATAACTAGCA
	-
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TraesCS60026090900  ATGGARTGCTTGACTGCGAGT TTCGCCGCGAGGARTGCGGGTAGGGAT TRTARCT TCGTATGTCCGAGTARGCCCGCGEGCEAGARGCARTGGAT TCARG
£306_60 ATGGARTGCTTGACTGCGAGT TTCGCCGCGAGGARTGCGGETAGGGAT TRTAACT TCGTATGTCCGAGTARGCCCGCGGGCEAGARGCARTGGAT TCARG
TraesCS6B026130700 ATGGARTGCTTGACTGCGAGT TTCACCGCGAGGARTGCGGGTAGGGAGTATARCT TCGTATGCCCGAGTARGCCCGCGTGCGAGARGCARTGGAT TCCAG
C306_68 ATGGARTGCTTGACTGCGAGT TTCACCGCGAGGARTGCGGGTAGGGAGTATARC T TCGTATGCCCGAGTARGCCCGCGTGCGAGARGCARTGGAT TCCAG
TraesCS6A026102300  ATGGARTGCTTGACTGCGAGT TTCGCCGCARGGARTGCGTGTATGGAGTATARAT TCGTATGCCCGAGTARGCCTGCGTGCGAGARGCARTGGATTCLTG
€306_6A ATGGARTGCTTGACTGCGAGT TTCGCCGCARGGARTGCGTGTATGGAGTATARRT TCGTATGCCCGAGTARGCCTGCGTGCGAGARGCARTGGATTCCTG

Consensus  ATGGARTGCTTGACTGCGAGTTTCECCGCEAGGARTGCGGTAZGGALTATARCTTCRTATGCCCGAGTARGCCCGCGL GCGAGAAGCARTGGATTC a6

101 110 120 130 140 150 160 170
I

TraesCS60026090900 GARGGGTTCTCTGCTATTTTACAGCTTACACARACTCTAGCCGATGCTGCARGETTGCCACTGGGGTGTACCCCATCAGCCCAGTTGTTGGCAGACGTTC
£306_60 GARGGGTTCTCTGCTATTTTACAGCTTACACARACTCTAGCCGATGCTGCARGT TGCCACTGGGETGTACCCCATCAGCCCAGTTGTTGGCAGACGTTC
TraesCS6B026130700 GARGGGTTCTCTGCTATTTTACAGCTTACGCARACTCTAGCCGATGCTGCARGETCECCACTGGGGTGTATCCCATCAGCCCAGTTGTTGECAGACGTTC
C306_68 GARGGGTTCTCTGCTATTTTACAGCTTACGCARACTCTAGCCGATGCTGCARGETCGCCACTGGGGTGTATCCCATCAGCCCAGTTGTTGGCAGACGTTC
TraesCS6A026102300  GARGGGTTCTCTGCTATTTTACAGCTTACACARACTCTAGCAGACGCTGCARGETTGCCACTGGGGTGTGTCCCGTCAGCCCAGTTGTTGECAGGCGTTC
C306_6A GARGGGTTCTCTGCTATTTTACAGCTTACACARACTCTAGCAGACGCTGCARGGT TGCCACTGGGETGTGTCCCRTCAGCCCAGTTGTTGECAGECGTTC

Consensus  GARGGGTTCTCTGCTATTTTACAGCTTACACARACTCTAGCCGAE GCTGCARGETE GCCACTGRGETT at CCCATCAGCCCAGTTGTTGECAGACETTC

201 210 220 230 240 250 260 270
I

TraesCS60026090900 ACGCTGGAGATCTTTCGCAGCARGT TTGART TTAGAGARTGGGCCTGCACCATCGAGTTCGACATCGTCTTCATCAGGGCAGACTAGTGAGCAGCTTACE
£306_60 ACGCTGGAGATCTTTCGCAGCARGT TTGART TTAGAGARTGGGCCTGCACCATCGAGTTCGACATCGTCTTCATCAGGGCAGACTAGTGAGCAGCTTACT
TraesCS6B026130700 ACGCTGGAGATCTTTTGCAGCARGT TTGART TTAGARARTGGGCCTGCACCATCGAGTTCGACATCATCTTCATCTGGGCAGACTAGTGAGCAGCTTACT
C306_68 ACGCTGGAGATCTTTTGCAGCARGT TTGART TTAGARARTGGGCCTGCACCATCGAGTTCGACATCATCTTCATC TGGGCAGACTAGTGAGCAGCTTACT
TraesCS6A026102300  ACGCTGGAGATCTTTCGCAGCARGT TTGART TTAGARARTGGGCCTGCACCATCGAGTTCGACATCGTC T TCATCAGGGCAGECTAGTGAGCAGCTGACT
€306_6A ACGCTGGAGATCTTTCGCAGCARGT TTGART TTAGARARTGGGCCTGCACCATCGAGTTCGACATCGTCTTCATCAGGGCAGECTAGTGAGCAGCTGACT

Consensus  ACGCTGGAGATCTTTCGCAGCARGT TTGART TTAGAGARTGGGCCTGCACCATCGAGTTCGACATCE TCTTCATCAGE6CAGACTAGTGAGCAGCTEACT

201 310 320 330 340 350 360 370
I

TraesCS60026090900  TCAGACCAGTTGARATCTCT TTTGGCTGATARAGARCGARGTARGC T TTTGAGARAGC TARGTGARGCARACCAGCTGARCCGGTTTCTCARGAGACAGT
£306_60 TCAGACCAGTTGARATCTCTTTTGGCTGATARAGARCGARGTARGC T TTTGAGARAGC TAAGTGARGCARACCAGCTGARCCGGT TTCTCARGAGACAGT
TraesCS68026130700  TCAGCCGAGTTGARATCTCTTTTGGCTGATARAGARCGARGTARGC T T TGAGARAGC TARGTGARGCARACCAGCAGARCCGGT T TCTCARGAGACAGT
C306_68 TCAGCCGAGTTGARATCTCTTTTGGCTGATARAGARCGARGTARGC T T TGAGARAGC TAAGTGARGCARACCAGCAGARCCGET TTCTCARGAGACAGT
TraesCS6A026102300  TCAGCCGAGTTGARATCTCTTTTGGCTGATARAGARCGARGTARGC T TTTGAGARAGC TAAGTGARGCARACCAGCTGARCCGGT TTCTCARGAGACAGT
€306_6A  TCAGCCGAGTTGARATCTCTTTTGGCTGATARAGARCGARGTARGC T T TGAGARAGC TAAGTGARGCARACCAGCTGARCCGGT TTCTCARGAGACAGT

Consensus  TCAGCCEAGTTGARATCTCTTTTGGC TGATARAGAACGARGTARGC TTTTGAGARAGC TARGTGARGCARACCAGCE GARCCGGTTTCTCARGAGACAGT

a1 a0 a20 a30 aq0 as0 a0 a7
I

TraesCS60026090900 CGCARATARAGGATGATGCART TGTARAGT TCAGARGTGARCT TGCTGTTTTGGARCT TGARCTGCAGGCTTTGGTTGGCCTAGCTGARGAGAT TGCTAR
£306_60 CGCARATARRGGATGATGCART TGTARAGT TCAGARGTGARCTTGC TG TTTGGARCT TGARCTGCAGGCTTTGGTTGGCCTAGCTGARGAGAT TGCTAA
TraesCS68026130700 CGCARATARRGGATGATGCART TGTTAAGT TCAGARGTGARCTTGCTGTTTTGGARCT TGARCTGCAGGCTTTGGTTGECCTAGCTGARGAGAT TGCTAA
C306_68 CGCARATARRGGATGATGCART TGTTAAGT TCAGARGTGARCTTGCTGTTTTGGARCT TGARCTGCAGGCTTTGGTTGGCCTAGCTGARGAGAT TGCTAA
TraesCS6A026102300 CGCARATARRGGATGATGCART TGTARRGT TCAGARGTGARCTTGCTGTTTTGGARCT TGARCTGCAGGCTTTGGTTGECCTAGCTGARGAGAT TGCTAA
€306_6A CGCARATARRGGATGATGCART TGTARAGT TCAGARGTGARCTTGCTGTTTTGGARCT TGARCTGCAGGCTTTGGTTGGCCTAGCTGARGAGAT TGCTAA

Consensus  CGCARATARAGGATGATGCART TGTaARGTTCAGARGTGARCTTGCTGTTTTGGARCT TGARCTGCAGECTTTGGTTGGCCTAGCTGARGAGAT TGCTAR





image2.png
< G (0 A Notsecure | multalintoulouseinrafr/multalin/cgi-bin/multalinpl w2 n@

TraesCS60026090900  TTTTGATGTTCCATCAGGGTCARGGARGGTARATGGARARTATAT TCAGTCTCATCTTCTCTCCAGAT TAGARGCTGTCCATGACARGET TRTGGCACAG
C306_60 TTTTGATGTTCCATCAGGGTCARGGARGGTARRTGGARRRTATAT TCAGTCTCATCTTCTCTCCAGAT TAGARGCTGTCCATGACARGGT TATGGCACAG
TraesCS6B026130700  TTTTGATATTCCATCAGGGTCARGGARGETARATGGGARRTATAT TCAGTCTCATCTTCTCTCCAGAT TAGARGCTGTTCATGACARGET TATGGTACAG
C306_68 TTTTGATATTCCATCAGGGTCARGGARGGTARATGGGARRTATAT TCAGTCTCATCTTCTCTCCAGAT TAGARGCTGTTCATGACARGGT TATGGTACAG
TraesCS6A026102300  TTTTGATGTTCCATCAGGGTCARGGARGGTARATGGARRRTATAT TCAGTCTCATCTTCTCTCCAGAT TAGARGCTGTCCATGACARGT TATGGTACAG
C306_6A  TTTTGATGTTCCATCAGGGTCARGGARGGTARRTGGARRRTATAT TCAGTCTCATCTTCTCTCCAGAT TAGARGCTGTCCATGACARGGT TATGGTACAG

Consensus  TTTTGATTTCCATCAGGGTCARGGARGGTARATGGAAAATATATTCAGTCTCATC TTCTCTCCAGAT TAGARGC TG TcCATGACARGGT TATGGLACAG

601 610 620 630 640 650 660 670
I

TraesCS60026090900  ATAAAGGACATCGAGTCTTTAAGACCTCGAGARATCACTGTCCAT T6G6T TGGCATGGCTGAGARCGTGCARRT TATGGGCTCCTTCGATGECTGRTCAC
£306_60 ATARAGGACATCGAGTCTTTARGACCTCGAGARATCACTGTCCAT TGGGTTGGCATGGCTGAGARCGTGCARRT TATGGGCTCCTTCGATGECTGETCAC
TraesCS6B026130700  ATARAGGATATCGAGTCTTTCAGACCTCGAGARATCGCTGTCCAT TGG6TTGGCATGGCTGAGARCGTGCARRT TATGEGCTCCTTCGATGECTGETCAC
C306_68 ATARAGGATATCGAGTCTTTCAGACCTCGAGARATCGCTGTCCAT TGGGTTGGCATGGCTGAGARCGTGCARRT TATGGGCTCCTTCGATGECTGETCAC
TraesCS6A026102300  ATARRGGACATTGAGTCTTTARGACCTCGAGARGTCGCTGTCCAT TGG6TTGGCATGGCTGAGARCGTGCARRT TATGEGCTCCTTTGATGECTGETCAC
€306_6A ATARAGGACATTGAGTCTTTAAGACCTCGAGARGTCGCTGTCCAT TGG6TTGGCATGGCTGAGARCGTGCARRT TATGGGCTCCTTTGATGECTGETCAC

Consensus ATARAGGACATCGAGTCTTTaAGACC TCGAGARATCC TGTCCATTGGGTTGGCATGGC TGAGAACGTGCARAT TATGGGCTCC TTCGATGRCTGRTCAC

701 710 720 730 740 750 760 770
I

TraesCS60026090900 ATGGTGAGGCARTGTCGAGAGARTAT TCAGGGGAT TATGCGAGAT TCTCTGCGACTCTGAGGCTTAGACCTGGGAGCTACGARATCARGT TCTTGGTGGA
C306_60 ATGGTGAGGCARTGTCGAGAGARTAT TCAGGGGAT TATGCGAGAT TCTCTGCGACTCTGAGGCT TAGACCTGGGAGCTACGARRTCARGT TCTTGGTGGA
TraesCS6B026130700  ATGGTGAGGCARTGTCGAGGGARTAT TCAGGGGAT TATGCGAGAT TCTCTGCGACTCTGAGGCTTAGACCTGGGAGCTACGARRTCARGT TCTTGGTGGA
C306_68 ATGGTGAGGCARTGTCGAGGGARTAT TCAGGGGAT TATGCGAGAT TCTCTGCGACTCTGAGGCT TAGACCTGGGAGCTACGARRTCARGT TCTTGGTGGA
TraesCS6A026102300  ATGGTGAGGCARTGTCGAGGGARTAT TCAGGGGAT TATGCGAGAT TCTCTGCGACTCTGAGGCTTAGACCTGGGAGCTACGARRTCARGT TCTTGGTGGA
C306_6A ATGGTGAGGCARTGTCGAGGGARTAT TCAGGGGAT TATGCGAGAT TCTCTGCGACTCTGAGECT TAGACCTGGGAGCTACGARRTCARGT TCTTGGTGGA

Consensus ATGGTGAGGCARTGTCGAGEGARTATTCAGGGGAT TATGCGAGAT TC TCTGCGAC T TGAGGC TTAGACC TGGGAG TACGARATCARGTTC TTGGTGGA

801 810 820 830 840 850 860 870 879
I |

TraesCS60026090900 CGGGGAGTGGARACTGTCATCRGARTACCCGAT TACCGGCGAGGGAT TGACACAGARCARTARACTCGTCGTGCARTAG
£306_60 CGGGGAGTGGARACTGTCATCGGARTACCCGAT TACCGGCGAGGGAT TGACACAGARCARTARACTCGTCGTGCARTAG
TraesCS6B026130700 CGGGGAGTGGARACTGTCATCAGARTACCTGAT TACCGGCGAGGGAT TGACACAGARCARTARACTCGTTGTGGARTAG
C306_68 CGGGGAGTGGARACTGTCATCAGARTACC TGAT TACCGGCGAGGGAT TGACACAGARCARTARACTCGT TGTGGARTAG
TraesCS6A026102300 CGGGGAGTGGARACTGTCATCAGARTACCCGAT TACCGGCGAGGGAT TGACACAGARCARTARAC T TGCCGTGGARTAG
C306_6A CGGGGAGTGGARACTGTCATCAGARTACCCGAT TACCGGCGAGGGAT TGACACAGARCARTARACT TGCCGTGGARTAG

Consensus  CGGGGAGTGGARRCTGTCATCAGARTACCOGAT TACCGGCGAGGGAT TGACACAGARCARTARAC T oGt oG TGARTAG

Available files:

~Sequence Input file
~Cluster file

Results as a fasta file
~Results as a text page (msf)
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TraesCS6B026130700  HECL TASFTARNAGRE YNFYCPSKPACEKONTPGRYL CYF TAYANSSRCCKYATGYYPTSPYVGRRSRURSFARSL NLENGPAPSSSTSSSSRATSENL T
£306_68 HECL TASFTARNAGRE YNFVCPSKPACEKONTPGRYL CYF TAYANSSRCCKVATGYYPTSPYVGRRSRURSFARSL NLENGPAPSSSTSSSSRATSENL T
TraesCS6D026090900  HECL TASFARRNAGRDYNFYCPSKPAGEKINTOGRYL CYF TAY TNSSRCCKVATGYYPTSPYVGRRSRURSFARSL NLENGPAPSSSTSSSSRATSENL T
£306_6D  HECL TASFARRNAGRDYNFVCPSKPAGEKONTOGRYL CYF TAY TNSSRCCKVATGYYPTSPYVGRRSRURSFARSL NLENGPAPSSSTSSSSRATSENL T
TraesCSBA026102300  HECL TASFARRNACHE YKFVCPSKPACEKONTPGRYL CYF TAY TNSSRRCKVATGYCPYSPYVGRRSRURSFARSL NLENGPAPSSSTSSSSGUASENL T
£306_6A  HECL TASFARRNACHE YKFVCPSKPACEKONTPGRYL CYF TAY TNSSRRCKVATGYCPYSPYVGRRSRURSFARSL NLENGPAPSSS TSSSSGUASENL T

Consensus HECLTASF aARNAgr #YnFYCPSKPACEKINTPGRYLCYF TRYENSSROCKYATGYYP | SPYVGRRSRHRSF ARSLNLENGPAPSSSTSSSSRIE SEAL T

101 110 120 130 140 150 160 170
I

TraesCS6B026130700  SAELKSLLADKERSKLLRKL SEANQONRFL KROSQTKDDATVKFRSEL AL EL EL QAL V6L AEETANFDTPSGSRKYNGKYTQSHLL SRLEAVHDKVHYQ
£306_68  SAELKSLLADKERSKLLRKL SERNQGNRFL KRQSQTKDDATVKFRSEL AVLEL EL QAL V6L AEETANFDTPSGSRKVNGKYTQSHLL SRLERVHDKVHY
TraesCS60026090900  SDOLKSLLADKERSKLLRKL SEANGLNRFL KRQSQTKDDATVKFRSEL AVLEL EL QAL V6L AEETANFDYPSGSRKVNGKYTQSHLL SRLEAVHDKVHAG
£306_6D  SDOLKSLLADKERSKLLRKL SEANQLNRFL KRQSQTKDDATVKFRSEL AVLEL EL QAL V6L AEETANFDYPSGSRKVNGKYTQSHLL SRLERVHDKVHAG
TraesCS6A026102300  SAELKSLLADKERSKLLRKL SEANGLNRFL KROSQTKDDATVKFRSEL AVLEL EL QAL VL AEETANFDYPSGSRKVNGKYTQSHLL SRLERVHDKVHYQ
€306_6A  SAELKSLLADKERSKLLRKL SEANQLNRFL KRQSQTKDDATVKFRSEL AVL EL EL QAL V6L AEETANFDYPSGSRKVNGKYTQSHLL SRLERVHDKVHY

Consensus Sa#LKSLLADKERSKLLRKL SEANQLNRFLKROSQTKDDATVKFRSEL AVLEL EL QAL VGLAEETANFD ! PSGSRKVNGKYTQSHLL SRLEAVHDKVHHv

201 210 220 230 240 250 260 270 280 29892
I )

TraesCS6B026130700  TKDTESFRPRETAVHHYGHAENYQTHGSFDGHSHGERHSRE YSGDYARF SATL RL RPGSYETKFL VDGENKL SSEYLTTGEGL TANNKL VVE
£306_68  TKDTESFRPRETAVHKYGHAENVOTHGSFDGHSHGERNSRE YSGDYARF SATL RL RPGS YETKFL VDGENKL SSE YL TTGEGL TQNNKL VVE
TraesCS6D026090900  IKDTESLRPRETTVHHVGHAENVOTHGSFDGHSHGERNSRE YSGDYARF SATL RL RPGSYETKFL VDGENKL SSEYPTTGEGL TQNNKL YV
£306_6D  IKDTESLRPRETTVHHVGHAENVOTHGSFDGHSHGERNSRE YSGDYARF SATL RL RPGSYETKFL VDGENKL SSEYPTTGEGL TQNNKL YV
TraesCSBA026102300  TKDTESLRPREVAVHHVGHAENVOTHGSFDGHSHGERNSRE YSGDYARF SATL RL RPGSYETKFL VDGENKL SSEYPTTGEGL TQNNKL AVE
€306_6A  TKDTESLRPREVAVHHYGHAENVOTHGSFDGHSHGERNSRE YSGDYARF SATL RL RPGS YETKFL VDGENKL SSEYPTTGEGL TQNNKL AVE

Consensus  TKDIESLRPRE | aVHHVGHAENVOTHGSFDGHSHGERHSRE YSGDYARF SATLRL RPGSYETKFL VDGEKL SSEYpTTGEGL TANNKLwY#

Available files
~Sequence Input file
~Cluster file

~Results as a fasta file
~Results as a text page (msf)

LR oo ) i S (ot
lignment and tree description (5fd) Get a befter view of your protein family : phylogenetic tree, pruned tree and subtrees, summarised coloured alignment and subalignments.
- Results as an himl page (needs to enable style sheets)

~Results as a text page with colour indications (need a text editor) 1
“Results as a gif image
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