
pET30a/il3 sequence (with Parasitology sequencer, after cloned in DH5α) 
 
ATACCGATAACAAGTTCCCCTCTAGAAAATAATTTTGTTTAACTTTAAGAAGGAGATATACATATGCACCATCATCATCATCATTCTTC
TGGTCTGGTGCCACGCGGTTCTGGTATGAAAGAAACCGCTGCTGCTAAATTCGAACGCCAGCACATGGACAGCCCAGATCTGGGTACCG
ACGACGACGACAAGGCCATGGCTGATATCGGATCCGAATTCATGCCCGAACCAACAGATCAAAAACTAAAAGTAATACAAATATTTAAT
ATTTCAACGTCAGAGAAAGAATTACAAAAGGCGAATTGGAAACCAACACCAAATGTAACATTGAAAAGTGAAACAAAACAACATCAACA
CGATTACTTACATAGAAGTAATGAAGAACAAAAGAATAAACTAGGAGACAAACAATTAATTAATTCTTCGAAATTACCATCATTAACAT
CATTTAGTATAGATCATATAAAGAAGCTTCGACGATTGAAATCTTTACCAAATTTTAAAACCAGAATACAATAAAACAGAACAATCACA
AAAGAATCTAATTTATTATCGACATGATCATTTCATATTTCATAGGG 
 

 
Full pET30a/il3 sequence (software): 
 
TGGCGAATGGGACGCGCCCTGTAGCGGCGCATTAAGCGCGGCGGGTGTGGTGGTTACGCGCAGCGTGACCGCTACACTTGCCAGCGCCC
TAGCGCCCGCTCCTTTCGCTTTCTTCCCTTCCTTTCTCGCCACGTTCGCCGGCTTTCCCCGTCAAGCTCTAAATCGGGGGCTCCCTTTA
GGGTTCCGATTTAGTGCTTTACGGCACCTCGACCCCAAAAAACTTGATTAGGGTGATGGTTCACGTAGTGGGCCATCGCCCTGATAGAC
GGTTTTTCGCCCTTTGACGTTGGAGTCCACGTTCTTTAATAGTGGACTCTTGTTCCAAACTGGAACAACACTCAACCCTATCTCGGTCT
ATTCTTTTGATTTATAAGGGATTTTGCCGATTTCGGCCTATTGGTTAAAAAATGAGCTGATTTAACAAAAATTTAACGCGAATTTTAAC
AAAATATTAACGTTTACAATTTCAGGTGGCACTTTTCGGGGAAATGTGCGCGGAACCCCTATTTGTTTATTTTTCTAAATACATTCAAA
TATGTATCCGCTCATGAATTAATTCTTAGAAAAACTCATCGAGCATCAAATGAAACTGCAATTTATTCATATCAGGATTATCAATACCA
TATTTTTGAAAAAGCCGTTTCTGTAATGAAGGAGAAAACTCACCGAGGCAGTTCCATAGGATGGCAAGATCCTGGTATCGGTCTGCGAT
TCCGACTCGTCCAACATCAATACAACCTATTAATTTCCCCTCGTCAAAAATAAGGTTATCAAGTGAGAAATCACCATGAGTGACGACTG
AATCCGGTGAGAATGGCAAAAGTTTATGCATTTCTTTCCAGACTTGTTCAACAGGCCAGCCATTACGCTCGTCATCAAAATCACTCGCA
TCAACCAAACCGTTATTCATTCGTGATTGCGCCTGAGCGAGACGAAATACGCGATCGCTGTTAAAAGGACAATTACAAACAGGAATCGA
ATGCAACCGGCGCAGGAACACTGCCAGCGCATCAACAATATTTTCACCTGAATCAGGATATTCTTCTAATACCTGGAATGCTGTTTTCC
CGGGGATCGCAGTGGTGAGTAACCATGCATCATCAGGAGTACGGATAAAATGCTTGATGGTCGGAAGAGGCATAAATTCCGTCAGCCAG
TTTAGTCTGACCATCTCATCTGTAACATCATTGGCAACGCTACCTTTGCCATGTTTCAGAAACAACTCTGGCGCATCGGGCTTCCCATA
CAATCGATAGATTGTCGCACCTGATTGCCCGACATTATCGCGAGCCCATTTATACCCATATAAATCAGCATCCATGTTGGAATTTAATC
GCGGCCTAGAGCAAGACGTTTCCCGTTGAATATGGCTCATAACACCCCTTGTATTACTGTTTATGTAAGCAGACAGTTTTATTGTTCAT
GACCAAAATCCCTTAACGTGAGTTTTCGTTCCACTGAGCGTCAGACCCCGTAGAAAAGATCAAAGGATCTTCTTGAGATCCTTTTTTTC
TGCGCGTAATCTGCTGCTTGCAAACAAAAAAACCACCGCTACCAGCGGTGGTTTGTTTGCCGGATCAAGAGCTACCAACTCTTTTTCCG
AAGGTAACTGGCTTCAGCAGAGCGCAGATACCAAATACTGTCCTTCTAGTGTAGCCGTAGTTAGGCCACCACTTCAAGAACTCTGTAGC
ACCGCCTACATACCTCGCTCTGCTAATCCTGTTACCAGTGGCTGCTGCCAGTGGCGATAAGTCGTGTCTTACCGGGTTGGACTCAAGAC
GATAGTTACCGGATAAGGCGCAGCGGTCGGGCTGAACGGGGGGTTCGTGCACACAGCCCAGCTTGGAGCGAACGACCTACACCGAACTG
AGATACCTACAGCGTGAGCTATGAGAAAGCGCCACGCTTCCCGAAGGGAGAAAGGCGGACAGGTATCCGGTAAGCGGCAGGGTCGGAAC
AGGAGAGCGCACGAGGGAGCTTCCAGGGGGAAACGCCTGGTATCTTTATAGTCCTGTCGGGTTTCGCCACCTCTGACTTGAGCGTCGAT
TTTTGTGATGCTCGTCAGGGGGGCGGAGCCTATGGAAAAACGCCAGCAACGCGGCCTTTTTACGGTTCCTGGCCTTTTGCTGGCCTTTT
GCTCACATGTTCTTTCCTGCGTTATCCCCTGATTCTGTGGATAACCGTATTACCGCCTTTGAGTGAGCTGATACCGCTCGCCGCAGCCG
AACGACCGAGCGCAGCGAGTCAGTGAGCGAGGAAGCGGAAGAGCGCCTGATGCGGTATTTTCTCCTTACGCATCTGTGCGGTATTTCAC
ACCGCATATATGGTGCACTCTCAGTACAATCTGCTCTGATGCCGCATAGTTAAGCCAGTATACACTCCGCTATCGCTACGTGACTGGGT
CATGGCTGCGCCCCGACACCCGCCAACACCCGCTGACGCGCCCTGACGGGCTTGTCTGCTCCCGGCATCCGCTTACAGACAAGCTGTGA
CCGTCTCCGGGAGCTGCATGTGTCAGAGGTTTTCACCGTCATCACCGAAACGCGCGAGGCAGCTGCGGTAAAGCTCATCAGCGTGGTCG
TGAAGCGATTCACAGATGTCTGCCTGTTCATCCGCGTCCAGCTCGTTGAGTTTCTCCAGAAGCGTTAATGTCTGGCTTCTGATAAAGCG
GGCCATGTTAAGGGCGGTTTTTTCCTGTTTGGTCACTGATGCCTCCGTGTAAGGGGGATTTCTGTTCATGGGGGTAATGATACCGATGA
AACGAGAGAGGATGCTCACGATACGGGTTACTGATGATGAACATGCCCGGTTACTGGAACGTTGTGAGGGTAAACAACTGGCGGTATGG
ATGCGGCGGGACCAGAGAAAAATCACTCAGGGTCAATGCCAGCGCTTCGTTAATACAGATGTAGGTGTTCCACAGGGTAGCCAGCAGCA
TCCTGCGATGCAGATCCGGAACATAATGGTGCAGGGCGCTGACTTCCGCGTTTCCAGACTTTACGAAACACGGAAACCGAAGACCATTC
ATGTTGTTGCTCAGGTCGCAGACGTTTTGCAGCAGCAGTCGCTTCACGTTCGCTCGCGTATCGGTGATTCATTCTGCTAACCAGTAAGG
CAACCCCGCCAGCCTAGCCGGGTCCTCAACGACAGGAGCACGATCATGCGCACCCGTGGGGCCGCCATGCCGGCGATAATGGCCTGCTT
CTCGCCGAAACGTTTGGTGGCGGGACCAGTGACGAAGGCTTGAGCGAGGGCGTGCAAGATTCCGAATACCGCAAGCGACAGGCCGATCA
TCGTCGCGCTCCAGCGAAAGCGGTCCTCGCCGAAAATGACCCAGAGCGCTGCCGGCACCTGTCCTACGAGTTGCATGATAAAGAAGACA
GTCATAAGTGCGGCGACGATAGTCATGCCCCGCGCCCACCGGAAGGAGCTGACTGGGTTGAAGGCTCTCAAGGGCATCGGTCGAGATCC
CGGTGCCTAATGAGTGAGCTAACTTACATTAATTGCGTTGCGCTCACTGCCCGCTTTCCAGTCGGGAAACCTGTCGTGCCAGCTGCATT
AATGAATCGGCCAACGCGCGGGGAGAGGCGGTTTGCGTATTGGGCGCCAGGGTGGTTTTTCTTTTCACCAGTGAGACGGGCAACAGCTG
ATTGCCCTTCACCGCCTGGCCCTGAGAGAGTTGCAGCAAGCGGTCCACGCTGGTTTGCCCCAGCAGGCGAAAATCCTGTTTGATGGTGG
TTAACGGCGGGATATAACATGAGCTGTCTTCGGTATCGTCGTATCCCACTACCGAGATGTCCGCACCAACGCGCAGCCCGGACTCGGTA
ATGGCGCGCATTGCGCCCAGCGCCATCTGATCGTTGGCAACCAGCATCGCAGTGGGAACGATGCCCTCATTCAGCATTTGCATGGTTTG
TTGAAAACCGGACATGGCACTCCAGTCGCCTTCCCGTTCCGCTATCGGCTGAATTTGATTGCGAGTGAGATATTTATGCCAGCCAGCCA
GACGCAGACGCGCCGAGACAGAACTTAATGGGCCCGCTAACAGCGCGATTTGCTGGTGACCCAATGCGACCAGATGCTCCACGCCCAGT
CGCGTACCGTCTTCATGGGAGAAAATAATACTGTTGATGGGTGTCTGGTCAGAGACATCAAGAAATAACGCCGGAACATTAGTGCAGGC
AGCTTCCACAGCAATGGCATCCTGGTCATCCAGCGGATAGTTAATGATCAGCCCACTGACGCGTTGCGCGAGAAGATTGTGCACCGCCG
CTTTACAGGCTTCGACGCCGCTTCGTTCTACCATCGACACCACCACGCTGGCACCCAGTTGATCGGCGCGAGATTTAATCGCCGCGACA
ATTTGCGACGGCGCGTGCAGGGCCAGACTGGAGGTGGCAACGCCAATCAGCAACGACTGTTTGCCCGCCAGTTGTTGTGCCACGCGGTT
GGGAATGTAATTCAGCTCCGCCATCGCCGCTTCCACTTTTTCCCGCGTTTTCGCAGAAACGTGGCTGGCCTGGTTCACCACGCGGGAAA
CGGTCTGATAAGAGACACCGGCATACTCTGCGACATCGTATAACGTTACTGGTTTCACATTCACCACCCTGAATTGACTCTCTTCCGGG
CGCTATCATGCCATACCGCGAAAGGTTTTGCGCCATTCGATGGTGTCCGGGATCTCGACGCTCTCCCTTATGCGACTCCTGCATTAGGA
AGCAGCCCAGTAGTAGGTTGAGGCCGTTGAGCACCGCCGCCGCAAGGAATGGTGCATGCAAGGAGATGGCGCCCAACAGTCCCCCGGCC
ACGGGGCCTGCCACCATACCCACGCCGAAACAAGCGCTCATGAGCCCGAAGTGGCGAGCCCGATCTTCCCCATCGGTGATGTCGGCGAT
ATAGGCGCCAGCAACCGCACCTGTGGCGCCGGTGATGCCGGCCACGATGCGTCCGGCGTAGAGGATCGAGATCGATCTCGATCCCGCGA



AATTAATACGACTCACTATAGGGGAATTGTGAGCGGATAACAATTCCCCTCTAGAAATAATTTTGTTTAACTTTAAGAAGGAGATATAC
ATATGCACCATCATCATCATCATTCTTCTGGTCTGGTGCCACGCGGTTCTGGTATGAAAGAAACCGCTGCTGCTAAATTCGAACGCCAG
CACATGGACAGCCCAGATCTGGGTACCGACGACGACGACAAGGCCATGGCTGATATCGGATCCGAATTCATGCCCGAACCAACAGATCA
AAAACTAAAAGTAATACAAATATTTAATATTTCAACGTCAGAGAAAGAATTACAAAAGGCGAATTGGGAACCAACACCAAATGTAACAT
TGAAAAGTGAAACAAAACAACATCAACACGATTACTTACATAGAAGTAATGAAGAACAAAAGAATAAACTAGGAGACAAACAATTAATT
AATTCTTCGAAATTACCATCATTAACATCATTTAGTATAGATCATATAAAGAAGCTTCGACGATTGAAATCTTTACCAAATTTTAAAAC
AGAATACAATAAAACAGAACAATCACAAAAGAATCTAATTTATTATCGACATGATCATTTCATATTTCATAGGGAACAAAAAACTGCAG
CGGCCGCACTCGAGCACCACCACCACCACCACTGAGATCCGGCTGCTAACAAAGCCCGAAAGGAAGCTGAGTTGGCTGCTGCCACCGCT
GAGCAATAACTAGCATAACCCCTTGGGGCCTCTAAACGGGTCTTGAGGGGTTTTTTGCTGAAAGGAGGAACTATATCCGGAT 
 
 
 

Alignment between pET30a/il3 (a portion that was sequenced with our sequencer 
after being cloned in DH5α) and theoretical full sequence pET30a/il3 (software). 
 
 
pET30ail3 sequencing  1                                                       0 
pET30ail3 complete    1    TGGCGAATGGGACGCGCCCTGTAGCGGCGCATTAAGCGCGGCGGGTGTGG 50 
 
pET30ail3 sequencing  1                                                       0 
pET30ail3 complete    51   TGGTTACGCGCAGCGTGACCGCTACACTTGCCAGCGCCCTAGCGCCCGCT 100 
 
pET30ail3 sequencing  1                                                       0 
pET30ail3 complete    101  CCTTTCGCTTTCTTCCCTTCCTTTCTCGCCACGTTCGCCGGCTTTCCCCG 150 
 
pET30ail3 sequencing  1                                                       0 
pET30ail3 complete    151  TCAAGCTCTAAATCGGGGGCTCCCTTTAGGGTTCCGATTTAGTGCTTTAC 200 
 
pET30ail3 sequencing  1                                                       0 
pET30ail3 complete    201  GGCACCTCGACCCCAAAAAACTTGATTAGGGTGATGGTTCACGTAGTGGG 250 
 
pET30ail3 sequencing  1                                                       0 
pET30ail3 complete    251  CCATCGCCCTGATAGACGGTTTTTCGCCCTTTGACGTTGGAGTCCACGTT 300 
 
pET30ail3 sequencing  1                                                       0 
pET30ail3 complete    301  CTTTAATAGTGGACTCTTGTTCCAAACTGGAACAACACTCAACCCTATCT 350 
 
pET30ail3 sequencing  1                                                       0 
pET30ail3 complete    351  CGGTCTATTCTTTTGATTTATAAGGGATTTTGCCGATTTCGGCCTATTGG 400 
 
pET30ail3 sequencing  1                                                       0 
pET30ail3 complete    401  TTAAAAAATGAGCTGATTTAACAAAAATTTAACGCGAATTTTAACAAAAT 450 
 
pET30ail3 sequencing  1                                                       0 
pET30ail3 complete    451  ATTAACGTTTACAATTTCAGGTGGCACTTTTCGGGGAAATGTGCGCGGAA 500 
 
pET30ail3 sequencing  1                                                       0 
pET30ail3 complete    501  CCCCTATTTGTTTATTTTTCTAAATACATTCAAATATGTATCCGCTCATG 550 
 
pET30ail3 sequencing  1                                                       0 
pET30ail3 complete    551  AATTAATTCTTAGAAAAACTCATCGAGCATCAAATGAAACTGCAATTTAT 600 
 
pET30ail3 sequencing  1                                                       0 
pET30ail3 complete    601  TCATATCAGGATTATCAATACCATATTTTTGAAAAAGCCGTTTCTGTAAT 650 
 
pET30ail3 sequencing  1                                                       0 
pET30ail3 complete    651  GAAGGAGAAAACTCACCGAGGCAGTTCCATAGGATGGCAAGATCCTGGTA 700 
 
pET30ail3 sequencing  1                                                       0 
pET30ail3 complete    701  TCGGTCTGCGATTCCGACTCGTCCAACATCAATACAACCTATTAATTTCC 750 
 
pET30ail3 sequencing  1                                                       0 
pET30ail3 complete    751  CCTCGTCAAAAATAAGGTTATCAAGTGAGAAATCACCATGAGTGACGACT 800 
 
pET30ail3 sequencing  1                                                       0 
pET30ail3 complete    801  GAATCCGGTGAGAATGGCAAAAGTTTATGCATTTCTTTCCAGACTTGTTC 850 
 
pET30ail3 sequencing  1                                                       0 
pET30ail3 complete    851  AACAGGCCAGCCATTACGCTCGTCATCAAAATCACTCGCATCAACCAAAC 900 
 



pET30ail3 sequencing  1                                                       0 
pET30ail3 complete    901  CGTTATTCATTCGTGATTGCGCCTGAGCGAGACGAAATACGCGATCGCTG 950 
 
pET30ail3 sequencing  1                                                       0 
pET30ail3 complete    951  TTAAAAGGACAATTACAAACAGGAATCGAATGCAACCGGCGCAGGAACAC 1000 
 
pET30ail3 sequencing  1                                                       0 
pET30ail3 complete    1001 TGCCAGCGCATCAACAATATTTTCACCTGAATCAGGATATTCTTCTAATA 1050 
 
pET30ail3 sequencing  1                                                       0 
pET30ail3 complete    1051 CCTGGAATGCTGTTTTCCCGGGGATCGCAGTGGTGAGTAACCATGCATCA 1100 
 
pET30ail3 sequencing  1                                                       0 
pET30ail3 complete    1101 TCAGGAGTACGGATAAAATGCTTGATGGTCGGAAGAGGCATAAATTCCGT 1150 
 
pET30ail3 sequencing  1                                                       0 
pET30ail3 complete    1151 CAGCCAGTTTAGTCTGACCATCTCATCTGTAACATCATTGGCAACGCTAC 1200 
 
pET30ail3 sequencing  1                                                       0 
pET30ail3 complete    1201 CTTTGCCATGTTTCAGAAACAACTCTGGCGCATCGGGCTTCCCATACAAT 1250 
 
pET30ail3 sequencing  1                                                       0 
pET30ail3 complete    1251 CGATAGATTGTCGCACCTGATTGCCCGACATTATCGCGAGCCCATTTATA 1300 
 
pET30ail3 sequencing  1                                                       0 
pET30ail3 complete    1301 CCCATATAAATCAGCATCCATGTTGGAATTTAATCGCGGCCTAGAGCAAG 1350 
 
pET30ail3 sequencing  1                                                       0 
pET30ail3 complete    1351 ACGTTTCCCGTTGAATATGGCTCATAACACCCCTTGTATTACTGTTTATG 1400 
 
pET30ail3 sequencing  1                                                       0 
pET30ail3 complete    1401 TAAGCAGACAGTTTTATTGTTCATGACCAAAATCCCTTAACGTGAGTTTT 1450 
 
pET30ail3 sequencing  1                                                       0 
pET30ail3 complete    1451 CGTTCCACTGAGCGTCAGACCCCGTAGAAAAGATCAAAGGATCTTCTTGA 1500 
 
pET30ail3 sequencing  1                                                       0 
pET30ail3 complete    1501 GATCCTTTTTTTCTGCGCGTAATCTGCTGCTTGCAAACAAAAAAACCACC 1550 
 
pET30ail3 sequencing  1                                                       0 
pET30ail3 complete    1551 GCTACCAGCGGTGGTTTGTTTGCCGGATCAAGAGCTACCAACTCTTTTTC 1600 
 
pET30ail3 sequencing  1                                                       0 
pET30ail3 complete    1601 CGAAGGTAACTGGCTTCAGCAGAGCGCAGATACCAAATACTGTCCTTCTA 1650 
 
pET30ail3 sequencing  1                                                       0 
pET30ail3 complete    1651 GTGTAGCCGTAGTTAGGCCACCACTTCAAGAACTCTGTAGCACCGCCTAC 1700 
 
pET30ail3 sequencing  1                                                       0 
pET30ail3 complete    1701 ATACCTCGCTCTGCTAATCCTGTTACCAGTGGCTGCTGCCAGTGGCGATA 1750 
 
pET30ail3 sequencing  1                                                       0 
pET30ail3 complete    1751 AGTCGTGTCTTACCGGGTTGGACTCAAGACGATAGTTACCGGATAAGGCG 1800 
 
pET30ail3 sequencing  1                                                       0 
pET30ail3 complete    1801 CAGCGGTCGGGCTGAACGGGGGGTTCGTGCACACAGCCCAGCTTGGAGCG 1850 
 
pET30ail3 sequencing  1                                                       0 
pET30ail3 complete    1851 AACGACCTACACCGAACTGAGATACCTACAGCGTGAGCTATGAGAAAGCG 1900 
 
pET30ail3 sequencing  1                                                       0 
pET30ail3 complete    1901 CCACGCTTCCCGAAGGGAGAAAGGCGGACAGGTATCCGGTAAGCGGCAGG 1950 
 
pET30ail3 sequencing  1                                                       0 
pET30ail3 complete    1951 GTCGGAACAGGAGAGCGCACGAGGGAGCTTCCAGGGGGAAACGCCTGGTA 2000 
 
pET30ail3 sequencing  1                                                       0 
pET30ail3 complete    2001 TCTTTATAGTCCTGTCGGGTTTCGCCACCTCTGACTTGAGCGTCGATTTT 2050 
 
pET30ail3 sequencing  1                                                       0 
pET30ail3 complete    2051 TGTGATGCTCGTCAGGGGGGCGGAGCCTATGGAAAAACGCCAGCAACGCG 2100 



 
pET30ail3 sequencing  1                                                       0 
pET30ail3 complete    2101 GCCTTTTTACGGTTCCTGGCCTTTTGCTGGCCTTTTGCTCACATGTTCTT 2150 
 
pET30ail3 sequencing  1                                                       0 
pET30ail3 complete    2151 TCCTGCGTTATCCCCTGATTCTGTGGATAACCGTATTACCGCCTTTGAGT 2200 
 
pET30ail3 sequencing  1                                                       0 
pET30ail3 complete    2201 GAGCTGATACCGCTCGCCGCAGCCGAACGACCGAGCGCAGCGAGTCAGTG 2250 
 
pET30ail3 sequencing  1                                                       0 
pET30ail3 complete    2251 AGCGAGGAAGCGGAAGAGCGCCTGATGCGGTATTTTCTCCTTACGCATCT 2300 
 
pET30ail3 sequencing  1                                                       0 
pET30ail3 complete    2301 GTGCGGTATTTCACACCGCATATATGGTGCACTCTCAGTACAATCTGCTC 2350 
 
pET30ail3 sequencing  1                                                       0 
pET30ail3 complete    2351 TGATGCCGCATAGTTAAGCCAGTATACACTCCGCTATCGCTACGTGACTG 2400 
 
pET30ail3 sequencing  1                                                       0 
pET30ail3 complete    2401 GGTCATGGCTGCGCCCCGACACCCGCCAACACCCGCTGACGCGCCCTGAC 2450 
 
pET30ail3 sequencing  1                                                       0 
pET30ail3 complete    2451 GGGCTTGTCTGCTCCCGGCATCCGCTTACAGACAAGCTGTGACCGTCTCC 2500 
 
pET30ail3 sequencing  1                                                       0 
pET30ail3 complete    2501 GGGAGCTGCATGTGTCAGAGGTTTTCACCGTCATCACCGAAACGCGCGAG 2550 
 
pET30ail3 sequencing  1                                                       0 
pET30ail3 complete    2551 GCAGCTGCGGTAAAGCTCATCAGCGTGGTCGTGAAGCGATTCACAGATGT 2600 
 
pET30ail3 sequencing  1                                                       0 
pET30ail3 complete    2601 CTGCCTGTTCATCCGCGTCCAGCTCGTTGAGTTTCTCCAGAAGCGTTAAT 2650 
 
pET30ail3 sequencing  1                                                       0 
pET30ail3 complete    2651 GTCTGGCTTCTGATAAAGCGGGCCATGTTAAGGGCGGTTTTTTCCTGTTT 2700 
 
pET30ail3 sequencing  1                                                       0 
pET30ail3 complete    2701 GGTCACTGATGCCTCCGTGTAAGGGGGATTTCTGTTCATGGGGGTAATGA 2750 
 
pET30ail3 sequencing  1                                                       0 
pET30ail3 complete    2751 TACCGATGAAACGAGAGAGGATGCTCACGATACGGGTTACTGATGATGAA 2800 
 
pET30ail3 sequencing  1                                                       0 
pET30ail3 complete    2801 CATGCCCGGTTACTGGAACGTTGTGAGGGTAAACAACTGGCGGTATGGAT 2850 
 
pET30ail3 sequencing  1                                                       0 
pET30ail3 complete    2851 GCGGCGGGACCAGAGAAAAATCACTCAGGGTCAATGCCAGCGCTTCGTTA 2900 
 
pET30ail3 sequencing  1                                                       0 
pET30ail3 complete    2901 ATACAGATGTAGGTGTTCCACAGGGTAGCCAGCAGCATCCTGCGATGCAG 2950 
 
pET30ail3 sequencing  1                                                       0 
pET30ail3 complete    2951 ATCCGGAACATAATGGTGCAGGGCGCTGACTTCCGCGTTTCCAGACTTTA 3000 
 
pET30ail3 sequencing  1                                                       0 
pET30ail3 complete    3001 CGAAACACGGAAACCGAAGACCATTCATGTTGTTGCTCAGGTCGCAGACG 3050 
 
pET30ail3 sequencing  1                                                       0 
pET30ail3 complete    3051 TTTTGCAGCAGCAGTCGCTTCACGTTCGCTCGCGTATCGGTGATTCATTC 3100 
 
pET30ail3 sequencing  1                                                       0 
pET30ail3 complete    3101 TGCTAACCAGTAAGGCAACCCCGCCAGCCTAGCCGGGTCCTCAACGACAG 3150 
 
pET30ail3 sequencing  1                                                       0 
pET30ail3 complete    3151 GAGCACGATCATGCGCACCCGTGGGGCCGCCATGCCGGCGATAATGGCCT 3200 
 
pET30ail3 sequencing  1                                                       0 
pET30ail3 complete    3201 GCTTCTCGCCGAAACGTTTGGTGGCGGGACCAGTGACGAAGGCTTGAGCG 3250 
 
pET30ail3 sequencing  1                                                       0 



pET30ail3 complete    3251 AGGGCGTGCAAGATTCCGAATACCGCAAGCGACAGGCCGATCATCGTCGC 3300 
 
pET30ail3 sequencing  1                                                       0 
pET30ail3 complete    3301 GCTCCAGCGAAAGCGGTCCTCGCCGAAAATGACCCAGAGCGCTGCCGGCA 3350 
 
pET30ail3 sequencing  1                                                       0 
pET30ail3 complete    3351 CCTGTCCTACGAGTTGCATGATAAAGAAGACAGTCATAAGTGCGGCGACG 3400 
 
pET30ail3 sequencing  1                                                       0 
pET30ail3 complete    3401 ATAGTCATGCCCCGCGCCCACCGGAAGGAGCTGACTGGGTTGAAGGCTCT 3450 
 
pET30ail3 sequencing  1                                                       0 
pET30ail3 complete    3451 CAAGGGCATCGGTCGAGATCCCGGTGCCTAATGAGTGAGCTAACTTACAT 3500 
 
pET30ail3 sequencing  1                                                       0 
pET30ail3 complete    3501 TAATTGCGTTGCGCTCACTGCCCGCTTTCCAGTCGGGAAACCTGTCGTGC 3550 
 
pET30ail3 sequencing  1                                                       0 
pET30ail3 complete    3551 CAGCTGCATTAATGAATCGGCCAACGCGCGGGGAGAGGCGGTTTGCGTAT 3600 
 
pET30ail3 sequencing  1                                                       0 
pET30ail3 complete    3601 TGGGCGCCAGGGTGGTTTTTCTTTTCACCAGTGAGACGGGCAACAGCTGA 3650 
 
pET30ail3 sequencing  1                                                       0 
pET30ail3 complete    3651 TTGCCCTTCACCGCCTGGCCCTGAGAGAGTTGCAGCAAGCGGTCCACGCT 3700 
 
pET30ail3 sequencing  1                                                       0 
pET30ail3 complete    3701 GGTTTGCCCCAGCAGGCGAAAATCCTGTTTGATGGTGGTTAACGGCGGGA 3750 
 
pET30ail3 sequencing  1                                                       0 
pET30ail3 complete    3751 TATAACATGAGCTGTCTTCGGTATCGTCGTATCCCACTACCGAGATGTCC 3800 
 
pET30ail3 sequencing  1                                                       0 
pET30ail3 complete    3801 GCACCAACGCGCAGCCCGGACTCGGTAATGGCGCGCATTGCGCCCAGCGC 3850 
 
pET30ail3 sequencing  1                                                       0 
pET30ail3 complete    3851 CATCTGATCGTTGGCAACCAGCATCGCAGTGGGAACGATGCCCTCATTCA 3900 
 
pET30ail3 sequencing  1                                                       0 
pET30ail3 complete    3901 GCATTTGCATGGTTTGTTGAAAACCGGACATGGCACTCCAGTCGCCTTCC 3950 
 
pET30ail3 sequencing  1                                                       0 
pET30ail3 complete    3951 CGTTCCGCTATCGGCTGAATTTGATTGCGAGTGAGATATTTATGCCAGCC 4000 
 
pET30ail3 sequencing  1                                                       0 
pET30ail3 complete    4001 AGCCAGACGCAGACGCGCCGAGACAGAACTTAATGGGCCCGCTAACAGCG 4050 
 
pET30ail3 sequencing  1                                                       0 
pET30ail3 complete    4051 CGATTTGCTGGTGACCCAATGCGACCAGATGCTCCACGCCCAGTCGCGTA 4100 
 
pET30ail3 sequencing  1                                                       0 
pET30ail3 complete    4101 CCGTCTTCATGGGAGAAAATAATACTGTTGATGGGTGTCTGGTCAGAGAC 4150 
 
pET30ail3 sequencing  1                                                       0 
pET30ail3 complete    4151 ATCAAGAAATAACGCCGGAACATTAGTGCAGGCAGCTTCCACAGCAATGG 4200 
 
pET30ail3 sequencing  1                                                       0 
pET30ail3 complete    4201 CATCCTGGTCATCCAGCGGATAGTTAATGATCAGCCCACTGACGCGTTGC 4250 
 
pET30ail3 sequencing  1                                                       0 
pET30ail3 complete    4251 GCGAGAAGATTGTGCACCGCCGCTTTACAGGCTTCGACGCCGCTTCGTTC 4300 
 
pET30ail3 sequencing  1                                                       0 
pET30ail3 complete    4301 TACCATCGACACCACCACGCTGGCACCCAGTTGATCGGCGCGAGATTTAA 4350 
 
pET30ail3 sequencing  1                                                       0 
pET30ail3 complete    4351 TCGCCGCGACAATTTGCGACGGCGCGTGCAGGGCCAGACTGGAGGTGGCA 4400 
 
pET30ail3 sequencing  1                                                       0 
pET30ail3 complete    4401 ACGCCAATCAGCAACGACTGTTTGCCCGCCAGTTGTTGTGCCACGCGGTT 4450 
 



pET30ail3 sequencing  1                                                       0 
pET30ail3 complete    4451 GGGAATGTAATTCAGCTCCGCCATCGCCGCTTCCACTTTTTCCCGCGTTT 4500 
 
pET30ail3 sequencing  1                                                       0 
pET30ail3 complete    4501 TCGCAGAAACGTGGCTGGCCTGGTTCACCACGCGGGAAACGGTCTGATAA 4550 
 
pET30ail3 sequencing  1                                                       0 
pET30ail3 complete    4551 GAGACACCGGCATACTCTGCGACATCGTATAACGTTACTGGTTTCACATT 4600 
 
pET30ail3 sequencing  1                                                       0 
pET30ail3 complete    4601 CACCACCCTGAATTGACTCTCTTCCGGGCGCTATCATGCCATACCGCGAA 4650 
 
pET30ail3 sequencing  1                                                       0 
pET30ail3 complete    4651 AGGTTTTGCGCCATTCGATGGTGTCCGGGATCTCGACGCTCTCCCTTATG 4700 
 
pET30ail3 sequencing  1                                                       0 
pET30ail3 complete    4701 CGACTCCTGCATTAGGAAGCAGCCCAGTAGTAGGTTGAGGCCGTTGAGCA 4750 
 
pET30ail3 sequencing  1                                                       0 
pET30ail3 complete    4751 CCGCCGCCGCAAGGAATGGTGCATGCAAGGAGATGGCGCCCAACAGTCCC 4800 
 
pET30ail3 sequencing  1                                                       0 
pET30ail3 complete    4801 CCGGCCACGGGGCCTGCCACCATACCCACGCCGAAACAAGCGCTCATGAG 4850 
 
pET30ail3 sequencing  1                                                       0 
pET30ail3 complete    4851 CCCGAAGTGGCGAGCCCGATCTTCCCCATCGGTGATGTCGGCGATATAGG 4900 
 
pET30ail3 sequencing  1                                                       0 
pET30ail3 complete    4901 CGCCAGCAACCGCACCTGTGGCGCCGGTGATGCCGGCCACGATGCGTCCG 4950 
 
pET30ail3 sequencing  1                                                       0 
pET30ail3 complete    4951 GCGTAGAGGATCGAGATCGATCTCGATCCCGCGAAATTAATACGACTCAC 5000 
 
pET30ail3 sequencing  1                  ATACCGATAACAAGTTCCCCTCTAGAAAATAATTTT 36 
pET30ail3 complete    5001 TATAGGGGAATTGTGAGCGGATAACAA-TTCCCCTCTAGAAA-TAATTTT 5048 
 
pET30ail3 sequencing  37   GTTTAACTTTAAGAAGGAGATATACATATGCACCATCATCATCATCATTC 86 
pET30ail3 complete    5049 GTTTAACTTTAAGAAGGAGATATACATATGCACCATCATCATCATCATTC 5098 
 
pET30ail3 sequencing  87   TTCTGGTCTGGTGCCACGCGGTTCTGGTATGAAAGAAACCGCTGCTGCTA 136 
pET30ail3 complete    5099 TTCTGGTCTGGTGCCACGCGGTTCTGGTATGAAAGAAACCGCTGCTGCTA 5148 
 
pET30ail3 sequencing  137  AATTCGAACGCCAGCACATGGACAGCCCAGATCTGGGTACCGACGACGAC 186 
pET30ail3 complete    5149 AATTCGAACGCCAGCACATGGACAGCCCAGATCTGGGTACCGACGACGAC 5198 
 
pET30ail3 sequencing  187  GACAAGGCCATGGCTGATATCGGATCCGAATTCATGCCCGAACCAACAGA 236 
pET30ail3 complete    5199 GACAAGGCCATGGCTGATATCGGATCCGAATTCATGCCCGAACCAACAGA 5248 
 
pET30ail3 sequencing  237  TCAAAAACTAAAAGTAATACAAATATTTAATATTTCAACGTCAGAGAAAG 286 
pET30ail3 complete    5249 TCAAAAACTAAAAGTAATACAAATATTTAATATTTCAACGTCAGAGAAAG 5298 
 
pET30ail3 sequencing  287  AATTACAAAAGGCGAATTGGAAACCAACACCAAATGTAACATTGAAAAGT 336 
pET30ail3 complete    5299 AATTACAAAAGGCGAATTGGGAACCAACACCAAATGTAACATTGAAAAGT 5348 
 
pET30ail3 sequencing  337  GAAACAAAACAACATCAACACGATTACTTACATAGAAGTAATGAAGAACA 386 
pET30ail3 complete    5349 GAAACAAAACAACATCAACACGATTACTTACATAGAAGTAATGAAGAACA 5398 
 
pET30ail3 sequencing  387  AAAGAATAAACTAGGAGACAAACAATTAATTAATTCTTCGAAATTACCAT 436 
pET30ail3 complete    5399 AAAGAATAAACTAGGAGACAAACAATTAATTAATTCTTCGAAATTACCAT 5448 
 
pET30ail3 sequencing  437  CATTAACATCATTTAGTATAGATCATATAAAGAAGCTTCGACGATTGAAA 486 
pET30ail3 complete    5449 CATTAACATCATTTAGTATAGATCATATAAAGAAGCTTCGACGATTGAAA 5498 
 
pET30ail3 sequencing  487  TCTTTACCAAATTTTAAAACCAGAATACAATAAAACAGAACAATCACAAA 536 
pET30ail3 complete    5499 TCTTTACCAAATTTTAAAAC-AGAATACAATAAAACAGAACAATCACAAA 5547 
 
pET30ail3 sequencing  537  AGAATCTAATTTATTATCGACATGATCATTTCATATTTCATAGGG      581 
pET30ail3 complete    5548 AGAATCTAATTTATTATCGACATGATCATTTCATATTTCATAGGGAACAA 5597 
 
pET30ail3 sequencing  582                                                     581 
pET30ail3 complete    5598 AAAACTGCAGCGGCCGCACTCGAGCACCACCACCACCACCACTGAGATCC 5647 



 
pET30ail3 sequencing  582                                                     581 
pET30ail3 complete    5648 GGCTGCTAACAAAGCCCGAAAGGAAGCTGAGTTGGCTGCTGCCACCGCTG 5697 
 
pET30ail3 sequencing  582                                                     581 
pET30ail3 complete    5698 AGCAATAACTAGCATAACCCCTTGGGGCCTCTAAACGGGTCTTGAGGGGT 5747 
 
pET30ail3 sequencing  582                                  581 
pET30ail3 complete    5748 TTTTTGCTGAAAGGAGGAACTATATCCGGAT 5778 
 
 


