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SEQUENCE LISTING 

<110> Sime Darby Technology Centre Sdn Bhd 

<120> Methods for obtaining Oil Palm Plants that Have Tolerance to 
Ganoderma Boninense 

<130> RDQL-J6430 

<160> 50 

<170> Paten-tin version 3.5 

<210> 1 
<211> 3033 
<212> DNA 
<213> Elaeis guineensis 

<220> 
<221> misc_feature 
<222> (1)..(3033) 
<223> Mannosyl-oligosaccharide 1,2-alpha-mannosidase MNS3-like isoform 

xl polynucleotide 

<400> 1 
aaaccttaaa ctgggattag taactgtata ttaacagaaa aacctgtctc agtcttaatc 	60 

cagagctatc cttggatggt tatcactcta tcttgcaaac ctgcagtcag aagtttgctt 	120 

catcctacaa aagtggtcaa tcaagtcaat gcagaagcag atgacattac agtagttcaa 	180 

gacgggtcat ctgttgtttc ttgagatata agaatgattc aagctcacca tagtaatctg 	240 

acctgactat tcaagatatg ttagagcaat acccacaggc ataatgtaag ccttgatcta 	300 

cgcatgagaa atagtcaaaa gagtaacaca tacttccaag tcaatatgtg tcatcagttc 	360 

tgacaagtaa cccaggtatc tagatttcaa tacctccaat aatcatacag caaatttata 	420 

tcgtaattac atccaacttc ttggttcaca ataaacagag ataatcccgt acctatctgc 	480 

ttttgaccaa actcaatgat aacccagatt taactaatat tgttgtatga aactttgaat 	540 

gtagatatgg aaataagtga gcctttttat gaatacagaa actagaagat caaaattgat 	600 

tttgtagacg atcacctcct cgatgtctgc ttttaacata tattcacgca aagggatttg 	660 

atgtcagaat atatcccaca acctctccag tgccagaaat cccatgccat aaatctgaca 	720 

agcacataga tgtcgatcat tttggcaatc aataagacaa tggctgactc tcctcacaat 	780 

gcaagataat agactttcct caagcttgca ttgtcaagat atactcagaa tggttgttgg 	840 

agtattgagg ctaatctgtt gatcagttaa gtggaaaggg gtgggcttct gtgttgaata 	900 

caaacttatc cagaggaaga acattattgt ctccaaacaa caaatataaa tacttcaatg 	960 

tttcccccaa gaagaaagtc tccatcttgt ctctttttgg agggggtatt gttgtgacat 	1020 

catccaaaca agcataacct ccagaatcca cctttgtata tttttcaaag gcctgaaaga 	1080 

tctgccagcc ccattcgcgg tattttggat cttcagtaat acgatacaac acaaacaatg 	1140 
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attccacagt ttctggacgc aaaagattat gacgatcatt gtgtttgata attatatcat 	1200 

ttacatacac ggagcttttg ttaccgccat caggtccccc ttcagaacca ccctcaacat 	1260 

ggaaataaac aatttcagga gaaagaccag tagaagtcac agaatacatt tcaaagcatg 	1320 

tttttgccag atcttcagca agctttaaat tctccaagtc ttctgcagtt aataaattac 	1380 

cttcaactgc ctttttcttt gtgatacctt tggttgcacc aagtgcaagg gtgcctggaa 	1440 

ggaaacacac caggtgatcc attttgggac tgaagccacc attagatcca tagggcagct 	1500 

ccccaacaaa aactagcccc ttgggtacag atttccgaac aagaagatgt ctgacccctt 	1560 

tcattgcttc tgtatacatc tcatatagat actttagctg gctattgtga ccagattttt 	1620 

gctgaatcca cactttaatt aagtactcat agtaactgtc accacgagat cccagccgaa 	1680 

tgttctctcc attaaattga ccagattggg gactgatgta aataggcacc agaccttcca 	1740 

ccttgggaag tgtccttaaa tgttccaata ttttcattgc ctctgaacca tattttggat 	1800 

cacctgaaat tttactgagg tagttaaact caagttgtaa ggttgaaact tctgaagtac 	1860 

tgctcatgcc gtcaggagca ggatgggctg tactatcatg aagaatgaca tcactgaaag 	1920 

gaattgatgt tggacttgaa gtaaacgcag acaacagtct gtcagctaaa ttctttgcta 	1980 

tttttaagaa gatctctggc ttagctcctt gacgagtcat ggatattcca ctgtcttcca 	2040 

aggtgccatg ttcaccccca cttaaatgat aagcactaag aagcccccct aaaacacgaa 	2100 

tggtagtttc aaataaattg acctgccctt ttgtactgat tctttccata aggttgtttt 	2160 

tctatccaca ttcctgcttc agaaacaatt tcatcagcac ccattatcat ggctgtgtcc 	2220 

aaggaatcta tgacagttgc acctagacct cccaaaccat caattcctct atgactcaag 	2280 

ggcattagtt catcataacc cattgcaaag gatttatagc cagaccatgc atggtgaaat 	2340 

gcctctttaa ccttttgttg cctggatatc cattcagacc tgagatatag cttcttttga 	2400 

tcaagattag aagtaccatt atgcacttca gtaggaggaa gttgaggagg aatccttgga 	2460 

ggttttctcc aggatcttcc aattgtatgg acaactccct tggaaagctt attttcccca 	2520 

accacaaaac catccaaaag ttcactgggt gcagaatgat tggaaacttt atgccctacc 	2580 

attaagtatg ttaaaccaac aatcatcaat agcaccaaaa attttcctat gctgcatgtt 	2640 

ccacagtcat atctgatgct actggtaacc aatgcctgag taatcacctt gaaacgggat 	2700 

cggtggcgga acttggcatt gtcgtaatcg acgtcttgca tcgaataagg taaaggcctg 	2760 

gacgacatgc ccgccgctgt gaggtattag ggtttctact cctcgtcttt tcttcgcccc 	2820 

ttgttccact tctcgacgag atccgggggc aaggacggga gactgggagg gagaagagga 	2880 

gaggaggagc agtgggccgg actgctttat ggcgcttcgg agttgggagt caaccacgga 	2940 

aaagggcgcc tatcgcagcc cgatctctgt cgctccagac tgcgatcgcg gccggggcca 	3000 
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gagggcggag gaagggcggc cggctggctc aag 	 3033 

<210> 2 
<211> 1723 
<212> DNA 
<213> Elaeis guineensis 

<220> 
<221> misc_feature 
<222> (1)..(1723) 
<223> Alpha-1,3-mannosyl-glycoprotein 

2-beta-N-acetylglucosaminyltransferase-like isoform X3 
polynucleotide 

<400> 2 
ctgtgacatg gaaatgttaa gattacatgg caaagagatt gacagataca aacaaagaaa 	60 

atgtacatgt ttgataagaa tctcgttggt ctggctggcc attcaattac atttgtgttg 	120 

tctgagcatc tctatatcag tccttcgatt ataccaacta tctttctttc ttggtatttt 	180 

gttcctctaa atgaacttga gcttcttttg acatgcttcc accttgtact caattatgaa 	240 

aatggacccg gttgatattt gctatggtca atatcttaag atcttgagtt ctacaaagag 	300 

aacacttaat cagaattttt tgatgtaaga aaaaactatc aggaacagct caaacaaacc 	360 

aatgacgtgt cattattttc aagcatcctc aagcccaagt agcttaagag aatctgggcc 	420 

cacaagatat atacgccttg aagtttgatg ccggaacact acaactcctt tatatgctgt 	480 

cctgggaatg ccatccttcc attcttcaaa tatcccaaat cctcgtgcaa tttgttcaaa 	540 

gtcagcttga tctctatatt ggatccgtac atcaccatct atgttatgtg cttttaaaac 	600 

tgcatcaggt ccaccatgaa caggtttggc atctgcgact agtttagcaa agtgtctcac 	660 

aaatttgtcc tctgtcaggt agcttagatc cattgtcctc caatcaacat gaacatcatt 	720 

caatttgatt ggctccaaat attgtttaaa gaactgcccc atactagagc catgctcacc 	780 

gaaattgtaa gttctacaaa cttctggacg aataaattga cgctctccgt gtatctcctt 	840 

aagcctaatc cagtcatccc aataagcttt aggccacttc ggtgataact catcccatat 	900 

agactttgat agcatccacc caagcccagg aaagaaatca gagcgataaa gagttttagg 	960 

atcatgcaca aattgcactt gtccattgtc attccaagaa gaaacagcca tgattgtctt 	1020 

gtcactgtcg agtatagaag ctgtggcctc aaaataatta aaaaaatccg gggcaatctc 	1080 

catgtcatct tctaatatga ttactcgatt gaaattatgc ttgataaata attcatccaa 	1140 

ggcccacttg tagtgtcttg cgatcttgta gtatgcaatt aattctccag gcctttccgt 	1200 

atgcacaggt gtaaaatcca agtgctgcaa atatgtgatc tgtttaaagc tcaaagccac 	1260 

gtttttaaca tctggatttg tcccatcctg ggatacaaat agtggaaatt tggatgcaac 	1320 

tgaagtctga tattttaaaa cagattgaac cgtcctttgt aaatagtctg ggcgattaca 	1380 
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agccattata acaactgctg ctacaggtac ctctaagtgg ttcaacaagc tctgaagacc 	1440  

ttttttttca agatcttgaa ctagggcctt caagtgaaca tactcttcat cttgaagctt 	1500 

cttcgcctct tctaaggcaa caatttttcc ttgttgtatg ctaatctgat caatcaacaa 	1560  

tctcatctga cttgtgcact ggctttcaga ctccacagca gaagctaggc gatctgcata 	1620 

ctcagactgt gttgcaaaaa ggcgcatctg gatgaatata aaggcagtgg ctgccacgaa 	1680  

gaggaggagt cggacgtcgc agatatttct cgccattgcc gcc 	 1723 

<210> 3 
<211> 1152 
<212> DNA 
<213> Elaeis guineensis 

<220> 
<221> misc_feature 
<222> (1)..(1152) 
<223> Probable WRKY transcription factor 40 polynucleotide 

<400> 3 
taggaaccac gggcatgcac ccaataaggt gtttcttttc cccaatttaa ataaaatttc 	60 

tgaatctctt gctaagaaaa ttctattcac aaatgcgtca tccatctcta catcatctta 	120 

tcaccctgaa gagcatgagc agcccaaaat aaatctgaag acacagaaaa atagaataat 	180 

ggatcacttc agctgatccc taattcccaa cgtacaggag agagctaaag aatgttccca 	240 

gaaacggcgg tggccagtgc ggctttaaac cctggatcct tcgtcaatga caacgccact 	300 

tgctccacca aactccgcgg aagctcgggt gactcaacct cctgctgcga tcccactcgt 	360 

gtgagatcaa gtgttacgtt gctcgggccg gaagaatggc gagagaccga gccaccacgg 	420 

ctggaaccat tgggtgctgg aagctgagaa gggtaaccat ggttgtgctc gccttcataa 	480 

gttgcaacca ggatcgatct atcctctaca cttctttgca ccttcttctt gacagggcaa 	540 

gcaggagcaa atgagcatct gaagtaggcc cttggacatg gattgtctct tgtcaccttc 	600 

tgaccatatt ttctccattg atacccatct tttacaataa ggcttgaatc cgatggatcg 	660 

gtgcgaacgc agagcctaga gaccttcaga tcacaatctt ctctcgctcg cttgcaagaa 	720 

tttccgcttg agttgctttc aatctgacgt cccatccaat tggtcattcc attagccaca 	780 

tcactgtagc cattcagggc agagttctca ctcttcctct tcctttccgg cgagaccgac 	840 

cccctatctg agcgcatggt ggtcatcaaa tctattagct ggctctgcag gttggcacaa 	900 

tcttcataaa tgatggcaat cttctcattt agtcttctat tctcctcaga aacccgattg 	960 

agctctgcct caagaacacc aacctctctt ttcataagaa gcccctcttc ctcatgcttg 	1020 

ggactattgc gtaacacttt tggaacttcg gtggggaacc ggagagaacc gaccttgaga 	1080 

tcaaggctca gcgaggagtc catgatgaat gaagcctgtt gacaaattgg gtatgtgttg 	1140 
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ctttgaagct tt 	 1152 

<210> 4 
<211> 1736 
<212> DNA 
<213> Elaeis guineensis 

<220> 
<221> misc_feature 
<222> (1)..(1736) 
<223> Probable WRKY transcription factor 53 polynucleotide 

<400> 4 
gaatttatga tcaaaggagc tttattgatc ttcatcaatt aaaataataa cagttacagg 	60 

tacacaaccc gagaaagaga aacagaaaga aagagttcct tctatttctg ctgcattagc 	120 

cagaaaataa aatcacttgg cccctgatgg gggtgactta ctgcaagctg agctacttct 	180 

accactccgt cctttggtgg ccaggatttc aggctaaaga cctatctaat aacctacgtc 	240 

aaatatattc tctcttggag ccttatgaga agaagctgga aacatcaagt tgaaattttg 	300 

gatcgaactc cagcggttca agcatgaaat ccatgtccat cagaggagaa ttggtggctg 	360 

aggttgcagc cgacattatt tcggtgaggt cagactcggc cgtctgaaga ttgagccccc 	420 

caccatagtt actcatgctg caaggggata ctgagaaata gttggactct gatgttgttt 	480 

gtgagaggaa tgatgaagag aagctgccca tgaagccact atccagtgtt ggagggcagg 	540 

aaaagatatg gttctcagcc tttacggcac tgactggagt ggaagggaag gagaaggata 	600 

atgatttctg gtcctgagct tccgagtcca agccttgggt tattactttg aggcctcttt 	660 

ggaaggttag aagcaggttg tggtcctgct gctgagaatg ctcctgggaa ttaggtttgt 	720 

tttgtttcag ctcttgttcc cgggacgctg atcttgggac tgcttgggac ctctggaggc 	780 

atgtgtgaga cccatggtag gtgacatcga agaccagcgg gttctcatcg gatctctgca 	840 

cctgttttgt tgctgggcag ccctgagtgt tgcggtgcgt gcacctatag tagcctcttg 	900 

gatgtttggc tccaagtatt tctttctgcc catatttcct ccagctatag ccatcgtcca 	960 

aaggcccttc aactccttcc cctgggcaca ccttgatgtg gctggtccac ttgggcagtg 	1020 

tcttcctgca gttacacaca aggggggagc catgtcagcg aggctggctt ataattctga 	1080 

tttcaagcct caatatctca agctatctgg atgagaagca ggggaatttc tttgtacctc 	1140 

ttcttggaca tctctttgcg gtcataatcc ctgaaggctt gattggaatt ctcactgtgc 	1200 

gggctctcgg tggcagagcg tggggaatca gtgccagcaa gctgctgctg ctggccctct 	1260 

gaatcactaa ttttggccat acaaatggac ttgtcgatcg aagacagcat ctttgctgct 	1320 

aaagatttgc agaattcgtt cggaccgggc tgattgagat gcacttccag ctgtcctcgc 	1380 

cagctcctga agctgagtca gctcagtaac cagcaggctt tgattgcttc ctgttccatt 	1440 
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ctccattctg gcctctagga agtgctgaag aagaaacact ggagtgcaaa aagccaccag 

	
1500 

gcaaaagaaa gcagagcaaa tggatggtat tcttatggga tacgagtgaa gattactgct 
	

1560 

cttcagaaga gcagtgggag tggaggagcc agctgaattg ggaggtgaaa agtagaaagt 
	

1620 

tgaacagata gactaatgag tgcttttgaa actagaaaga agcaaaattt ggatgaaata 
	

1680 

agtggataaa gtatagaaaa ggcctgaata gaaaaaaaaa aanaaaaaaa agaaaa 
	

1736 

<210> 5 
<211> 845 
<212> DNA 
<213> Elaeis guineensis 

<220> 
<221> misc_feature 
<222> (1)..(845) 
<223> Dirigent protein 5-like polynucleotide 

<400> 5 
acaatgcagg 

ctactagcct 

tgcaagcgcc 

gccacctctg 

gtagtgttcg 

gctcagggct 

cttgtgttca 

atgggcccct 

caatttgatc 

tccggatctt 

tgtagttggt 

agaggttatc 

agtcatgatt 

aatcatgttt 

tctct 

gatcaccaac 

tccaaatagg 

tggtgctcta 

ctgccgtcgc 

acgaccccat 

tctacttcta 

actccactga 

tagctgggtt 

gaattctttt 

aagaagtaca 

actcttcgtg 

ggcaatgaga 

gaagctctcg 

ggaccaaaag  

accatccgcc 

ccttgctcac 

ctaccacgac 

caaccaaaca 

gaccgaagac 

cgatatgaag 

gtacggccag 

ttcgagcggg 

ctctctcgaa 

tggacaagaa 

gatttgacca 

agaatgatat 

agccagttgg 

gctgtgaaat  

aagtcttgtt cccttctcct 

acgaaagcta ccatctccaa 

atcctcttca atggaaccaa 

gccctcggag attacaaatt 

caccacctgc tgtccaagcc 

aaagagtaca acgcatggtt 

gggactataa acataatggg 

aataggtcgg aggtaatttg 

tcccgcgacc atgagtagat 

gcttcagatc aagctgaacg 

atttatgaat ctggtggttg 

tggaatggtg gtcatcaggg 

cagaacttaa taactgtcca 

atatggtttt atgtagactg  

cctttccttt 

agacaagcct 

cgtatctaat 

tggcatgttc 

ggtggcccgg 

tgcgtacacg 

ggccgacctg 

aatccctagt 

ccggccagcc 

ctaaccgggt 

acaatactgt 

ggaacagtgt 

ttgctcgtgc 

ttctggtctc 

60 

120 

180 

240 

300 

360 

420 

480 

540 

600 

660 

720 

780 

840 

845 

<210> 6 
<211> 1486 
<212> DNA 
<213> Elaeis guineensis 

<220> 
<221> misc_feature 
<222> (1)..(1486) 
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<OZZ> 

s!.suaaup6 SpP1.3 <ETZ> 
VNO <ZTZ> 
LITE <TTZ> 

L <OTZ> 

98iT 	66p)64 up6uu66616 16p»111p1 4616161664 PeD64)6114 

OVVT 	61puppule6 p61)P66411 epplup61p6 DpeD6p4416 ppp)44p)61 661p1p6pD6 

HET 	41e11)1P41 611)14)Pp) DPDDIXPEDE DE646DPP64 6D61PP1P6P D646p6p1DP 

OZET 	PPDDP11P1D PD131661PE PD6E7/661E DP6P66PPD6 UPE63DEP31 PD111P3311 

09ZT 	p6p)1DP)16 EE6E66EE66 114)11p)61 )66EDEEPPD 31.16P)D116 1pp6)61u64 

00ZT 	6ppDp11)61 p1)1646p16 6411)161u) Dle))66eDu 6P3PP3D311 pp6peD6161 

OKI 	61p11)1)66 6646ppelle D4p66p)1)6 16pp6pD4De 41)1661uD4 Dp6166611P 

080T 	Dlp)D1p6D1. p6446p6)1) )1.6p6pDpup e66EE6616. Dp)p661pD6 1p1u66614) 

OZOT 	4D)PP61)16 6ppp6P6Dep y26)464411 PD4PPDPP66 p6Ee46616p 616116eE6E 

096 	1411)61114 6466114)6P )44)161p6) Dlppp6p66) 111P6PD666 Pe661u»61 

006 	p16p61)))) 461PDP4)66 11epppp661. 16116E6E1E 66DP66ppu6 p1116ppP)1 

OV8 	E6e6E16611 114p66Dua6 64p)66141) p61)1p1up6 uDDD1pp111 PP3PP63P6P 

08L 	11u4)1464p pD6p6)6upu 64)1x6p6)) pplluplu66 pp11p6p1)1 1p6p6p)pal 

OZL 	1)Dp461)61 )66666)4)6 11e666EE61 4611p)upD6 4)6))6pepu 661)p6p41p 

099 	1)146ppp66 upDpeD61u6 )11)1)144) D61P6641D6 P6PP3PP33D 61u)116p61 

009 	P1D1P61411 D6pp6P61e6 E661E1E1e) 61)6116664 D11366P116 P1DDRP66PD 

OtS 	P3PPDD1DET PDD1P1p64) EE66166E61 pp6pup11pp 66PeP11D66 6p)6661)16 

08V 	6p6pp))1p4 )66p6pp616 ED6P1PPP6P PD166366E3 )14)6pup66 6upDp1116p 

OZt 	DD166114e6 6E666E6E66 14)6ep1ppp p66peD6p11 1DPPDPPPDP PD6P36P1PE 

09E 	1261pDpe11 11E6111E11 R3DPD4DP6E 1))6616p)6 61E66E661E )1641peDP1 

00E 	4)6p6Depp) 61p1p))611 1471epp6pe Dpep6611u1 6DDDp)1116 44pDp64pup 

OVZ 	PDPP6PEDE1 PPET66PPD6 P1PP63PPP6 6ED464P1.6g E61661161) 4u4pDp46p7 

08T 	1)1)161pD1 pDpPp66414 D4)11e6eD1 4Depp6p161 4p41641)6e UPDP1PP6PD 

OZT 	D6P)pp)611 616P1D16eP 6pp6111u)) 6pD62641p6 6p616661p) u64.266p)14 

09 	)611p1P46p 666P616)1p 6pP)11pp6p 1P61D16/1P 1P4PDPDD/P P4)16pp144 
9 <00t> 

appoapnuALod 
aspups uplcmd-auLuoa.141/aupas alq-JoldaDaJ-s uppaL adA4-9 <m> 

lxl'szIS—bups!_1-aDuanbaS-0EV9C-lbali 
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<222> (1)..(1617) 
<223> Putative disease resistance protein RGA3 polynucleotide 

<400> 7 
aggaatcaaa gaatgatcgt cttagtaagt cattaaaata ctcatcgcca atgtcttcca 	60 

ttcttcttct acctcgaggt tggatgtaac cttgcgccat ccacaatctg accaaaacag 	120 

ctgagtcaaa cacataatcc ttgggaaaca tggaacagta aacgaaacag ggtttgagat 	180 

gtgctggcat gcgataatag cttaatctaa gagatgccaa agtctcattg ttcttctcta 	240 

gttcccatac attgatcgct ttgtaagacc tccgtccaac tatcttcatc tgcctcatgt 	300 

cttagaaggc ttcctagtgt cttcacagcc aatggtaaac cggaacactt cttgacaatc 	360 

tgcttaccgg tatccgccaa gtgtggttgt tcttcagggt ctcgaccacc aaatgcataa 	420 

tgcctgaata atgaccaaga ctgctccagc gacaagtagc caggacaata aggatcctct 	480 

gtctgcatga tctccgcaac cttctcattt ctacaagtca cgataattct tactgtttct 	540 

tcgccaacga aggggatact caaggactcc caaaggcttt gttcctcgtt ccagacatcg 	600 

tccagcacaa gcaacacttt cttccccttc accttttgct tgagtgtatt ttgaagtggg 	660 

ctgatttctg taagcttaca tggagttcca gtaatagact cgatgatggc ctttgttagc 	720 

ctcggaacat caaaatcatc ggatacacaa acccatccag tccgatcaaa atattctttg 	780 

accttggagt cattgtagac cagctgagcg atggtggttt ttcccagtcc tcccttgccg 	840 

acaattggaa tgacagagat accatttccc ataccctcag aaagcagcaa atcaattatt 	900 

ttcttcttgt catgtttcct tccaaaagta cgtgattcat ccaccatgtg actggttggt 	960 

gctgggtacg gagctccaga gacccgtcgc tctccatctt cctcgcttaa acggaggcgt 	1020 

ttccgatcct ccgagatctc atcgaacctc ttcctgatct tcctgattct atcccccatg 	1080 

ccatcgggaa ttgaaacatt aactatggtg gaaagagaag tacttacctc ttcctcatcg 	1140 

tcccctgctt ccactcgctt cctcttgcgg gaagctccgc cttccgcttg ggctcgcagt 	1200 

acctcgtact ggtactcgtc cagcacatct tccgcgtcat aagccacttc tttgagctcc 	1260 

ttcagccaga gcttgacggc ttcttctcgt atctccctct cctccgcgtc atggagcact 	1320 

gcctggatcc ttttcaatgt tctctccagc tcctccagat cttccaagac actgctgcgt 	1380 

ggatctgatg gcgaagacgg cgaggctgcc catctatgaa cagagcccaa aacttggctg 	1440 

gtttttgata tgatggaaga gaggaaagcg ctcgccattg cacaacctca gtttcctttt 	1500 

tgctctgatc agacacggca agcaagcaaa gagagctttg gcctccttct ggtctcctcc 	1560 

tcagaaagag tgaaccggag tcaagtcaat ggcgaggaaa gcagaggcct ccttcac 	1617 

<210> 8 
<211> 1795 
<212> DNA 
<213> Elaeis guineensis 
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<220> 
<221> misc_feature 
<222> (1)..(1795) 
<223> Polyamine oxidase polynucleotide 

<400> 8 
cgagaacgga ggccagaaaa gagagagaat ccttcgtcga tcgatctccg gatcgatctc 	60 

tccttctttc tttcgatcgt tgccggtttg ccgatccctt gagggtatga gctggttcga 	120 

taagctccgt cgcttgtcgg atgcgagccg atatatggac ggcctcctga tctttatcct 	180 

ccatcactcg attcctatac gtttgaatct ttccttaaat cctatacaat cttaagcggc 	240 

gttcggggga ttcggatcgc cgtctttgat cgccaggatg gagcgcaaga ccctcccggg 	300 

ccgcgacaat ttcgccatca gcggtatttt tctcacacac attgagaggc aacagtcttc 	360 

cccaccttca gtcattgtga ttggtggagg cttttcaggg atcgcagctg cacgtgcatt 	420 

gacgaatgct tcatttaagg ttattttgtt agagtcacgc aatcggcttg gtggccgagt 	480 

gcatactgac tattcttttg gctgtcctgt tgacatgggg gcatcatggc tgcatggtgt 	540 

ttgcaatgaa aattctctgg caccatttat tcgtggtctg ggcctaagat tataccgcac 	600 

tagtggtgac aactctgtgt tgtatgacca cgatttagag agctatgcac tgtttgatat 	660 

gaatggttgc caagtccctc aacagctggt aattagagtt ggagaaatgt ttgagagaat 	720 

tctcaaagag acagtgaaag taagggatga acatgctgag gacatgtctc tgctccaagc 	780 

tatttctatt gttttgaaca gaaatccaga tctaaggcaa gaggggccgg cacatgaagt 	840 

gttgcagtgg tatatatgca gaatggaggc atggtttgct gcagacgtgg atactatatc 	900 

tttgaaaagc tgggatcagg agcatgttct ttctggtggc catggactta tggtgcaagg 	960 

atactatcct gttatcaaaa cccttgcaaa tgatctggat atcaaactga accacagggt 	1020 

gaaaaaaatt gtccagcgtt gtaacaaagt aatggtcacc gtggaggatg gctcaaattt 	1080 

tgtggctgat gctgctatta tcactgttcc tcttggggtt ctcaaagcaa atgtgatcga 	1140 

atttgaaccc aagctaccag aatggaaagt ctcagcaatc tctgatcttg gtgttggcaa 	1200 

tgagaataag attgctcttc actttagtac tgttttttgg cccaatgtag aagttctagg 	1260 

aatggtcgct ccaacatctt atgcctgtgg ctactttctc aatctccaca aggcaacagg 	1320 

acatcctgtt cttgtgtaca tggctgctgg aagggttgct tatgatattg agaaactttc 	1380 

tgatgaagaa gctgttaaat ttgtgatgtt acagcttcag aaaatgctac cagatgctac 	1440 

agagccggtt caatacttgg tttctaggtg gggtacagac ccagattccc ttgggtccta 	1500 

ttcttgtgac ttggttggga agccagctga cttgtatgag agatttcgag ctcctgtgga 	1560 

taatatatat tttgctggag aagcagcaag tgttgatcac tctgggtccg tccatggagc 	1620 

ttacacagca ggtatcatag ctgcagagga ctgccgaagg cgtctactac tgcaacatgg 	1680 
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1440 

1500 

1560 

1620 

1680 

1740 

1800 

1860 

1920 

1980 

2040 

2100 

2160 

2220 

2280 

2340 

2400 

2460 

2510 

aaccccgtca 

atatatggtc 

atgtcagtcc 

tacctcccat 

actctatttt 

ccaccagcaa 

acaaacaact 

caccaacttg 

gcgcatcgac 

tacacccttg 

gagtctggct 

cactggcgtt 

gaggacccta 

gatggcctcc 

tacccgaacc 

gtccgcgtgg 

gccgaccttg 

ctcaacttcg 

cggctcgtcc  

acgtagagag 

ctcctgaatc 

aacaggcact 

ttcttgaccg 

tcctcactca 

cccctggttg 

ggctctggca 

tcaaccactg 

aactaagcgc 

agatcaatgc 

tcacccctgg 

ttgatcgaga 

gccaacccca 

tcctttggtc 

cccacgtcgt 

gccacgccga 

cctccctgct 

ggcagtaccc 

ccgccgaggg  

gcttcaggtg 

tgccatcaaa 

ggaggagaac 

gatcaatgcc 

acttgggact 

ctcgagagcg 

actcgccaag 

gttgaggaca 

gatgcatcca 

tcttgctcgc 

atcatgttgc 

gggcctccct 

tgggctaaag 

cgccctccag 

ccaagccgac 

caagagcggc 

caccaccctc 

gctcggcggc 

cgaccccgag  

ttccctcctg 

gaggagcaca 

aagctattca 

caagatggga 

ctgaagccaa 

aaacgtgtcc 

gcccacgtct 

catgcgtgct 

atcttcaagc 

caaatcctca 

atggagatga 

gccgatctca 

cttctcatag 

gcctgggtcc 

cccgagctcc 

gccgactggt 

ctctggctcg 

tacatcccga 

tacgacaact  

ttagcaagct 

ttattggcca 

tgttggatta 

ggaaagccta 

tagccattga 

tcacaccacc 

gctccaatga 

tggagccctt 

tgctcaagcc 

tcagtggtgg 

gtgtctcttt 

ttagaagagg 

aggactaccc 

ggacctacgt 

aagcctggta 

ggccccggct 

cgtcggctca 

accggccccc 

tcctcgccga  

cgatcccacc 

tctcggtggc 

ccatgatgtt 

tggcacaaga 

gctcagtctc 

caccgatgcc 

tgctggggtc 

cataatagct 

ccatatgcgt 

tggagtcatc 

ctatcgggat 

catggcaata 

ctacgccaac 

ccaggcctac 

cgccgaagcc 

cagctccccc 

gcacgccgcg 

tctcatgcgc 

<210> 10 
<211> 1137 
<212> DNA 
<213> Elaeis guineensis 

<220> 
<221> 
<222> 
<223> 

<400> 10 
ggctgcaaca aaacagggga gaggaaagag 

gtagaagata tccctcttct cactccatac 

gtagtattgg caccattgac aaggcagaga 

attttgtact actcccagag gacttccaaa 

gtatcaaaca cgggcatagg gtataaagat 

gaagcatgga aaccaatagt gaatgctgta 

aaggcagagg agagggagga aggagaggca 

aagatgggag gattcctgct ttcgcatagg 

tcctatggat atattccaca acaacatgct 

gggggctttt tgatatctga aggcactgtg 

atccccggta tttggactag agagcaggtg 

catgagaagg gtggtatttt ctttttacag 
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420 

480 

540 

600 

660 

720 

780 

840 

900 

960 

1020 

1080 

1137 

attgggcaca 

tcaagtactg 

cgcttgagca 

gctattgaag 

cagttcatga 

cgctgccggt 

gttggcatga 

ggtcttgcac 

attgaaccaa 

atgagaaagg 

aacaaggtaa 

aatcctgact 

actattttac  

tgggaaggat 

acaagccaat 

ctgatgaaat 

ctggctttga 

aagacaacat 

tcgcattgga 

gattatctct 

tgtacatggc 

acatggaagt 

ctttcaaagg 

tcaaagaagg 

tgcccaagag 

actatcagta  

ctcaaattat 

cactcctcag 

tcctcttata 

tggagttgag 

caacgaccga 

agtagttgag 

ctttgcagac 

tgaatcactg 

tgtggatgga 

tacattcatc 

ttatgctgat 

atttgaattc 

cccggttgtt  

ggtttccagc 

actccagaag 

gtcaatgatt 

atccatgcgg 

acagatgaat 

gctgtagtcg 

atcatggaga 

aacaagtttg 

aagcagcaaa 

cttgctgggg 

ctagtggcat 

aatgctcctc 

gggtatgtag  

ctaatggaca 

atgatttctc 

ttagagttgc 

cattcggtca 

atggtggaag 

atgaaatcgg 

gtggagactc 

gcgttctcta 

taccacatgt 

gatttgatag 

atggccgctc 

tcaacaagta 

actacccatt  

agcacccatc 

ccctcctcga 

tgcaaggaat 

tctactcgag 

cttgcagaac 

agccagtaga 

agaccctgag 

ctgccatgtg 

gcatctttcc 

agaagaaggt 

attcatagct 

tgataggtct 

ccttgaa 

<210> 11 
<211> 1299 
<212> DNA 
<213> Elaeis guineensis 

<220> 
<221> 
<222> 
<223> 

misc_feature 
(1)..(1299) 
ORF 4 in reading frame 3 on reverse strand extending from base 
873 to base 2171 of Mannosyl-oli9osaccharide 
1,2-alpha-mannosidase MNS3-like isoform X1 polynucleotide 

60 

120 

180 

240 

300 

360 

420 

480 

540 

600 

660 

aaagggcagg tcaatttatt tgaaactacc 

tatcatttaa gtgggggtga acatggcacc 

caaggagcta agccagagat cttcttaaaa 

tctgcgttta cttcaagtcc aacatcaatt 

acagcccatc ctgctcctga cggcatgagc 

gagtttaact acctcagtaa aatttcaggt 

atattggaac atttaaggac acttcccaag 

ccccaatctg gtcaatttaa tggagagaac 

tatgagtact taattaaagt gtggattcag 

tatctatatg agatgtatac agaagcaatg 

tctgtaccca aggggctagt ttttgttggg 
Page 12 

<400> 11 
aaaaacaacc ttatggaaag aatcagtaca 

attcgtgttt taggggggct tcttagtgct 

ttggaagaca gtggaatatc catgactcgt 

atagcaaaga atttagctga cagactgttg 

cctttcagtg atgtcattct tcatgatagt 

agtacttcag aagtttcaac cttacaactt 

gatccaaaat atggttcaga ggcaatgaaa 

gtggaaggtc tggtgcctat ttacatcagt 

attcggctgg gatctcgtgg tgacagttac 

caaaaatctg gtcacaatag ccagctaaag 

aaaggggtca gacatcttct tgttcggaaa 
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gagctgccct atggatctaa tggtggcttc agtcccaaaa tggatcacct ggtgtgtttc 	720 

cttccaggca cccttgcact tggtgcaacc aaaggtatca caaagaaaaa ggcagttgaa 	780 

ggtaatttat taactgcaga agacttggag aatttaaagc ttgctgaaga tctggcaaaa 	840 

acatgctttg aaatgtattc tgtgacttct actggtcttt ctcctgaaat tgtttatttc 	900 

catgttgagg gtggttctga agggggacct gatggcggta acaaaagctc cgtgtatgta 	960 

aatgatataa ttatcaaaca caatgatcgt cataatcttt tgcgtccaga aactgtggaa 	1020 

tcattgtttg tgttgtatcg tattactgaa gatccaaaat accgcgaatg gggctggcag 	1080 

atctttcagg cctttgaaaa atatacaaag gtggattctg gaggttatgc ttgtttggat 	1140 

gatgtcacaa caataccccc tccaaaaaga gacaagatgg agactttctt cttgggggaa 	1200 

acattgaagt atttatattt gttgtttgga gacaataatg ttcttcctct ggataagttt 	1260 

gtattcaaca cagaagccca cccctttcca cttaactga 	 1299 

<210> 12 
<211> 1344 
<212> DNA 
<213> Elaeis guineensis 

<220> 
<221> misc_feature 
<222> (1)..(1344) 
<223> ORF 1 in reading frame 2 on reverse strand extending from base 2 

to base 1345 of Alpha-1,3-mannosyl-glycoprotein 
2-beta-N-acetylglucosaminyltransferase-like isoform X3 
polynucleotide 

<400> 12 
gcggcaatgg cgagaaatat ctgcgacgtc cgactcctcc tcttcgtggc agccactgcc 	60 

tttatattca tccagatgcg cctttttgca acacagtctg agtatgcaga tcgcctagct 	120 

tctgctgtgg agtctgaaag ccagtgcaca agtcagatga gattgttgat tgatcagatt 	180 

agcatacaac aaggaaaaat tgttgcctta gaagaggcga agaagcttca agatgaagag 	240 

tatgttcact tgaaggccct agttcaagat cttgaaaaaa aaggtcttca gagcttgttg 	300 

aaccacttag aggtacctgt agcagcagtt gttataatgg cttgtaatcg cccagactat 	360 

ttacaaagga cggttcaatc tgttttaaaa tatcagactt cagttgcatc caaatttcca 	420 

ctatttgtat cccaggatgg gacaaatcca gatgttaaaa acgtggcttt gagctttaaa 	480 

cagatcacat atttgcagca cttggatttt acacctgtgc atacggaaag gcctggagaa 	540 

ttaattgcat actacaagat cgcaagacac tacaagtggg ccttggatga attatttatc 	600 

aagcataatt tcaatcgagt aatcatatta gaagatgaca tggagattgc cccggatttt 	660 

tttaattatt ttgaggccac agcttctata ctcgacagtg acaagacaat catggctgtt 	720 
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tcttcttgga atgacaatgg acaagtgcaa tttgtgcatg atcctaaaac tctttatcgc 	780 

tctgatttct ttcctgggct tgggtggatg ctatcaaagt ctatatggga tgagttatca 	840 

ccgaagtggc ctaaagctta ttgggatgac tggattaggc ttaaggagat acacggagag 	900 

cgtcaattta ttcgtccaga agtttgtaga acttacaatt tcggtgagca tggctctagt 	960 

atggggcagt tctttaaaca atatttggag ccaatcaaat tgaatgatgt tcatgttgat 	1020 

tggaggacaa tggatctaag ctacctgaca gaggacaaat ttgtgagaca ctttgctaaa 	1080 

ctagtcgcag atgccaaacc tgttcatggt ggacctgatg cagttttaaa agcacataac 	1140  

atagatggtg atgtacggat ccaatataga gatcaagctg actttgaaca aattgcacga 	1200 

ggatttggga tatttgaaga atggaaggat ggcattccca ggacagcata taaaggagtt 	1260  

gtagtgttcc ggcatcaaac ttcaaggcgt atatatcttg tgggcccaga ttctcttaag 	1320  

ctacttgggc ttgaggatgc ttga 	 1344 

<210> 13 
<211> 927 
<212> DNA 
<213> Elaeis guineensis 

<220> 
<221> misc_feature 
<222> (1)..(927) 
<223> ORF 1 in reading frame 2 on reverse strand extending from base 2 

to base 928 of Probable WRKY transcription factor 40 
polynucleotide 

<400> 13 
aagcttcaaa gcaacacata cccaatttgt caacaggctt cattcatcat ggactcctcg 	60 

ctgagccttg atctcaaggt cggttctctc cggttcccca ccgaagttcc aaaagtgtta 	120 

cgcaatagtc ccaagcatga ggaagagggg cttcttatga aaagagaggt tggtgttctt 	180 

gaggcagagc tcaatcgggt ttctgaggag aatagaagac taaatgagaa gattgccatc 	240 

atttatgaag attgtgccaa cctgcagagc cagctaatag atttgatgac caccatgcgc 	300 

tcagataggg ggtcggtctc gccggaaagg aagaggaaga gtgagaactc tgccctgaat 	360 

ggctacagtg atgtggctaa tggaatgacc aattggatgg gacgtcagat tgaaagcaac 	420 

tcaagcggaa attcttgcaa gcgagcgaga gaagattgtg atctgaaggt ctctaggctc 	480 

tgcgttcgca ccgatccatc ggattcaagc cttattgtaa aagatgggta tcaatggaga 	540 

aaatatggtc agaaggtgac aagagacaat ccatgtccaa gggcctactt cagatgctca 	600 

tttgctcctg cttgccctgt caagaagaag gtgcaaagaa gtgtagagga tagatcgatc 	660 

ctggttgcaa cttatgaagg cgagcacaac catggttacc cttctcagct tccagcaccc 	720 

aatggttcca gccgtggtgg ctcggtctct cgccattctt ccggcccgag caacgtaaca 	780 
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cttgatctca cacgagtggg atcgcagcag gaggttgagt cacccgagct tccgcggagt 	840 

ttggtggagc aagtggcgtt gtcattgacg aaggatccag ggtttaaagc cgcactggcc 	900 

accgccgttt ctgggaacat tctttag 	 927 

<210> 14 
<211> 792 
<212> DNA 
<213> Elaeis guineensis 

<220> 
<221> misc_feature 
<222> (1)..(792) 
<223> ORF 4 in reading frame 2 on reverse strand extending from base 

683 to base 1474 of Probable WRKY transcription factor 53 
polynucleotide 

<400> 14 
catggctccc cccttgtgtg taactgcagg aagacactgc ccaagtggac cagccacatc 	60 

aaggtgtgcc caggggaagg agttgaaggg cctttggacg atggctatag ctggaggaaa 	120 

tatgggcaga aagaaatact tggagccaaa catccaagag gctactatag gtgcacgcac 	180 

cgcaacactc agggctgccc agcaacaaaa caggtgcaga gatccgatga gaacccgctg 	240 

gtcttcgatg tcacctacca tgggtctcac acatgcctcc agaggtccca agcagtccca 	300 

agatcagcgt cccgggaaca agagctgaaa caaaacaaac ctaattccca ggagcattct 	360 

cagcagcagg accacaacct gcttctaacc ttccaaagag gcctcaaagt aataacccaa 	420 

ggcttggact cggaagctca ggaccagaaa tcattatcct tctccttccc ttccactcca 	480 

gtcagtgccg taaaggctga gaaccatatc ttttcctgcc ctccaacact ggatagtggc 	540 

ttcatgggca gcttctcttc atcattcctc tcacaaacaa catcagagtc caactatttc 	600 

tcagtatccc cttgcagcat gagtaactat ggtggggggc tcaatcttca gacggccgag 	660 

tctgacctca ccgaaataat gtcggctgca acctcagcca ccaattctcc tctgatggac 	720 

atggatttca tgcttgaacc gctggagttc gatccaaaat ttcaacttga tgtttccagc 	780 

ttcttctcat as 	 792 

<210> 15 
<211> 471 
<212> DNA 
<213> Elaeis guineensis 

<220> 
<221> misc_feature 
<222> (1)..(471) 
<223> ORF 1 in reading frame 1 on direct strand extending from base 1 

to base 471 of Dirigent protein 5-like polynucleotide 

<400> 15 
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acaatgcagg 

ctactagcct 

tgcaagcgcc 

gccacctctg 

gtagtgttcg 

gctcagggct 

cttgtgttca 

atgggcccct 

RDQL-76430-Sequence-Listing_ST25.txt 
gatcaccaac accatccgcc aagtcttgtt cccttctcct cctttccttt 

tccaaatagg ccttgctcac acgaaagcta ccatctccaa agacaagcct 

tggtgctcta ctaccacgac atcctcttca atggaaccaa cgtatctaat 

ctgccgtcgc caaccaaaca gccctcggag attacaaatt tggcatgttc 

acgaccccat gaccgaagac caccacctgc tgtccaagcc ggtggcccgg 

tctacttcta cgatatgaag aaagagtaca acgcatggtt tgcgtacacg 

actccactga gtacggccag gggactataa acataatggg ggccgacctg 

tagctgggtt ttcgagcggg aataggtcgg aggtaatttg a 

60 

120 

180 

240 

300 

360 

420 

471 

<210> 16 
<211> 1191 
<212> DNA 
<213> Elaeis guineensis 

<220> 
<221> 
<222> 
<223> 

misc_feature 
(1)..(1191) 
ORF 1 in reading frame 2 on direct strand extending from base 146 
to base 1336 of G-type lectin S-receptor-like 
serine/threonine-protein kinase polynucleotide 

<400> 16 
caacttcaga 

gtcaggaaac 

gaaacaagaa 

ggcctagact 

aaggaaaata 

ggtcaagaaa 

aagaatgagg 

tgctgcatat 

gatgcctttc 

attgttgaag 

attcaccgag 

tctgactttg 

gttgttggaa 

aaatccgatg 

aatcattttg 

aaggaaaaca  

ttctctttgg 

gaatagcaag 

atcttttgcc 

caccattatt 

agcttggaga 

tagcagtgaa 

tggaactgat 

atggagatga 

tcttcgatgc 

ggattgctcg 

atctgaaagc 

gcatggcacg 

caattggcta 

tcttcagctt 

tcgacaacga 

gagtcctcga  

aaacatcatg 

gagaatacaa 

atatgcaaac 

tgattttaac 

gggaggattt 

gaggctatcc 

atccaagctc 

gaagcttttg 

aaccaggaaa 

ggggctgctg 

gagcaatgtt 

gatttttggt 

catgtcccct 

tggtgttttg 

gaaaggtctg 

gttgatcgat  

tctctcagta 

gaacaaaatg 

gagcttacaa 

atgataatag 

ggtccagttt 

aagaggtctg 

caacacagga 

atctatgagt 

gttctattag 

taccttcaca 

ctattagacg 

agagatcaaa 

gagtatgcca 

cttttagaag 

aacctcttgg 

ccatcattgg  

catatctgtt 

acattgtttc 

ttgtcatgga 

cagcaacaaa 

acaagggaaa 

ggcagggctt 

acctagttag 

tcatgcccaa 

actggaaaag 

gagattctag 

aacaatttaa 

gtttagaaag 

tggaagggca 

ttgtgagtgg 

gatatgcatg 

gtgactcatg  

ggtgaagtat 

acccgtattg 

ggatggcagt 

caactttagc 

gcttccaggc 

aaaggaattc 

gcttctgggt 

caagagcttg 

ccgctgcaac 

attaaggatc 

tcccagaata 

gacggataga 

gatttcggag 

taagaggaac 

gacactgtgg 

gtcttactca 

60 

120 

180 

240 

300 

360 

420 

480 

540 

600 

660 

720 

780 

840 

900 

960 
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RDQL-J6430-Sequence-Listing_ST25.txt 
gaagtgctca ggatcattaa agtggggctc ttatgtgtgc aagaattccc aacagacagg 	1020 

ccatccatgt ctttggtagt gtctatgctt acaagtgatg cgaatgttcc agttccaaaa 	1080 

caggctgcat tctttggaag gagaagtcac tcagattcca tttcatcaac cgaaagcaag 	1140  

gagacatggt cagcaaatgg tctcactatt accaaactag agtgcagata a 	 1191 

<210> 17 
<211> 1263 
<212> DNA 
<213> Elaeis guineensis 

<220> 
<221> misc_feature 
<222> (1)..(1263) 
<223> ORF 1 in reading frame 2 on reverse strand extending from base 

131 to base 1393 of Putative disease resistance protein RGA3 
polynucleotide 

<400> 17 
ggttgtgcaa tggcgagcgc tttcctctct tccatcatat caaaaaccag ccaagttttg 	60 

ggctctgttc atagatgggc agcctcgccg tcttcgccat cagatccacg cagcagtgtc 	120 

ttggaagatc tggaggagct ggagagaaca ttgaaaagga tccaggcagt gctccatgac 	180 

gcggaggaga gggagatacg agaagaagcc gtcaagctct ggctgaagga gctcaaagaa 	240 

gtggcttatg acgcggaaga tgtgctggac gagtaccagt acgaggtact gcgagcccaa 	300 

gcggaaggcg gagcttcccg caagaggaag cgagtggaag caggggacga tgaggaagag 	360 

gtaagtactt ctctttccac catagttaat gtttcaattc ccgatggcat gggggataga 	420 

atcaggaaga tcaggaagag gttcgatgag atctcggagg atcggaaacg cctccgttta 	480 

agcgaggaag atggagagcg acgggtctct ggagctccgt acccagcacc aaccagtcac 	540 

atggtggatg aatcacgtac ttttggaagg aaacatgaca agaagaaaat aattgatttg 	600 

ctgctttctg agggtatggg aaatggtatc tctgtcattc caattgtcgg caagggagga 	660 

ctgggaaaaa ccaccatcgc tcagctggtc tacaatgact ccaaggtcaa agaatatttt 	720 

gatcggactg gatgggtttg tgtatccgat gattttgatg ttccgaggct aacaaaggcc 	780 

atcatcgagt ctattactgg aactccatgt aagcttacag aaatcagccc acttcaaaat 	840 

acactcaagc aaaaggtgaa ggggaagaaa gtgttgcttg tgctggacga tgtctggaac 	900 

gaggaacaaa gcctttggga gtccttgagt atccccttcg ttggcgaaga aacagtaaga 	960 

attatcgtga cttgtagaaa tgagaaggtt gcggagatca tgcagacaga ggatccttat 	1020 

tgtcctggct acttgtcgct ggagcagtct tggtcattat tcaggcatta tgcatttggt 	1080 

ggtcgagacc ctgaagaaca accacacttg gcggataccg gtaagcagat tgtcaagaag 	1140 

tgttccggtt taccattggc tgtgaagaca ctaggaagcc ttctaagaca tgaggcagat 	1200 
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RDQL-76430-Sequence-Listing_ST25.txt 
gaagatagtt ggacggaggt cttacaaagc gatcaatgta tgggaactag agaagaacaa 	1260 

tga 	 1263 

<210> 18 
<211> 1524 
<212> DNA 
<213> Elaeis guineensis 

<220> 
<221> misc_feature 
<222> (1)..(1524) 
<223> ORF 2 in reading frame 2 on direct strand extending from base 236 

to base 1759 of Polyamine oxidase polynucleotide 

<400> 18 
gcggcgttcg ggggattcgg atcgccgtct ttgatcgcca ggatggagcg caagaccctc 	60 

ccgggccgcg acaatttcgc catcagcggt atttttctca cacacattga gaggcaacag 	120 

tcttccccac cttcagtcat tgtgattggt ggaggctttt cagggatcgc agctgcacgt 	180 

gcattgacga atgcttcatt taaggttatt ttgttagagt cacgcaatcg gcttggtggc 	240 

cgagtgcata ctgactattc ttttggctgt cctgttgaca tgggggcatc atggctgcat 	300 

ggtgtttgca atgaaaattc tctggcacca tttattcgtg gtctgggcct aagattatac 	360 

cgcactagtg gtgacaactc tgtgttgtat gaccacgatt tagagagcta tgcactgttt 	420 

gatatgaatg gttgccaagt ccctcaacag ctggtaatta gagttggaga aatgtttgag 	480 

agaattctca aagagacagt gaaagtaagg gatgaacatg ctgaggacat gtctctgctc 	540 

caagctattt ctattgtttt gaacagaaat ccagatctaa ggcaagaggg gccggcacat 	600 

gaagtgttgc agtggtatat atgcagaatg gaggcatggt ttgctgcaga cgtggatact 	660 

atatctttga aaagctggga tcaggagcat gttctttctg gtggccatgg acttatggtg 	720 

caaggatact atcctgttat caaaaccctt gcaaatgatc tggatatcaa actgaaccac 	780 

agggtgaaaa aaattgtcca gcgttgtaac aaagtaatgg tcaccgtgga ggatggctca 	840 

aattttgtgg ctgatgctgc tattatcact gttcctcttg gggttctcaa agcaaatgtg 	900 

atcgaatttg aacccaagct accagaatgg aaagtctcag caatctctga tcttggtgtt 	960 

ggcaatgaga ataagattgc tcttcacttt agtactgttt tttggcccaa tgtagaagtt 	1020 

ctaggaatgg tcgctccaac atcttatgcc tgtggctact ttctcaatct ccacaaggca 	1080 

acaggacatc ctgttcttgt gtacatggct gctggaaggg ttgcttatga tattgagaaa 	1140 

ctttctgatg aagaagctgt taaatttgtg atgttacagc ttcagaaaat gctaccagat 	1200 

gctacagagc cggttcaata cttggtttct aggtggggta cagacccaga ttcccttggg 	1260 

tcctattctt gtgacttggt tgggaagcca gctgacttgt atgagagatt tcgagctcct 	1320 

gtggataata tatattttgc tggagaagca gcaagtgttg atcactctgg gtccgtccat 	1380 
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gtatcaaaca cgggcatagg gtataaagat atccccggta tttggactag agagcaggtg 	300 

gaagcatgga aaccaatagt gaatgctgta catgagaagg gtggtatttt ctttttacag 	360 

attgggcaca tgggaaggat ctcaaattat ggtttccagc ctaatggaca agcacccatc 	420 

tcaagtactg acaagccaat cactcctcag actccagaag atgatttctc ccctcctcga 	480 

cgcttgagca ctgatgaaat tcctcttata gtcaatgatt ttagagttgc tgcaaggaat 	540 

gctattgaag ctggctttga tggagttgag atccatgcgg cattcggtca tctactcgag 	600 

cagttcatga aagacaacat caacgaccga acagatgaat atggtggaag cttgcagaac 	660 

cgctgccggt tcgcattgga agtagttgag gctgtagtcg atgaaatcgg agccagtaga 	720 

gttggcatga gattatctct ctttgcagac atcatggaga gtggagactc agaccctgag 	780 

ggtcttgcac tgtacatggc tgaatcactg aacaagtttg gcgttctcta ctgccatgtg 	840 

attgaaccaa acatggaagt tgtggatgga aagcagcaaa taccacatgt gcatctttcc 	900 

atgagaaagg ctttcaaagg tacattcatc cttgctgggg gatttgatag agaagaaggt 	960 

aacaaggtaa tcaaagaagg ttatgctgat ctagtggcat atggccgctc attcatagct 	1020 

aatcctgact tgcccaagag atttgaattc aatgctcctc tcaacaagta tgataggtct 	1080 

actattttac actatcagta cccggttgtt gggtatgtag actacccatt ccttgaatcc 	1140 

ttaaactaa 	 1149 

<210> 21 
<211> 432 
<212> PRT 
<213> Elaeis guineensis 

<220> 
<221> MISC_FEATURE 
<222> (1)..(432) 
<223> Translation of ORF 4 in reading frame 3 on reverse strand of 

Mannosyl-oligosaccharide 1,2-alpha-mannosidase MNS3-like isoform 
X1 polynucleotide 

<400> 21 

Lys Asn Asn Leu Met Glu Arg Ile Ser Thr Lys Gly Gln Val Asn Leu 
1 	 5 	 10 	 15 

Phe Glu Thr Thr Ile Arg Val Leu Gly Gly Leu Leu Ser Ala Tyr His 
20 	 25 	 30 

Leu Ser Gly Gly Glu His Gly Thr Leu Glu Asp Ser Gly Ile Ser Met 
35 	 40 	 45 

Thr Arg Gln Gly Ala Lys Pro Glu Ile Phe Leu Lys Ile Ala Lys Asn 
50 	 55 	 60 
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Leu Ala Asp Arg Leu Leu Ser Ala Phe Thr Ser Ser Pro Thr Ser Ile 
65 	 70 	 75 	 80 

Pro Phe Ser Asp Val Ile Leu His Asp Ser Thr Ala His Pro Ala Pro 
85 	 90 	 95 

Asp Gly Met Ser Ser Thr Ser Glu Val Ser Thr Leu Gln Leu Glu Phe 
100 	 105 	 110 

Asn Tyr Leu Ser Lys Ile Ser Gly Asp Pro Lys Tyr Gly Ser Glu Ala 
115 	 120 	 125 

Met Lys Ile Leu Glu His Leu Arg Thr Leu Pro Lys Val Glu Gly Leu 
130 	 135 	 140 

val Pro Ile Tyr Ile Ser Pro Gln Ser Gly Gln Phe Asn Gly Glu Asn 
145 	 150 	 155 	 160 

Ile Arg Leu Gly Ser Arg Gly Asp Ser Tyr Tyr Glu Tyr Leu Ile Lys 
165 	 170 	 175 

Val Trp Ile Gln Gln Lys Ser Gly His Asn Ser Gln Leu Lys Tyr Leu 
180 	 185 	 190 

Tyr Glu Met Tyr Thr Glu Ala Met Lys Gly Val Arg His Leu Leu Val 
195 	 200 	 205 

Arg Lys Ser Val Pro Lys Gly Leu Val Phe Val Gly Glu Leu Pro Tyr 
210 	 215 	 220 

Gly Ser Asn Gly Gly Phe Ser Pro Lys Met Asp His Leu Val Cys Phe 
225 	 230 	 235 	 240 

Leu Pro Gly Thr Leu Ala Leu Gly Ala Thr Lys Gly Ile Thr Lys Lys 
245 	 250 	 255 

Lys Ala Val Glu Gly Asn Leu Leu Thr Ala Glu Asp Leu Glu Asn Leu 
260 	 265 	 270 

Lys Leu Ala Glu Asp Leu Ala Lys Thr Cys Phe Glu Met Tyr Ser Val 
275 	 280 	 285 

Thr Ser Thr Gly Leu Ser Pro Glu Ile Val Tyr Phe His Val Glu Gly 
290 	 295 	 300 

Gly Ser Glu Gly Gly Pro Asp Gly Gly Asn Lys Ser Ser val Tyr val 
305 	 310 	 315 	 320 
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Asn Asp Ile Ile Ile Lys His Asn Asp Arg His Asn Leu Leu Arg Pro 
325 	 330 	 335 

Glu Thr val Glu Ser Leu Phe Val Leu Tyr Arg Ile Thr Glu Asp Pro 
340 	 345 	 350 

Lys Tyr Arg Glu Trp Gly Trp Gln Ile Phe Gln Ala Phe Glu Lys Tyr 
355 	 360 	 365 

Thr Lys Val Asp Ser Gly Gly Tyr Ala Cys Leu Asp Asp val Thr Thr 
370 	 375 	 380 

Ile Pro Pro Pro Lys Arg Asp Lys Met Glu Thr Phe Phe Leu Gly Glu 
385 	 390 	 395 	 400 

Thr Leu Lys Tyr Leu Tyr Leu Leu Phe Gly Asp Asn Asn val Leu Pro 
405 	 410 	 415 

Leu Asp Lys Phe Val Phe Asn Thr Glu Ala His Pro Phe Pro Leu Asn 
420 	 425 	 430 

<210> 22 
<211> 447 
<212> PRT 
<213> Elaeis guineensis 

<220> 
<221> MISC_FEATURE 
<222> (1)..(447) 
<223> Translation of ORF 1 in reading frame 2 on reverse strand of 

Alpha-1,3-mannosyl-glycoprotein 
2-beta-N-acetylglucosaminyltransferase-like isoform X3 
polynucleotide 

<400> 22 

Ala Ala Met Ala Arg Asn Ile Cys Asp Val Arg Leu Leu Leu Phe Val 
1 	 5 	 10 	 15 

Ala Ala Thr Ala Phe Ile Phe Ile Gln Met Arg Leu Phe Ala Thr Gln 
20 	 25 	 30 

Ser Glu Tyr Ala Asp Arg Leu Ala Ser Ala val Glu Ser Glu Ser Gln 
35 	 40 	 45 

Cys Thr Ser Gin Met Arg Leu Leu Ile Asp Gln Ile Ser Ile Gln Gln 
50 	 55 	 60 

Gly Lys Ile Val Ala Leu Glu Glu Ala Lys Lys Leu Gln Asp Glu Glu 
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65 
	

70 	 75 	 80 

Tyr Val His Leu Lys Ala Leu Val Gln Asp Leu Glu Lys Lys Gly Leu 
85 	 90 	 95 

Gln Ser Leu Leu Asn His Leu Glu Val Pro Val Ala Ala Val Val Ile 
100 	 105 	 110 

Met Ala Cys Asn Arg Pro Asp Tyr Leu Gln Arg Thr Val Gln Ser Val 
115 	 120 	 125 

Leu Lys Tyr Gln Thr Ser Val Ala Ser Lys Phe Pro Leu Phe Val Ser 
130 	 135 	 140 

Gln Asp Gly Thr Asn Pro Asp Val Lys Asn Val Ala Leu Ser Phe Lys 
145 	 150 	 155 	 160 

Gln Ile Thr Tyr Leu Gln His Leu Asp Phe Thr Pro Val His Thr Glu 
165 	 170 	 175 

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

Trp Ala Leu Asp Glu Leu Phe Ile Lys His Asn Phe Asn Arg Val Ile 
195 	 200 	 205 

Ile Leu Glu Asp Asp Met Glu Ile Ala Pro Asp Phe Phe Asn Tyr Phe 
210 	 215 	 220 

Glu Ala Thr Ala Ser Ile Leu Asp Ser Asp Lys Thr Ile Met Ala Val 
225 	 230 	 235 	 240 

Ser Ser Trp Asn Asp Asn Gly Gln Val Gln Phe Val His Asp Pro Lys 
245 	 250 	 255 

Thr Leu Tyr Arg Ser Asp Phe Phe Pro Gly Leu Gly Trp Met Leu Ser 
260 	 265 	 270 

Lys Ser Ile Trp Asp Glu Leu Ser Pro Lys Trp Pro Lys Ala Tyr Trp 
275 	 280 	 285 

Asp Asp Trp Ile Arg Leu Lys Glu Ile His Gly Glu Arg Gln Phe Ile 
290 	 295 	 300 

Arg Pro Glu Val Cys Arg Thr Tyr Asn Phe Gly Glu His Gly Ser Ser 
305 	 310 	 315 	 320 
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Met Gly Gln Phe Phe Lys Gln Tyr Leu Glu Pro Ile Lys Leu Asn Asp 

325 	 330 	 335 

Val His Val Asp Trp Arg Thr Met Asp Leu Ser Tyr Leu Thr Glu Asp 
340 	 345 	 350 

Lys Phe Val Arg His Phe Ala Lys Leu Val Ala Asp Ala Lys Pro Val 
355 	 360 	 365 

His Gly Gly Pro Asp Ala val Leu Lys Ala His Asn Ile Asp Gly Asp 
370 	 375 	 380 

val Arg Ile Gln Tyr Arg Asp Gln Ala Asp Phe Glu Gln Ile Ala Arg 
385 	 390 	 395 	 400 

Gly Phe Gly Ile Phe Glu Glu Trp Lys Asp Gly Ile Pro Arg Thr Ala 
405 	 410 	 415 

Tyr Lys Gly Val Val Val Phe Arg His Gln Thr Ser Arg Arg Ile Tyr 
420 	 425 	 430 

Leu Val Gly Pro Asp Ser Leu Lys Leu Leu Gly Leu Glu Asp Ala 
435 	 440 	 445 

<210> 23 
<211> 308 
<212> PRT 
<213> Elaeis guineensis 

<220> 
<221> MISC_FEATURE 
<222> (1)..(308) 
<223> Translation of ORF 1 in reading frame 2 on reverse strand of 

Probable WRKY transcription factor 40 polynucleotide 

<400> 23 

Lys Leu Gln Ser Asn Thr Tyr Pro Ile Cys Gln Gln Ala Ser Phe Ile 
1 	 5 	 10 	 15 

Met Asp Ser Ser Leu Ser Leu Asp Leu Lys Val Gly Ser Leu Arg Phe 
20 	 25 	 30 

Pro Thr Glu Val Pro Lys Val Leu Arg Asn Ser Pro Lys His Glu Glu 
35 	 40 	 45 

Glu Gly Leu Leu Met Lys Arg Glu val Gly Val Leu Glu Ala Glu Leu 
50 	 55 	 60 

Asn Arg Val Ser Glu Glu Asn Arg Arg Leu Asn Glu Lys Ile Ala Ile 
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65 
	

70 	 75 	 80 

Ile Tyr Glu Asp Cys Ala Asn Leu Gln Ser Gln Leu Ile Asp Leu Met 
85 	 90 	 95 

Thr Thr Met Arg Ser Asp Arg Gly Ser val Ser Pro Glu Arg Lys Arg 
100 	 105 	 110 

Lys Ser Glu Asn Ser Ala Leu Asn Gly Tyr Ser Asp Val Ala Asn Gly 
115 	 120 	 125 

Met Thr Asn Trp Met Gly Arg Gln Ile Glu Ser Asn Ser Ser Gly Asn 
130 	 135 	 140 

Ser Cys Lys Arg Ala Arg Glu Asp Cys Asp Leu Lys Val Ser Arg Leu 
145 	 150 	 155 	 160 

Cys Val Arg Thr Asp Pro Ser Asp Ser Ser Leu Ile Val Lys Asp Gly 
165 	 170 	 175 

Tyr Gln Trp Arg Lys Tyr Gly Gln Lys val Thr Arg Asp Asn Pro Cys 
180 	 185 	 190 

Pro Arg Ala Tyr Phe Arg Cys Ser Phe Ala Pro Ala Cys Pro Val Lys 
195 	 200 	 205 

Lys Lys Val Gin Arg Ser Val Glu Asp Arg Ser Ile Leu Val Ala Thr 
210 	 215 	 220 

Tyr Glu Gly Glu His Asn His Gly Tyr Pro Ser Gln Leu Pro Ala Pro 
225 	 230 	 235 	 240 

Asn Gly Ser Ser Arg Gly Gly Ser val Ser Arg His Ser Ser Gly Pro 
245 	 250 	 255 

Ser Asn val Thr Leu Asp Leu Thr Arg Val Gly Ser Gln Gln Glu val 
260 	 265 	 270 

Glu Ser Pro Glu Leu Pro Arg Ser Leu Val Glu Gin val Ala Leu Ser 
275 	 280 	 285 

Leu Thr Lys Asp Pro Gly Phe Lys Ala Ala Leu Ala Thr Ala Val Ser 
290 	 295 	 300 

Gly Asn Ile Leu 
305 
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<210> 24 
<211> 263 
<212> PRT 
<213> Elaeis guineensis 

<220> 
<221> MISC_FEATURE 
<222> (1)..(263) 
<223> Translation of ORF 4 in reading frame 2 on reverse strand of 

Probable wRKY transcription factor 53 polynucleotide 

<400> 24 

His Gly Ser Pro Leu Val Cys Asn Cys Arg Lys Thr Leu Pro Lys Trp 
1 	 5 	 10 	 15 

Thr Ser His Ile Lys Val Cys Pro Gly Glu Gly Val Glu Gly Pro Leu 
20 	 25 	 30 

Asp Asp Gly Tyr Ser Trp Arg Lys Tyr Gly Gln Lys Glu Ile Leu Gly 
35 	 40 	 45 

Ala Lys His Pro Arg Gly Tyr Tyr Arg Cys Thr His Arg Asn Thr Gln 
50 	 55 	 60 

Gly Cys Pro Ala Thr Lys Gln Val Gln Arg Ser Asp Glu Asn Pro Leu 
65 	 70 	 75 	 80 

Val Phe Asp Val Thr Tyr His Gly Ser His Thr Cys Leu Gln Arg Ser 
85 	 90 	 95 

Gln Ala Val Pro Arg Ser Ala Ser Arg Glu Gln Glu Leu Lys Gln Asn 
100 	 105 	 110 

Lys Pro Asn Ser Gln Glu His Ser Gln Gln Gln Asp His Asn Leu Leu 
115 	 120 	 125 

Leu Thr Phe Gln Arg Gly Leu Lys Val Ile Thr Gin Gly Leu Asp Ser 
130 	 135 	 140 

Glu Ala Gln Asp Gln Lys Ser Leu Ser Phe Ser Phe Pro Ser Thr Pro 
145 	 150 	 155 	 160 

Val Ser Ala Val Lys Ala Glu Asn His Ile Phe Ser Cys Pro Pro Thr 
165 	 170 	 175 

Leu Asp Ser Gly Phe Met Gly Ser Phe Ser Ser Ser Phe Leu Ser Gln 
180 	 185 	 190 

Thr Thr Ser Glu Ser Asn Tyr Phe Ser val Ser Pro Cys Ser Met Ser 
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195 	 200 	 205 

Asn Tyr Gly Gly Gly Leu Asn Leu Gln Thr Ala Glu Ser Asp Leu Thr 
210 	 215 	 220 

Glu Ile Met Ser Ala Ala Thr Ser Ala Thr Asn Ser Pro Leu Met Asp 
225 	 230 	 235 	 240 

Met Asp Phe Met Leu Glu Pro Leu Glu Phe Asp Pro Lys Phe Gln Leu 
245 	 250 	 255 

Asp Val Ser Ser Phe Phe Ser 
260 

<210> 25 
<211> 156 
<212> PRT 
<213> Elaeis guineensis 

<220> 
<221> MISC_FEATURE 
<222> (1)..(156) 
<223> Translation of ORF 1 in reading frame 1 on direct strand of 

Dirigent protein 5-like polynucleotide 

<400> 25 

Thr Met Gln Gly Ser Pro Thr Pro Ser Ala Lys Ser Cys Ser Leu Leu 
1 	 5 	 10 	 15 

Leu Leu Ser Phe Leu Leu Ala Phe Gln Ile Gly Leu Ala His Thr Lys 
20 	 25 	 30 

Ala Thr Ile Ser Lys Asp Lys Pro Cys Lys Arg Leu Val Leu Tyr Tyr 
35 	 40 	 45 

His Asp Ile Leu Phe Asn Gly Thr Asn Val Ser Asn Ala Thr Ser Ala 
50 	 55 	 60 

Ala Val Ala Asn Gln Thr Ala Leu Gly Asp Tyr Lys Phe Gly Met Phe 
65 	 70 	 75 	 80 

Val Val Phe Asp Asp Pro Met Thr Glu Asp His His Leu Leu Ser Lys 
85 	 90 	 95 

Pro Val Ala Arg Ala Gln Gly Phe Tyr Phe Tyr Asp Met Lys Lys Glu 
100 	 105 	 110 

Tyr Asn Ala Trp Phe Ala Tyr Thr Leu Val Phe Asn Ser Thr Glu Tyr 
115 	 120 	 125 
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Gly Gln Gly Thr Ile Asn Ile Met Gly Ala Asp Leu Met Gly Pro Leu 
130 	 135 	 140 

Ala Gly Phe Ser Ser Gly Asn Arg Ser Glu Val Ile 
145 	 150 	 155 

<210> 26 
<211> 396 
<212> PRT 
<213> Elaeis guineensis 

<220> 
<221> MISC_FEATURE 
<222> (1)..(396) 
<223> Translation of ORF 1 in reading frame 2 on direct strand of 

G-type lectin S-receptor-like serine/threonine-protein kinase 
polynucleotide 

<400> 26 

Gln Leu Gln Ile Leu Phe Gly Asn Ile Met Ser Leu Ser Thr Tyr Leu 
1 	 5 	 10 	 15 

Leu val Lys Tyr val Arg Lys Arg Ile Ala Arg Arg Ile Gln Glu Gln 
20 	 25 	 30 

Asn Asp Ile Val Ser Pro val Leu Glu Thr Arg Asn Leu Leu Pro Tyr 
35 	 40 	 45 

Ala Asn Glu Leu Thr Ile Val Met Glu Asp Gly Ser Gly Leu Asp Ser 
50 	 55 	 60 

Pro Leu Phe Asp Phe Asn Met Ile Ile Ala Ala Thr Asn Asn Phe Ser 
65 	 70 	 75 	 80 

Lys Glu Asn Lys Leu Gly Glu Gly Gly Phe Gly Pro val Tyr Lys Gly 
85 	 90 	 95 

Lys Leu Pro Gly Gly Gln Glu Ile Ala Val Lys Arg Leu Ser Lys Arg 
100 	 105 	 110 

Ser Gly Gln Gly Leu Lys Glu Phe Lys Asn Glu val Glu Leu Ile Ser 
115 	 120 	 125 

Lys Leu Gln His Arg Asn Leu val Arg Leu Leu Gly Cys Cys Ile Tyr 
130 	 135 	 140 

Gly Asp Glu Lys Leu Leu Ile Tyr Glu Phe Met Pro Asn Lys Ser Leu 
145 	 150 	 155 	 160 
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Asp Ala Phe Leu Phe Asp Ala Thr Arg Lys Val Leu Leu Asp Trp Lys 
165 	 170 	 175 

Ser Arg Cys Asn Ile Val Glu Gly Ile Ala Arg Gly Leu Leu Tyr Leu 
180 	 185 	 190 

His Arg Asp Ser Arg Leu Arg Ile Ile His Arg Asp Leu Lys Ala Ser 
195 	 200 	 205 

Asn Val Leu Leu Asp Glu Gln Phe Asn Pro Arg Ile Ser Asp Phe Gly 
210 	 215 	 220 

Met Ala Arg Ile Phe Gly Arg Asp Gin Ser Leu Glu Arg Thr Asp Arg 
225 	 230 	 235 	 240 

Val Val Gly Thr Ile Gly Tyr Met Ser Pro Glu Tyr Ala Met Glu Gly 
245 	 250 	 255 

Gln Ile Ser Glu Lys Ser Asp val Phe Ser Phe Gly Val Leu Leu Leu 
260 	 265 	 270 

Glu Val Val Ser Gly Lys Arg Asn Asn His Phe Val Asp Asn Glu Lys 
275 	 280 	 285 

Gly Leu Asn Leu Leu Gly Tyr Ala Trp Thr Leu Trp Lys Glu Asn Arg 
290 	 295 	 300 

Val Leu Glu Leu Ile Asp Pro Ser Leu Gly Asp Ser Trp Ser Tyr Ser 
305 	 310 	 315 	 320 

Glu Val Leu Arg Ile Ile Lys val Gly Leu Leu Cys Val Gln Glu Phe 
325 	 330 	 335 

Pro Thr Asp Arg Pro Ser Met Ser Leu Val Val Ser Met Leu Thr Ser 
340 	 345 	 350 

Asp Ala Asn Val Pro val Pro Lys Gln Ala Ala Phe Phe Gly Arg Arg 
355 	 360 	 365 

Ser His Ser Asp Ser Ile Ser Ser Thr Glu Ser Lys Glu Thr Trp Ser 
370 	 375 	 380 

Ala Asn Gly Leu Thr Ile Thr Lys Leu Glu Cys Arg 
385 	 390 	 395 

<210> 27 
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<211> 420 
<212> PRT 
<213> Elaeis guineensis 

<220> 
<221> MISC_FEATURE 
<222> (1)..(420) 
<223> Translation of ORF 1 in reading frame 2 on reverse strand of 

Putative disease resistance protein RGA3 polynucleotide 

<400> 27 

Gly Cys Ala Met Ala Ser Ala Phe Leu Ser Ser Ile Ile Ser Lys Thr 
1 	 5 	 10 	 15 

Ser Gln Val Leu Gly Ser Val His Arg Trp Ala Ala Ser Pro Ser Ser 
20 	 25 	 30 

Pro Ser Asp Pro Arg Ser Ser Val Leu Glu Asp Leu Glu Glu Leu Glu 
35 	 40 	 45 

Arg Thr Leu Lys Arg Ile Gln Ala val Leu His Asp Ala Glu Glu Arg 
50 	 55 	 60 

Glu Ile Arg Glu Glu Ala Val Lys Leu Trp Leu Lys Glu Leu Lys Glu 
65 	 70 	 75 	 80 

Val Ala Tyr Asp Ala Glu Asp val Leu Asp Glu Tyr Gln Tyr Glu val 
85 	 90 	 95 

Leu Arg Ala Gln Ala Glu Gly Gly Ala Ser Arg Lys Arg Lys Arg Val 
100 	 105 	 110 

Glu Ala Gly Asp Asp Glu Glu Glu Val Ser Thr Ser Leu Ser Thr Ile 
115 	 120 	 125 

Val Asn val Ser Ile Pro Asp Gly Met Gly Asp Arg Ile Arg Lys Ile 
130 	 135 	 140 

Arg Lys Arg Phe Asp Glu Ile Ser Glu Asp Arg Lys Arg Leu Arg Leu 
145 	 150 	 155 	 160 

Ser Glu Glu Asp Gly Glu Arg Arg Val Ser Gly Ala Pro Tyr Pro Ala 
165 	 170 	 175 

Pro Thr Ser His Met Val Asp Glu Ser Arg Thr Phe Gly Arg Lys His 
180 	 185 	 190 

Asp Lys Lys Lys Ile Ile Asp Leu Leu Leu Ser Glu Gly Met Gly Asn 
195 	 200 	 205 
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Gly Ile Ser Val Ile Pro Ile Val Gly Lys Gly Gly Leu Gly Lys Thr 
210 	 215 	 220 

Thr Ile Ala Gln Leu val Tyr Asn Asp Ser Lys Val Lys Glu Tyr Phe 
225 	 230 	 235 	 240 

Asp Arg Thr Gly Trp Val Cys Val Ser Asp Asp Phe Asp val Pro Arg 
245 	 250 	 255 

Leu Thr Lys Ala Ile Ile Glu Ser Ile Thr Gly Thr Pro Cys Lys Leu 
260 	 265 	 270 

Thr Glu Ile Ser Pro Leu Gln Asn Thr Leu Lys Gln Lys Val Lys Gly 
275 	 280 	 285 

Lys Lys Val Leu Leu Val Leu Asp Asp Val Trp Asn Glu Glu Gln Ser 
290 	 295 	 300 

Leu Trp Glu Ser Leu Ser Ile Pro Phe Val Gly Glu Glu Thr Val Arg 
305 	 310 	 315 	 320 

Ile Ile Val Thr Cys Arg Asn Glu Lys Val Ala Glu Ile Met Gln Thr 
325 	 330 	 335 

Glu Asp Pro Tyr Cys Pro Gly Tyr Leu Ser Leu Glu Gln Ser Trp Ser 
340 	 345 	 350 

Leu Phe Arg His Tyr Ala Phe Gly Gly Arg Asp Pro Glu Glu Gln Pro 
355 	 360 	 365 

His Leu Ala Asp Thr Gly Lys Gln Ile Val Lys Lys Cys Ser Gly Leu 
370 	 375 	 380 

Pro Leu Ala val Lys Thr Leu Gly Ser Leu Leu Arg His Glu Ala Asp 
385 	 390 	 395 	 400 

Glu Asp Ser Trp Thr Glu val Leu Gln Ser Asp Gln Cys Met Gly Thr 
405 	 410 	 415 

Arg Glu Glu Gln 
420 

<210> 28 
<211> 507 
<212> PRT 
<213> Elaeis guineensis 
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<220> 
<221> MISC_FEATURE 
<222> (1)..(507) 
<223> Translation of ORF 2 in reading frame 2 on direct strand of 

Polyamine oxidase polynucleotide 

<400> 28 

Ala Ala Phe Gly Gly Phe Gly Ser Pro Ser Leu Ile Ala Arg Met Glu 
1 	 5 	 10 	 15 

Arg Lys Thr Leu Pro Gly Arg Asp Asn Phe Ala Ile Ser Gly Ile Phe 
20 	 25 	 30 

Leu Thr His Ile Glu Arg Gln Gln Ser Ser Pro Pro Ser Val Ile val 
35 	 40 	 45 

Ile Gly Gly Gly Phe Ser Gly Ile Ala Ala Ala Arg Ala Leu Thr Asn 
50 	 55 	 60 

Ala Ser Phe Lys Val Ile Leu Leu Glu Ser Arg Asn Arg Leu Gly Gly 
65 	 70 	 75 	 80 

Arg Val His Thr Asp Tyr Ser Phe Gly Cys Pro Val Asp Met Gly Ala 
85 	 90 	 95 

Ser Trp Leu His Gly Val Cys Asn Glu Asn Ser Leu Ala Pro Phe Ile 
100 	 105 	 110 

Arg Gly Leu Gly Leu Arg Leu Tyr Arg Thr Ser Gly Asp Asn Ser val 
115 	 120 	 125 

Leu Tyr Asp His Asp Leu Glu Ser Tyr Ala Leu Phe Asp Met Asn Gly 
130 	 135 	 140 

Cys Gln val Pro Gln Gln Leu Val Ile Arg Val Gly Glu Met Phe Glu 
145 	 150 	 155 	 160 

Arg Ile Leu Lys Glu Thr Val Lys Val Arg Asp Glu His Ala Glu Asp 
165 	 170 	 175 

Met Ser Leu Leu Gln Ala Ile Ser Ile Val Leu Asn Arg Asn Pro Asp 
180 	 185 	 190 

Leu Arg Gln Glu Gly Pro Ala His Glu val Leu Gin Trp Tyr Ile Cys 
195 	 200 	 205 

Arg Met Glu Ala Trp Phe Ala Ala Asp Val Asp Thr Ile Ser Leu Lys 
210 	 215 	 220 
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Ser Trp Asp Gln Glu His Val Leu Ser Gly Gly His Gly Leu Met Val 
225 	 230 	 235 	 240 

Gln Gly Tyr Tyr Pro Val Ile Lys Thr Leu Ala Asn Asp Leu Asp Ile 
245 	 250 	 255 

Lys Leu Asn His Arg Val Lys Lys Ile Val Gln Arg Cys Asn Lys Val 
260 	 265 	 270 

Met Val Thr Val Glu Asp Gly Ser Asn Phe Val Ala Asp Ala Ala Ile 
275 	 280 	 285 

Ile Thr Val Pro Leu Gly Val Leu Lys Ala Asn Val Ile Glu Phe Glu 
290 	 295 	 300 

Pro Lys Leu Pro Glu Trp Lys Val Ser Ala Ile Ser Asp Leu Gly Val 
305 	 310 	 315 	 320 

Gly Asn Glu Asn Lys Ile Ala Leu His Phe Ser Thr Val Phe Trp Pro 
325 	 330 	 335 

Asn Val Glu Val Leu Gly Met Val Ala Pro Thr Ser Tyr Ala Cys Gly 
340 	 345 	 350 

Tyr Phe Leu Asn Leu His Lys Ala Thr Gly His Pro Val Leu Val Tyr 
355 	 360 	 365 

Met Ala Ala Gly Arg Val Ala Tyr Asp Ile Glu Lys Leu Ser Asp Glu 
370 	 375 	 380 

Glu Ala Val Lys Phe Val Met Leu Gln Leu Gln Lys Met Leu Pro Asp 
385 	 390 	 395 	 400 

Ala Thr Glu Pro Val Gln Tyr Leu Val Ser Arg Trp Gly Thr Asp Pro 
405 	 410 	 415 

Asp Ser Leu Gly Ser Tyr Ser Cys Asp Leu Val Gly Lys Pro Ala Asp 
420 	 425 	 430 

Leu Tyr Glu Arg Phe Arg Ala Pro Val Asp Asn Ile Tyr Phe Ala Gly 
435 	 440 	 445 

Glu Ala Ala Ser Val Asp His Ser Gly Ser Val His Gly Ala Tyr Thr 
450 	 455 	 460 

Ala Gly Ile Ile Ala Ala Glu Asp Cys Arg Arg Arg Leu Leu Leu Gln 
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465 	 470 	 475 	 480 

His Gly Met Ser Asp Leu Phe Gln Ala Val Leu Arg Glu Glu Met Thr 
485 	 490 	 495 

Glu Ala Met Val Pro Leu Gln Ile Ser Arg Met 
500 	 505 

<210> 29 
<211> 812 
<212> PRT 
<213> Elaeis guineensis 

<220> 
<221> MISC_FEATURE 
<222> (1)..(812) 
<223> Translation of ORF 1 in reading frame 1 on direct strand of 

Putative lipoxygenase 5 polynucleotide 

<400> 29 

Asp Phe Gly Lys Gln Lys Lys Lys Lys Lys Leu Met Ala Ala Ser Ile 
1 	 5 	 10 	 15 

Glu Ser Leu Gly Thr Ser Leu Ile Gln Arg Leu Pro Leu Leu Pro Ser 
20 	 25 	 30 

Ser Ser Ser Arg Ile Phe Arg Gly Glu Gln Ser Asn Leu Gly Phe Gln 
35 	 40 	 45 

Pro Ala Leu Phe Pro Leu Thr Gln Arg Ser Leu His Arg Val Asn Arg 
50 	 55 	 60 

Ala val Arg Ala Pro Val Ala Ala Ala Val Thr Glu Lys Val Val Lys 
65 	 70 	 75 	 80 

val Val Ala Glu Lys Pro Val Arg Phe Lys Val Arg Ala Ala Leu Thr 
85 	 90 	 95 

Val Arg Lys Lys Lys Glu Glu Asp Leu Lys Glu Lys Ile Ala Ser Gln 
100 	 105 	 110 

Leu Asp Ala Phe Ser Asp Lys Ile Gly Arg Asn Val Val Leu Glu Leu 
115 	 120 	 125 

Val Ser Thr Glu Ile Asp Pro Trp Thr Gln Lys Pro Lys Arg Ser Asn 
130 	 135 	 140 

Lys Ala Val Leu Arg Asp Trp Phe Glu Lys Lys Asn Val Lys Gly Glu 
145 	 150 	 155 	 160 
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Arg val Val Tyr Thr Ala Glu Phe Met Val Asp Ser Ser Phe Gly Met 
165 	 170 	 175 

Pro Gly Ala Ile Thr Val Leu Asn Arg His Gln Lys Glu Phe Phe Leu 
180 	 185 	 190 

Glu Ser Ile Val val Glu Gly Phe Ala Cys Gly Pro val His Phe Ser 
195 	 200 	 205 

Cys Tyr Ser Trp Val Gln Pro Thr Lys Ile His Pro Ser Glu Arg Val 
210 	 215 	 220 

Phe Phe Asn Asn Lys Pro Tyr Leu Pro Ala Glu Thr Pro Pro Gly Leu 
225 	 230 	 235 	 240 

Lys Glu Leu Arg Glu Arg Glu Leu Glu Glu Leu Arg Gly Asp Gly Thr 
245 	 250 	 255 

Gly Glu Arg Lys Leu Thr Asp Arg Ile Tyr Asp Phe Asp Thr Tyr Asn 
260 	 265 	 270 

Asp Leu Gly Asn Pro Asp Lys Gly Phe Glu Tyr Ala Arg Pro Ile Ala 
275 	 280 	 285 

Gly Gly Asp Lys Met Pro Tyr Pro Arg Arg Cys Arg Thr Gly Arg Ser 
290 	 295 	 300 

Pro Thr Asn Thr Asp Val His Ala Glu Ser Arg Arg Glu Tyr Pro Ser 
305 	 310 	 315 	 320 

Pro Ile Tyr Val Pro Arg Asp Glu Ala Phe Glu Glu Gly Lys Gln Glu 
325 	 330 	 335 

Met Leu Ser Ala Gly Ala Leu Lys Ala Leu Leu His Asn Leu Val Pro 
340 	 345 	 350 

Ser Phe Val Ala Ser Ile Ser Pro Glu Ser His Asp Phe Lys Ala Phe 
355 	 360 	 365 

His Asp Ile Asp Asn Leu Phe Lys Glu Gly Leu Arg Trp Lys Lys Thr 
370 	 375 	 380 

Leu Gin Asp Gln Leu Phe His Lys Ile Pro Phe Val Ser Lys Ile Glu 
385 	 390 	 395 	 400 

Glu ser ser Glu Ala Leu Leu Arg Phe Asp Thr Pro Asp Ile Ile Thr 
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405 	 410 	 415 

Lys Asp Lys Phe Ala Trp Leu Arg Asp Asp Glu Phe Ala Arg Gln Ala 
420 	 425 	 430 

Leu Ala Gly Ile Asn Pro Val Asn Val Glu Arg Leu Gln Val Phe Pro 
435 	 440 	 445 

Pro Val Ser Lys Leu Asp Pro Thr Ile Tyr Gly Pro Pro Glu Ser Ala 
450 	 455 	 460 

Ile Lys Glu Glu His Ile Ile Gly His Leu Gly Gly Met Ser Val Gln 
465 	 470 	 475 	 480 

Gln Ala Leu Glu Glu Asn Lys Leu Phe Met Leu Asp Tyr His Asp Val 
485 	 490 	 495 

Tyr Leu Pro Phe Leu Asp Arg Ile Asn Ala Gln Asp Gly Arg Lys Ala 
500 	 505 	 510 

Tyr Gly Thr Arg Thr Leu Phe Phe Leu Thr Gln Leu Gly Thr Leu Lys 
515 	 520 	 525 

Pro Ile Ala Ile Glu Leu Ser Leu Pro Pro Ala Thr Pro Gly Cys Ser 
530 	 535 	 540 

Arg Ala Lys Arg Val Leu Thr Pro Pro Thr Asp Ala Thr Asn Asn Trp 
545 	 550 	 555 	 560 

Leu Trp Gln Leu Ala Lys Ala His Val Cys Ser Asn Asp Ala Gly Val 
565 	 570 	 575 

His Gln Leu Val Asn His Trp Leu Arg Thr His Ala Cys Leu Glu Pro 
580 	 585 	 590 

Phe Ile Ile Ala Ala His Arg Gln Leu Ser Ala Met His Pro Ile Phe 
595 	 600 	 605 

Lys Leu Leu Lys Pro His Met Arg Tyr Thr Leu Glu Ile Asn Ala Leu 
610 	 615 	 620 

Ala Arg Gln Ile Leu Ile Ser Gly Gly Gly Val Ile Glu Ser Gly Phe 
625 	 630 	 635 	 640 

Thr Pro Gly Ser Cys Cys Met Glu Met Ser Val Ser Phe Tyr Arg Asp 
645 	 650 	 655 
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His Trp Arg Phe Asp Arg Glu Gly Leu Pro Ala Asp Leu Ile Arg Arg 

660 	 665 	 670 

Gly Met Ala Ile Glu Asp Pro Ser Gln Pro His Gly Leu Lys Leu Leu 
675 	 680 	 685 

Ile Glu Asp Tyr Pro Tyr Ala Asn Asp Gly Leu Leu Leu Trp Ser Ala 
690 	 695 	 700 

Leu Gln Ala Trp Val Arg Thr Tyr Val Gln Ala Tyr Tyr Pro Asn Pro 
705 	 710 	 715 	 720 

His Val Val Gln Ala Asp Pro Glu Leu Gln Ala Trp Tyr Ala Glu Ala 
725 	 730 	 735 

Val Arg Val Gly His Ala Asp Lys Ser Gly Ala Asp Trp Trp Pro Arg 
740 	 745 	 750 

Leu Ser Ser Pro Ala Asp Leu Ala Ser Leu Leu Thr Thr Leu Leu Trp 
755 	 760 	 765 

Leu Ala Ser Ala Gln His Ala Ala Leu Asn Phe Gly Gln Tyr Pro Leu 
770 	 775 	 780 

Gly Gly Tyr Ile Pro Asn Arg Pro Pro Leu Met Arg Arg Leu Val Pro 
785 	 790 	 795 	 800 

Ala Glu Gly Asp Pro Glu Tyr Asp Asn Phe Leu Ala 
805 	 810 

<210> 30 
<211> 382 
<212> PRT 
<213> Elaeis guineensis 

<220> 
<221> MISC_FEATURE 
<222> (1)..(382) 
<223> Translation of ORF 1 in reading frame 1 on direct strand of 

12-oxophytodienoate reductase 1-like polynucleotide 

<400> 30 

Gly Cys Asn Lys Thr Gly Glu Arg Lys Glu Lys Ala Glu Glu Arg Glu 
1 	 5 	 10 	 15 

Glu Gly Glu Ala Val Glu Asp Ile Pro Leu Leu Thr Pro Tyr Lys Met 
20 	 25 	 30 

Gly Gly Phe Leu Leu Ser His Arg Val Val Leu Ala Pro Leu Thr Arg 
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35 	 40 	 45 

Gln Arg Ser Tyr Gly Tyr Ile Pro Gln Gln His Ala Ile Leu Tyr Tyr 
50 	 55 	 60 

Ser Gln Arg Thr Ser Lys Gly Gly Phe Leu Ile Ser Glu Gly Thr Val 
65 	 70 	 75 	 80 

val Ser Asn Thr Gly Ile Gly Tyr Lys Asp Ile Pro Gly Ile Trp Thr 
85 	 90 	 95 

Arg Glu Gln val Glu Ala Trp Lys Pro Ile Val Asn Ala Val His Glu 
100 	 105 	 110 

Lys Gly Gly Ile Phe Phe Leu Gln Ile Gly His Met Gly Arg Ile Ser 
115 	 120 	 125 

Asn Tyr Gly Phe Gln Pro Asn Gly Gln Ala Pro Ile Ser Ser Thr Asp 
130 	 135 	 140 

Lys Pro Ile Thr Pro Gln Thr Pro Glu Asp Asp Phe Ser Pro Pro Arg 
145 	 150 	 155 	 160 

Arg Leu Ser Thr Asp Glu Ile Pro Leu Ile Val Asn Asp Phe Arg Val 
165 	 170 	 175 

Ala Ala Arg Asn Ala Ile Glu Ala Gly Phe Asp Gly Val Glu Ile His 
180 	 185 	 190 

Ala Ala Phe Gly His Leu Leu Glu Gln Phe Met Lys Asp Asn Ile Asn 
195 	 200 	 205 

Asp Arg Thr Asp Glu Tyr Gly Gly Ser Leu Gln Asn Arg Cys Arg Phe 
210 	 215 	 220 

Ala Leu Glu val Val Glu Ala Val Val Asp Glu Ile Gly Ala Ser Arg 
225 	 230 	 235 	 240 

Val Gly Met Arg Leu Ser Leu Phe Ala Asp Ile Met Glu Ser Gly Asp 
245 	 250 	 255 

Ser Asp Pro Glu Gly Leu Ala Leu Tyr Met Ala Glu Ser Leu Asn Lys 
260 	 265 	 270 

Phe Gly Val Leu Tyr Cys His Val Ile Glu Pro Asn Met Glu Val Val 
275 	 280 	 285 
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Asp Gly Lys Gln Gln Ile Pro His Val His Leu Ser Met Arg Lys Ala 

290 	 295 	 300 

Phe Lys Gly Thr Phe Ile Leu Ala Gly Gly Phe Asp Arg Glu Glu Gly 
305 	 310 	 315 	 320 

Asn Lys Val Ile Lys Glu Gly Tyr Ala Asp Leu Val Ala Tyr Gly Arg 
325 	 330 	 335 

Ser Phe Ile Ala Asn Pro Asp Leu Pro Lys Arg Phe Glu Phe Asn Ala 
340 	 345 	 350 

Pro Leu Asn Lys Tyr Asp Arg Ser Thr Ile Leu His Tyr Gln Tyr Pro 
355 	 360 	 365 

Val Val Gly Tyr Val Asp Tyr Pro Phe Leu Glu Ser Leu Asn 
370 	 375 	 380 

<210> 31 
<211> 20 
<212> DNA 
<213> Artificial Sequence 

<220> 
<223> Forward Primer 

<220> 
<221> misc_feature 
<222> (1)..(20) 
<223> Forward primer of Mannosyl-oligosaccharide 1,2-alpha-mannosidase 

MNS3-like isoform X1 polynucleotide 

<400> 31 
tcggaaatct gtacccaagg 	 20 

<210> 32 
<211> 20 
<212> DNA 
<213> Artificial Sequence 

<220> 
<223> Reverse Primer 

<220> 
<221> misc_feature 
<222> (1)..(20) 
<223> Reverse primer of Mannosyl-oligosaccharide 1,2-alpha-mannosidase 

MNS3-like isoform X1 polynucleotide 

<400> 32 
gggactgaag ccaccattag 	 20 

<210> 33 
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<211> 21 
<212> DNA 
<213> Artificial Sequence 

<220> 
<223> Forward Primer 

<220> 
<221> misc_feature 
<222> (1)..(21) 
<223> Forward primer of Alpha-1,3-mannosyl-glycoprotein 

2-beta-N-acetylglucosaminyltransferase-like isoform x3 
polynucleotide 

<400> 33 
gcagcacttg gattttacac c 	 21 

<210> 34 
<211> 24 
<212> DNA 
<213> Artificial Sequence 

<220> 
<223> Reverse Primer 

<220> 
<221> misc_feature 
<222> (1)..(24) 
<223> Reverse primer of Alpha-1,3-mannosyl-glycoprotein 

2-beta-N-acetylglucosaminyltransferase-like isoform x3 
polynucleotide 

<400> 34 
tcttgcgatc ttgtagtatg caat 	 24 

<210> 35 
<211> 20 
<212> DNA 
<213> Artificial Sequence 

<220> 
<223> Forward Primer 

<220> 
<221> misc_feature 
<222> (1)..(20) 
<223> Forward primer of Probable WRKY transcription factor 40 

polynucleotide 

<400> 35 
aacctgcaga gccagctaat 	 20 

<210> 36 
<211> 19 
<212> DNA 
<213> Artificial Sequence 
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<220> 
<223> Reverse Primer 

<220> 
<221> misc_feature 
<222> (1)..(19) 
<223> Reverse primer of Probable WRKY transcription factor 40 

polynucleotide 

<400> 36 
gaccgacccc ctatctgag 	 19 

<210> 37 
<211> 20 
<212> DNA 
<213> Artificial Sequence 

<220> 
<223> Forward Primer 

<220> 
<221> misc_feature 
<222> (1)..(20) 
<223> Forward primer of Probable WRKY transcription factor 53 

polynucleotide 

<400> 37 
ggacgatggc tatagctgga 	 20 

<210> 38 
<211> 19 
<212> DNA 
<213> Artificial Sequence 

<220> 
<223> Reverse Primer 

<220> 
<221> misc_feature 
<222> (1)..(19) 
<223> Reverse primer of Probable WRKY transcription factor 53 

polynucleotide 

<400> 38 
tggatgtttg gctccaagt 	 19 

<210> 39 
<211> 19 
<212> DNA 
<213> Artificial Sequence 

<220> 
<223> Forward Primer 

<220> 
<221> misc_feature 
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<222> (1)..(19) 
<223> Forward primer of Dirigent protein 5-like polynucleotide 

<400> 39 
atccgccaag tcttgttcc 	 19 

<210> 40 
<211> 20 
<212> DNA 
<213> Artificial Sequence 

<220> 
<223> Reverse Primer 

<220> 
<221> misc_feature 
<222> (1)..(20) 
<223> Reverse primer of Dirigent protein 5-like polynucleotide 

<400> 40 
gtgagcaagg cctatttgga 	 20 

<210> 41 
<211> 21 
<212> DNA 
<213> Artificial Sequence 

<220> 
<223> Forward Primer 

<220> 
<221> misc_feature 
<222> (1)..(21) 
<223> Forward primer of G-type lectin S-receptor-like 

serine/threonine-protein kinase polynucleotide 

<400> 41 
tgcttacaag tgatgcgaat g 	 21 

<210> 42 
<211> 21 
<212> DNA 
<213> Artificial Sequence 

<220> 
<223> Reverse Primer 

<220> 
<221> misc_feature 
<222> (1)..(21) 
<223> Reverse primer of G-type lectin S-receptor-like 

serine/threonine-protein kinase polynucleotide 

<400> 42 
ttctccttcc aaagaatgca g 	 21 
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<210> 43 
<211> 23 
<212> DNA 
<213> Artificial Sequence 

<220> 
<223> Forward Primer 

<220> 
<221> misc_feature 
<222> (1)..(23) 
<223> Forward primer of Putative disease resistance protein RGA3 

polynucleotide 

<400> 43 
tttaggcaaa gagcatttac acc 	 23 

<210> 44 
<211> 20 
<212> DNA 
<213> Artificial Sequence 

<220> 
<223> Reverse Primer 

<220> 
<221> misc_feature 
<222> (1)..(20) 
<223> Reverse primer of Putative disease resistance protein RGA3 

polynucleotide 

<400> 44 
cgccaatttc aatcagctct 	 20 

<210> 45 
<211> 19 
<212> DNA 
<213> Artificial Sequence 

<220> 
<223> Forward Primer 

<220> 
<221> misc_feature 
<222> (1)..(19) 
<223> Forward primer of Polyamine oxidase polynucleotide 

<400> 45 
aagctgggat caggagcat 	 19 

<210> 46 
<211> 25 
<212> DNA 
<213> Artificial sequence 

<220> 
<223> Reverse Primer 
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<220> 
<221> misc_feature 
<222> (1)..(25) 
<223> Reverse primer of Polyamine oxidase polynucleotide 

<400> 46 
gatagtatcc ttgcaccata agtcc 	 25 

<210> 47 
<211> 18 
<212> DNA 
<213> Artificial Sequence 

<220> 
<223> Forward Primer 

<220> 
<221> misc_feature 
<222> (1)..(18) 
<223> Forward primer of Putative lipoxygenase 5 polynucleotide 

<400> 47 
agcgttgacg gtgaggaa 	 18 

<210> 48 
<211> 20 
<212> DNA 
<213> Artificial Sequence 

<220> 
<223> Reverse Primer 

<220> 
<221> misc_feature 
<222> (1)..(20) 
<223> Reverse primer of Putative lipoxygenase 5 polynucleotide 

<400> 48 
agctggcttg caatcttctc 	 20 

<210> 49 
<211> 21 
<212> DNA 
<213> Artificial Sequence 

<220> 
<223> Forward Primer 

<220> 
<221> misc_feature 
<222> (1)..(21) 
<223> Forward primer of 12-oxophytodienoate reductase 1-like 

polynucleotide 

<400> 49 
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aaagatatcc ccggtatttg g 	 21 

<210> 50 
<211> 22 
<212> DNA 
<213> Artificial Sequence 

<220> 
<223> Reverse Primer 

<220> 
<221> misc_feature 
<222> (1)..(22) 
<223> Reverse primer of 12-oxophytodienoate reductase 1-like 

polynucleotide 

<400> 50 
cagcattcac tattggtttc ca 	 22 
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