
PCT/SG2014/000082 

2577229PCTSequenceListing.txt 
SEQUENCE LISTING 

<110> 	Temasek Life Sciences Laboratory Limited 

<120> 	Gene Silencing of Sugar-Dependent 1 in Jatrpha Curcas 

<130> 	2577-229 

<150> 	US 61/773,386 
<151> 	2013-03-06 

<160> 	58 

<170> 	Patentln version 3.5 

<210> 	1 
<211> 	3835 
<212> 	DNA 
<213> 	Jatropha curcas 

<220> 
<221> 	promoter 
<222>' 	(1)..(722) 

<220> 
<221> 	5'uTR 
<222> 	(723)..(873) 

<220> 
<221> 	CDS 
<222> 	(874)..(3450) 

<220> 
<221> 	3'UTR 
<222> 	(3451)..(3835) 

<400> 	1 
tacatccagt agattgcacg tcacacacta atctacccgc cacgtatgtg cccattcaaa 60 

ctttgcgtca ctgtatcgct atctttatct ctttcacgtt tcccaatatt ttccctctct 120 

tctctcctta tagtaaagcc tatcaaccag tccccatctg tctctctcac tctataaagc 180 

cacgtttttt cttcttttcc cgggattatc ctatctgggt ttctcgggtt tctttttgaa 240 

ttccaattcc tgagttcgtt gccctttttc tgtttttctg tttgtttacg ttatgaatac 300 

ccatttggta tttgtattaa ttaaatagct ggtatatgtt atttgtgctt tttaggtttg 360 

agggttttgg ggtttggtta atcagcaaga tctgttaaga aagaaaggaa ggtgagagtt 420 

gagaggacag acccatttgg ctgcttttct tggaatttca atatttaagg ttggctttct 480 

gctgaattcg gttaagaggc tggattttgt gacttctata catccctttg gtgtataaat 540 

taagttttct tataggattg ctatctatcc acttttatct aacaaaagcc attatctttc 600 

ttttgcatag agagtctggt ggtgtaatat ttcaatcatt ttgtgattgg agaaacaatt 660 

tcagtcattt tattgtcttt atgcaattgt tagagctgtg cagaacatat aggtgtatat 720 

agtcaaaaca ttgccttgta attccttcaa ttgctgtctc ctagcaattg ttattgcttc 780 

ttaagtttta tattagcaaa tattcttgtt gagttacagg aattcccaat agcttcgatt 840 

tagcaaatca tccaaaacac gaaactttta gag atg gat ata agt aat gag gcc 
Met Asp Ile Ser Asn Glu Ala 
1 	 5 

894 
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aat gtt gat ccc ttt cca att gga cct tca tca att att ggt aga act 942 
Asn Val Asp Pro Phe Pro Ile Gly Pro Ser Ser Ile Ile Gly Arg Thr 

10 15 20 

att gct ttt aga gtg tta ttc tgc aag tca atg gga caa ttg agg cgt 990 
Ile Ala Phe Arg val Leu 

3
Phe
0 

Cys Lys Ser Met ly 
G5 

Gln Leu Arg Arg 
25 3 

aga atc tat cat ttt tta ttg aat tac att tgt aga ctt agg gat ttt 1038 
Arg Ile Tyr His Phe Leu Leu Asn Tyr Ile Cys Arg Leu Arg Asp Phe 
40 45 50 55 

tgt gct tca atg gta tca tgg ttg cat ccg cgg aat cca caa gga ata 1086 
Cys Ala Ser Met Val Ser Trp Leu His Pro Arg Asn Pro Gln Gly Ile 

60 65 70 

ctg gca atg gtg aca ata att gct ttt gta ttg aaa agg tac aca aac 1134 
Leu Ala Met Val Thr Ile Ile Ala Phe Val Leu Lys Arg Tyr Thr Asn 

75 80 85 

gtg aaa tcg agg gct gag atg gca tat cgg agg aaa ttt tgg agg aat 1182 
Val Lys Ser Arg Ala Glu Met Ala Tyr Arg Arg Lys Phe Trp Arg Asn 

90 95 100 

atg atg aga act gca ttg aca tat gaa gag tgg gca cat gct gct aag 1230 
Met Met Arg Thr Ala Leu Thr Tyr Glu Glu Trp Ala His Ala Ala Lys 

105 110 115 

atg ctt gat aaa gag aca cca aag atg aac gaa tcg gac ctt tat gat 1278 
Met Leu Asp Lys Glu Thr Pro Lys Met Asn Glu Ser Asp Leu Tyr Asp 
120 125 130 135 

gaa gaa tta gtg aga aat aag ctt cag gag ctt cga cac cgt aga caa 1326 
Glu Glu Leu Val Arg Asn Lys Leu Gln Glu Leu Arg His Arg Arg Gln 

140 145 150 

gag gga tct ctt aga gat att atc ttt tgt atg aga gct gat ctt ata 1374 
Glu Gly Ser Leu Arg Asp Ile Ile Phe Cys Met Arg Ala Asp Leu Ile 

155 160 165 

aga aat ctt ggt aat atg tgc aac cca gag ctt cac aag ggc agg ctt 1422 
Arg Asn Leu Gly Asn Met Cys Asn Pro Glu Leu His Lys Gly Arg Leu 

170 175 180 

caa gtg cct aag ctt att aag gaa tac att gat gag gtc tca acc cag 1470 
Gln Val Pro Lys Leu Ile Lys Glu Tyr Ile Asp Glu Val Ser Thr Gln 

185 190 195 

ttg aga atg gtt tgt gac tca gat aca gag gag ctt tca ttg gag gaa 1518 
Leu Arg Met Val Cys Asp Ser Asp Thr Glu Glu Leu Ser Leu Glu Glu 
200 205 210 215 

aag ctt tct ttc atg cat gaa acg aga cat gca ttt ggg aga aca gct 1566 
Lys Leu Ser Phe Met His Glu Thr Arg His Ala Phe Gly Arg Thr Ala 

220 225 230 

ttg ctt ttg agt gga ggt gct tcc ctc gga gcc ttt cat gta ggt gtg 1614 
Leu Leu Leu Ser Gly Gly Ala Ser Leu Gly Ala Phe His gal Gly Val 

235 240 245 

gtt aag acg ctg gtg cag cat aag ctt ttg ccc aga ata att gct ggt 1662 
Val Lys Thr Leu Val Gln His Lys Leu Leu Pro Arg Ile Ile Ala Gly 

250 255 260 

tct agt gta gga tcc att atg tgt tct att gtc gcc acg aga gca tgg 1710 
Ser Ser Val Gly Ser Ile Met Cys Ser Ile Val Ala Thr Arg Ala Trp 

265 270 275 

cca gag ttg caa agt ttt ttt gaa gat tct ttg cat tca ttg cag ttt 1758 
Pro Glu Leu Gln Ser Phe Phe Glu Asp Ser Leu His Ser Leu Gln Phe 
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280 285 290 295 

ttt gat caa atg ggc ggg ctt ttt act gta gtc aag agg gtc acg aca 1806 
Phe Asp Gin Met Gly Gly Leu Phe Thr val Val Lys Arg Val Thr Thr 

300 305 310 

caa ggt gct gtc cat gaa ata cgg cag ttg caa tgg atg tta agg cat 1854 
Gin Gly Ala Val His Glu Ile Arg Gln Leu Gin Trp Met Leu Arg His 

315 320 325 

ctc aca agc aat ctt aca ttt cag gaa gct tat gat atg aca ggt cga 1902 
Leu Thr Ser Asn Leu Thr Phe Gln Glu Ala Tyr Asp Met Thr Gly Arg 

330 335 340 

att ctt gca atc aca gtt tgc tct cca agg aag cat gag cct cct aga 1950 
Ile Leu Ala Ile Thr Val Cys Ser Pro Arg Lys His Glu Pro Pro Arg 

345 350 355 

tgc ctt aac tac ctg act tca cct cat gtt gtc ata tgg agt gca gtc 1998 
Cys Leu Asn Tyr Leu Thr Ser Pro His Val Val Ile Trp Ser Ala val 
360 365 370 375 

act gct tct tgt gcc ttt cct ggt ctt ttt gaa gcc cag gaa ctt atg 2046 
Thr Ala. Ser Cys Ala Phe Pro Gly Leu Phe Glu Ala Gln Glu Leu Met 

380 385 390 

gct aag gat aga agt gga gaa att gtt cca tat cat cca ccc ttc aag 2094 
Ala Lys Asp Arg Ser Gly Glu Ile val Pro Tyr His Pro Pro Phe Lys 

395 400 405 

ctg gaa cca gag gaa ggg tca agc acg tct gct cgt cgg tgg agg gat 2142 
Leu Glu Pro Glu Glu Gly Ser Ser Thr Ser Ala Arg Arg Trp Arg Asp 

410 415 420 

gga agc ttg gag att gat tta cct atg atg caa ttg aag gag cta ttc 2190 
Gly Ser Leu Glu Ile Asp Leu Pro Met Met Gin Leu Lys G1U Leu Phe 

425 430 435 

aat gtt aat cat ttt att gtg agt caa gca aat cct cac att gct cca 2238 
Asn Val Asn His Phe Ile Val Ser Gin Ala Asn Pro His Ile Ala Pro 
440 445 450 455 

tta ttg aga atg aag gag ttt ata aga gct tat ggc ggt aac ttt gct 2286 
Leu Leu Arg Met Lys Glu Phe Ile Arg Ala Tyr Gly Gly Asn Phe Ala 

460 465 470 

gca aag ctt gct cat ctc acc gag atg gaa gta aaa cat aga tgc agt 2334 
Ala Lys Leu Ala His Leu Thr Glu Met Glu Val Lys His Arg Cys Ser 

475 480 485 

cag gtg ttg gaa ctt ggt ttt cca tta ggt gga gtt gcc aag ctt ttt 2382 
Gin Val. Leu Glu Leu Gly Phe Pro Leu Gly Gly Val Ala Lys Leu Phe 

490 495 500 

gct caa gat tgg gag gga gac gtc act gtt gtt atg cct gct aca ctc 2430 
Ala Gln Asp Trp Glu Gly Asp Val Thr val val Met Pro Ala Thr Leu 

505 510 515 

gct cag tac tca aaa att ata caa aat ccg act ctt gtg gag ctg caa 2478 
Ala Gln Tyr Ser Lys Ile Ile Gln Asn Pro Thr Leu Val Glu Leu Gin 
520 525 530 535 

aag gcg gcc aac caa ggg aga agg tgt aca tgg gag aaa ctt tca gcc 2526 
Lys Ala Ala Asn Gln Gly Arg Arg Cys Thr Trp Glu Lys Leu Ser Ala 

540 545 550 

ata aaa gcc aac tgc ggg att gag ctt tgt ctt gat gaa tgt gtc gca 2574 
Ile. Lys Ala Asn Cys Gly Ile Glu Leu Cys Leu Asp Glu Cys Val Ala 

555 560 565 
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att ctc aac cac atg cgt aga ctc aaa agg agt gct gag aga gca gct 2622 
Ile Leu Asn His Met Arg Arg Leu Lys Arg Ser Ala Glu Arg Ala Ala 

570 575 580 

gct gct tcg cat ggc ata cct aac cca agt act agt aat gtc aaa ttc 2670 
Ala Ala ser His Gly Ile Pro Asn Pro Ser Thr Ser Asn Val Lys Phe 

585 590 595 

agt gct tct aga aga atc cct tct tgg aac tgc att gct aga gag aac 2718 
Ser Ala Ser Arg Arg Ile Pro Ser Trp Asn Cys Ile Ala Arg Glu Asn 
600 605 610 615 

tca aca ggg tca att gat gag ctt ctg act gat gtt gct tcc aca ttt 2766 
ser Thr Gly Ser Ile Asp Glu Leu Leu Thr Asp Val Ala Ser Thr Phe 

620 625 630 

cat caa ggt gtt ggt gga tct gga gca act aca ggt aga aat ttg cgg 2814 
His Gln Gly Val Gly Gly Ser Gly Ala Thr Thr Gly Arg Asn Leu Arg 

635 640 645 

act cac cgc aac ata cat gat gga agc gac agc gaa tct gaa aat gta 2862 
Thr His Arg Asn Ile His Asp Gly Ser Asp Ser Glu Ser Glu Asn Val 

650 655 660 

gat ata act tct tgg aca agg tct ggt ggg cca ttg atg agg aca act 2910 
Asp Ile Thr Ser Trp Thr Arg Ser Gly Gly Pro Leu Met Arg Thr Thr 

665 670 675 

tca gca aat aaa ttt att gac ttc gtt caa aat ctt gat att gat gcc 2958 
Ser Ala Asn Lys Phe Ile Asp Phe Val Gln Asn Leu Asp Ile Asp Ala 
680 685 690 695 

gaa ttg acc aaa ggc ttg ttg act cat cct aac tct ccg ggg gct cct 3006 
Glu Leu Thr Lys Gly Leu Leu Thr His Pro Asn Ser Pro Gly Ala Pro 

700 705 710 

atg gga att agg gat cca ttt aat aca agt tct cgg gtg aca aca cct 3054 
Met Gly Ile Arg Asp Pro Phe Asn Thr Ser Ser Arg val Thr Thr Pro 

715 720 725 

gag aga att tcg gaa agt gat ttt gaa ctg agg gat ttt agc aga tca 3102 
Glu Arg Ile Ser Glu Ser Asp Phe Glu Leu Arg Asp.  Phe Ser Arg Ser 

730 735 740 

tct cag act ggt tct agt att atg gtt act gaa ggc gat ctt ttg cag 3150 
Ser Gln Thr Gly Ser Ser Ile Met Val Thr Glu Gly Asp Leu Leu Gin 

745 750 755 

cca gaa aga atc cat aat ggg att gtg ttg aac gtc gta aag aag gaa 3198 
Pro Glu Arg Ile His Asn Gly Ile Val Leu Asn val val Lys Lys Glu 
760 765 770 775 

aac ttg gga ctc tca aat aga agc cag gat tca gaa aat tac aat gaa 3246 
Asn Leu Gly Leu Ser Asn Arg Ser Gln Asp Ser Glu Asn. Tyr Asn Glu 

780 785 790 

att cct gaa tgt gtt cag ctt gat agg gat atg gat ggt agc tca gca 3294 
Ile Pro Glu Cys val Gln Leu Asp Arg Asp Met Asp Gly Ser Ser Ala 

795 800 805 

tct gaa tat gct ggg gat gac gat gat gac gac aat gac aat gac aat 3342 
Ser Glu Tyr Ala Gly Asp Asp Asp Asp Asp Asp Asn Asp Asn Asp Asn 

810 815 820 

gac atc att act gta aca aac ttc tca aat gtg gta tct ccc att cct 3390 
Asp Ile Ile Thr Val Thr Asn Phe Ser Asn Val val Ser Pro Ile Pro 

825 830 835 

gtt ccc aag gat gat tct ggg gta cat gag gga cag gat caa agt tct 3438 
Val Pro Lys Asp Asp Ser Gly val His Glu Gly Gln Asp Gln Ser Ser 
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840 	 845 	 850 	 855 

gtg gat ggt tag ttttgaggaa tatttctgtt gtgtgaacaa tttggtctat 3490 
Val Asp Gly 

ctgattcccg gatcacctta atatcaagtg ccactagctg cagaaagagc agagaaaagc 3550 

aattattgct tgaacatccc catttcacgt cgttttcagg agataatggt cagggacagc 3610 

agagaataat caatcatttg ttagatagaa gatttgtata tgaaaccgga gagaaaagct 3670 

caacattttt agaagaatga tcgcatttga gatcaaattg tcttgaatat gccaaattat 3730 

ttattgtgta aaatgtattg tacataccac gcaatgtgca atgtgatttt catacgtaca 3790 

gttcaatgaa agaaacagat tttacatcaa aaaaaaaaaa aaaaa 3835 

<210> 	2 
<211> 	858 
<212> 	PRT 
<213> 	Jatropha curcas 

<400> 	2 

Met Asp Ile Ser Asn Glu Ala Asn Val Asp Pro Phe Pro Ile Gly Pro 
1 	 5 	 10 	 15 

Ser Ser Ile Ile Gly Arg Thr Ile Ala Phe Arg Val Leu Phe Cys Lys 
20 	 25 	 30 

Ser Met Gly Gln Leu Arg Arg Arg Ile Tyr His Phe Leu Leu Asn Tyr 
35 	 40 	 45 

Ile Cys Arg Leu Arg Asp Phe Cys Ala Ser Met val Ser Trp Leu His 
50 	 55 	 60 

Pro Arg Asn Pro Gln Gly Ile Leu Ala Met val Thr Ile Ile Ala Phe 
65 	 70 	 75 	 80 

val Leu Lys Arg Tyr Thr Asn Val Lys Ser Arg Ala Glu Met Ala Tyr 
85 	 90 	 95 

Arg Arg Lys Phe Trp Arg Asn Met Met Arg Thr Ala Leu Thr Tyr Glu 
100 	 105 	 110 

Glu Trp Ala His Ala Ala Lys Met Leu Asp Lys Glu Thr Pro Lys Met 
115 	 120 	 125 

Asn Glu Ser Asp Leu Tyr Asp Glu Glu Leu val Arg Asn Lys Leu Gln 
130 	 135 	 140 

Glu Leu Arg His Arg Arg Gln Glu Gly Ser Leu Arg Asp Ile Ile Phe 
145 	 150 	 155 	 160 

Cys Met Arg Ala Asp Leu Ile Arg Asn Leu Gly Asn Met Cys Asn Pro 
165 	 170 	 175 

Page 5 



PCT/SG2014/000082 

2577229PCTSequenceListing.txt.  
Glu Leu HiS Lys Gly Arg Leu Gin Val Pro Lys Leu Ile Lys Glu Tyr 

180 185 190 

Ile Asp Glu Val Ser Thr Gln Leu Arg Met Val Cys Asp Ser Asp Thr 
195 200 205 

Glu Glu Leu Ser Leu Glu Glu Lys Leu Ser Phe Met His Glu Thr Arg 
210 215 220 

His Ala Phe Gly Arg Thr Ala Leu Leu Leu Ser Gly Gly Ala ser Leu 
225 230 235 240 

Gly Ala Phe His val Gly val Val Lys Thr Leu val Gln His Lys Leu 
245 250 255 

Leu Pro Arg Ile Ile Ala Gly Ser Ser Val Gly Ser Ile Met Cys Ser 
260 265 270 

Ile val Ala Thr Arg Ala Trp Pro Glu Leu Gln Ser Phe Phe Glu Asp 
275 280 285 

Ser Leu His Ser Leu Gln Phe Phe Asp Gln Met Gly Gly Leu Phe Thr 
290 295 300 

val Val Lys Arg val Thr Thr Gln Gly Ala Val His Glu Ile Arg Gln 
305 310 315 320 

Leu Gln Trp Met Leu Arg His Leu Thr Ser Asn Leu Thr Phe Gln Glu 
325 330 335 

Ala Tyr Asp Met Thr Gly Arg Ile Leu Ala Ile Thr Val Cys Ser Pro 
340 345 350 

Arg Lys His Glu Pro Pro Arg Cys Leu Asn Tyr Leu Thr Ser Pro His 
355 360 365 

Val val Ile Trp Ser Ala Val Thr Ala Ser Cys Ala Phe Pro Gly Leu 
370 375 380 

Phe Glu Ala Gln Glu Leu Met Ala Lys Asp Arg Ser Gly Glu Ile Val 
385 390 395 400 

Pro Tyr His Pro Pro Phe Lys Leu Glu Pro Glu Glu Gly Ser Ser Thr 
405 410 415 

Ser Ala Arg Arg Trp Arg Asp Gly Ser Leu Glu Ile Asp Leu Pro Met 
420 425 430 

Met Gln Leu Lys Glu Leu Phe Asn Val Asn His Phe Ile Val Ser Gln 
435 440 445 

Ala Asn Pro HiS Ile Ala Pro Leu Leu Arg Met Lys Glu Phe Ile Arg 
450 455 460 
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Ala Tyr Gly Gly Asn Phe Ala Ala Lys Leu Ala His Leu Thr Glu Met 
465 470 475 480 

Glu Val Lys His Arg Cys Ser Gln val Leu Glu Leu Gly Phe Pro Leu 
485 490 495 

Gly Gly Val Ala Lys Leu Phe Ala Gln Asp Trp Glu Gly Asp val Thr 
500 505 510 

val val Met Pro Ala Thr Leu Ala Gln Tyr Ser Lys Ile Ile Gln Asn 
515 520 525 

Pro Thr Leu val Glu Leu Gln Lys Ala Ala Asn Gin Gly Arg Arg Cys 
530 535 540 

Thr Trp Glu Lys Leu Ser Ala Ile Lys Ala Asn Cys Gly Ile Glu Leu 
545 550 555 560 

Cys Leu Asp Glu Cys Val Ala Ile Leu Asn His Met Arg Arg Leu Lys 
565 570 575 

Arg Ser Ala Glu Arg Ala Ala Ala Ala Ser His Gly Ile Pro Asn Pro 
580 585 590 

Ser Thr Ser Asn val Lys Phe Ser Ala Ser Arg Arg Ile Pro Ser Trp 
595 600 605 

Asn Cys Ile Ala Arg Glu Asn Ser Thr Gly Ser Ile Asp Glu Leu Leu 
610 615 620 

Thr Asp Val Ala Ser Thr Phe His Gln Gly Val Gly Gly Ser Gly Ala 
625 630 635 640 

Thr Thr Gly Arg Asn Leu Arg Thr His Arg Asn Ile His Asp Gly Ser 
645 650 655 

Asp Ser Glu Ser Glu Asn Val Asp Ile Thr Ser Trp Thr Arg Ser Gly 
660 665 670 

Gly Pro Leu Met Arg Thr Thr Ser Ala Asn Lys Phe Ile Asp Phe val 
675 680 685 

Gln Asn Leu Asp Ile Asp Ala Glu Leu Thr Lys Gly Leu Leu Thr His 
690 695 700 

Pro Asn Ser Pro Gly Ala Pro Met Gly Ile Arg Asp Pro Phe Asn Thr 
705 710 715 720 

Ser Ser Arg Val Thr Thr Pro Glu Arg Ile Ser Glu Ser Asp Phe Glu 
725 730 735 
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Leu Arg Asp Phe Ser Arg Ser Ser Gln Thr Gly Ser Ser Ile Met Val 

740 745 750 

Thr Glu Gly Asp Leu Leu Gln Pro Glu Arg Ile His Asn Gly Ile val 
755 760 765 

Leu Asn Val Val Lys Lys Glu Asn Leu Gly Leu Ser Asn Arg Ser Gln 
770 775 780 

Asp Ser Glu Asn Tyr Asn Glu Ile Pro Glu Cys Val Gln Leu Asp Arg 
785 790 795 800 

Asp Met Asp Gly Ser Ser Ala Ser Glu Tyr Ala Gly Asp Asp Asp Asp 
805 810 815 

Asp Asp Asn Asp Asn Asp Asn Asp Ile Ile Thr Val Thr Asn Phe Ser 
820 825 830 

Asn Val Val Ser Pro Ile Pro val Pro Lys Asp Asp. Ser Gly Val His 
835 840 845 

Glu Gly Gln Asp Gln Ser Ser Val Asp Gly 
850 855 

<210> 	3 
<211> 	2053 
<212> 	DNA 
<213> 	Artificial 	Sequence 

<220> 
<223> 	RNAi sequence 

<220> 
<221> 	misc_feature 
<222> 	(1)..(6) 
<223> 	Apal site 

<220> 
<221> 	misc_feature 
<222> 	(7)..(879) 
<223> 	JcSPD1 promoter and 5' UTR 

<220> 
<221> 	misc_feature 
<222> 	(880)..(885) 
<223> 	Xhoi site 

<220> 
<221> 	misc_feature 
<222> 	(886)..(1253) 
<223> 	RNAi sense 

<220> 
<221> 	misc_feature 
<222> 	(1254)..(1259) 
<223> 	HindlIl site 

<220> 
<221> 	misc_feature 
<222> 	(1260)..(1262) 
<223> 	linker sequence 
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<220> 
<221> 	misc_feature 
<222> 	(1263)—(1418) 
<223> 	Intron sequence 

<220> 
<221> 	misc_feature 
<222> 	(1419)..(1424) 
<223> 	linker sequence 

<220> 
<221> 	misc_feature 
<222> 	(1425)...(1430) 
<223> 	Psti site 

<220> 
<221> 	misc_feature 
<222> 	(1431)..(1797) 
<223> 	RNAi anti sense 

<220> 
<221> 	misc_feature 
<222> 	(1798)..(1803) 
<223> 	BamHI site 

<220> 
<221> 	misc_feature 
<222> 	(1804)..(1809) 
<223> 	linker sequence 

<220> 
<221> 	misc_feature 
<222> 	(1810)..(1815) 
<223> 	xbai site 

<220> 
<221> 	misc_feature 
<222> 	(1816)..(2041) 
<223> 	T35S 

<220> 
<221> 	misc_feature 
<222> 	(2042)..(2053) 
<223> 	PmlI site 

<400> 	3 
gggccctaca tccagtagat tgcacgtcac acactaatct acccgccacg tatgtgccca 60 

ttcaaacttt gcgtcactgt atcgctatct ttatctcttt cacgtttccc aatattttcc 120 

ctctcttctc tccttatagt aaagcctatc aaccagtccc catctgtctc tctcactcta 180 

taaagccacg ttttttcttc ttttcccggg attatcctat ctgggtttct cgggtttctt 240 

tttgaattcc aattcctgag ttcgttgccc tttttctgtt tttctgtttg tttacgttat 300 

gaatacccat ttggtatttg tattaattaa atagctggta tatgttattt gtgcttttta 360 

ggtttgaggg ttttggggtt tggttaatca gcaagatctg ttaagaaaga aaggaaggtg 420 

agagttgaga ggacagaccc atttggctgc ttttcttgga atttcaatat ttaaggttgg 480 

ctttctgctg aattcggtta agaggctgga ttttgtgact tctatacatc cctttggtgt 540 

ataaattaag ttttcttata ggattgctat ctatccactt ttatctaaca aaagccatta 600 

tctttctttt gcatagagag tctggtggtg taatatttca atcattttgt gattggagaa 660 

acaatttcag tcattttatt gtctttatgc aattgttaga gctgtgcaga acatataggt 720 
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gtatatagtc aaaacattgc cttgtaattc cttcaattgc tgtctcctag caattgttat 780 

tgcttcttaa gttttatatt agcaaatatt cttgttgagt tacaggaatt cccaatagct 840 

tcgatttagc aaatcatcca aaacacgaaa cttttagagc tcgagtccat aatgggattg 900 

tgttgaacgt cgtaaagaag gaaaacttgg gactctcaaa tagaagccag gattcagaaa 960 

attacaatga aattcctgaa tgtgttcagc ttgataggga tatggatggt agctcagcat 1020 

ctgaatatgc tggggatgac gatgatgacg acaatgacaa tgacaatgac atcattactg 1080 

taacaaactt ctcaaatgtg gtatctccca ttcctgttcc caaggatgat tctggggtac 1140 

atgagggaca ggatcaaagt tctgtggatg gttagttttg aggaatattt ctgttgtgtg 1200 

aacaatttgg tctatctgat tcccggatca ccttaatatc aagtgccact agcaagcttg 1260 

attacgtaag tagatcttaa acacctacac cattttttta atcactacta cccattgcat 1320 

tgaacaaact tcaagttctt cttagcttca gattaagaaa gtacccttcc ttggctttgt 1380 

tgatgtggta ccattgtcca ttgtcttgtg tgtttgcaga attcctgcag ctagtggcac 1440 

ttgatattaa ggtgatccgg gaatcagata gaccaaattg ttcacacaac agaaatattc 1500 

ctcaaaacta accatccaca gaacttigat cctgtccctc atgtacccca gaatcatcct 1560 

tgggaacagg aatgggagat accacatttg agaagtttgt tacagtaatg atgtcattgt 1620 

cattgtcatt gtcgtcatca tcgtcatccc cagcatattc agatgctgag ctaccatcca 1680 

tatccctatc aagctgaaca cattcaggaa tttcattgta attttctgaa tcctggcttc 1740 

tatttgagag tcccaagttt tccttcttta cgacgttcaa cacaatccca ttatggagga 1800 

tccactagtt ctagacggcc atgctagagt ccgcaaaaat caccagtctc tctctacaaa 1860 

tctatctctc tctatttttc tccagaataa tgtgtgagta gttcccagat aagggaatta 1920 

gggttcttat agggtttcgc tcatgtgttg agcatataag aaacccttag tatgtatttg 1980 

tatttgtaaa atacttctat caataaaatt tctaattcct aaaaccaaaa tccagtgacc 2040 

tcacgtgccg cgg 2053 

<210> 	4 
<211> 	825 
<212> 	PRT 
<213> 	Arabidopsis thaliana 

<400> 	4 

Met Asp Ile Ser Asn Glu Ala Ser val Asp Pro Phe Ser Ile Gly Pro 
1 	 5 10 15 

Ser Ser Ile Met Gly Arg Thr Ile Ala Phe Arg val Leu Phe Cys Arg 
20 25 30 

Ser Met Ser Gln Leu Arg Arg Asp Leu Phe Arg Phe Leu Leu His Trp 
35 	 40 45 

Phe Leu Arg Phe Lys Leu Thr val Ser Pro Phe Val Ser Trp Phe His 
50 55 60 
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• Pro Arg Asn Pro Gln Gly Ile Leu Ala val Val Thr Ile Ile Ala Phe 
65 70 75 80 

Val Leu Lys Arg Tyr Thr Asn Val Lys Ile Lys Ala Glu Met Ala Tyr 
85 90 95 

Arg Arg Lys Phe Trp Arg Asn Met Met Arg Thr Ala Leu Thr Tyr Glu 
100 105 110 

Glu Trp Ala His Ala Ala Lys Met Leu Glu Lys Glu Thr Pro Lys Met 
115 120 125 - 

Asn Glu Ser Asp Leu Tyr Asp. Glu Glu Leu Val Lys Asn Lys Leu Gln 
130 135 140 

Glu Leu Arg His Arg Arg Gln Glu Gly Ser Leu Arg Asp Ile Met Phe 
145 150 155 160 

Cys Met Arg Ala Asp Leu Val Arg Asn Leu Gly Asn Met Cys Asn Ser 
165 170 175 

Glu Leu His Lys Gly Arg Leu Gln val Pro Arg His Ile Lys Glu Tyr 
180 185 190 

Ile Asp Glu Val Ser Thr Gln Leu Arg Met Val Cys Asn Ser Asp Ser° 
195 200 205 

Glu Glu Leu Ser Leu Glu Glu Lys Leu Ser Phe Met His Glu Thr Arg 
210 215 220 

His Ala Phe Gly Arg Thr Ala Leu Leu Leu Ser Gly Gly Ala Ser Leu 
225 230 235 240 

Gly Ala Phe His Val Gly Val Val Arg Thr Leu val Glu His Lys Leu 
245 250 255 

Leu Pro Arg Ile Ile Ala Gly Ser Ser Val Gly Ser Ile Ile Cys Ala 
260 265 270 

Val val Ala Ser Arg Ser Trp Pro Glu Leu Gln Ser Phe Phe Glu Asn 
275 280 285 

Ser Leu His Ser Leu Gln Phe Phe Asp Gln Leu Gly Gly Val Phe Ser 
290 295 300 

Ile val Lys Arg val Met Thr Gln Gly Ala Leu His Asp Ile Arg Gln 
305 310 315 320 

Leu Gln Cys Met Leu Arg Asn Leu Thr Ser Asn Leu Thr Phe Gln Glu 
325 330 335 

Ala Tyr Asp Met Thr Gly Arg Ile Leu Gly Ile Thr Val Cys Ser Pro 
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340 345 350 

Arg Lys His Glu Pro Pro Arg Cys Leu Asn Tyr Leu Thr Ser Pro His 
355 360 365 

val val Ile Trp Ser Ala Val Thr Ala Ser Cys Ala Phe Pro Gly Leu 
370 375 380 

Phe Glu Ala Gln Glu Leu Met Ala Lys Asp Arg Ser Gly Glu Ile Val 
385 390 395 400 

Pro Tyr His Pro Pro Phe Asn Leu Asp Pro Glu Val Gly Thr Lys Ser 
405 410 415 

Ser ser Gly Arg Arg Trp Arg Asp Gly Ser Leu Glu Val Asp Leu Pro 
420 425 430 

Met Met Gln Leu Lys Glu Leu Phe Asn val Asn His Phe Ile Val Ser 
435 440 445 

Gln Ala Asn Pro His Ile Ala Pro Leu Leu Arg Leu Lys Asp Leu val 
450 455 460 

Arg Ala Tyr Gly Gly Arg Phe Ala Ala Lys Leu Ala His Leu val Glu 
465 470 475 480 

Met Glu val Lys His Arg Cys Asn Gln Val Leu Glu Leu Gly Phe Pro 
485 490 495 

Leu Gly Gly Leu Ala Lys Leu Phe Ala Gln Glu Trp Glu Gly Asp val 
500 505 510 

Thr Val val Met Pro Ala Thr Leu Ala Gln Tyr Ser Lys Ile Ile Gln 
515 520 525 

Asn Pro Thr His Val Glu Leu Gln Lys Ala Ala Asn Gln Gly Arg Arg 
530 535 540 

Cys Thr Trp Glu Lys Leu Ser Ala Ile Lys Ser Asn Cys Gly Ile Glu 
545 550 555 560 

Leu Ala Leu Asp Asp Ser Val Ala Ile Leu Asn His Met Arg Arg Leu 
565 570 575 

Lys Lys Ser Ala Glu Arg Ala Ala Thr Ala Thr Ser Ser Ser His His 
580 585 590 

Gly Leu Ala. Ser Thr Thr Arg Phe ASI1 Ala Ser Arg Arg Ile Pro Ser 
595 600 605 

Trp Asn val Leu Ala Arg Glu Asn Ser Thr Gly Ser Leu Asp Asp Leu 
610 615 620 

Page 12 



PCT/SG2014/000082 

2577229PCTSequenceListing.txt 

Val Thr Asp Asn Asn Leu His Ala Ser Ser Gly Arg Asn Leu Ser Asp 
625 	 630 635 640 

ser Glu Thr Glu Ser val Glu Leu Ser Ser Trp Thr Arg Thr Gly Gly 
645 650 655 

Pro Leu met Arg Thr Ala Ser Ala Asn Lys Phe Ile Asp Phe val Gln 
660 665 670 

Ser Leu Asp Ile Asp Ile Ala Leu Val Arg Gly Phe Ser Ser Ser Pro 
675 680 685 

Asn Ser Pro Ala Val Pro Pro Gly Gly Ser Phe Thr Pro Ser Pro Arg 
690 695 700 

Ser Ile Ala Ala His Ser Asp Ile Glu Ser Asn Ser Asn Ser Asn Asn 
705 	 710 715 720 

Leu Gly Thr Ser Thr Ser Ser Ile Thr Val Thr Glu Gly Asp Leu Leu 
725 730 735 

Gln Pro Glu Arg Thr Ser Asn Gly Phe val Leu Asn Val Val Lys Arg 
740 745 750 

Glu Asn. Leu Gly Met Pro Ser Ile Gly Asn Gln Asn Thr Glu Leu Pro 
755 760 765 

Glu Ser Val Gln Leu Asp Ile Pro Glu Lys Glu Met Asp Cys Ser Ser 
770 775 780 

val Ser Glu His Glu Glu Asp Asp Asn Asp Asn Glu Glu Glu His Asn 
785 	 790 795 800 

Gly Ser Ser Leu Val Thr val Ser Ser Glu Asp Ser Gly Leu Gln Glu 
805 810 815 

Pro Val Ser Gly Ser val Ile Asp Ala 
820 825 

<210> 	5 
<211> 	4 
<212> 	PRT 
<213> 	Artificial Sequence 

<220> 
<223> 	peptide motif 

<220> 
<221> 	misc_feature 
<222> 	(2)..(3) 
<223> 	xaa can be any naturally occurring amino acid 

<400> 	5 

Arg xaa Xaa Leu 
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1 

<210> 	6 
<211> 	6 
<212> 	PRT 
<213> 	Artificial sequence 

<220> 
<223> 	peptide motif 

<220> 
<221> 	misc_feature 
<222> 	(2)..(2) 
<223> 	xaa can be any naturally occurring amino acid 

<220> 
<221> 	misc_feature 
<222> 	(4)..(5) 
<223> 	Xaa can be any naturally occurring amino acid 

<400> 	6 

Gly xaa Gly xaa Xaa Gly 
1 	 5 

<210> 	7 
<211> 	5 
<212> 	PRT 
<213> 	Artificial sequence 

<220> 
<223> 	peptide motif 

<220> 
<221> 	misc_feature 
<222> 	(2)..(2) 
<223> 	xaa can be any naturally occurring amino acid 

<220> 
<221> 	misc_feature 
<222> 	(4)..(4) 
<223> 	xaa can be any naturally occurring amino acid 

<400> 	7 

Gly Xaa Ser Xaa Gly 
1 	 5 

<210> 	8 
<211> 	34 
<212> 	DNA 
<213> 	Artificial Sequence 

<220> 
<223> 	primer sequence 

<400> 	8 
cacctacatc cagtagattg cacgtcacac acta 34 

<210> 	9 
<211> 	32 
<212> 	DNA 
<213> 	Artificial Sequence 
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<220> 
<223> 	primer sequence 

<400> 	9 
ctctaaaagt ttcgtgtttt ggatgatttg ct 32 

<210> 	10 
<211> 	35 
<212> 	DNA 
<213> 	Artificial Sequence 

<220> 
<223> 	primer sequence 

<400> 	10 
ttggtcgaca tggatataag taatgaggcc aatgt 35 

<210> 	11 
<211> 	35 
<212> 	DNA 
<213> 	Artificial sequence 

<220> 
<223> 	primer sequence 

<400> 	11 
attgctagca ccatccacag aactttgatc ctgtc 35 

<210> 	12 
<211> 	37 
<212> 	DNA 
<213> 	Artificial sequence 

<220> 
<223> 	primer sequence 

<400> 	12 
atactcgagt ccataatggg attgtgttga acgtcgt 37 

<210> 	13 
<211> 	36 
<212> 	DNA 
<213> 	Artificial sequence 

<220> 
<223> 	primer sequence 

<400> 	13 
tcgaagcttg ctagtggcac ttgatattaa ggtgat 36 

<210> 	14 
<211> 	37 
<212> 	DNA 
<213> 	Artificial sequence 

<220> 
<223> 	primer sequence 

<400> 	14 
ataggatcct ccataatggg attgtgttga acgtcgt 37 

<210> 	15 
<211> 	34 
<212> 	DNA 
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<213> 	Artificial Sequence 

<220> 
<223> 	primer sequence 

<400> 	15 
tctttctgca gctagtggca cttgatatta aggt 34 

<210> 	16 
<211> 	36 
<212> 	DNA 
<213> 	Artificial Sequence 

<220> 
<223> 	primer sequence 

<400> 	16 
tatgggccct acatccagta gattgcacgt cacaca 36 

<210> 	17 
<211> 	38 
<212> 	DNA 
<213> 	Artificial sequence 

<220> 
<223> 	primer sequence 

<400> 	17 
atgctcgagc tctaaaagtt tcgtgttttg gatgattt 38 

<210> 	18 
<211> 	30 
<212> 	DNA 
<213> 	Artificial Sequence 

<220> 
<223> 	primer sequence 

<400> 	18 
acttctagac ggccatgcta gagtccgcaa 30 

<210> 	19 
<211> 	30 
<212> 	DNA 
<213> 	Artificial Sequence 

<220> 
<223> 	primer sequence 

<400> 	19 
ttaccgcggc acgtgaggtc actggatttt 30 

<210> 	20 
<211> 	27 
<212> 	DNA 
<213> 	Artificial Sequence 

<220> 
<223> 	primer sequence 

<400> 	20 
aaaaagcctg aactcaccgc gacgtct 27 

<210> 21 
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<211> 	24 
<212> 	DNA 
<213> 	Artificial 	Sequence 

<220> 
<223> 	primer sequence 

<400> 	21 
tacttctaca cagccatcgg tcca 24 

<210> 	22 
<211> 	23 
<212> 	DNA 
<213> 	Artificial sequence 

<220> 
<223> 	primer sequence 

<400> 	22 
ctgaattgtc gaggtcgaag atc 23 

<210> 	23 
<211> 	21 
<212> 	DNA 
<213> 	Artificial Sequence 

<220> 
<223> 	primer sequence 

<400> 	23 
agcagccaaa tgggtctgtc c 21 

<210> 	24 
<211> 	24 
<212> 	DNA 
<213> 	Artificial sequence 

<220> 
<223> 	primer sequence 

<400> 	24 
cttctcatta tcggtggtga acat 24 

<210> 	25 
<211> 	21 
<212> 	DNA 
<213> 	Artificial Sequence 

<220> 
<223> 	primer sequence 

<400> 	25 
ctctgtctgg attggagggt c 21 

<210> 	26 
<211> 	20 
<212> 	DNA 
<213> 	Artificial Sequence 

<220> 
<223> 	primer sequence 

<400> 	26 
gcttgagaaa tggtcggaaa 20 
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<210> 	27 
<211> 	26 
<212> 	DNA 
<213> 	Artificial 	Sequence 

<220> 
<223> 	primer sequence 

<400> 	27 
tgccgctata accgttttct cttgga 26 

<210> 	28 
<211> 	27 
<212> 	DNA 
<213> 	Artificial sequence 

<220> 
<223> 	primer sequence 

<400> 	28 
atgttcccca ccagtatgtt gctgtcc 27 

<210> 	29 
<211> 	23 
<212> 	DNA 
<213> 	Artificial sequence 

<220> 
<223> 	primer sequence 

<400> 	29 
atgcggttgg ctacgcagga caa 23 

<210> 	30 
<211> 	23 
<212> 	DNA 
<213> 	Artificial sequence 

<220> 
<223> 	primer sequence 

<400> 	30 
tcatgcagcc gtcgtcctcc cct 23 

<210> 	31 
<211> 	24 
<212> 	DNA 
<213> 	Artificial Sequence 

<220> 
<223> 	primer sequence 

<400> 	31 
tggaatagcc gccattaccg cctt 24 

<210> 	32 
<211> 	28 
<212> 	DNA 
<213> 	Artificial Sequence 

<220> 
<223> 	primer sequence 

<400> 32 
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agaaacttgt tggtgttgga ctccaatg 28 

<210> 	33 
<211> 	20 
<212> 	DNA 
<213> 	Artificial Sequence 

<220> 
<223> 	primer sequence 

<400> 	33 
atgccatcga ttgggaacca 20 

<210> 	34 
<211> 	23 
<212> 	DNA 
<213> 	Artificial sequence 

<220> 
<223> 	primer sequence 

<400> 	34 
caccggttct tgtaaaccgg aat 23 

<210> 	35 
<211> 	24 
<212> 	DNA 
<213> 	Artificial sequence 

<220> 
<223> 	primer sequence 

<400> 	35 
gaggctggat ctggcaaaca cgtt 24 

<210> 	36 
<211> 	25 
<212> 	DNA 
<213> 	Artificial sequence 

<220> 
<223> 	primer sequence 

<400> 	36 
tgtgtaatga cctctagcaa aatta 25 

<210> 	37 
<211> 	26 
<212> 	DNA 
<213> 	Artificial Sequence 

<220> 
<223> 	primer sequence 

<400> 	37 
cataatggga ttgtgttgaa cgtcgt 26 

<210> 	38 
<211> 	24 
<212> 	DNA 
<213> 	Artificial Sequence 

<220> 
<223> 	primer sequence 
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<400> 	38 
gtcatcatcg tcatccccag cata 24 

<210> 	39 
<211> 	25 
<212> 	DNA 
<213> 	Artificial Sequence 

<220> 
<223> 	primer sequence 

<400> 	39 
cctcagcctc tctcttactt ggctt 25 

<210> 	40 
<211> 	21 
<212> 	DNA 
<213> 	Artificial Sequence 

<220> 
<223> 	primer sequence 

<400> 	40 
ccaggagaag taagggacga g 21 

<210> 	41 
<211> 	27 
<212> 	DNA 
<213> 	Artificial sequence 

<220> 
<223> 	primer sequence 

<400> 	41 
ctacttgttg gtccataatg ttcgtca 27 

<210> 	42 
<211> 	24 
<212> 	DNA 
<213> 	Artificial Sequence 

<220> 
<223> 	primer sequence 

<400> 	42 
cgtagataac tccattcctt gcct 24 

<210> 	43 
<211> 	28 
<212> 	DNA 
<213> 	Artificial sequence 

<220> 
<223> 	primer sequence 

<400> 	43 
gtcttaacca actttttcaa cctctgtt 28 

<210> 	44 
<211> 	29 
<212> 	DNA 
<213> 	Artificial Sequence 
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<220> 
<223> 	primer sequence 

<400> 	44 
ccaaaccgaa aacagtgaaa gcaaagagt 29 

<210> 	45 
<211> 	24 
<212> 	DNA 
<213> 	Artificial sequence 

<220> 
<223> 	primer sequence 

<400> 	45 
aatctatcct tcaacctccg ccgt 24 .=• 

<210> 	46 
<211> 	24 
<212> 	DNA 
<213> 	Artificial Sequence 

<220> 
<223> 	primer sequence 

<400> 	46 
agagaatctg ctccaaggtc agct 24 

<210> 	47 
<211> 	24 
<212> 	DNA 
<213> 	Artificial Sequence 

<220> 
<223> 	primer sequence 

<400> 	47 
ggatctcctt tccctccgat gttt 24 

<210> 	48 
<211> 	24 
<212> 	DNA 
<213> 	Artificial Sequence 

<220> 
<223> 	primer sequence 

<400> 	48 
ataaattcag agagctcggc gggt 24 

<210> 	49 
<211> 	23 
<212> 	DNA 
<213> 	Artificial sequence 

<220> 
<223> 	primer sequence 

<400> 	49 
tggcatcact ggtctcccga tgt 23 

<210> 	50 
<211> 	27 
<212> 	DNA 
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<213> 	Artificial Sequence 

<220> 
<223> 	primer sequence 

<400> 	50 
tcatacctct tgatttcagt aacgaga 27 

<210> 	51 
<211> 	25 
<212> 	DNA 
<213> 	Artificial sequence 

<220> 
<223> 	primer sequence 

<400> 	51 
agtcactatc gtccttccgg cacaa 25 

<210> 	52 
<211> 	26 
<212> 	DNA 
<213> 	Artificial Sequence 

<220> 
<223> 	primer sequence 

<400> 	52 
cgctctgtac gattgctatt tcctct 26 

<210> 	53 
<211> 	26 
<212> 	DNA 
<213> 	Artificial Sequence 

<220> 
<223> 	primer sequence 

<400> 	53 
tcaagtcagt tcactgcaga tctaat 26 

<210> 	54 
<211> 	28 
<212> 	DNA 
<213> 	Artificial sequence 

<220> 
<223> 	primer sequence 

<400> 	54 
caactcggta aagaccaggc atagtgaa 28 

<210> 	55 
<211> 	22 
<212> 	DNA 
<213> 	Artificial Sequence 

<220> 
<223> 	primer sequence 

<400> 	55 
tcgcaaaaca cacatcacac ac 22 

<210> 	56 
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<211> 	23 
<212> 	DNA 
<213> 	Artificial Sequence 

<220> 
<223> 	primer sequence 

<400> 	56 
gtgattgacg atttgatggt aag 

<210> 	57 
<211> 	19 
<212> 	DNA 
<213> 	Artificial sequence 

<220> 
<223> 	primer sequence 

<400> 	57 
tggtcttcct gcttctgcc 

<210> 	58 
<211> 	19 
<212> 	DNA 
<213> 	Artificial Sequence 

<220> 
<223> 	primer sequence 

<400> 	58 
ccgcttctca ctgcctcat 

23 

19 

19 
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