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                         SEQUENCE LISTING

<110>  Wilmar International Limited
 
<120>  Polypeptides with Lipase Activity and Uses Thereof

<130>  WN2018LPS01001

<160>  4     

<170>  PatentIn version 3.5

<210>  1
<211>  291
<212>  PRT
<213>  Thielavia terrestris

<400>  1

Ala Pro Thr Ser Arg Arg Gln Asp Ala Val Thr Thr Gln Gln Leu Asp 
1               5                   10                  15      

Asn Leu Lys Leu Phe Val Gln Trp Ser Val Ala Ala Thr Cys Asn Ser 
            20                  25                  30          

Glu Lys Ser Ala Gly Gln Pro Val Thr Cys Pro Pro Gly Gln Cys Ser 
        35                  40                  45              

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

Leu Leu Asp Thr Arg Gly Phe Val Gly Val Asp Pro Val Ser Gln Gln 
65                  70                  75                  80  

Ile Val Val Ser Phe Arg Gly Thr Thr Ser Val Gln Asn Trp Ile Ala 
                85                  90                  95      

Asp Leu Thr Phe Val Gln Val Pro Cys Asp Leu Thr Pro Gly Cys Leu 
            100                 105                 110         

Val His Thr Gly Phe Trp Gly Ser Trp Gly Glu Val Ala Ala Arg Thr 
        115                 120                 125             

Leu Ala Ala Val Arg Asp Ala Lys Ala Ala His Pro Ala Tyr Ser Val 
    130                 135                 140                 

Ile Val Thr Gly His Ser Leu Gly Gly Ala Val Ala Thr Leu Ala Ala 
145                 150                 155                 160 

Ala Tyr Leu Arg Arg Ala Gly Phe Ala Ala Asp Leu Tyr Thr Tyr Gly 
                165                 170                 175     

Ser Pro Arg Ile Gly Asn Ala Ala Phe Val Glu Phe Val Thr Ala Gln 
            180                 185                 190         

Pro Gly Gly Glu Tyr Arg Val Thr His Thr Asp Asp Pro Val Pro Arg 
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        195                 200                 205             

Leu Pro Pro Leu Val Ala Asn Tyr Arg His Thr Ser Pro Glu Tyr Trp 
    210                 215                 220                 

Ile Ser Ser Thr Ser Gln Gly Pro Val Thr Pro Ala Asp Val Gln Tyr 
225                 230                 235                 240 

Cys Pro Gly Tyr Ala Asn Val Gln Cys Asn Gly Gly Thr Glu Gly Leu 
                245                 250                 255     

Asp Ile Asp Ala His Asn Trp Tyr Phe Gln Pro Leu Asp Gly Cys Ser 
            260                 265                 270         

Ala Arg Gly His Ala Ala Gln Glu Gly Gly Arg Gly Ile Ile Thr Ser 
        275                 280                 285             

Ala Gly Ser 
    290     

<210>  2
<211>  873
<212>  DNA
<213>  Thielavia terrestris

<400>  2
gctccaactt ctagaagaca agatgctgtt actactcaac aattggataa cttgaagttg       60

tttgttcaat ggtctgttgc tgccacttgt aactccgaga agtccgctgg acagcctgtt      120

acctgtcctc caggacagtg ttccctgttc gagtcccaca acgctactgt tgttgcttct      180

ttcatcggta ccttgttgga cactagagga ttcgtcggtg tcgaccctgt ctcacagcag      240

atcgttgttt ctttcagagg tactacctct gttcagaact ggattgctga tttgaccttc      300

gttcaagttc cttgtgactt gacccctggt tgtttggttc atactggttt ctggggttcc      360

tggggtgaag tcgccgctcg taccttggcc gctgttagag acgccaaggc cgctcaccca      420

gcttactcag tcatcgtcac cggtcatagt ttgggtggtg ctgttgctac cttggccgcc      480

gcttacctga gaagagctgg tttcgctgct gatttgtaca cttacggttc tccaagaatt      540

ggtaacgctg ccttcgtcga gtttgttact gcccagccag gtggtgagta cagagttacc      600

cacaccgacg acccagttcc aagactgcca cctttggtcg ctaactacag acacacttcc      660

ccagaatact ggatttcctc tacttcccag ggtccagtta ccccagctga tgttcaatac      720

tgtccaggtt acgctaacgt tcaatgtaac ggtggtaccg agggtttgga cattgatgct      780

cataactggt actttcaacc attggatggt tgctctgcta gaggtcatgc tgctcaagaa      840

ggtggtagag gtattattac ttctgctggt tct                                   873

<210>  3
<211>  431
<212>  PRT
<213>  Lasiodiplodia theobromae
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<400>  3

Ala Pro Ala Pro Val Pro Glu Asn Gly Leu Glu Lys Arg Gln Ser Leu 
1               5                   10                  15      

Ser Ser Val Leu Ser Ala Leu Ser Gly Leu Thr Glu Pro Thr Ala Ile 
            20                  25                  30          

Leu Ser Gln Leu Glu Ala Val Glu Ala Thr Ser Thr Pro Thr Ser Val 
        35                  40                  45              

Glu Gln Ala Gln Glu Gln Leu Glu Ala Ile Tyr Gly Thr Thr Pro Thr 
    50                  55                  60                  

Asn Ile Phe Glu Asn Ile Ala Gln Gln Ile Ala Asp Gly Leu Ser Thr 
65                  70                  75                  80  

Leu Thr Ile Val Gln Ala Leu Gly Phe Ser Pro Ser Gly Glu Asn Ser 
                85                  90                  95      

Glu Thr Asn Ser Asn Thr Arg Glu Pro Ser Thr Thr Ile Tyr Pro Lys 
            100                 105                 110         

Lys Ser Ser Ser Asp Ala Pro Tyr Ser Ile Thr Glu Glu Glu Leu Arg 
        115                 120                 125             

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

Val Ile Phe Val Pro Gly Thr Gly Ser Tyr Gly Gly Ile Ser Phe Gly 
145                 150                 155                 160 

Ser Asn Leu Arg Lys Leu Leu Thr Gly Val Ser Tyr Ala Asp Pro Val 
                165                 170                 175     

Trp Leu Asn Val Pro Asp Ala Leu Leu Arg Asp Ala Gln Thr Asn Gly 
            180                 185                 190         

Glu Phe Val Ala Tyr Ala Ile Asn Tyr Ile Ser Gly Ile Ser Gly Asp 
        195                 200                 205             

Ala Asn Val Ser Val Val Ser Trp Ser Gln Gly Gly Leu Asp Thr Gln 
    210                 215                 220                 

Trp Ala Phe Thr Tyr Trp Pro Ser Thr Arg Ala Leu Val Ser Asp Phe 
225                 230                 235                 240 

Val Pro Val Ser Pro Asp Phe His Gly Thr Val Leu Ala Asn Val Ile 
                245                 250                 255     

Cys Leu Asn Pro Gly Ala Gly Gly Val Gly Leu Gly Pro Cys Ala Pro 

Page 3



31 Dec Sequence listing_ST25 FILING
            260                 265                 270         

Ala Val Leu Gln Gln Glu Tyr Asn Ser Asn Phe Val Thr Ala Leu Arg 
        275                 280                 285             

Ala Ala Gly Gly Ala Asp Ala Tyr Val Pro Thr Thr Ser Val Phe Ser 
    290                 295                 300                 

Gly Phe Leu Asp Glu Ile Val Gln Pro Gln Ser Gly Thr Gly Ala Ser 
305                 310                 315                 320 

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

Gln Val Val Cys Lys Gly Lys Gly Pro Ala Gly Gly Phe Tyr Thr His 
            340                 345                 350         

Glu Ser Leu Leu Val Asn Pro Leu Thr Tyr Ala Leu Leu Val Asp Ala 
        355                 360                 365             

Leu Thr His Asp Gly Pro Gly Ser Val Asp Arg Leu Asp Leu Asp Thr 
    370                 375                 380                 

Val Cys Ser Thr Val Val Ala Pro Gly Leu Gly Leu Asp Ala Leu Leu 
385                 390                 395                 400 

Glu Ile Glu Gly Val Asn Val Leu Ala Ala Val Asn Leu Leu Thr Tyr 
                405                 410                 415     

Ser Asp Arg Arg Leu Ala Glu Pro Ala Leu Met Ser Tyr Ala Ala 
            420                 425                 430     

<210>  4
<211>  1296
<212>  DNA
<213>  Lasiodiplodia theobromae

<400>  4
gccccagccc ctgtccctga aaatgggctc gagaagaggc agtccctgag cagcgtcctg       60

agcgccctca gtggcctgac cgaacctacg gccatcttgt ctcagctcga ggcggttgaa      120

gcgacatcga cgcccaccag cgtcgagcag gcgcaggagc agctcgaggc catctacggg      180

acgacaccaa ccaacatctt cgagaacatc gcgcagcaaa tcgccgacgg actgtcgacg      240

ctgaccatcg tccaagccct cggcttctcc cccagcggcg agaactcgga gaccaacagc      300

aacacgcgcg aaccgtcgac gaccatctac cccaagaagt cgtcctccga cgccccctat      360

tccatcactg aggaagagct ccgccaagcc atctacatcc cctccgactt cacgtacggc      420

gacaagccgc cggtcatctt cgtgccgggc acgggctcgt acggcggcat cagcttcgga      480

tcgaacctgc gcaagctgct gacgggcgtg tcgtacgcgg acccggtatg gctcaacgtg      540

ccggacgcgc tgctgcgcga cgcgcagacg aacggcgagt tcgtggcgta cgccatcaac      600
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tacatctcgg gcatatccgg cgacgccaac gtgtcggtcg tctcgtggtc gcagggcggg      660

ctggacacgc agtgggcttt tacttattgg ccgtcgacgc gcgccctggt ctccgacttc      720

gtgcccgtca gcccggactt ccacggcacc gtcctggcta atgtcatctg cctcaacccg      780

ggcgccggtg gtgttggtct gggcccctgc gcgcccgcgg tgctgcagca ggaatacaac      840

agcaacttcg tcacggccct gcgcgcggct ggtggtgcgg acgcctatgt gccgacgacg      900

tctgttttct ccggcttcct cgacgagatc gtccagccgc agtccggcac cggcgcgtcc      960

gcgtacatca atgatgctag gggtgtgggc acgaccaatg ctgaggtgca ggtcgtgtgc     1020

aagggcaagg gtcccgctgg cggtttttac acccacgaga gcttgctggt caacccgctg     1080

acctatgctc tcctcgtcga tgccttgacc cacgatgggc ccggcagtgt ggacaggctg     1140

gatctggata ccgtgtgctc gaccgtcgtg gcgcccggcc tgggactgga tgcgttgttg     1200

gagattgagg gcgtgaatgt tctggcggct gtcaatctgt tgacctactc agataggagg     1260

ttggctgagc cggcgctgat gtcatatgcg gcttaa                               1296
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