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SEQUENCE LISTING 

<110> Protalix Ltd. 

<120> PRODUCTION OF HIGH HANNOSE PROTEINS IN PLANT CULTURE 

<130> 

<160> 14 

<170> Patentln version 3.3 

<210> 1 
<211> 22 
<212> PRT 
<213> Artificial sequence 

<220> 
' 	 <223> ER signal peptide 

<400> 1 

Nit Lys Thr Asa Leu Phe Leu Phe Leu Ile Phe Ser Leu Led Leu Ser 
1 5 	 10 	 15 

Leu Ser Ser Ala Glu Phe 
20 

<210> 2 
<211> 7 

' 	 <212> PRT 
<213>. Artificial sequence 

<220>: 
<223> Vacuoles targeting signal from Tobacco chitinase A 

<400> 2 

Asp Leu Leu val Asp Thr Net 
1 5 

<210> 3 
<211> 21 
<212> DNA 
<213> Artificial sequence 

<22Q> 
<223> 	Single strand DNA oligonucleotide 

<400> 	3 
cagaattcgc ccgcccctgc a- 21 

<210> 	4 
<211> 	22 
<212> DNA 
<213> 	Artificial sequence 

<220> 
<223> 	Single strand DNA oligonucleotide 

<400> 	4 
ctcagatctt ggcgatgcca ca 22 

<210> 	5 
<211> 	19 
<212> 	DNA 
<213> 	Artificial sequence 



08E1 61603/36363 1630633706 639600031.0 63,630,366 1E4060063 33960ye6ee 

OZEI 6,036.0063 1963066962 6e6mbe0003 0666,63303 1,73365,06 vo330,0066 

09ZT 1100,00910 336390a0be 3VIT93V2313 60123306590 peo4epo6e3 633ea3e030 

00Zi 20e0900303 330,1736063 666039e000 ebbstbee60 0001m01000 93300,064 

OUT 3,630,6610 560265363e 30,2610010 oev6oea3e0 3506,05006 e3e36,0615. 
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009 5e3,666,50. 335036666e s6663,e636 606,661553 3569,03066 1335300,31 

OVS 9056630000 be0o623033 0,03036300 0609,00066- 326,063300 6,600,0337 

089 613o00,351. re0q069e00 93e69e66e6 5.000303670 03aeepep63 0,30334,6 

ozo 35.62000090 5.6,063,400 e3930o,060 04,0020430 v636306900 6632000,0 

09E 66003,0370 wr3v199600 ve662,687,6 3030330,36 03wee03093 0633359ee0 

ooz 036300,00e 0361007613 0035.055,03o 3063003001 e6.3e63e33 0000,00423 

09Z v6669,6269 ev5e33036, 96e05e15,00 6vobio00wb 33/3094006 be0w3665ow 

081 0,03,5.3066 e003,00306 663,36,630 9,662,660e 6060626,6 0,0236e6e6 

OZT 3,306306,0 3300,46632 0006330333 000000000 v63300040, 63630inepe 

09 0063w90630 36361635E8 6602065.0,1 0690330699 ev30300506 3000060006 

	

I. 	<006> 

	

tuaTdes 0,014 	<ETZ> 
WM 	<ZIZ> 

166T 	<ITZ> 
L 	<OTZ> 

LI 063603e 306636eeea 
9 	<00> 

9PT4oeionuo6710 VAG P09149 elboTS 	<EZZ> 
<OZZ> 

°mambos 11.10zmay <6/z> 
INC 	<ZTZ> 
LI 	<TIE> 
9 	<OIL> 

61 30666e6e0 aebenbea3a 
S 	<009> 

aPT208TonuO6TTO VNO purals ,T90T6 	<EZZ> 
<OZZ> 



3 

ctaaaccgct cctctaagga tgtgcctctt accatcaagg atcctgctgt gggcttcctg 	1440 

gagacaatct cacctggcta ctccattcac acctacctgt ggcatcgcca g 	 1491 

<210> 	8 
<211> 	497 
<212> 	PRT 
<213> 	Homo sapiens 

<400> 	8 

Ala An Pro Cys Ile Pro Lys Ser Phe Gly Tyr Ser Ser Val Val Cys 
1 5 10 15 

Val Cys Ann Ala Thr Tyr Cys Asp Ser Phe Asp Pro Pro Thr Phe Pro 
20 25 30 

Ala Len Gly Thr Phe Ser Arg Tyr Glu Ser Thr Arg Ser Gly Arg Arg 
35 40 45 

Met Glu Len Ser Met Gly Pro Ile Gln Ala Ass His Thr Gly The Gly 
50 55 60 

Leu Leu Leu Thr Leu Gln Pro Gln Gin Lys Phe Gln Lys Val Lye Gly 
65 70 75 80 

Phe Gly Gly Ala Met Thr Asp Ala Ala Ala Leu Ann Ile Len Ala Lou 
85 90 95 

Ser Pro Pro Ala Gln Ann Leu Leu Leu Lys Ser Tyr Phe Ser Gln Gin 
100 105 110 

Gly Ile Gly Tyr Asn Ile Ile Arg Val Pro Met Ala Ser Cys Asp Phe 
115 120 125 

Ser Ile Arg Thr Tyr Thr Tyr Ala Asp Thr Pro Asp Asp Phe Gln Lev 
130 135 140 

His Asn Phe Ser Leu Pro Glu Glu Asp Thr Lys Leu Lys Ile Pro Leu 
145 150 155 160 

Ile His An Ala Leu Gln Len Ala Gln Arg Pro Val Ser Leu Leu Ala 
165 170 175 

Ser Pro Trp Thr Ser Pro Thr Trp Leu Lys Thr Asn Gly Ala Val Asn 
180 185 190 

Gly Lys Gly Ser Leu Lys Gly Gln Pro Gly Asp Ile Tyr His Gln Thr 
195 200 205 

Trp Ala Arg Tyr Phe Val Lye Phe Leu Asp Ala Tyr Ala Glu His Lys 
210 215 220 

Lett Gln Phe Trp Ala Val Thr Ala Glu Ann Glu Pro Ser Ala Gly Leu 
225 230 235 240 

Leu Ser Gly Tyr Pro Phe Gin Cys Leu Gly Phe Thr Pro Glu His Gin 
245 250 255 



3a 

Arg Asp Phe Ile Ala Arg Asp Lou Gly Pro Thr Leu Ala Asa Ser Thr 
260 265 270 

His His Asn Val Arg Leu Leu Met Leu Asp Asp Gln Arg Leu Leu Leu 
275 280 285 

Pro His Trp Ala Lye Val Val Leu Thr Asp Pro Glu Ala Ala Lys Tyr 
290 295 300 

Val His Gly Ile Ala Val His Trp Tyr Leu Asp Phe Leu Ala Pro Ala 
305 310 315 320 

Lys Ala Thr Leu Gly Glu Thr His Arg Leu Phe Pro Ain Thr Met Leu 
325 330 335 

Phe Ala Ser Glu Ala Cys Val Gly Ser Lys Phe Trp Glu Gln Ser Val 
340 345 350 

Arg Leu Gly Ser Trp Asp Arg Gly Met Gln Tyr Ser His Ser Ile Ile 
355 360 365 

Thr Asn Leu Leu Tyr His Val Val Gly Trp Thr Asp Trp Asn Leu Ala 
370 375 380 

Leu An Pro Glu Gly Gly Pro Asn Trp Val Arg Mn Phe Val Asp Ser 
385 390 395 400 

Pro Ile Ile Val Asp Ile Thr Lys Asp Thr Phe Tyr Lye Gln Pro Met 
405 410 415 

Phe Tyr His Leu Gly His Phe Ser Lys Phe Ile Pro Glu Gly Ser Gin 
420 425 430 

Arg Val Gly Leu Val Ala Ser.  Gin Lys Asn Asp Leu Asp Ala Val Ala 
435 440 445 

Ley Met His Pro Asp Gly Set Ala Val Val Val Val Leu Asn Arg Ser 
450 455 460 

Ser Lys Asp Val Pro Lev Thr Ile Lys Asp Pro Ala Val Gly Phe Leu 
465 470 475 480 

Glu Thr Ile Ser Pro Gly Tyr Ser Ile His Thr Tyr Leu Trp His Arg 
485 490 495 

Gln 
497 



<210> 	9 
<211> 	338 
<212> 	DNA 
<213> 	Cauliflower mosaic virus 

<400> 	9 
ttttcacaaa gggtaatatc gggaaacctc ctcggattcc attgcccagc tatctgtcac 60 

ttcatcgaaa ggacagtaga aaaggaaggt ggctcctaca aatgccatca ttgcgataaa 120 

ggaaaggcta tcgttcaaga tgcctctacc gacagtggtc ccaaagatgg acceccacce 180 

acgaggaaca tcgtggaaaa agaagacgtt ccaaccacgt cttcaaagca agtggattga 240 

tgtgatatct ccactgacgt aagggatgac gcacaatecc actatccttc gcaagaccct 300 

tcctctatat aaggaagttc atttcatttg gagaggac 338 

<210> 	10 
<211> 	66 
<212> 	DNA 
<213> 	Artificial sequence 

<220> 
<223> 	Nucleic acid sequence encoding the ER signal peptide 

<400> 	10 
atgaagacta atctttttct ctttctcatc ttttcacttc tcctatcatt atccteggcc 60 

gaattc 66 

<210> 	11 
<211> 	21 
<212> 	DNA 
<213> 	Artificial sequence 

<220> 
<223> 	Nucleic acid sequence encoding the vacuolar targeting sequence 

<400> 	11 
gatcttttag tcgatactat g 21 

<210> 	12 
<211> 	167 
<212> 	DNA 
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009 32200/6000 000,6;110o 201162633/3 e3t3362we3 6202E262E2 6.63650335v 
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6 
ctgtaccatg tggtcggctg gaccgactgg aaccttgccc tgaaccccga aggaggaccc 1680 

aattgggtgc gtaactttgt cgacagtccc atcattgtag acatcaccaa ggacacgttt 1740 

tacaaacagc ccatgttcta ccaccttggc cacttcagca agttcattcc tgagggctcc 1800 

cagagagtgg ggctgattgc cagtcagaag aacgacctgg acgcagtggc actgatgcat 1860 

cccgatggct ctgctgttgt ggtcgtgcta aaccgctcct ctaaggatgt gcctcttacc 1920 

atcaaggatc ctgctgtggg cttcctggag acaatctcac ctggctactc cattcacacc 1980 

tacctgtggc atcgccaaga tettttagte gatactatgt aatttcatga tctgttttgt 2040 

tgtattccct tgcaatgcag ggcctagggc tatgaataaa gttaatgtgt gaatgtgtga 2100 

atgtgtgatt gtgacctgaa gggaccacga ctataatcgt ttataataaa caaagacttt 2160 

gtcccaaaaa cccoccmcc ngcaga 

<210> 	14 
<221> 	526 
<212> 	PRT 
<213> 	Artificial sequence 

<220> 
<223> 	High massage human glucocerebrosidase (GCD) 

<400> 	14 

Met Lys Thr Ann Leu Phe Lou Phe Leu Ile Phe Ser Lou Lou Leu Ser 
1 	 5 	 10 	 15 

Leu Set Set Ala Glu Phe Ala Arg Pro Cys Ile Pro Lys Ser Phe Gly 
20 	 25 	 30 

Tyr Ser Ser Val Val Cys Val Cys Ann Ala Thr Tyr Cys Asp Ser Phe 
35 	 40 	 45 

Asp Pro Pro Thr Phe Pro Ala Leu Gly Thr Phe Ser Arg Tyr Glu Ser 
50 	 55 	 60 

Thr Arg Ser Gly Arg Arg Met Glu Lou Ser Met Gly Pro Ile Gln Ala 
65 	 70 	 75 	 80 

Ann His Thu Gly Thr Gly Lou Leu Leu Thr Leu Gln Pro Glu Gln Lys 
85 	 90 	 95 

Phe Gln Lys Val Lys Gly Phe Gly Gly Ala Met Thr Asp Ala Ala Ala 
100 	 105 	 110 

Leu Aso Ile Leu Ala Leu Ser Pro Pro Ala Gin Ann Leu Leu Leu Lys 
115 	 120 	 125 

Ser Tyr Phe Ser Glu Glu Gly Ile Gly Tyr Ann Ile Ile Aug Val Pro 
130 	 135 	 140 

Met Ala Ser Cys Asp Ph. Set Ile Arg Thr Tyr Thr Tyr Ala Asp Thr 
145 	 150 	 155 	 160 

2186 

Pro Asp Asp Phe Gln Lou His Asn Phe Ser Leu Pro Glu Glu Asp Thr 



7 
165 170 175 

Lye Leu Lys Ile Pro Leu Ile His Arg Ala lieu Gln Leu Ala Gln Arg 
180 185 190 

Pro Val Ser Leu Leu Ala Ser Pro Trp Thr Ser Pro Thr Trp Leu Lys 
195 200 205 

Thr Asn Gly Ala Val Asn Gly Lye Gly Ser Lau Lye Gly Gln Pro Gly 
210 215 220 

Asp Ile Tyr His Gln Thr Trp Ala Mg Tyr Phe Val Lye Phe Leu Amp 
225 	 230 235 240 

Ala Tyr Ala Glu His Lys Len Gln Phe Trp Ala Val Thr Ala Glu Asn 
245 250 255 

Glu Pro Ser Ala Gly Leu Leu Ser Gly Tyr Pro Phe Gln Cys Leu Gly 
260 265 270 

Phe Thr Pro Glu His Gln Arg Asp Phe Ile Ala Arg Asp Lou Gly Pro 
275 280 285 

Thr Leu Ala Asn Ser Thr His His Asn Val Arg Leu Leu Met Leu Asp 
290 295 300 

Asp Gln Arg Leu Lieu Leu Pro His Trp Ala Lys Val Val Lou Thr Asp 
305 	 310 315 320 

Pro Glu Ala Ala Lys Tyr Val His Gly Ile Ala Val His Trp Tyr Lev 
325 330 335 

Asp Phe Leu Ala Pro Ala Lys Ala Thr Leu Gly Glu Thr His Arg Leu 
340 345 350 • 

Phe Pro Asn Thr Met Leu Phe Ala Ser Glu Ala eye Val Gly Ser Lys 
355 360 365 

Phe Trp Glu Gln Ser Val Arg Leu Gly Ser Trp Asp Arg Gly Met Gin 
370 375 380 

Tyr Ser His Ser Ile Ile Thr Asn Leu Leu Tyr His Val Val Gly Trp 
385 	 390 395 400 

Thr Asp Trp Asn Leu Ala Leu Asn Pro Glu Gly Gly Pro Asn Trp Val 
405 410 415 

Arg Asn Phe Val Asp Ser Pro Ile Ile Val Asp Ile Thr Lys Asp Thr 
420 425 430 

Phe Tyr Lys Gln Pro Met Phe Tyr His Len Gly His Phe Ser Lys Phe 
435 440 445 



$ 
Tyr Ser His Ser. Ile Ile Thr Asn Leu Leu Tyr His Val Val Gly Trp 
385 390 395 400 

' 	Thr Asp Trp Asn Leu Ala Leu Asn Pro Glu Gly Gly Pro Asn Trp Val 
405 410 415 

Arg Asn Phe Vai Asp Ser Pro Ile Tie Val Asp Ile Thr Lys Asp Thr 
420 425 430 

Phe Tyr Lys Gin Pro Met Phe Tyr His Leu Gly His Phe Set Lys Pile 
435 440 445 

Ile Pro Glu Gly Ser Gin Arg Vai Gly Len Val Ala Ser Gln Lys Asn 
450 455 460 

Asp Leu Asp Ala Val Ala Leu Met His Pro Asp Gly Ser Ala Val Val 
465 470 475 480 

Val Val Leu Asn Arg Ser Set Lys Asp Val Pro Leu Thr Ile Lys Asp 
485 490, 495 

Pro Ala Val Gly Phe Len Glu Thr Ile Ser Pro Gly Tyr Sex Ile His 
500 505 510 

Thr Tyr Leu Trp His Arg Gin Asp Leu Leu Val Asp Thr Met 
515 520 525 


