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                         ПЕРЕЧЕНЬ ПОСЛЕДОВАТЕЛЬНОСТЕЙ 
 
<110>  Novozymes A/S 
  
<120>  КОМПОЗИЦИИ ДЛЯ ЛЕЧЕНИЯ ЧЕЛОВЕКА 
 
<130>  14433-WO-PCT 
 
<160>  30     
 
<170>  PatentIn версия 3.5 
 
<210>  1 
<211>  208 
<212>  БЕЛОК 
<213>  Acremonium alcalophilum 
 
 
<220> 
<221>  mat_peptide 
<222>  (1)..(208) 
 
<400>  1 
 
Arg Ile Pro Gly Phe Asp Ile Ser Gly Trp Gln Pro Thr Thr Asp Phe  
1               5                   10                  15       
 
 
Ala Arg Ala Tyr Ala Asn Gly Asp Arg Phe Val Tyr Ile Lys Ala Thr  
            20                  25                  30           
 
 
Glu Gly Thr Thr Phe Lys Ser Ser Ala Phe Ser Arg Gln Tyr Thr Gly  
        35                  40                  45               
 
 
Ala Thr Gln Asn Gly Phe Ile Arg Gly Ala Tyr His Phe Ala Gln Pro  
    50                  55                  60                   
 
 
Ala Ala Ser Ser Gly Ala Ala Gln Ala Arg Tyr Phe Ala Ser Asn Gly  
65                  70                  75                  80   
 
 
Gly Gly Trp Ser Lys Asp Gly Ile Thr Leu Pro Gly Ala Leu Asp Ile  
                85                  90                  95       
 
 
Glu Tyr Asn Pro Asn Gly Ala Thr Cys Tyr Gly Leu Ser Gln Ser Ala  
            100                 105                 110          
 
 
Met Val Asn Trp Ile Glu Asp Phe Val Thr Thr Tyr His Gly Ile Thr  
        115                 120                 125              
 
 
Ser Arg Trp Pro Val Ile Tyr Thr Thr Thr Asp Trp Trp Thr Gln Cys  
    130                 135                 140                  
 
 
Thr Gly Asn Ser Asn Arg Phe Ala Asn Arg Cys Pro Leu Trp Ile Ala  
145                 150                 155                 160  
 
 



Arg Tyr Ala Ser Ser Val Gly Thr Leu Pro Asn Gly Trp Gly Phe Tyr  
                165                 170                 175      
 
 
Thr Phe Trp Gln Tyr Asn Asp Lys Tyr Pro Gln Gly Gly Asp Ser Asn  
            180                 185                 190          
 
 
Trp Phe Asn Gly Asp Ala Ser Arg Leu Arg Ala Leu Ala Asn Gly Asp  
        195                 200                 205              
 
 
<210>  2 
<211>  946 
<212>  ДНК 
<213>  Trichophaea saccata 
 
 
<220> 
<221>  CDS 
<222>  (1)..(347) 
 
<220> 
<221>  sig_peptide 
<222>  (1)..(51) 
 
<220> 
<221>  mat_peptide 
<222>  (52)..(943) 
 
<220> 
<221>  CDS 
<222>  (401)..(615) 
 
<220> 
<221>  CDS 
<222>  (668)..(772) 
 
<220> 
<221>  CDS 
<222>  (825)..(943) 
 
<400>  2 
atg cac gct ctc acc ctt ctc acc gca acc ctc ttc ggt ctc gca gcg         48 
Met His Ala Leu Thr Leu Leu Thr Ala Thr Leu Phe Gly Leu Ala Ala            
        -15                 -10                 -5                         
 
gcc tac cca gtg aag acc gac ctt cac tgc cgc tcc tct ccc agc act         96 
Ala Tyr Pro Val Lys Thr Asp Leu His Cys Arg Ser Ser Pro Ser Thr            
-1  1               5                   10                  15             
 
tcc gcc agc atc gtc cgc acc tac tcc agt gga acg gaa gtc cag atc        144 
Ser Ala Ser Ile Val Arg Thr Tyr Ser Ser Gly Thr Glu Val Gln Ile            
                20                  25                  30                 
 
cag tgc cag acc acg ggc act tcg gtc caa gga tcc aat gtc tgg gac        192 
Gln Cys Gln Thr Thr Gly Thr Ser Val Gln Gly Ser Asn Val Trp Asp            
            35                  40                  45                     
 
aag acc cag cac ggt tgc tac gtc gca gac tac tac gtc aag acc ggg        240 
Lys Thr Gln His Gly Cys Tyr Val Ala Asp Tyr Tyr Val Lys Thr Gly            
        50                  55                  60                         
 
cat tct ggg att ttc acc acc aag tgc ggt agc agc tcg ggt gga ggt        288 



His Ser Gly Ile Phe Thr Thr Lys Cys Gly Ser Ser Ser Gly Gly Gly            
    65                  70                  75                             
 
tcc tgc aag cct ccc ccg atc aat gct gct act gtc gca ttg atc aag        336 
Ser Cys Lys Pro Pro Pro Ile Asn Ala Ala Thr Val Ala Leu Ile Lys            
80                  85                  90                  95             
 
gag ttt gag gg  gtaagtgaca gctctgagtg aggtggtatg aggattaaga            387 
Glu Phe Glu Gly                                                            
                                                                           
 
ctgacgagga tag a ttc gtt cct aag ccc gcc ccg gat cct att gga ttg       437 
                 Phe Val Pro Lys Pro Ala Pro Asp Pro Ile Gly Leu           
                 100                 105                 110               
 
ccg acc gtg gga tac ggg cat ctt tgc aag act aag ggc tgc aaa gaa        485 
Pro Thr Val Gly Tyr Gly His Leu Cys Lys Thr Lys Gly Cys Lys Glu            
            115                 120                 125                    
 
gtg cct tac agc ttc cct ctc acc cag gag act gcc acc aag ttg ctt        533 
Val Pro Tyr Ser Phe Pro Leu Thr Gln Glu Thr Ala Thr Lys Leu Leu            
        130                 135                 140                        
 
cag agc gat atc aag act ttc acc tct tgc gtt agc aac tac gtc aag        581 
Gln Ser Asp Ile Lys Thr Phe Thr Ser Cys Val Ser Asn Tyr Val Lys            
    145                 150                 155                            
 
gac tct gtt aag ctc aac gat aac cag tac gga g gtgagttcca               625 
Asp Ser Val Lys Leu Asn Asp Asn Gln Tyr Gly                                
160                 165                 170                                
 
gtgtaacagt gaatttattg atgatattct aagtaatttt ag ct  ctg gcg tct         678 
                                               Ala Leu Ala Ser             
                                                                           
 
tgg gct ttc aac gtc ggc tgc gga aac gtc cag act tct tcg ctg atc        726 
Trp Ala Phe Asn Val Gly Cys Gly Asn Val Gln Thr Ser Ser Leu Ile            
175                 180                 185                 190            
 
aag aga ttg aac gct ggg gag aac cct aac act gtc gct gct cag g          772 
Lys Arg Leu Asn Ala Gly Glu Asn Pro Asn Thr Val Ala Ala Gln                
                195                 200                 205                
 
gtaagatatt tatcccggat ttgctcttga cacatggctg aaaaagttgc ag aa  ctc      829 
                                                          Glu Leu          
                                                                           
 
ccc aag tgg aag tac gct ggt gga aag gtt atg cct ggc ttg gtc cgc        877 
Pro Lys Trp Lys Tyr Ala Gly Gly Lys Val Met Pro Gly Leu Val Arg            
        210                 215                 220                        
 
cgc cgc aat gct gag gtc gcg ctc ttc aag aag ccc agc agc gtt cag        925 
Arg Arg Asn Ala Glu Val Ala Leu Phe Lys Lys Pro Ser Ser Val Gln            
    225                 230                 235                            
 
gcc cac cct ccc aag tgc taa                                            946 
Ala His Pro Pro Lys Cys                                                    
240                 245                                                    
 
 
<210>  3 
<211>  262 
<212>  БЕЛОК 
<213>  Trichophaea saccata 



 
<400>  3 
 
Met His Ala Leu Thr Leu Leu Thr Ala Thr Leu Phe Gly Leu Ala Ala  
        -15                 -10                 -5               
 
 
Ala Tyr Pro Val Lys Thr Asp Leu His Cys Arg Ser Ser Pro Ser Thr  
-1  1               5                   10                  15   
 
 
Ser Ala Ser Ile Val Arg Thr Tyr Ser Ser Gly Thr Glu Val Gln Ile  
                20                  25                  30       
 
 
Gln Cys Gln Thr Thr Gly Thr Ser Val Gln Gly Ser Asn Val Trp Asp  
            35                  40                  45           
 
 
Lys Thr Gln His Gly Cys Tyr Val Ala Asp Tyr Tyr Val Lys Thr Gly  
        50                  55                  60               
 
 
His Ser Gly Ile Phe Thr Thr Lys Cys Gly Ser Ser Ser Gly Gly Gly  
    65                  70                  75                   
 
 
Ser Cys Lys Pro Pro Pro Ile Asn Ala Ala Thr Val Ala Leu Ile Lys  
80                  85                  90                  95   
 
 
Glu Phe Glu Gly Phe Val Pro Lys Pro Ala Pro Asp Pro Ile Gly Leu  
                100                 105                 110      
 
 
Pro Thr Val Gly Tyr Gly His Leu Cys Lys Thr Lys Gly Cys Lys Glu  
            115                 120                 125          
 
 
Val Pro Tyr Ser Phe Pro Leu Thr Gln Glu Thr Ala Thr Lys Leu Leu  
        130                 135                 140              
 
 
Gln Ser Asp Ile Lys Thr Phe Thr Ser Cys Val Ser Asn Tyr Val Lys  
    145                 150                 155                  
 
 
Asp Ser Val Lys Leu Asn Asp Asn Gln Tyr Gly Ala Leu Ala Ser Trp  
160                 165                 170                 175  
 
 
Ala Phe Asn Val Gly Cys Gly Asn Val Gln Thr Ser Ser Leu Ile Lys  
                180                 185                 190      
 
 
Arg Leu Asn Ala Gly Glu Asn Pro Asn Thr Val Ala Ala Gln Glu Leu  
            195                 200                 205          
 
 
Pro Lys Trp Lys Tyr Ala Gly Gly Lys Val Met Pro Gly Leu Val Arg  
        210                 215                 220              
 
 
Arg Arg Asn Ala Glu Val Ala Leu Phe Lys Lys Pro Ser Ser Val Gln  



    225                 230                 235                  
 
 
Ala His Pro Pro Lys Cys  
240                 245  
 
 
<210>  4 
<211>  245 
<212>  БЕЛОК 
<213>  Trichophaea saccata 
 
 
<220> 
<221>  mat_peptide 
<222>  (1)..(245) 
 
<400>  4 
 
Tyr Pro Val Lys Thr Asp Leu His Cys Arg Ser Ser Pro Ser Thr Ser  
1               5                   10                  15       
 
 
Ala Ser Ile Val Arg Thr Tyr Ser Ser Gly Thr Glu Val Gln Ile Gln  
            20                  25                  30           
 
 
Cys Gln Thr Thr Gly Thr Ser Val Gln Gly Ser Asn Val Trp Asp Lys  
        35                  40                  45               
 
 
Thr Gln His Gly Cys Tyr Val Ala Asp Tyr Tyr Val Lys Thr Gly His  
    50                  55                  60                   
 
 
Ser Gly Ile Phe Thr Thr Lys Cys Gly Ser Ser Ser Gly Gly Gly Ser  
65                  70                  75                  80   
 
 
Cys Lys Pro Pro Pro Ile Asn Ala Ala Thr Val Ala Leu Ile Lys Glu  
                85                  90                  95       
 
 
Phe Glu Gly Phe Val Pro Lys Pro Ala Pro Asp Pro Ile Gly Leu Pro  
            100                 105                 110          
 
 
Thr Val Gly Tyr Gly His Leu Cys Lys Thr Lys Gly Cys Lys Glu Val  
        115                 120                 125              
 
 
Pro Tyr Ser Phe Pro Leu Thr Gln Glu Thr Ala Thr Lys Leu Leu Gln  
    130                 135                 140                  
 
 
Ser Asp Ile Lys Thr Phe Thr Ser Cys Val Ser Asn Tyr Val Lys Asp  
145                 150                 155                 160  
 
 
Ser Val Lys Leu Asn Asp Asn Gln Tyr Gly Ala Leu Ala Ser Trp Ala  
                165                 170                 175      
 
 
Phe Asn Val Gly Cys Gly Asn Val Gln Thr Ser Ser Leu Ile Lys Arg  



            180                 185                 190          
 
 
Leu Asn Ala Gly Glu Asn Pro Asn Thr Val Ala Ala Gln Glu Leu Pro  
        195                 200                 205              
 
 
Lys Trp Lys Tyr Ala Gly Gly Lys Val Met Pro Gly Leu Val Arg Arg  
    210                 215                 220                  
 
 
Arg Asn Ala Glu Val Ala Leu Phe Lys Lys Pro Ser Ser Val Gln Ala  
225                 230                 235                 240  
 
 
His Pro Pro Lys Cys  
                245  
 
 
<210>  5 
<211>  129 
<212>  БЕЛОК 
<213>  Gallus gallus 
 
<400>  5 
 
Lys Val Phe Gly Arg Cys Glu Leu Ala Ala Ala Met Lys Arg His Gly  
1               5                   10                  15       
 
 
Leu Asp Asn Tyr Arg Gly Tyr Ser Leu Gly Asn Trp Val Cys Ala Ala  
            20                  25                  30           
 
 
Lys Phe Glu Ser Asn Phe Asn Thr Gln Ala Thr Asn Arg Asn Thr Asp  
        35                  40                  45               
 
 
Gly Ser Thr Asp Tyr Gly Ile Leu Gln Ile Asn Ser Arg Trp Trp Cys  
    50                  55                  60                   
 
 
Asn Asp Gly Arg Thr Pro Gly Ser Arg Asn Leu Cys Asn Ile Pro Cys  
65                  70                  75                  80   
 
 
Ser Ala Leu Leu Ser Ser Asp Ile Thr Ala Ser Val Asn Cys Ala Lys  
                85                  90                  95       
 
 
Lys Ile Val Ser Asp Gly Asn Gly Met Asn Ala Trp Val Ala Trp Arg  
            100                 105                 110          
 
 
Asn Arg Cys Lys Gly Thr Asp Val Gln Ala Trp Ile Arg Gly Cys Arg  
        115                 120                 125              
 
 
Leu  
     
 
 
<210>  6 
<211>  39 



<212>  ДНК 
<213>  Искусственная последовательность 
 
<220> 
<223>  Праймер F-80470 
 
<400>  6 
acacaactgg ggatccacca tgcacgctct cacccttct                              39 
 
 
<210>  7 
<211>  38 
<212>  ДНК 
<213>  Искусственная последовательность 
 
<220> 
<223>  Праймер R-80470. 
 
<400>  7 
ctagatctcg agaagctttt agcacttggg agggtggg                               38 
 
 
<210>  8 
<211>  20 
<212>  ДНК 
<213>  Искусственная последовательность 
 
<220> 
<223>  Праймер 8643. 
 
<400>  8 
gcaagggatg ccatgcttgg                                                   20 
 
 
<210>  9 
<211>  19 
<212>  ДНК 
<213>  Искусственная последовательность 
 
<220> 
<223>  Праймер 8654. 
 
<400>  9 
catataacca attgccctc                                                    19 
 
 
<210>  10 
<211>  20 
<212>  ДНК 
<213>  Искусственная последовательность 
 
<220> 
<223>  Прямой праймер 27F. 
 
<400>  10 
agagtttgat cctggctcag                                                   20 
 
 
<210>  11 
<211>  17 
<212>  ДНК 
<213>  Искусственная последовательность 
 
<220> 



<223>  Обратный праймер 534R. 
 
<400>  11 
attaccgcgg ctgctgg                                                      17 
 
 
<210>  12 
<211>  1462 
<212>  ДНК 
<213>  Faecalibacterium prausnitzii 
 
<400>  12 
gatcctggct caggcgaacg ctggcggcgc gcctaacaca tgcaagtcga acgagcgaga       60 
 
gagagcttgc tttctcaagc gagtggcgaa cgggtgagta acgcgtgagg aacctgcctc      120 
 
aaagaggggg acaacagttg gaaacgactg ctaataccgc ataagcccac gacccggcat      180 
 
cgggtagagg gaaaaggagc aatccgcttt gagatggcct cgcgtccgat tagctagttg      240 
 
gtgaggtaac ggcccaccaa ggcgacgatc ggtagccgga ctgagaggtt gaacggccac      300 
 
attgggactg agacacggcc cagactccta cgggaggcag cagtggggaa tattgcacaa      360 
 
tgggggaaac cctgatgcag cgacgccgcg tggaggaaga aggtcttcgg attgtaaact      420 
 
cctgttgttg aggaagataa tgacggtact caacaaggaa gtgacggcta actacgtgcc      480 
 
agcagccgcg gtaaaacgta ggtcacaagc gttgtccgga attactgggt gtaaagggag      540 
 
cgcaggcggg aaggcaagtt ggaagtgaaa tccatgggct caacccatga actgctttca      600 
 
aaactgtttt tcttgagtag tgcagaggta ggcggaattc ccggtgtagc ggtggaatgc      660 
 
gtagatatcg ggaggaacac cagtggcgaa ggcggcctac tgggcaccaa ctgacgctga      720 
 
ggctcgaaag tgtgggtagc aaacaggatt agataccctg gtagtccaca ctgtggccga      780 
 
tgtttactag gtgttggagg attgacccct tcagtgccgc agttaacaca ataagtaatc      840 
 
cacctgggga gtacgaccgc aaggttgaaa ctcaaaggaa ttgacggggg cccgcacaag      900 
 
cagtggagta tgtggtttaa ttcgacgcaa cgcgaagaac cttaccaagt cttgacatcc      960 
 
tgcgacgcac atagaaatat gtgtttcctt cgggacgcag agacaggtgg tgcatggttg     1020 
 
tcgtcagctc gtgtcgtgag atgttgggtt aagtcccgca acgagcgcaa cccttatggt     1080 
 
cagttactac gcaagaggac tctggccaga ctgccgttga caaaacggag gaaggtgggg     1140 
 
atgacgtcaa atcatcatgc cctttatgac ttgggctaca cacgtactac aatggcgtta     1200 
 
aacaaagaga agcaagaccg cgaggtggag caaaactcag aaacaacgtc ccagttcgga     1260 
 
ctgcaggctg caactcgcct gcacgaagtc ggaattgcta gtaatcgcag atcagcatgc     1320 
 
tgcggtgaat acgttcccgg gccttgtaca caccgcccgt cacaccatga gagccggggg     1380 
 
gacccgaagt cggtagtcta accgcaagga ggacgccgcc gaaggtaaaa ctggtgattg     1440 
 
gggtgaagtc gtaacaaggt ac                                              1462 
 
 
<210>  13 



<211>  909 
<212>  ДНК 
<213>  Myceliophthora fergusii 
 
 
<220> 
<221>  CDS 
<222>  (1)..(144) 
 
<220> 
<221>  sig_peptide 
<222>  (1)..(54) 
 
<220> 
<221>  mat_peptide 
<222>  (55)..(906) 
 
<220> 
<221>  CDS 
<222>  (376)..(906) 
 
<400>  13 
atg aaa gct gct ctc ctc gct acc gtc tcc gcc ctc gcg gcc ggc gtg         48 
Met Lys Ala Ala Leu Leu Ala Thr Val Ser Ala Leu Ala Ala Gly Val            
            -15                 -10                 -5                     
 
caa gcc gcc gtc caa ggc ttt gac att tcc cac tgg cag tcc agc gtg         96 
Gln Ala Ala Val Gln Gly Phe Asp Ile Ser His Trp Gln Ser Ser Val            
    -1  1               5                   10                             
 
gac ttt aag gcg gcc tac aac tcg ggc gcc cgc ttc gtc atc atc aag        144 
Asp Phe Lys Ala Ala Tyr Asn Ser Gly Ala Arg Phe Val Ile Ile Lys            
15                  20                  25                  30             
 
gtaggtatta aggcctctct gtcgagcgag gcggcgtgtt tcaaccatca ttggattctc      204 
 
ctgccttaaa tttgctccct ctgtccaaag aggaggaaag aggaggggag aataacggaa      264 
 
gatgcataat gggcaaaaaa aaaaagaaaa ccaagaaaaa aaaaacactg ggaactactg      324 
 
atgaatagtc tcgtgagaga gccgacgtgc taaccccaac acctctatta g gcg acc       381 
                                                         Ala Thr           
                                                                           
 
gag ggc acg tcg ttc atc gac ccc aag ttc tcg tcg cac tac acg ggc        429 
Glu Gly Thr Ser Phe Ile Asp Pro Lys Phe Ser Ser His Tyr Thr Gly            
        35                  40                  45                         
 
gcg acc aac gcc ggc ttc atc cgg ggc gcg tac cac ttc gcg cac ccg        477 
Ala Thr Asn Ala Gly Phe Ile Arg Gly Ala Tyr His Phe Ala His Pro            
    50                  55                  60                             
 
ggc cag tcg tcg ggc gag gcg cag gcc gac tac ttc ctc gcg cac ggc        525 
Gly Gln Ser Ser Gly Glu Ala Gln Ala Asp Tyr Phe Leu Ala His Gly            
65                  70                  75                  80             
 
ggc ggc tgg acg ccc gac ggc atc acg ctg ccc ggc atg ctg gac ctc        573 
Gly Gly Trp Thr Pro Asp Gly Ile Thr Leu Pro Gly Met Leu Asp Leu            
                85                  90                  95                 
 
gag gcc tac aac gcg ggc gag tgc tgg ggc ctg tcc cag agc gcc atg        621 
Glu Ala Tyr Asn Ala Gly Glu Cys Trp Gly Leu Ser Gln Ser Ala Met            
            100                 105                 110                    
 



gtc gcg tgg atc aag gcc ttc agc gac cgc tac cac gcc cgc acc ggc        669 
Val Ala Trp Ile Lys Ala Phe Ser Asp Arg Tyr His Ala Arg Thr Gly            
        115                 120                 125                        
 
gtg tac ccg atg ctc tac acc aac ctg tcg tgg tgg aag acc tgc acc        717 
Val Tyr Pro Met Leu Tyr Thr Asn Leu Ser Trp Trp Lys Thr Cys Thr            
    130                 135                 140                            
 
ggc aac tcc aag gcc ttc gtc aac acc aac ccg ctc gtc ctc gcc cgc        765 
Gly Asn Ser Lys Ala Phe Val Asn Thr Asn Pro Leu Val Leu Ala Arg            
145                 150                 155                 160            
 
tgg gcc agc tcg ccc ggc gag atc ccc ggc ggc tgg ccg tgg cag acc        813 
Trp Ala Ser Ser Pro Gly Glu Ile Pro Gly Gly Trp Pro Trp Gln Thr            
                165                 170                 175                
 
atc tgg cag aac tcg gac tcg tac cgc tac ggc ggc gac tcg gac atc        861 
Ile Trp Gln Asn Ser Asp Ser Tyr Arg Tyr Gly Gly Asp Ser Asp Ile            
            180                 185                 190                    
 
ttc aac ggc gac atg aac cag ctc agg agg ctg gcc acc gcc gcc taa        909 
Phe Asn Gly Asp Met Asn Gln Leu Arg Arg Leu Ala Thr Ala Ala                
        195                 200                 205                        
 
 
<210>  14 
<211>  225 
<212>  БЕЛОК 
<213>  Myceliophthora fergusii 
 
<400>  14 
 
Met Lys Ala Ala Leu Leu Ala Thr Val Ser Ala Leu Ala Ala Gly Val  
            -15                 -10                 -5           
 
 
Gln Ala Ala Val Gln Gly Phe Asp Ile Ser His Trp Gln Ser Ser Val  
    -1  1               5                   10                   
 
 
Asp Phe Lys Ala Ala Tyr Asn Ser Gly Ala Arg Phe Val Ile Ile Lys  
15                  20                  25                  30   
 
 
Ala Thr Glu Gly Thr Ser Phe Ile Asp Pro Lys Phe Ser Ser His Tyr  
                35                  40                  45       
 
 
Thr Gly Ala Thr Asn Ala Gly Phe Ile Arg Gly Ala Tyr His Phe Ala  
            50                  55                  60           
 
 
His Pro Gly Gln Ser Ser Gly Glu Ala Gln Ala Asp Tyr Phe Leu Ala  
        65                  70                  75               
 
 
His Gly Gly Gly Trp Thr Pro Asp Gly Ile Thr Leu Pro Gly Met Leu  
    80                  85                  90                   
 
 
Asp Leu Glu Ala Tyr Asn Ala Gly Glu Cys Trp Gly Leu Ser Gln Ser  
95                  100                 105                 110  
 
 



Ala Met Val Ala Trp Ile Lys Ala Phe Ser Asp Arg Tyr His Ala Arg  
                115                 120                 125      
 
 
Thr Gly Val Tyr Pro Met Leu Tyr Thr Asn Leu Ser Trp Trp Lys Thr  
            130                 135                 140          
 
 
Cys Thr Gly Asn Ser Lys Ala Phe Val Asn Thr Asn Pro Leu Val Leu  
        145                 150                 155              
 
 
Ala Arg Trp Ala Ser Ser Pro Gly Glu Ile Pro Gly Gly Trp Pro Trp  
    160                 165                 170                  
 
 
Gln Thr Ile Trp Gln Asn Ser Asp Ser Tyr Arg Tyr Gly Gly Asp Ser  
175                 180                 185                 190  
 
 
Asp Ile Phe Asn Gly Asp Met Asn Gln Leu Arg Arg Leu Ala Thr Ala  
                195                 200                 205      
 
 
Ala  
     
 
 
<210>  15 
<211>  207 
<212>  БЕЛОК 
<213>  Myceliophthora fergusii 
 
 
<220> 
<221>  mat_peptide 
<222>  (1)..(207) 
 
<400>  15 
 
Ala Val Gln Gly Phe Asp Ile Ser His Trp Gln Ser Ser Val Asp Phe  
1               5                   10                  15       
 
 
Lys Ala Ala Tyr Asn Ser Gly Ala Arg Phe Val Ile Ile Lys Ala Thr  
            20                  25                  30           
 
 
Glu Gly Thr Ser Phe Ile Asp Pro Lys Phe Ser Ser His Tyr Thr Gly  
        35                  40                  45               
 
 
Ala Thr Asn Ala Gly Phe Ile Arg Gly Ala Tyr His Phe Ala His Pro  
    50                  55                  60                   
 
 
Gly Gln Ser Ser Gly Glu Ala Gln Ala Asp Tyr Phe Leu Ala His Gly  
65                  70                  75                  80   
 
 
Gly Gly Trp Thr Pro Asp Gly Ile Thr Leu Pro Gly Met Leu Asp Leu  
                85                  90                  95       
 
 



Glu Ala Tyr Asn Ala Gly Glu Cys Trp Gly Leu Ser Gln Ser Ala Met  
            100                 105                 110          
 
 
Val Ala Trp Ile Lys Ala Phe Ser Asp Arg Tyr His Ala Arg Thr Gly  
        115                 120                 125              
 
 
Val Tyr Pro Met Leu Tyr Thr Asn Leu Ser Trp Trp Lys Thr Cys Thr  
    130                 135                 140                  
 
 
Gly Asn Ser Lys Ala Phe Val Asn Thr Asn Pro Leu Val Leu Ala Arg  
145                 150                 155                 160  
 
 
Trp Ala Ser Ser Pro Gly Glu Ile Pro Gly Gly Trp Pro Trp Gln Thr  
                165                 170                 175      
 
 
Ile Trp Gln Asn Ser Asp Ser Tyr Arg Tyr Gly Gly Asp Ser Asp Ile  
            180                 185                 190          
 
 
Phe Asn Gly Asp Met Asn Gln Leu Arg Arg Leu Ala Thr Ala Ala  
        195                 200                 205          
 
 
<210>  16 
<211>  796 
<212>  ДНК 
<213>  Lecanicillium sp. WMM742 
 
 
<220> 
<221>  CDS 
<222>  (1)..(150) 
 
<220> 
<221>  sig_peptide 
<222>  (1)..(60) 
 
<220> 
<221>  mat_peptide 
<222>  (61)..(793) 
 
<220> 
<221>  CDS 
<222>  (199)..(381) 
 
<220> 
<221>  CDS 
<222>  (443)..(793) 
 
<400>  16 
atg aag tca ttc tca tcc att atc gcc ggc atc gcc ggc ctt gcc tct         48 
Met Lys Ser Phe Ser Ser Ile Ile Ala Gly Ile Ala Gly Leu Ala Ser            
-20                 -15                 -10                 -5             
 
gtc gct tct gcc acg gtg cag ggc ttc gat gtc tct ggc tac cag ccc         96 
Val Ala Ser Ala Thr Val Gln Gly Phe Asp Val Ser Gly Tyr Gln Pro            
            -1  1               5                   10                     
 
act gtc aac tgg ggt gcg gcc tac agc agc ggt gct cgc ttc gtc atg        144 



Thr Val Asn Trp Gly Ala Ala Tyr Ser Ser Gly Ala Arg Phe Val Met            
        15                  20                  25                         
 
atc aag gtatgctgca gcggacggtt cgaatcacag atgatgctga caggctag gcc       201 
Ile Lys                                                      Ala           
    30                                                                     
 
acc gag gga act ggt tac atc tcg tcc agc ttc ggc tcg cag tac cct        249 
Thr Glu Gly Thr Gly Tyr Ile Ser Ser Ser Phe Gly Ser Gln Tyr Pro            
            35                  40                  45                     
 
ggt gcc acc aat gcg ggc ttt atc cgc ggc ggc tac cac ttt gcg ctg        297 
Gly Ala Thr Asn Ala Gly Phe Ile Arg Gly Gly Tyr His Phe Ala Leu            
        50                  55                  60                         
 
ccc gac cgg tcc tct ggc tcc gca cag gcc gac tac ttt ctg gcc cac        345 
Pro Asp Arg Ser Ser Gly Ser Ala Gln Ala Asp Tyr Phe Leu Ala His            
    65                  70                  75                             
 
ggc ggc ggc tgg agc ggc gat ggc atc act cta ccg gtaagtccca             391 
Gly Gly Gly Trp Ser Gly Asp Gly Ile Thr Leu Pro                            
80                  85                  90                                 
 
tcaccttcct tgaatcgaag cgccatggta gtgctagtct gacgcatcca g ggc atg       448 
                                                         Gly Met           
                                                                           
 
ctg gac att gag tat aac ccg tac ggc gcc acc tgc tac ggc ctc tcg        496 
Leu Asp Ile Glu Tyr Asn Pro Tyr Gly Ala Thr Cys Tyr Gly Leu Ser            
    95                  100                 105                            
 
cag ggc gcc atg gtc aac tgg atc agc gac ttt gtc gag cac tac aag        544 
Gln Gly Ala Met Val Asn Trp Ile Ser Asp Phe Val Glu His Tyr Lys            
110                 115                 120                 125            
 
gcc agg acg acg cag tac ccc atc atc tac acg acg acc gac tgg tgg        592 
Ala Arg Thr Thr Gln Tyr Pro Ile Ile Tyr Thr Thr Thr Asp Trp Trp            
                130                 135                 140                
 
aag acg tgc acg ggc aac agc cct gcc ttt ggc caa aag tgc ccg ctg        640 
Lys Thr Cys Thr Gly Asn Ser Pro Ala Phe Gly Gln Lys Cys Pro Leu            
            145                 150                 155                    
 
agc ctg gcc cgg tac tcg agc agc gtg ggc gag atc ccc aac ggc tgg        688 
Ser Leu Ala Arg Tyr Ser Ser Ser Val Gly Glu Ile Pro Asn Gly Trp            
        160                 165                 170                        
 
ccg ttc cag act ttc tgg cag aac agc gac aag tat gcg tac ggt ggc        736 
Pro Phe Gln Thr Phe Trp Gln Asn Ser Asp Lys Tyr Ala Tyr Gly Gly            
    175                 180                 185                            
 
gat tcg cag att ttc aac ggc gcg tac tct cag ctg cag aag att gct        784 
Asp Ser Gln Ile Phe Asn Gly Ala Tyr Ser Gln Leu Gln Lys Ile Ala            
190                 195                 200                 205            
 
cgc ggt ggt tag                                                        796 
Arg Gly Gly                                                                
                                                                           
 
 
<210>  17 
<211>  228 
<212>  БЕЛОК 
<213>  Lecanicillium sp. WMM742 



 
<400>  17 
 
Met Lys Ser Phe Ser Ser Ile Ile Ala Gly Ile Ala Gly Leu Ala Ser  
-20                 -15                 -10                 -5   
 
 
Val Ala Ser Ala Thr Val Gln Gly Phe Asp Val Ser Gly Tyr Gln Pro  
            -1  1               5                   10           
 
 
Thr Val Asn Trp Gly Ala Ala Tyr Ser Ser Gly Ala Arg Phe Val Met  
        15                  20                  25               
 
 
Ile Lys Ala Thr Glu Gly Thr Gly Tyr Ile Ser Ser Ser Phe Gly Ser  
    30                  35                  40                   
 
 
Gln Tyr Pro Gly Ala Thr Asn Ala Gly Phe Ile Arg Gly Gly Tyr His  
45                  50                  55                  60   
 
 
Phe Ala Leu Pro Asp Arg Ser Ser Gly Ser Ala Gln Ala Asp Tyr Phe  
                65                  70                  75       
 
 
Leu Ala His Gly Gly Gly Trp Ser Gly Asp Gly Ile Thr Leu Pro Gly  
            80                  85                  90           
 
 
Met Leu Asp Ile Glu Tyr Asn Pro Tyr Gly Ala Thr Cys Tyr Gly Leu  
        95                  100                 105              
 
 
Ser Gln Gly Ala Met Val Asn Trp Ile Ser Asp Phe Val Glu His Tyr  
    110                 115                 120                  
 
 
Lys Ala Arg Thr Thr Gln Tyr Pro Ile Ile Tyr Thr Thr Thr Asp Trp  
125                 130                 135                 140  
 
 
Trp Lys Thr Cys Thr Gly Asn Ser Pro Ala Phe Gly Gln Lys Cys Pro  
                145                 150                 155      
 
 
Leu Ser Leu Ala Arg Tyr Ser Ser Ser Val Gly Glu Ile Pro Asn Gly  
            160                 165                 170          
 
 
Trp Pro Phe Gln Thr Phe Trp Gln Asn Ser Asp Lys Tyr Ala Tyr Gly  
        175                 180                 185              
 
 
Gly Asp Ser Gln Ile Phe Asn Gly Ala Tyr Ser Gln Leu Gln Lys Ile  
    190                 195                 200                  
 
 
Ala Arg Gly Gly  
205              
 
 
<210>  18 



<211>  208 
<212>  БЕЛОК 
<213>  Lecanicillium sp. WMM742 
 
 
<220> 
<221>  mat_peptide 
<222>  (1)..(208) 
 
<400>  18 
 
Thr Val Gln Gly Phe Asp Val Ser Gly Tyr Gln Pro Thr Val Asn Trp  
1               5                   10                  15       
 
 
Gly Ala Ala Tyr Ser Ser Gly Ala Arg Phe Val Met Ile Lys Ala Thr  
            20                  25                  30           
 
 
Glu Gly Thr Gly Tyr Ile Ser Ser Ser Phe Gly Ser Gln Tyr Pro Gly  
        35                  40                  45               
 
 
Ala Thr Asn Ala Gly Phe Ile Arg Gly Gly Tyr His Phe Ala Leu Pro  
    50                  55                  60                   
 
 
Asp Arg Ser Ser Gly Ser Ala Gln Ala Asp Tyr Phe Leu Ala His Gly  
65                  70                  75                  80   
 
 
Gly Gly Trp Ser Gly Asp Gly Ile Thr Leu Pro Gly Met Leu Asp Ile  
                85                  90                  95       
 
 
Glu Tyr Asn Pro Tyr Gly Ala Thr Cys Tyr Gly Leu Ser Gln Gly Ala  
            100                 105                 110          
 
 
Met Val Asn Trp Ile Ser Asp Phe Val Glu His Tyr Lys Ala Arg Thr  
        115                 120                 125              
 
 
Thr Gln Tyr Pro Ile Ile Tyr Thr Thr Thr Asp Trp Trp Lys Thr Cys  
    130                 135                 140                  
 
 
Thr Gly Asn Ser Pro Ala Phe Gly Gln Lys Cys Pro Leu Ser Leu Ala  
145                 150                 155                 160  
 
 
Arg Tyr Ser Ser Ser Val Gly Glu Ile Pro Asn Gly Trp Pro Phe Gln  
                165                 170                 175      
 
 
Thr Phe Trp Gln Asn Ser Asp Lys Tyr Ala Tyr Gly Gly Asp Ser Gln  
            180                 185                 190          
 
 
Ile Phe Asn Gly Ala Tyr Ser Gln Leu Gln Lys Ile Ala Arg Gly Gly  
        195                 200                 205              
 
 
<210>  19 



<211>  684 
<212>  ДНК 
<213>  Zygomycetes sp. XZ2655 
 
 
<220> 
<221>  CDS 
<222>  (1)..(681) 
 
<220> 
<221>  sig_peptide 
<222>  (1)..(57) 
 
<220> 
<221>  mat_peptide 
<222>  (58)..(681) 
 
<400>  19 
atg aaa gca atc gta aca gca tta gca tta tcc ttg tta tgg gcg ggt         48 
Met Lys Ala Ile Val Thr Ala Leu Ala Leu Ser Leu Leu Trp Ala Gly            
                -15                 -10                 -5                 
 
gcc cat gca act ttg ccc ggc tta gac gtc agc agc tac caa ggt aac         96 
Ala His Ala Thr Leu Pro Gly Leu Asp Val Ser Ser Tyr Gln Gly Asn            
        -1  1               5                   10                         
 
gtc aat tgg gga aca gtg gcg agt caa gga gca aaa ttt gct tac gtc        144 
Val Asn Trp Gly Thr Val Ala Ser Gln Gly Ala Lys Phe Ala Tyr Val            
    15                  20                  25                             
 
aag gct acc gag ggt acg acc tac acg aat ccc tat ttt gcg tcc caa        192 
Lys Ala Thr Glu Gly Thr Thr Tyr Thr Asn Pro Tyr Phe Ala Ser Gln            
30                  35                  40                  45             
 
tac gac gga tcc tac aac gcg ggc cta att cgc ggt gcc tat cac ttt        240 
Tyr Asp Gly Ser Tyr Asn Ala Gly Leu Ile Arg Gly Ala Tyr His Phe            
                50                  55                  60                 
 
gcc cat ccc gat tct tcc tct gga gct acc caa gca aac tat ttc ctt        288 
Ala His Pro Asp Ser Ser Ser Gly Ala Thr Gln Ala Asn Tyr Phe Leu            
            65                  70                  75                     
 
gct cat ggt ggc ggc tgg tcc gct gac gga aag acc tta cct ggt gcg        336 
Ala His Gly Gly Gly Trp Ser Ala Asp Gly Lys Thr Leu Pro Gly Ala            
        80                  85                  90                         
 
cta gat att gag tac aat cct aac ggc gct gaa tgc tac ggc ttg tct        384 
Leu Asp Ile Glu Tyr Asn Pro Asn Gly Ala Glu Cys Tyr Gly Leu Ser            
    95                  100                 105                            
 
caa ttg gcc atg att agc tgg att caa gac ttc agc aac acc tat cac        432 
Gln Leu Ala Met Ile Ser Trp Ile Gln Asp Phe Ser Asn Thr Tyr His            
110                 115                 120                 125            
 
tcc cac acg ggc aga tat ccg gtc att tac acg act acg gac tgg tgg        480 
Ser His Thr Gly Arg Tyr Pro Val Ile Tyr Thr Thr Thr Asp Trp Trp            
                130                 135                 140                
 
acc acc tgc acg ggt aac agc gca gcc ttt gga acc aac aac cct ctc        528 
Thr Thr Cys Thr Gly Asn Ser Ala Ala Phe Gly Thr Asn Asn Pro Leu            
            145                 150                 155                    
 
tgg att gct cgg tat tcg tct tcg gtg ggc acc ctg cct gca ggt tgg        576 
Trp Ile Ala Arg Tyr Ser Ser Ser Val Gly Thr Leu Pro Ala Gly Trp            



        160                 165                 170                        
 
ggc tac gag agc ttc tgg cag aag gca tct tcg ggt acg ttc cct gga        624 
Gly Tyr Glu Ser Phe Trp Gln Lys Ala Ser Ser Gly Thr Phe Pro Gly            
    175                 180                 185                            
 
gac caa gat atc tgg aat ggc gat gct gct gga ctc tcc aga ttc gcc        672 
Asp Gln Asp Ile Trp Asn Gly Asp Ala Ala Gly Leu Ser Arg Phe Ala            
190                 195                 200                 205            
 
acc ggc aaa tga                                                        684 
Thr Gly Lys                                                                
                                                                           
 
 
<210>  20 
<211>  227 
<212>  БЕЛОК 
<213>  Zygomycetes sp. XZ2655 
 
<400>  20 
 
Met Lys Ala Ile Val Thr Ala Leu Ala Leu Ser Leu Leu Trp Ala Gly  
                -15                 -10                 -5       
 
 
Ala His Ala Thr Leu Pro Gly Leu Asp Val Ser Ser Tyr Gln Gly Asn  
        -1  1               5                   10               
 
 
Val Asn Trp Gly Thr Val Ala Ser Gln Gly Ala Lys Phe Ala Tyr Val  
    15                  20                  25                   
 
 
Lys Ala Thr Glu Gly Thr Thr Tyr Thr Asn Pro Tyr Phe Ala Ser Gln  
30                  35                  40                  45   
 
 
Tyr Asp Gly Ser Tyr Asn Ala Gly Leu Ile Arg Gly Ala Tyr His Phe  
                50                  55                  60       
 
 
Ala His Pro Asp Ser Ser Ser Gly Ala Thr Gln Ala Asn Tyr Phe Leu  
            65                  70                  75           
 
 
Ala His Gly Gly Gly Trp Ser Ala Asp Gly Lys Thr Leu Pro Gly Ala  
        80                  85                  90               
 
 
Leu Asp Ile Glu Tyr Asn Pro Asn Gly Ala Glu Cys Tyr Gly Leu Ser  
    95                  100                 105                  
 
 
Gln Leu Ala Met Ile Ser Trp Ile Gln Asp Phe Ser Asn Thr Tyr His  
110                 115                 120                 125  
 
 
Ser His Thr Gly Arg Tyr Pro Val Ile Tyr Thr Thr Thr Asp Trp Trp  
                130                 135                 140      
 
 
Thr Thr Cys Thr Gly Asn Ser Ala Ala Phe Gly Thr Asn Asn Pro Leu  
            145                 150                 155          



 
 
Trp Ile Ala Arg Tyr Ser Ser Ser Val Gly Thr Leu Pro Ala Gly Trp  
        160                 165                 170              
 
 
Gly Tyr Glu Ser Phe Trp Gln Lys Ala Ser Ser Gly Thr Phe Pro Gly  
    175                 180                 185                  
 
 
Asp Gln Asp Ile Trp Asn Gly Asp Ala Ala Gly Leu Ser Arg Phe Ala  
190                 195                 200                 205  
 
 
Thr Gly Lys  
             
 
 
<210>  21 
<211>  208 
<212>  БЕЛОК 
<213>  Zygomycetes sp. XZ2655 
 
 
<220> 
<221>  mat_peptide 
<222>  (1)..(208) 
 
<400>  21 
 
Thr Leu Pro Gly Leu Asp Val Ser Ser Tyr Gln Gly Asn Val Asn Trp  
1               5                   10                  15       
 
 
Gly Thr Val Ala Ser Gln Gly Ala Lys Phe Ala Tyr Val Lys Ala Thr  
            20                  25                  30           
 
 
Glu Gly Thr Thr Tyr Thr Asn Pro Tyr Phe Ala Ser Gln Tyr Asp Gly  
        35                  40                  45               
 
 
Ser Tyr Asn Ala Gly Leu Ile Arg Gly Ala Tyr His Phe Ala His Pro  
    50                  55                  60                   
 
 
Asp Ser Ser Ser Gly Ala Thr Gln Ala Asn Tyr Phe Leu Ala His Gly  
65                  70                  75                  80   
 
 
Gly Gly Trp Ser Ala Asp Gly Lys Thr Leu Pro Gly Ala Leu Asp Ile  
                85                  90                  95       
 
 
Glu Tyr Asn Pro Asn Gly Ala Glu Cys Tyr Gly Leu Ser Gln Leu Ala  
            100                 105                 110          
 
 
Met Ile Ser Trp Ile Gln Asp Phe Ser Asn Thr Tyr His Ser His Thr  
        115                 120                 125              
 
 
Gly Arg Tyr Pro Val Ile Tyr Thr Thr Thr Asp Trp Trp Thr Thr Cys  
    130                 135                 140                  



 
 
Thr Gly Asn Ser Ala Ala Phe Gly Thr Asn Asn Pro Leu Trp Ile Ala  
145                 150                 155                 160  
 
 
Arg Tyr Ser Ser Ser Val Gly Thr Leu Pro Ala Gly Trp Gly Tyr Glu  
                165                 170                 175      
 
 
Ser Phe Trp Gln Lys Ala Ser Ser Gly Thr Phe Pro Gly Asp Gln Asp  
            180                 185                 190          
 
 
Ile Trp Asn Gly Asp Ala Ala Gly Leu Ser Arg Phe Ala Thr Gly Lys  
        195                 200                 205              
 
 
<210>  22 
<211>  767 
<212>  ДНК 
<213>  Malbranchea flava 
 
 
<220> 
<221>  CDS 
<222>  (1)..(174) 
 
<220> 
<221>  sig_peptide 
<222>  (1)..(54) 
 
<220> 
<221>  mat_peptide 
<222>  (55)..(764) 
 
<220> 
<221>  CDS 
<222>  (234)..(764) 
 
<400>  22 
atg aag ctg tct ctc ctc ctt att gtt gct gca tca ctg gcc gtg gcc         48 
Met Lys Leu Ser Leu Leu Leu Ile Val Ala Ala Ser Leu Ala Val Ala            
            -15                 -10                 -5                     
 
agt gca ggc ccc aag gag ttc gag tca cgc gcg tcg ggc gtc cag ggc         96 
Ser Ala Gly Pro Lys Glu Phe Glu Ser Arg Ala Ser Gly Val Gln Gly            
    -1  1               5                   10                             
 
ttt gac atc tct ggt tgg cag tcc aac gtc aat ttt gca ggt gca tac        144 
Phe Asp Ile Ser Gly Trp Gln Ser Asn Val Asn Phe Ala Gly Ala Tyr            
15                  20                  25                  30             
 
aat tct ggc gca cgc ttc gtc atg atc aag gtacatttga gtgaattcgt          194 
Asn Ser Gly Ala Arg Phe Val Met Ile Lys                                    
                35                  40                                     
 
ttctcctggt ataataccct gactaatgta aagatccag gct agc gag ggt acc         248 
                                           Ala Ser Glu Gly Thr             
                                                           45              
 
acc ttc aag gac cgt caa ttc agc aat cat tac att ggc gcc acc aag        296 
Thr Phe Lys Asp Arg Gln Phe Ser Asn His Tyr Ile Gly Ala Thr Lys            
                50                  55                  60                 



 
gct ggc ttt atc cgt ggc ggc tac cac ttt gcg ttg cca gac gtc agc        344 
Ala Gly Phe Ile Arg Gly Gly Tyr His Phe Ala Leu Pro Asp Val Ser            
            65                  70                  75                     
 
agc gcc act gcc caa gtg aac cat ttc ctg gcc agc ggt ggt ggc tgg        392 
Ser Ala Thr Ala Gln Val Asn His Phe Leu Ala Ser Gly Gly Gly Trp            
        80                  85                  90                         
 
agc aga gac ggc atc acg ctg ccg ggc atg ctg gac atc gag agc aac        440 
Ser Arg Asp Gly Ile Thr Leu Pro Gly Met Leu Asp Ile Glu Ser Asn            
    95                  100                 105                            
 
ccg tat ggc gcc cag tgc tac ggc ctt gac gct ggt cgt atg gtt gcc        488 
Pro Tyr Gly Ala Gln Cys Tyr Gly Leu Asp Ala Gly Arg Met Val Ala            
110                 115                 120                 125            
 
tgg atc cgg gag ttt gtt gac gcg tac aag cgc gca act gga cgg tat        536 
Trp Ile Arg Glu Phe Val Asp Ala Tyr Lys Arg Ala Thr Gly Arg Tyr            
                130                 135                 140                
 
cct ctg atc tac acg tct ccc agc tgg tgg cag act tgc acg ggc aat        584 
Pro Leu Ile Tyr Thr Ser Pro Ser Trp Trp Gln Thr Cys Thr Gly Asn            
            145                 150                 155                    
 
agc aat gcc ttt ata gac aag tgc ccg ctt gtg ttg gca cgg tgg gcg        632 
Ser Asn Ala Phe Ile Asp Lys Cys Pro Leu Val Leu Ala Arg Trp Ala            
        160                 165                 170                        
 
agt agc cct ggc act ccg cct ggt ggg tgg ccg ttc cac agt ttt tgg        680 
Ser Ser Pro Gly Thr Pro Pro Gly Gly Trp Pro Phe His Ser Phe Trp            
    175                 180                 185                            
 
cag tac gcc gat tcc tat caa ttc ggt ggt gac gcc cag gta ttc aat        728 
Gln Tyr Ala Asp Ser Tyr Gln Phe Gly Gly Asp Ala Gln Val Phe Asn            
190                 195                 200                 205            
 
ggc gat gag gct ggg ttg aag aga atg gcc cta ggt taa                    767 
Gly Asp Glu Ala Gly Leu Lys Arg Met Ala Leu Gly                            
                210                 215                                    
 
 
<210>  23 
<211>  235 
<212>  БЕЛОК 
<213>  Malbranchea flava 
 
<400>  23 
 
Met Lys Leu Ser Leu Leu Leu Ile Val Ala Ala Ser Leu Ala Val Ala  
            -15                 -10                 -5           
 
 
Ser Ala Gly Pro Lys Glu Phe Glu Ser Arg Ala Ser Gly Val Gln Gly  
    -1  1               5                   10                   
 
 
Phe Asp Ile Ser Gly Trp Gln Ser Asn Val Asn Phe Ala Gly Ala Tyr  
15                  20                  25                  30   
 
 
Asn Ser Gly Ala Arg Phe Val Met Ile Lys Ala Ser Glu Gly Thr Thr  
                35                  40                  45       
 



 
Phe Lys Asp Arg Gln Phe Ser Asn His Tyr Ile Gly Ala Thr Lys Ala  
            50                  55                  60           
 
 
Gly Phe Ile Arg Gly Gly Tyr His Phe Ala Leu Pro Asp Val Ser Ser  
        65                  70                  75               
 
 
Ala Thr Ala Gln Val Asn His Phe Leu Ala Ser Gly Gly Gly Trp Ser  
    80                  85                  90                   
 
 
Arg Asp Gly Ile Thr Leu Pro Gly Met Leu Asp Ile Glu Ser Asn Pro  
95                  100                 105                 110  
 
 
Tyr Gly Ala Gln Cys Tyr Gly Leu Asp Ala Gly Arg Met Val Ala Trp  
                115                 120                 125      
 
 
Ile Arg Glu Phe Val Asp Ala Tyr Lys Arg Ala Thr Gly Arg Tyr Pro  
            130                 135                 140          
 
 
Leu Ile Tyr Thr Ser Pro Ser Trp Trp Gln Thr Cys Thr Gly Asn Ser  
        145                 150                 155              
 
 
Asn Ala Phe Ile Asp Lys Cys Pro Leu Val Leu Ala Arg Trp Ala Ser  
    160                 165                 170                  
 
 
Ser Pro Gly Thr Pro Pro Gly Gly Trp Pro Phe His Ser Phe Trp Gln  
175                 180                 185                 190  
 
 
Tyr Ala Asp Ser Tyr Gln Phe Gly Gly Asp Ala Gln Val Phe Asn Gly  
                195                 200                 205      
 
 
Asp Glu Ala Gly Leu Lys Arg Met Ala Leu Gly  
            210                 215          
 
 
<210>  24 
<211>  217 
<212>  БЕЛОК 
<213>  Malbranchea flava 
 
 
<220> 
<221>  mat_peptide 
<222>  (1)..(217) 
 
<400>  24 
 
Gly Pro Lys Glu Phe Glu Ser Arg Ala Ser Gly Val Gln Gly Phe Asp  
1               5                   10                  15       
 
 
Ile Ser Gly Trp Gln Ser Asn Val Asn Phe Ala Gly Ala Tyr Asn Ser  
            20                  25                  30           
 



 
Gly Ala Arg Phe Val Met Ile Lys Ala Ser Glu Gly Thr Thr Phe Lys  
        35                  40                  45               
 
 
Asp Arg Gln Phe Ser Asn His Tyr Ile Gly Ala Thr Lys Ala Gly Phe  
    50                  55                  60                   
 
 
Ile Arg Gly Gly Tyr His Phe Ala Leu Pro Asp Val Ser Ser Ala Thr  
65                  70                  75                  80   
 
 
Ala Gln Val Asn His Phe Leu Ala Ser Gly Gly Gly Trp Ser Arg Asp  
                85                  90                  95       
 
 
Gly Ile Thr Leu Pro Gly Met Leu Asp Ile Glu Ser Asn Pro Tyr Gly  
            100                 105                 110          
 
 
Ala Gln Cys Tyr Gly Leu Asp Ala Gly Arg Met Val Ala Trp Ile Arg  
        115                 120                 125              
 
 
Glu Phe Val Asp Ala Tyr Lys Arg Ala Thr Gly Arg Tyr Pro Leu Ile  
    130                 135                 140                  
 
 
Tyr Thr Ser Pro Ser Trp Trp Gln Thr Cys Thr Gly Asn Ser Asn Ala  
145                 150                 155                 160  
 
 
Phe Ile Asp Lys Cys Pro Leu Val Leu Ala Arg Trp Ala Ser Ser Pro  
                165                 170                 175      
 
 
Gly Thr Pro Pro Gly Gly Trp Pro Phe His Ser Phe Trp Gln Tyr Ala  
            180                 185                 190          
 
 
Asp Ser Tyr Gln Phe Gly Gly Asp Ala Gln Val Phe Asn Gly Asp Glu  
        195                 200                 205              
 
 
Ala Gly Leu Lys Arg Met Ala Leu Gly  
    210                 215          
 
 
<210>  25 
<211>  687 
<212>  ДНК 
<213>  Hypholoma polytrichi 
 
 
<220> 
<221>  CDS 
<222>  (1)..(684) 
 
<220> 
<221>  sig_peptide 
<222>  (1)..(60) 
 
<220> 



<221>  mat_peptide 
<222>  (61)..(684) 
 
<400>  25 
atg gca aag ctc ctc aag cag ttg gtg ttg ctc ccg ttc ctc gcg ttg         48 
Met Ala Lys Leu Leu Lys Gln Leu Val Leu Leu Pro Phe Leu Ala Leu            
-20                 -15                 -10                 -5             
 
gca gca cac gca ttg gtc tac gga gtc gat tcg tcc tcg ttg gtc cct         96 
Ala Ala His Ala Leu Val Tyr Gly Val Asp Ser Ser Ser Leu Val Pro            
            -1  1               5                   10                     
 
gtg gcg acg tat cag aag gca ttg gga gaa ggc ttc aca aag gcc gtc        144 
Val Ala Thr Tyr Gln Lys Ala Leu Gly Glu Gly Phe Thr Lys Ala Val            
        15                  20                  25                         
 
att agg ggc tac gaa gag gcc tgt gga gtc gga gga gag gtc gat ccc        192 
Ile Arg Gly Tyr Glu Glu Ala Cys Gly Val Gly Gly Glu Val Asp Pro            
    30                  35                  40                             
 
aac ttc gtc ccc tcc tac aaa aac gca cga gcg gca gga tac aca gac        240 
Asn Phe Val Pro Ser Tyr Lys Asn Ala Arg Ala Ala Gly Tyr Thr Asp            
45                  50                  55                  60             
 
atc gat atg tac tgg ttc ccc tgt aac ggc tcc act cat tcg tgt aaa        288 
Ile Asp Met Tyr Trp Phe Pro Cys Asn Gly Ser Thr His Ser Cys Lys            
                65                  70                  75                 
 
tcg tat gcc gca cag ttg gca gcc att gcc gca gcc ttc tcg gcg aac        336 
Ser Tyr Ala Ala Gln Leu Ala Ala Ile Ala Ala Ala Phe Ser Ala Asn            
            80                  85                  90                     
 
gcc atg aag atc ggt act att tgg atc gac atc gaa aaa gat gca gcc        384 
Ala Met Lys Ile Gly Thr Ile Trp Ile Asp Ile Glu Lys Asp Ala Ala            
        95                  100                 105                        
 
atc tgt aac aac tgg gat tac ggc act gca ggt aac ttg gcc cag gcg        432 
Ile Cys Asn Asn Trp Asp Tyr Gly Thr Ala Gly Asn Leu Ala Gln Ala            
    110                 115                 120                            
 
aag gca ttg att gcc gca gcg aag gca tcc ggt ttc aac ttc ggc atc        480 
Lys Ala Leu Ile Ala Ala Ala Lys Ala Ser Gly Phe Asn Phe Gly Ile            
125                 130                 135                 140            
 
tac tcg tcg cct gga gag tgg tcg acc atc ttc ggc tcg acc tcg gtc        528 
Tyr Ser Ser Pro Gly Glu Trp Ser Thr Ile Phe Gly Ser Thr Ser Val            
                145                 150                 155                
 
gtc gtc gac aac tcc gca ccg ctc tgg ttc gcg acc tat aac aac gtc        576 
Val Val Asp Asn Ser Ala Pro Leu Trp Phe Ala Thr Tyr Asn Asn Val            
            160                 165                 170                    
 
cag acc ctc acg ctc ggc act cct ttc gga ggc tgg tcg aca gcc gtc        624 
Gln Thr Leu Thr Leu Gly Thr Pro Phe Gly Gly Trp Ser Thr Ala Val            
        175                 180                 185                        
 
ggt cat cag tat acc gat gtg tcc gcc tcc gga ctc ttc gac ctc aac        672 
Gly His Gln Tyr Thr Asp Val Ser Ala Ser Gly Leu Phe Asp Leu Asn            
    190                 195                 200                            
 
gtc ttc gcc cac taa                                                    687 
Val Phe Ala His                                                            
205                                                                        
 



 
<210>  26 
<211>  228 
<212>  БЕЛОК 
<213>  Hypholoma polytrichi 
 
<400>  26 
 
Met Ala Lys Leu Leu Lys Gln Leu Val Leu Leu Pro Phe Leu Ala Leu  
-20                 -15                 -10                 -5   
 
 
Ala Ala His Ala Leu Val Tyr Gly Val Asp Ser Ser Ser Leu Val Pro  
            -1  1               5                   10           
 
 
Val Ala Thr Tyr Gln Lys Ala Leu Gly Glu Gly Phe Thr Lys Ala Val  
        15                  20                  25               
 
 
Ile Arg Gly Tyr Glu Glu Ala Cys Gly Val Gly Gly Glu Val Asp Pro  
    30                  35                  40                   
 
 
Asn Phe Val Pro Ser Tyr Lys Asn Ala Arg Ala Ala Gly Tyr Thr Asp  
45                  50                  55                  60   
 
 
Ile Asp Met Tyr Trp Phe Pro Cys Asn Gly Ser Thr His Ser Cys Lys  
                65                  70                  75       
 
 
Ser Tyr Ala Ala Gln Leu Ala Ala Ile Ala Ala Ala Phe Ser Ala Asn  
            80                  85                  90           
 
 
Ala Met Lys Ile Gly Thr Ile Trp Ile Asp Ile Glu Lys Asp Ala Ala  
        95                  100                 105              
 
 
Ile Cys Asn Asn Trp Asp Tyr Gly Thr Ala Gly Asn Leu Ala Gln Ala  
    110                 115                 120                  
 
 
Lys Ala Leu Ile Ala Ala Ala Lys Ala Ser Gly Phe Asn Phe Gly Ile  
125                 130                 135                 140  
 
 
Tyr Ser Ser Pro Gly Glu Trp Ser Thr Ile Phe Gly Ser Thr Ser Val  
                145                 150                 155      
 
 
Val Val Asp Asn Ser Ala Pro Leu Trp Phe Ala Thr Tyr Asn Asn Val  
            160                 165                 170          
 
 
Gln Thr Leu Thr Leu Gly Thr Pro Phe Gly Gly Trp Ser Thr Ala Val  
        175                 180                 185              
 
 
Gly His Gln Tyr Thr Asp Val Ser Ala Ser Gly Leu Phe Asp Leu Asn  
    190                 195                 200                  
 
 



Val Phe Ala His  
205              
 
 
<210>  27 
<211>  208 
<212>  БЕЛОК 
<213>  Hypholoma polytrichid 
 
 
<220> 
<221>  mat_peptide 
<222>  (1)..(208) 
 
<400>  27 
 
Leu Val Tyr Gly Val Asp Ser Ser Ser Leu Val Pro Val Ala Thr Tyr  
1               5                   10                  15       
 
 
Gln Lys Ala Leu Gly Glu Gly Phe Thr Lys Ala Val Ile Arg Gly Tyr  
            20                  25                  30           
 
 
Glu Glu Ala Cys Gly Val Gly Gly Glu Val Asp Pro Asn Phe Val Pro  
        35                  40                  45               
 
 
Ser Tyr Lys Asn Ala Arg Ala Ala Gly Tyr Thr Asp Ile Asp Met Tyr  
    50                  55                  60                   
 
 
Trp Phe Pro Cys Asn Gly Ser Thr His Ser Cys Lys Ser Tyr Ala Ala  
65                  70                  75                  80   
 
 
Gln Leu Ala Ala Ile Ala Ala Ala Phe Ser Ala Asn Ala Met Lys Ile  
                85                  90                  95       
 
 
Gly Thr Ile Trp Ile Asp Ile Glu Lys Asp Ala Ala Ile Cys Asn Asn  
            100                 105                 110          
 
 
Trp Asp Tyr Gly Thr Ala Gly Asn Leu Ala Gln Ala Lys Ala Leu Ile  
        115                 120                 125              
 
 
Ala Ala Ala Lys Ala Ser Gly Phe Asn Phe Gly Ile Tyr Ser Ser Pro  
    130                 135                 140                  
 
 
Gly Glu Trp Ser Thr Ile Phe Gly Ser Thr Ser Val Val Val Asp Asn  
145                 150                 155                 160  
 
 
Ser Ala Pro Leu Trp Phe Ala Thr Tyr Asn Asn Val Gln Thr Leu Thr  
                165                 170                 175      
 
 
Leu Gly Thr Pro Phe Gly Gly Trp Ser Thr Ala Val Gly His Gln Tyr  
            180                 185                 190          
 
 



Thr Asp Val Ser Ala Ser Gly Leu Phe Asp Leu Asn Val Phe Ala His  
        195                 200                 205              
 
 
<210>  28 
<211>  782 
<212>  ДНК 
<213>  Engyodontium album 
 
 
<220> 
<221>  CDS 
<222>  (1)..(150) 
 
<220> 
<221>  sig_peptide 
<222>  (1)..(60) 
 
<220> 
<221>  mat_peptide 
<222>  (61)..(779) 
 
<220> 
<221>  CDS 
<222>  (200)..(383) 
 
<220> 
<221>  CDS 
<222>  (433)..(779) 
 
<400>  28 
atg aag tct ttt ggt gtt att gct acc ggt ttg gcc acc ctt gtg ggt         48 
Met Lys Ser Phe Gly Val Ile Ala Thr Gly Leu Ala Thr Leu Val Gly            
-20                 -15                 -10                 -5             
 
gtt gcc tct gcc aga gtc caa ggt ttc gac atc tcc cac tat cag ccc         96 
Val Ala Ser Ala Arg Val Gln Gly Phe Asp Ile Ser His Tyr Gln Pro            
            -1  1               5                   10                     
 
agc gtc gac ttc aat gcg gcc tat gct gac gga gct cgc ttt gtg atc        144 
Ser Val Asp Phe Asn Ala Ala Tyr Ala Asp Gly Ala Arg Phe Val Ile            
        15                  20                  25                         
 
atc aag gtataacaaa ccataacttg gcttatgaac accatctaat gtattgcag gca      202 
Ile Lys                                                       Ala          
    30                                                                     
 
acc gag ggt acc acc tac aaa gat ccc aag ttc agc cag cac tac atc        250 
Thr Glu Gly Thr Thr Tyr Lys Asp Pro Lys Phe Ser Gln His Tyr Ile            
            35                  40                  45                     
 
ggt gct acc aac gcc gga ttc atc cgc ggt ggc tac cac ttt gct cag        298 
Gly Ala Thr Asn Ala Gly Phe Ile Arg Gly Gly Tyr His Phe Ala Gln            
        50                  55                  60                         
 
cct gct tcc tct tct ggt gca gcg cag gca gac tat ttc ctc aag aac        346 
Pro Ala Ser Ser Ser Gly Ala Ala Gln Ala Asp Tyr Phe Leu Lys Asn            
    65                  70                  75                             
 
gga ggt ggt tgg tct agc gat gga att act ctc cca g gtgagcaaag           393 
Gly Gly Gly Trp Ser Ser Asp Gly Ile Thr Leu Pro                            
80                  85                  90                                 
 
tcacaaacgt tcgagggcag ttcactaata tcgtggcag gt  atg ctt gat atg         446 



                                           Gly Met Leu Asp Met             
                                                       95                  
 
gag tac aac ccc aat ggc agt gct tgc tac ggt ctt tcc cag gct tcc        494 
Glu Tyr Asn Pro Asn Gly Ser Ala Cys Tyr Gly Leu Ser Gln Ala Ser            
            100                 105                 110                    
 
atg cgc aac tgg atc aac gac ttt gtc aac acc tac cac tcc cgc acg        542 
Met Arg Asn Trp Ile Asn Asp Phe Val Asn Thr Tyr His Ser Arg Thr            
        115                 120                 125                        
 
ggt gtc tac cct ctc ctt tac acc acc acc agc tgg tgg aaa acc tgc        590 
Gly Val Tyr Pro Leu Leu Tyr Thr Thr Thr Ser Trp Trp Lys Thr Cys            
    130                 135                 140                            
 
acg ggt aac act gcc atg ttt gcc gac aag tgc cct ctc gtc atc gct        638 
Thr Gly Asn Thr Ala Met Phe Ala Asp Lys Cys Pro Leu Val Ile Ala            
145                 150                 155                 160            
 
cgc tac aac agc gta gtc gga gag ctc ccc gct ggt tgg tct ttc tgg        686 
Arg Tyr Asn Ser Val Val Gly Glu Leu Pro Ala Gly Trp Ser Phe Trp            
                165                 170                 175                
 
aca att tgg cag tac aac gac cac tac aag cat ggt ggt gac tca gac        734 
Thr Ile Trp Gln Tyr Asn Asp His Tyr Lys His Gly Gly Asp Ser Asp            
            180                 185                 190                    
 
gct ttt aac gga gac tac tct cag ctt cag aga atc gcc aga ggc taa        782 
Ala Phe Asn Gly Asp Tyr Ser Gln Leu Gln Arg Ile Ala Arg Gly                
        195                 200                 205                        
 
 
<210>  29 
<211>  227 
<212>  БЕЛОК 
<213>  Engyodontium album 
 
<400>  29 
 
Met Lys Ser Phe Gly Val Ile Ala Thr Gly Leu Ala Thr Leu Val Gly  
-20                 -15                 -10                 -5   
 
 
Val Ala Ser Ala Arg Val Gln Gly Phe Asp Ile Ser His Tyr Gln Pro  
            -1  1               5                   10           
 
 
Ser Val Asp Phe Asn Ala Ala Tyr Ala Asp Gly Ala Arg Phe Val Ile  
        15                  20                  25               
 
 
Ile Lys Ala Thr Glu Gly Thr Thr Tyr Lys Asp Pro Lys Phe Ser Gln  
    30                  35                  40                   
 
 
His Tyr Ile Gly Ala Thr Asn Ala Gly Phe Ile Arg Gly Gly Tyr His  
45                  50                  55                  60   
 
 
Phe Ala Gln Pro Ala Ser Ser Ser Gly Ala Ala Gln Ala Asp Tyr Phe  
                65                  70                  75       
 
 
Leu Lys Asn Gly Gly Gly Trp Ser Ser Asp Gly Ile Thr Leu Pro Gly  



            80                  85                  90           
 
 
Met Leu Asp Met Glu Tyr Asn Pro Asn Gly Ser Ala Cys Tyr Gly Leu  
        95                  100                 105              
 
 
Ser Gln Ala Ser Met Arg Asn Trp Ile Asn Asp Phe Val Asn Thr Tyr  
    110                 115                 120                  
 
 
His Ser Arg Thr Gly Val Tyr Pro Leu Leu Tyr Thr Thr Thr Ser Trp  
125                 130                 135                 140  
 
 
Trp Lys Thr Cys Thr Gly Asn Thr Ala Met Phe Ala Asp Lys Cys Pro  
                145                 150                 155      
 
 
Leu Val Ile Ala Arg Tyr Asn Ser Val Val Gly Glu Leu Pro Ala Gly  
            160                 165                 170          
 
 
Trp Ser Phe Trp Thr Ile Trp Gln Tyr Asn Asp His Tyr Lys His Gly  
        175                 180                 185              
 
 
Gly Asp Ser Asp Ala Phe Asn Gly Asp Tyr Ser Gln Leu Gln Arg Ile  
    190                 195                 200                  
 
 
Ala Arg Gly  
205          
 
 
<210>  30 
<211>  207 
<212>  БЕЛОК 
<213>  Engyodontium album 
 
 
<220> 
<221>  mat_peptide 
<222>  (1)..(207) 
 
<400>  30 
 
Arg Val Gln Gly Phe Asp Ile Ser His Tyr Gln Pro Ser Val Asp Phe  
1               5                   10                  15       
 
 
Asn Ala Ala Tyr Ala Asp Gly Ala Arg Phe Val Ile Ile Lys Ala Thr  
            20                  25                  30           
 
 
Glu Gly Thr Thr Tyr Lys Asp Pro Lys Phe Ser Gln His Tyr Ile Gly  
        35                  40                  45               
 
 
Ala Thr Asn Ala Gly Phe Ile Arg Gly Gly Tyr His Phe Ala Gln Pro  
    50                  55                  60                   
 
 
Ala Ser Ser Ser Gly Ala Ala Gln Ala Asp Tyr Phe Leu Lys Asn Gly  



65                  70                  75                  80   
 
 
Gly Gly Trp Ser Ser Asp Gly Ile Thr Leu Pro Gly Met Leu Asp Met  
                85                  90                  95       
 
 
Glu Tyr Asn Pro Asn Gly Ser Ala Cys Tyr Gly Leu Ser Gln Ala Ser  
            100                 105                 110          
 
 
Met Arg Asn Trp Ile Asn Asp Phe Val Asn Thr Tyr His Ser Arg Thr  
        115                 120                 125              
 
 
Gly Val Tyr Pro Leu Leu Tyr Thr Thr Thr Ser Trp Trp Lys Thr Cys  
    130                 135                 140                  
 
 
Thr Gly Asn Thr Ala Met Phe Ala Asp Lys Cys Pro Leu Val Ile Ala  
145                 150                 155                 160  
 
 
Arg Tyr Asn Ser Val Val Gly Glu Leu Pro Ala Gly Trp Ser Phe Trp  
                165                 170                 175      
 
 
Thr Ile Trp Gln Tyr Asn Asp His Tyr Lys His Gly Gly Asp Ser Asp  
            180                 185                 190          
 
 
Ala Phe Asn Gly Asp Tyr Ser Gln Leu Gln Arg Ile Ala Arg Gly  
        195                 200                 205          
 
 
 
























	Bibliographic data
	Abstract
	Description
	Claims
	Drawings

