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Psychrobacter SC65A3.1 lip2 gene [0Q547793.1]

ATGTCTAACTCAACAGTACTATCAGTCAACACCTTACTCAATAAAGCGGTGAA-
GACCCTAAATCTTATGTCATTTGGACAAGATAAGAACCCCAAAAGCACTGATATCAATTTATCAGATGAAATAATAGATATAGAA
GAGAGTGCTTTGCAAGATAGTCGCGAGGATAAAGGCTTATCTATTAAAGAAAAGATACTT-
GAGCACCATCTGATGACCAACTATCAACCGCATCTACTGCACTATGCCATAAAAAGCTTTGGCTGCTTACCTACGCCGATTCTTGA
GAGTTTGATAAAGTGTTTAGATGGACCTACTTCAAAGCAATATTTGCATGTT-
GATGCCCATCTGCGCTTAATACTTGCGGTCAATAGCAAGCTAAAAACGCCTTTGCAGCTGATAGAGATGTCTGAGCTGCGTAAAC
GCTTTGCAACAGATGCGGTCGCTATGCAAGCACCAAAAGTATGGCAGCAA-
GCTTCTGACAACTTGCTTAGCAATTTGAAACAGTTTCATAAAAAAGGCGATAGCGCTATCAGTTGGCAAGATAGAACGATTACCA
ATGCCGACGACGGTGATATGACCATTCGCTGCTATCAAAATGAGACCTCTGACAATGGTTTT-
GGCTTTAAAAAAGAGCAAACCAGTAATCCTGATGAGACCGTGCTATTGTTTTTTCATGGTGGTGGATTTTGTATTGGTGACCTTA
ATACCCATCATGAATTTTGTCATGCCATTTGTGAGCAAACGGGCTGGCCGGTCATTAGTGTT-
GATTATCGCTTAGCACCTGAACACCCTGCCCCTGCTGCCGTAAGAGACTGTATCAGTGCCTATGCTTGGTTAGCTGAACATTGTGA
AGAATTTGGTGCTTTACCATCACGCATTGTATTAGCAGGTGATAGCGCAGGTGGTGGAT-
TATCTACTTTGATGGCTCAGCAAATCATCACGCCAAATAAAGAGGCTTGGTTGGATCTAGGTGATGAAGGTCAAAAGACCTTTGA
TATATTACAAGGTTTACCACATCCTATGGCACAGATGCCCTTATATCCTGTGACCGA-
TATTGAGACCGATTATCCAAGCTGGGAGTTATATGGTGAAGGTCTATTACTCGACCATGCTGATGTTGCCATTTTTGATGCCGCTT
GTTTAGAAAATAGTCCGTTACCGCGCCAGCATATCCTGACCTCACCGATGCTTGGG-
GACAATCGACAGGTTTGTCCAAGTTATGTCGTTGCAGCAGAATTAGATGTCTTACGTGATGAAGCGTTTGCTTATGCCAATCAGC
TAAAGAGTTTTGGTATAGCCGTACAAACCCATACGGTACTTGGCGCACCGCATGGAT-
TTATTCACTTTATGAGCGTTCATCAAAGATTAGGGCAAGAAACTCAGCATATCATCACAGGGTTTGCTAATTTTGTGCGTGAAATC
ATAAAAACAAGGGCGCTATTGAGCGCTTAA

PSL2 Lipase [WP_263241157.1]

MSNSTVLSVNTLLNKAVKTLNLMSFGQDKNPKSTDINLSDEIIDIEESALQDSREDKGL-
SIKEKILEHHLMTNYQPHLLHYAIKSFGCLPTPILESLIKCLDGPTSKQYLHVDAHLRLILAVNSKLKTPLQLIEMSELRKRFATDAVAMQA
PKVWQQASDNLLSNLKQFHKKGDSAISWQDRTITNADDGDMTIR-
CYQNETSDNGFGFKKEQTSNPDETVLLFFHGGGFCIGDLNTHHEFCHAICEQTGWPVISVDYRLAPEHPAPAAVRDCISAYAWLAEHC
EEFGALPSRIVLAGDSAGGGLSTLMAQQIITPNKEAWLDLGDEGQKTFDILQGLPHP-
MAQMPLYPVTDIETDYPSWELYGEGLLLDHADVAIFDAACLENSPLPRQHILTSPMLGDNRQVCPSYVVAAELDVLRDEAFAYANQLK
SFGIAVQTHTVLGAPHGFIHFMSVHQRLGQETQHIITGFANFVREIIKTRALLSA

Figure S1. Psychrobacter SC65A3.1 lip2 gene nucleotide sequence cloned in pHAT2 vector and cor-
responding amino acid sequence of PSL2 lipase. (Underlined sequence): cloning restriction sites
Ncol (CCATGG) and BamHI (GGATCC) in pHAT?2 vector; (Bold) start and stop codons of the lip2
gene .
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Table S1. Amino acid composition of PSL2.
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Total number of negatively charged residues (Asp + Glu):

38

Total number of positively charged residues (Arg + Lys):
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Figure S2. Purification of the recombinant PSL2 by affinity chromatography on Ni-NTA column.
The purification fractions analyzed by SDS-PAGE (M): standard molecular mass proteins (Thermo
Scientific); (30.1-30.3, 100.1-100.3, 200.1-200.4) fractions containing various concentrations of imid-
azole (30 mM, 100 mM, 200 mM) in TN buffer (100 mM TrisHCI, pH 8, 200 mM NaCl). (EPS): total
extract; (PS): soluble extract; (FT): flow through.



