Supporting Information
[bookmark: _Hlk38987121]


A novel bioassay for quantification of surface Cannabinoid receptor 1 expression

Ismael Rodríguez-Rodríguez§1, Joanna Kalafut§2, Arkadiusz Czerwonka3, Adolfo Rivero-Muller2,4*

§Equal contribution

*Correspondence: a.rivero@umlub.pl

1Department of Organic Chemistry, Faculty of Chemistry, Jagiellonian University, Krakow, Poland
2Department of Biochemistry and Molecular Biology, Medical University of Lublin, Poland 
3 Department of Virology and Immunology, Faculty of Biology and Biotechnology, Maria Curie-Skłodowska University, Lublin, Poland.
















[image: ]
Supplementary Figure 1. The sequence DKIKGAGGDGLEGKSILD appears to have two potential cleavage sites that could disrupt the generated chimeric protein GLuc-GLUG-CB1, as predicted by the software tool “SitePrediction” 1.
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Supplementary Fig. 2. Plasmid GLuc-GLEG-CNR1
Nucleic acids sequence of the construct GLuc–GLEG–CNR1 (10,125 bp)
GLuc
LINKER
CB1
3’UTR
GAGGGCCTATTTCCCATGATTCCTTCATATTTGCATATACGATACAAGGCTGTTAGAGAGATAATTGGAATTAATTTGACTGTAAACACAAAGATATTAGTACAAAATACGTGACGTAGAAAGTAATAATTTCTTGGGTAGTTTGCAGTTTTAAAATTATGTTTTAAAATGGACTATCATATGCTTACCGTAACTTGAAAGTATTTCGATTTCTTGGCTTTATATATCTTGTGGAAAGGACGAAACACCGGGTCTTCGAGAAGACCTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGCTAGTCCGTTATCAACTTGAAAAAGTGGCACCGAGTCGGTGCTTTTTTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGCTAGTCCGTTTTTAGCGCGTGCGCCAATTCTGCAGACAAATGGCTCTAGAGGTACCCGTTACATAACTTACGGTAAATGGCCCGCCTGGCTGACCGCCCAACGACCCCCGCCCATTGACGTCAATAGTAACGCCAATAGGGACTTTCCATTGACGTCAATGGGTGGAGTATTTACGGTAAACTGCCCACTTGGCAGTACATCAAGTGTATCATATGCCAAGTACGCCCCCTATTGACGTCAATGACGGTAAATGGCCCGCCTGGCATTGTGCCCAGTACATGACCTTATGGGACTTTCCTACTTGGCAGTACATCTACGTATTAGTCATCGCTATTACCATGGTCGAGGTGAGCCCCACGTTCTGCTTCACTCTCCCCATCTCCCCCCCCTCCCCACCCCCAATTTTGTATTTATTTATTTTTTAATTATTTTGTGCAGCGATGGGGGCGGGGGGGGGGGGGGGGCGCGCGCCAGGCGGGGCGGGGCGGGGCGAGGGGCGGGGCGGGGCGAGGCGGAGAGGTGCGGCGGCAGCCAATCAGAGCGGCGCGCTCCGAAAGTTTCCTTTTATGGCGAGGCGGCGGCGGCGGCGGCCCTATAAAAAGCGAAGCGCGCGGCGGGCGGGAGTCGCTGCGACGCTGCCTTCGCCCCGTGCCCCGCTCCGCCGCCGCCTCGCGCCGCCCGCCCCGGCTCTGACTGACCGCGTTACTCCCACAGGTGAGCGGGCGGGACGGCCCTTCTCCTCCGGGCTGTAATTAGCTGAGCAAGAGGTAAGGGTTTAAGGGATGGTTGGTTGGTGGGGTATTAATGTTTAATTACCTGGAGCACCTGCCTGAAATCACTTTTTTTCAGGTTGGACCGGTGCCACCATGGGAGTCAAAGTTCTGTTTGCCCTGATCTGCATCGCTGTGGCCGAGGCCAAGCCCACCGAGAACAACGAAGACTTCAACATCGTGGCCGTGGCCAGCAACTTCGCGACCACGGATCTCGATGCTGACCGCGGGAAGTTGCCCGGCAAGAAGCTGCCGCTGGAGGTGCTCAAAGAGATGGAAGCCAATGCCCGGAAAGCTGGCTGCACCAGGGGCTGTCTGATCTGCCTGTCCCACATCAAGTGCACGCCCAAGATGAAGAAGTTCATCCCAGGACGCTGCCACACCTACGAAGGCGACAAAGAGTCCGCACAGGGCGGCATAGGCGAGGCGATCGTCGACATTCCTGAGATTCCTGGGTTCAAGGACTTGGAGCCCATGGAGCAGTTCATCGCACAGGTCGATCTGTGTGTGGACTGCACAACTGGCTGCCTCAAAGGGCTTGCCAACGTGCAGTGTTCTGACCTGCTCAAGAAGTGGCTGCCGCAACGCTGTGCGACCTTTGCCAGCAAGATCCAGGGCCAGGTGGACAAGATCAAGGGGGCCGGTGGTGACGGACTCGAGGGTAAGTCGATCCTAGATGGCCTTGCAGATACCACCTTCCGCACCATCACCACTGACCTCCTGTACGTGGGCTCAAATGACATTCAGTACGAAGACATCAAAGGTGACATGGCATCCAAATTAGGGTACTTCCCACAGAAATTCCCTTTAACTTCCTTTAGGGGAAGTCCCTTCCAAGAGAAGATGACTGCGGGAGACAACCCCCAGCTAGTCCCAGCAGACCAGGTGAACATTACAGAATTTTACAACAAGTCTCTCTCGTCCTTCAAGGAGAATGAGGAGAACATCCAGTGTGGGGAGAACTTCATGGACATAGAGTGTTTCATGGTCCTGAACCCCAGCCAGCAGCTGGCCATTGCAGTCCTGTCCCTCACGCTGGGCACCTTCACGGTCCTGGAGAACCTCCTGGTGCTGTGCGTCATCCTCCACTCCCGCAGCCTCCGCTGCAGGCCTTCCTACCACTTCATCGGCAGCCTGGCGGTGGCAGACCTCCTGGGGAGTGTCATTTTTGTCTACAGCTTCATTGACTTCCACGTGTTCCACCGCAAAGATAGCCGCAACGTGTTTCTGTTCAAACTGGGTGGGGTCACGGCCTCCTTCACTGCCTCCGTGGGCAGCCTGTTCCTCACAGCCATCGACAGGTACATATCCATTCACAGGCCCCTGGCCTATAAGAGGATTGTCACCAGGCCCAAGGCCGTGGTGGCGTTTTGCCTGATGTGGACCATAGCCATTGTGATCGCCGTGCTGCCTCTCCTGGGCTGGAACTGCGAGAAACTGCAATCTGTTTGCTCAGACATTTTCCCACACATTGATGAAACCTACCTGATGTTCTGGATCGGGGTCACCAGCGTACTGCTTCTGTTCATCGTGTATGCGTACATGTATATTCTCTGGAAGGCTCACAGCCACGCCGTCCGCATGATTCAGCGTGGCACCCAGAAGAGCATCATCATCCACACGTCTGAGGATGGGAAGGTACAGGTGACCCGGCCAGACCAAGCCCGCATGGACATTAGGTTAGCCAAGACCCTGGTCCTGATCCTGGTGGTGTTGATCATCTGCTGGGGCCCTCTGCTTGCAATCATGGTGTATGATGTCTTTGGGAAGATGAACAAGCTCATTAAGACGGTGTTTGCATTCTGCAGTATGCTCTGCCTGCTGAACTCCACCGTGAACCCCATCATCTATGCTCTGAGGAGTAAGGACCTGCGACACGCTTTCCGGAGCATGTTTCCCTCTTGTGAAGGCACTGCGCAGCCTCTGGATAACAGCATGGGGGACTCGGACTGCCTGCACAAACACGCAAACAATGCAGCCAGTGTTCACAGGGCCGCAGAAAGCTGCATCAAGAGCACGGTCAAGATTGCCAAGGTAACCATGTCTGTGTCCACAGACACGTCTGCCGAGGCTCTGTGAGCCTGATGCCTCCCTGGCAGCACAGGAAAAGAATTTTTTTTTTTAAGCTCAAAATCTAGAAGAGTCTATTGTCTCCTTGGTTATATTTTTTTAACTTTACCATGCTCAATGAAAAGGTGATTGTCACCATGATCACTTATCAGTTTGCTAATGTTTCCATAGTTTAGGTACTCAAACTCCATTCTCCAGGGGTTTACAGTGAAGAAAGCCTGTTGTTTAAGTGACTGAACGATCCTTCAAAGTCTCAATGAAATAGGAGGGAAACCTTTGGCTACACAATTGGAAGTCTAAGAACCCATGGAAAAATGCCATCAAATGAATAATGCCTTTGTAACCACAACTTTCACTATAATGTGAAATGTAACTGTCCGTAGTATCAGAGATGTCCATTTTTACAAGTTATAGTACTAGAGATATTTTGTAAAATGTATTATGTCCTGTGAGATGTGTATCAGTGTTTATGTGCTATTAATATTTGTTTAGTTCAGCAAAACTGAAAGGTAGACTTTTATGAGAACAATGGACAAGCAGTGGATACGTGTCAATGTGTGCACTTTTTTTCTATATTATTGCCCATGATATAACTTTAGAAATAAACCTTAATATTTCTTCAAATATCTCTATTTAATTTTGACACTGAAATAACCGTAAAGGTTTATTTTTCTGTTACCTCAACAAGAAGAATTTGAAGACTTCAAAATATTGAGCAGAATTCATTCATACTTAAAAATTTATTAGCCCTGCATTTTCATAGGAAGACACATTATCTTCTGGACTATAGCTGTTCTAATGGATTATAATCAGAATGGAAGAGAGAAAGCATATTGACTTTTTTTGAGCGACATCTCTGACTTTCTTTAGTCTTTAGCTATTACTGGATCTCTTAAGACAGCATGTGTTAATCTTAATGTATATCGTTATCACTGTGCAGTTGCTGTTTACTTGAATAGTATTGTGTTCCTATATTCCAGGTTTAAGTAGATTTCATGCCTGGGTGGCCAAACAACAGTCTTCATTTTTTTTAATTGAAAAGAAGTAGTGTCTGGATCAGTAAAATTATACTGTGTGTGAGTGTGAATATAAATGTGTGTATGTGTGTTTCTGTCCTGTAACTGTTACAGTAATGTCATAAAGTGAGAAAACTGTGACCAAGTATAAACTTTTACCACTTGCTGCACTCTTGCACATGGATTCAGTTTCTAAAATTGAGTTCTTCCTGTAATCTTGTTGATAAAAATACTGACTCCAACCATTCAAAAATTTCACCCCATCCCTCCTTAAGAGATTGGATCAAGTATTACTAAATTGACCTTTAGGTATTACACAAGACCAGTGCTTAGCAAAAAATAATGACAGGCATCCAAGGAAGGGATGTATTTGTAGTGTTATTGCCAGGAAAGGAGAGTACTTTGGTTTCTGAGCACCGAATATTGAGCAATATGTCAGTCACTAAAAGGAAGACAGTTCTACAGAAAAACAATGGTAACATTTTTCAATAGCGTGTGTAGATAGTATGCACTATATACATCACGTTAAAGTAGGACTATCACACCCAGCCCATGTGGCTAAAAAAGCTGAATCAGACAGTGGATGAGACACACAACGGCAGTGAAGAACCGATACACTTGGCATTGACGTCTAGCTATGCTGTATCTGTGCTTTGCCCACATGCCCTTGGTGACAGCTGAGCACCCAGCTCTGTCTTGGTAGGTTTGGGCTAAGGAACAAATCTCTCCTTTGCTCGTGGTTAGCAAGATACACTCAAGCATGAAGATAAACACAGCTGCTTTCTTCTTACACCCCGGTCTCATGCTCCTTAATGGCGCCATGGGTGCTTGTTGGGCCTTTTTCCAGTAAGGAATGATATTGCTGAAGAATCTACTTAACCCTGACAAATTTTAATTATAATCTCTTCTTATACAGATAAAACATGACTCCTACAAGGCCCCAAGGTTTACATAGTCTGAAGTGAAGTACAGAGCTGGCATCTATCTGGTGATTTCTAGCTCTCGAGATACCCAAGCAGCCTGATGGGGCAGTTCCCCTTCTTACGGTTCACGCTCTAAGGCAGGATGTGGCTTATGAGATACTTTGCATTGTCTGTCTGCACACCTTGAATCTGCCTGCTGGCTCCCTTACTTTACCTCTCTGTCATGTGCAGATGAAGGCTCAGGGTGCTAGAGGATTAGTAAGATCTCTTTCTAAAGACAGGAGAGATTATTTACAAGAAGAACTCACCAGGGTTTAGTTTGCATTTAAGAATTGCCAGTCTTTTGTCCTGCATCATCTTGAACATTAATCCACATGTTTCAGAGCTCACCAGGCAGTACCAATGCTCTTTTCACAGCTATGAAGAGCTAGAGAAATTCTTGTTATGGTAGAAAAATTTCACGATTCATTTTTGAAACTGCATTTGTGCGTATGCAGTGTAGATTTTATAGTGTGTTGTGCTTTCAAGATCTAAATCATATATAATAAATTAAGGGACAATGGGGCTGACAGCACTAAACTTGGTGCTTATTGATATTCTAAGAAATATCTGTGAAATATCATCACGTATGTTATACAACCTTCATTTAAAAAGGTTTAAAACTAGTTAGATTCACTTTGACACTTTTCATATCATTTCTTAACCCAAGTGACGAAAACATTGTCCCCAATGAATATACTCATTAGAATTACCATTTGTTAATATCACTCATTAATTAACCCCATAATTAGATCCATTAATTTAAATGATTTAAATTTAAGTAAGTTTTATAAGGTCTGACATCAGAGGTATCTTACTTTCCTCTGAGGATGATGTACTTGCCCTGACCATGCATTTTACCATCACACATGTTCAGAAAGGGCCAAATTCCCAACCTGCTCATTTTTTTTTTATCAGAGTCATGATGAATCAGTCCTAGAATGTTTCATTTGCACAAGTAGGGCTGCCTCCAAGAGGAACCTCTGATTTATTTTGTATGAAATATATGTGAAAGGATATGAATCTGAGAGATGCTGTAGACATCTGTCCTACACTTGAGATGATTTCCAAGCCTCTCTGGCACTTTGAGTTAAGTCTATCTGGTATTAAATGCCAAGGACCTTTTGCTGCCTAAATCCACTCTGCAGGAAATAGGCCCAACCACCAGATGAGAATTAGGCCCTGGATGAGTAGCGCTATAGTTACTGTCCTGTTGATTAATTTCTGCCATTTCATGTCCATAAAAGAGACCACCCATATCATGCACACAATTAGATTTCTCACACTCTAACTGTATATTTGTATGATATTTTAAAATCTCCTAAATGCTGGGCAATGGCTATTAACAATTAATTGTCTTGCACTGGCCTTCTGATGAAATGTTAACAATGCCTATTGTAATATAGAAAAAAACATTCTATCTACTGATTTGGGCTGAATGTATGTAAATAGGTTTCTAAAAAGTCAGATGTTTGAGCAGTGGCCTACAAATCAGTAATTTTCGGATGGGAGAGTTTCTTTACATTGCCGTGGCATCTTAAAAGCTATCTTCATGTAAATTGACTGTACTAGGCCTACTGGGGATCAGAGTTCCCAAGAAAGGAAACCTTTTCTTGTATCTGGATTCAAATTTATTTCCAATGTTTCAAGCGGGAAACATGACTCTTTATTGTCTGTAAATCTAACATTATTACTTTTCCTCTTAGAAGAATATTGTATTGTTAGATGTTTGTTGAGCTGGTAACATCGTTGCAACCACTGCAATATCTTCGTTAGTAATCTGTATAATACTTTGTATACAAGTACTGGTAAGATTGTTATTAAATGTAGCTTCAGTCATTAAATTACTATAGCAAAGTAGTACTTCTTCTGTAATATTTACAATGTATTAAGCCCACAGTATATTTTATTTCAATGTAATTAAACTGTTAACTTATTCAAAGAGAAAACATCTCATCATGTCTATTGTCCAAAGTTACCTGGAATCAAATAAAAATTCTAGATTACCATGAAGAACATAAAATGCCTTTGAACTCTGCCTTATTTCACAGTCTGATGGCAAAAAATGAGGAAATTGCATCGCATTGTCTGAGTAGGTGTCATTCTATTCTGGGGGGTGGGGTGGGGCAGGACAGCAAGGGGGAGGATTGGGAAGAGAATAGCAGGCATGCTGGGGAGCGGCCGCAGGAACCCCTAGTGATGGAGTTGGCCACTCCCTCTCTGCGCGCTCGCTCGCTCACTGAGGCCGGGCGACCAAAGGTCGCCCGACGCCCGGGCTTTGCCCGGGCGGCCTCAGTGAGCGAGCGAGCGCGCAGCTGCCTGCAGGGGCGCCTGATGCGGTATTTTCTCCTTACGCATCTGTGCGGTATTTCACACCGCATACGTCAAAGCAACCATAGTACGCGCCCTGTAGCGGCGCATTAAGCGCGGCGGGTGTGGTGGTTACGCGCAGCGTGACCGCTACACTTGCCAGCGCCCTAGCGCCCGCTCCTTTCGCTTTCTTCCCTTCCTTTCTCGCCACGTTCGCCGGCTTTCCCCGTCAAGCTCTAAATCGGGGGCTCCCTTTAGGGTTCCGATTTAGTGCTTTACGGCACCTCGACCCCAAAAAACTTGATTTGGGTGATGGTTCACGTAGTGGGCCATCGCCCTGATAGACGGTTTTTCGCCCTTTGACGTTGGAGTCCACGTTCTTTAATAGTGGACTCTTGTTCCAAACTGGAACAACACTCAACCCTATCTCGGGCTATTCTTTTGATTTATAAGGGATTTTGCCGATTTCGGCCTATTGGTTAAAAAATGAGCTGATTTAACAAAAATTTAACGCGAATTTTAACAAAATATTAACGTTTACAATTTTATGGTGCACTCTCAGTACAATCTGCTCTGATGCCGCATAGTTAAGCCAGCCCCGACACCCGCCAACACCCGCTGACGCGCCCTGACGGGCTTGTCTGCTCCCGGCATCCGCTTACAGACAAGCTGTGACCGTCTCCGGGAGCTGCATGTGTCAGAGGTTTTCACCGTCATCACCGAAACGCGCGAGACGAAAGGGCCTCGTGATACGCCTATTTTTATAGGTTAATGTCATGATAATAATGGTTTCTTAGACGTCAGGTGGCACTTTTCGGGGAAATGTGCGCGGAACCCCTATTTGTTTATTTTTCTAAATACATTCAAATATGTATCCGCTCATGAGACAATAACCCTGATAAATGCTTCAATAATATTGAAAAAGGAAGAGTATGAGTATTCAACATTTCCGTGTCGCCCTTATTCCCTTTTTTGCGGCATTTTGCCTTCCTGTTTTTGCTCACCCAGAAACGCTGGTGAAAGTAAAAGATGCTGAAGATCAGTTGGGTGCACGAGTGGGTTACATCGAACTGGATCTCAACAGCGGTAAGATCCTTGAGAGTTTTCGCCCCGAAGAACGTTTTCCAATGATGAGCACTTTTAAAGTTCTGCTATGTGGCGCGGTATTATCCCGTATTGACGCCGGGCAAGAGCAACTCGGTCGCCGCATACACTATTCTCAGAATGACTTGGTTGAGTACTCACCAGTCACAGAAAAGCATCTTACGGATGGCATGACAGTAAGAGAATTATGCAGTGCTGCCATAACCATGAGTGATAACACTGCGGCCAACTTACTTCTGACAACGATCGGAGGACCGAAGGAGCTAACCGCTTTTTTGCACAACATGGGGGATCATGTAACTCGCCTTGATCGTTGGGAACCGGAGCTGAATGAAGCCATACCAAACGACGAGCGTGACACCACGATGCCTGTAGCAATGGCAACAACGTTGCGCAAACTATTAACTGGCGAACTACTTACTCTAGCTTCCCGGCAACAATTAATAGACTGGATGGAGGCGGATAAAGTTGCAGGACCACTTCTGCGCTCGGCCCTTCCGGCTGGCTGGTTTATTGCTGATAAATCTGGAGCCGGTGAGCGTGGAAGCCGCGGTATCATTGCAGCACTGGGGCCAGATGGTAAGCCCTCCCGTATCGTAGTTATCTACACGACGGGGAGTCAGGCAACTATGGATGAACGAAATAGACAGATCGCTGAGATAGGTGCCTCACTGATTAAGCATTGGTAACTGTCAGACCAAGTTTACTCATATATACTTTAGATTGATTTAAAACTTCATTTTTAATTTAAAAGGATCTAGGTGAAGATCCTTTTTGATAATCTCATGACCAAAATCCCTTAACGTGAGTTTTCGTTCCACTGAGCGTCAGACCCCGTAGAAAAGATCAAAGGATCTTCTTGAGATCCTTTTTTTCTGCGCGTAATCTGCTGCTTGCAAACAAAAAAACCACCGCTACCAGCGGTGGTTTGTTTGCCGGATCAAGAGCTACCAACTCTTTTTCCGAAGGTAACTGGCTTCAGCAGAGCGCAGATACCAAATACTGTCCTTCTAGTGTAGCCGTAGTTAGGCCACCACTTCAAGAACTCTGTAGCACCGCCTACATACCTCGCTCTGCTAATCCTGTTACCAGTGGCTGCTGCCAGTGGCGATAAGTCGTGTCTTACCGGGTTGGACTCAAGACGATAGTTACCGGATAAGGCGCAGCGGTCGGGCTGAACGGGGGGTTCGTGCACACAGCCCAGCTTGGAGCGAACGACCTACACCGAACTGAGATACCTACAGCGTGAGCTATGAGAAAGCGCCACGCTTCCCGAAGGGAGAAAGGCGGACAGGTATCCGGTAAGCGGCAGGGTCGGAACAGGAGAGCGCACGAGGGAGCTTCCAGGGGGAAACGCCTGGTATCTTTATAGTCCTGTCGGGTTTCGCCACCTCTGACTTGAGCGTCGATTTTTGTGATGCTCGTCAGGGGGGCGGAGCCTATGGAAAAACGCCAGCAACGCGGCCTTTTTACGGTTCCTGGCCTTTTGCTGGCCTTTTGCTCACATGT
Amino acid sequence of the chimeric proteins GLuc–GLEG–CB1 (660 AA)
MGVKVLFALICIAVAEAKPTENNEDFNIVAVASNFATTDLDADRGKLPGKKLPLEVLKEMEANARKAGCTRGCLICLSHIKCTPKMKKFIPGRCHTYEGDKESAQGGIGEAIVDIPEIPGFKDLEPMEQFIAQVDLCVDCTTGCLKGLANVQCSDLLKKWLPQRCATFASKIQGQVDKIKGAGGDGLEGKSILDGLADTTFRTITTDLLYVGSNDIQYEDIKGDMASKLGYFPQKFPLTSFRGSPFQEKMTAGDNPQLVPADQVNITEFYNKSLSSFKENEENIQCGENFMDIECFMVLNPSQQLAIAVLSLTLGTFTVLENLLVLCVILHSRSLRCRPSYHFIGSLAVADLLGSVIFVYSFIDFHVFHRKDSRNVFLFKLGGVTASFTASVGSLFLTAIDRYISIHRPLAYKRIVTRPKAVVAFCLMWTIAIVIAVLPLLGWNCEKLQSVCSDIFPHIDETYLMFWIGVTSVLLLFIVYAYMYILWKAHSHAVRMIQRGTQKSIIIHTSEDGKVQVTRPDQARMDIRLAKTLVLILVVLIICWGPLLAIMVYDVFGKMNKLIKTVFAFCSMLCLLNSTVNPIIYALRSKDLRHAFRSMFPSCEGTAQPLDNSMGDSDCLHKHANNAASVHRAAESCIKSTVKIAKVTMSVSTDTSAEAL
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Supplementary Fig. 3. Plasmid GLuc-FLAG-CNR1
Nucleic acid sequence of the construct GLuc–FLAG–CNR1 (10,146 bp)
GLuc
LINKER
CB1
3’UTR
GAGGGCCTATTTCCCATGATTCCTTCATATTTGCATATACGATACAAGGCTGTTAGAGAGATAATTGGAATTAATTTGACTGTAAACACAAAGATATTAGTACAAAATACGTGACGTAGAAAGTAATAATTTCTTGGGTAGTTTGCAGTTTTAAAATTATGTTTTAAAATGGACTATCATATGCTTACCGTAACTTGAAAGTATTTCGATTTCTTGGCTTTATATATCTTGTGGAAAGGACGAAACACCGGGTCTTCGAGAAGACCTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGCTAGTCCGTTATCAACTTGAAAAAGTGGCACCGAGTCGGTGCTTTTTTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGCTAGTCCGTTTTTAGCGCGTGCGCCAATTCTGCAGACAAATGGCTCTAGAGGTACCCGTTACATAACTTACGGTAAATGGCCCGCCTGGCTGACCGCCCAACGACCCCCGCCCATTGACGTCAATAGTAACGCCAATAGGGACTTTCCATTGACGTCAATGGGTGGAGTATTTACGGTAAACTGCCCACTTGGCAGTACATCAAGTGTATCATATGCCAAGTACGCCCCCTATTGACGTCAATGACGGTAAATGGCCCGCCTGGCATTGTGCCCAGTACATGACCTTATGGGACTTTCCTACTTGGCAGTACATCTACGTATTAGTCATCGCTATTACCATGGTCGAGGTGAGCCCCACGTTCTGCTTCACTCTCCCCATCTCCCCCCCCTCCCCACCCCCAATTTTGTATTTATTTATTTTTTAATTATTTTGTGCAGCGATGGGGGCGGGGGGGGGGGGGGGGCGCGCGCCAGGCGGGGCGGGGCGGGGCGAGGGGCGGGGCGGGGCGAGGCGGAGAGGTGCGGCGGCAGCCAATCAGAGCGGCGCGCTCCGAAAGTTTCCTTTTATGGCGAGGCGGCGGCGGCGGCGGCCCTATAAAAAGCGAAGCGCGCGGCGGGCGGGAGTCGCTGCGACGCTGCCTTCGCCCCGTGCCCCGCTCCGCCGCCGCCTCGCGCCGCCCGCCCCGGCTCTGACTGACCGCGTTACTCCCACAGGTGAGCGGGCGGGACGGCCCTTCTCCTCCGGGCTGTAATTAGCTGAGCAAGAGGTAAGGGTTTAAGGGATGGTTGGTTGGTGGGGTATTAATGTTTAATTACCTGGAGCACCTGCCTGAAATCACTTTTTTTCAGGTTGGACCGGTGCCACCATGGGAGTCAAAGTTCTGTTTGCCCTGATCTGCATCGCTGTGGCCGAGGCCAAGCCCACCGAGAACAACGAAGACTTCAACATCGTGGCCGTGGCCAGCAACTTCGCGACCACGGATCTCGATGCTGACCGCGGGAAGTTGCCCGGCAAGAAGCTGCCGCTGGAGGTGCTCAAAGAGATGGAAGCCAATGCCCGGAAAGCTGGCTGCACCAGGGGCTGTCTGATCTGCCTGTCCCACATCAAGTGCACGCCCAAGATGAAGAAGTTCATCCCAGGACGCTGCCACACCTACGAAGGCGACAAAGAGTCCGCACAGGGCGGCATAGGCGAGGCGATCGTCGACATTCCTGAGATTCCTGGGTTCAAGGACTTGGAGCCCATGGAGCAGTTCATCGCACAGGTCGATCTGTGTGTGGACTGCACAACTGGCTGCCTCAAAGGGCTTGCCAACGTGCAGTGTTCTGACCTGCTCAAGAAGTGGCTGCCGCAACGCTGTGCGACCTTTGCCAGCAAGATCCAGGGCCAGGTGGACAAGATCAAGGGGGCCGGTGGTGACGGACTCGAGGATTACAAGGATGACGACGATAAGAAGTCGATCCTAGATGGCCTTGCAGATACCACCTTCCGCACCATCACCACTGACCTCCTGTACGTGGGCTCAAATGACATTCAGTACGAAGACATCAAAGGTGACATGGCATCCAAATTAGGGTACTTCCCACAGAAATTCCCTTTAACTTCCTTTAGGGGAAGTCCCTTCCAAGAGAAGATGACTGCGGGAGACAACCCCCAGCTAGTCCCAGCAGACCAGGTGAACATTACAGAATTTTACAACAAGTCTCTCTCGTCCTTCAAGGAGAATGAGGAGAACATCCAGTGTGGGGAGAACTTCATGGACATAGAGTGTTTCATGGTCCTGAACCCCAGCCAGCAGCTGGCCATTGCAGTCCTGTCCCTCACGCTGGGCACCTTCACGGTCCTGGAGAACCTCCTGGTGCTGTGCGTCATCCTCCACTCCCGCAGCCTCCGCTGCAGGCCTTCCTACCACTTCATCGGCAGCCTGGCGGTGGCAGACCTCCTGGGGAGTGTCATTTTTGTCTACAGCTTCATTGACTTCCACGTGTTCCACCGCAAAGATAGCCGCAACGTGTTTCTGTTCAAACTGGGTGGGGTCACGGCCTCCTTCACTGCCTCCGTGGGCAGCCTGTTCCTCACAGCCATCGACAGGTACATATCCATTCACAGGCCCCTGGCCTATAAGAGGATTGTCACCAGGCCCAAGGCCGTGGTGGCGTTTTGCCTGATGTGGACCATAGCCATTGTGATCGCCGTGCTGCCTCTCCTGGGCTGGAACTGCGAGAAACTGCAATCTGTTTGCTCAGACATTTTCCCACACATTGATGAAACCTACCTGATGTTCTGGATCGGGGTCACCAGCGTACTGCTTCTGTTCATCGTGTATGCGTACATGTATATTCTCTGGAAGGCTCACAGCCACGCCGTCCGCATGATTCAGCGTGGCACCCAGAAGAGCATCATCATCCACACGTCTGAGGATGGGAAGGTACAGGTGACCCGGCCAGACCAAGCCCGCATGGACATTAGGTTAGCCAAGACCCTGGTCCTGATCCTGGTGGTGTTGATCATCTGCTGGGGCCCTCTGCTTGCAATCATGGTGTATGATGTCTTTGGGAAGATGAACAAGCTCATTAAGACGGTGTTTGCATTCTGCAGTATGCTCTGCCTGCTGAACTCCACCGTGAACCCCATCATCTATGCTCTGAGGAGTAAGGACCTGCGACACGCTTTCCGGAGCATGTTTCCCTCTTGTGAAGGCACTGCGCAGCCTCTGGATAACAGCATGGGGGACTCGGACTGCCTGCACAAACACGCAAACAATGCAGCCAGTGTTCACAGGGCCGCAGAAAGCTGCATCAAGAGCACGGTCAAGATTGCCAAGGTAACCATGTCTGTGTCCACAGACACGTCTGCCGAGGCTCTGTGAGCCTGATGCCTCCCTGGCAGCACAGGAAAAGAATTTTTTTTTTTAAGCTCAAAATCTAGAAGAGTCTATTGTCTCCTTGGTTATATTTTTTTAACTTTACCATGCTCAATGAAAAGGTGATTGTCACCATGATCACTTATCAGTTTGCTAATGTTTCCATAGTTTAGGTACTCAAACTCCATTCTCCAGGGGTTTACAGTGAAGAAAGCCTGTTGTTTAAGTGACTGAACGATCCTTCAAAGTCTCAATGAAATAGGAGGGAAACCTTTGGCTACACAATTGGAAGTCTAAGAACCCATGGAAAAATGCCATCAAATGAATAATGCCTTTGTAACCACAACTTTCACTATAATGTGAAATGTAACTGTCCGTAGTATCAGAGATGTCCATTTTTACAAGTTATAGTACTAGAGATATTTTGTAAAATGTATTATGTCCTGTGAGATGTGTATCAGTGTTTATGTGCTATTAATATTTGTTTAGTTCAGCAAAACTGAAAGGTAGACTTTTATGAGAACAATGGACAAGCAGTGGATACGTGTCAATGTGTGCACTTTTTTTCTATATTATTGCCCATGATATAACTTTAGAAATAAACCTTAATATTTCTTCAAATATCTCTATTTAATTTTGACACTGAAATAACCGTAAAGGTTTATTTTTCTGTTACCTCAACAAGAAGAATTTGAAGACTTCAAAATATTGAGCAGAATTCATTCATACTTAAAAATTTATTAGCCCTGCATTTTCATAGGAAGACACATTATCTTCTGGACTATAGCTGTTCTAATGGATTATAATCAGAATGGAAGAGAGAAAGCATATTGACTTTTTTTGAGCGACATCTCTGACTTTCTTTAGTCTTTAGCTATTACTGGATCTCTTAAGACAGCATGTGTTAATCTTAATGTATATCGTTATCACTGTGCAGTTGCTGTTTACTTGAATAGTATTGTGTTCCTATATTCCAGGTTTAAGTAGATTTCATGCCTGGGTGGCCAAACAACAGTCTTCATTTTTTTTAATTGAAAAGAAGTAGTGTCTGGATCAGTAAAATTATACTGTGTGTGAGTGTGAATATAAATGTGTGTATGTGTGTTTCTGTCCTGTAACTGTTACAGTAATGTCATAAAGTGAGAAAACTGTGACCAAGTATAAACTTTTACCACTTGCTGCACTCTTGCACATGGATTCAGTTTCTAAAATTGAGTTCTTCCTGTAATCTTGTTGATAAAAATACTGACTCCAACCATTCAAAAATTTCACCCCATCCCTCCTTAAGAGATTGGATCAAGTATTACTAAATTGACCTTTAGGTATTACACAAGACCAGTGCTTAGCAAAAAATAATGACAGGCATCCAAGGAAGGGATGTATTTGTAGTGTTATTGCCAGGAAAGGAGAGTACTTTGGTTTCTGAGCACCGAATATTGAGCAATATGTCAGTCACTAAAAGGAAGACAGTTCTACAGAAAAACAATGGTAACATTTTTCAATAGCGTGTGTAGATAGTATGCACTATATACATCACGTTAAAGTAGGACTATCACACCCAGCCCATGTGGCTAAAAAAGCTGAATCAGACAGTGGATGAGACACACAACGGCAGTGAAGAACCGATACACTTGGCATTGACGTCTAGCTATGCTGTATCTGTGCTTTGCCCACATGCCCTTGGTGACAGCTGAGCACCCAGCTCTGTCTTGGTAGGTTTGGGCTAAGGAACAAATCTCTCCTTTGCTCGTGGTTAGCAAGATACACTCAAGCATGAAGATAAACACAGCTGCTTTCTTCTTACACCCCGGTCTCATGCTCCTTAATGGCGCCATGGGTGCTTGTTGGGCCTTTTTCCAGTAAGGAATGATATTGCTGAAGAATCTACTTAACCCTGACAAATTTTAATTATAATCTCTTCTTATACAGATAAAACATGACTCCTACAAGGCCCCAAGGTTTACATAGTCTGAAGTGAAGTACAGAGCTGGCATCTATCTGGTGATTTCTAGCTCTCGAGATACCCAAGCAGCCTGATGGGGCAGTTCCCCTTCTTACGGTTCACGCTCTAAGGCAGGATGTGGCTTATGAGATACTTTGCATTGTCTGTCTGCACACCTTGAATCTGCCTGCTGGCTCCCTTACTTTACCTCTCTGTCATGTGCAGATGAAGGCTCAGGGTGCTAGAGGATTAGTAAGATCTCTTTCTAAAGACAGGAGAGATTATTTACAAGAAGAACTCACCAGGGTTTAGTTTGCATTTAAGAATTGCCAGTCTTTTGTCCTGCATCATCTTGAACATTAATCCACATGTTTCAGAGCTCACCAGGCAGTACCAATGCTCTTTTCACAGCTATGAAGAGCTAGAGAAATTCTTGTTATGGTAGAAAAATTTCACGATTCATTTTTGAAACTGCATTTGTGCGTATGCAGTGTAGATTTTATAGTGTGTTGTGCTTTCAAGATCTAAATCATATATAATAAATTAAGGGACAATGGGGCTGACAGCACTAAACTTGGTGCTTATTGATATTCTAAGAAATATCTGTGAAATATCATCACGTATGTTATACAACCTTCATTTAAAAAGGTTTAAAACTAGTTAGATTCACTTTGACACTTTTCATATCATTTCTTAACCCAAGTGACGAAAACATTGTCCCCAATGAATATACTCATTAGAATTACCATTTGTTAATATCACTCATTAATTAACCCCATAATTAGATCCATTAATTTAAATGATTTAAATTTAAGTAAGTTTTATAAGGTCTGACATCAGAGGTATCTTACTTTCCTCTGAGGATGATGTACTTGCCCTGACCATGCATTTTACCATCACACATGTTCAGAAAGGGCCAAATTCCCAACCTGCTCATTTTTTTTTTATCAGAGTCATGATGAATCAGTCCTAGAATGTTTCATTTGCACAAGTAGGGCTGCCTCCAAGAGGAACCTCTGATTTATTTTGTATGAAATATATGTGAAAGGATATGAATCTGAGAGATGCTGTAGACATCTGTCCTACACTTGAGATGATTTCCAAGCCTCTCTGGCACTTTGAGTTAAGTCTATCTGGTATTAAATGCCAAGGACCTTTTGCTGCCTAAATCCACTCTGCAGGAAATAGGCCCAACCACCAGATGAGAATTAGGCCCTGGATGAGTAGCGCTATAGTTACTGTCCTGTTGATTAATTTCTGCCATTTCATGTCCATAAAAGAGACCACCCATATCATGCACACAATTAGATTTCTCACACTCTAACTGTATATTTGTATGATATTTTAAAATCTCCTAAATGCTGGGCAATGGCTATTAACAATTAATTGTCTTGCACTGGCCTTCTGATGAAATGTTAACAATGCCTATTGTAATATAGAAAAAAACATTCTATCTACTGATTTGGGCTGAATGTATGTAAATAGGTTTCTAAAAAGTCAGATGTTTGAGCAGTGGCCTACAAATCAGTAATTTTCGGATGGGAGAGTTTCTTTACATTGCCGTGGCATCTTAAAAGCTATCTTCATGTAAATTGACTGTACTAGGCCTACTGGGGATCAGAGTTCCCAAGAAAGGAAACCTTTTCTTGTATCTGGATTCAAATTTATTTCCAATGTTTCAAGCGGGAAACATGACTCTTTATTGTCTGTAAATCTAACATTATTACTTTTCCTCTTAGAAGAATATTGTATTGTTAGATGTTTGTTGAGCTGGTAACATCGTTGCAACCACTGCAATATCTTCGTTAGTAATCTGTATAATACTTTGTATACAAGTACTGGTAAGATTGTTATTAAATGTAGCTTCAGTCATTAAATTACTATAGCAAAGTAGTACTTCTTCTGTAATATTTACAATGTATTAAGCCCACAGTATATTTTATTTCAATGTAATTAAACTGTTAACTTATTCAAAGAGAAAACATCTCATCATGTCTATTGTCCAAAGTTACCTGGAATCAAATAAAAATTCTAGATTACCATGAAGAACATAAAATGCCTTTGAACTCTGCCTTATTTCACAGTCTGATGGCAAAAAATGAGGAAATTGCATCGCATTGTCTGAGTAGGTGTCATTCTATTCTGGGGGGTGGGGTGGGGCAGGACAGCAAGGGGGAGGATTGGGAAGAGAATAGCAGGCATGCTGGGGAGCGGCCGCAGGAACCCCTAGTGATGGAGTTGGCCACTCCCTCTCTGCGCGCTCGCTCGCTCACTGAGGCCGGGCGACCAAAGGTCGCCCGACGCCCGGGCTTTGCCCGGGCGGCCTCAGTGAGCGAGCGAGCGCGCAGCTGCCTGCAGGGGCGCCTGATGCGGTATTTTCTCCTTACGCATCTGTGCGGTATTTCACACCGCATACGTCAAAGCAACCATAGTACGCGCCCTGTAGCGGCGCATTAAGCGCGGCGGGTGTGGTGGTTACGCGCAGCGTGACCGCTACACTTGCCAGCGCCCTAGCGCCCGCTCCTTTCGCTTTCTTCCCTTCCTTTCTCGCCACGTTCGCCGGCTTTCCCCGTCAAGCTCTAAATCGGGGGCTCCCTTTAGGGTTCCGATTTAGTGCTTTACGGCACCTCGACCCCAAAAAACTTGATTTGGGTGATGGTTCACGTAGTGGGCCATCGCCCTGATAGACGGTTTTTCGCCCTTTGACGTTGGAGTCCACGTTCTTTAATAGTGGACTCTTGTTCCAAACTGGAACAACACTCAACCCTATCTCGGGCTATTCTTTTGATTTATAAGGGATTTTGCCGATTTCGGCCTATTGGTTAAAAAATGAGCTGATTTAACAAAAATTTAACGCGAATTTTAACAAAATATTAACGTTTACAATTTTATGGTGCACTCTCAGTACAATCTGCTCTGATGCCGCATAGTTAAGCCAGCCCCGACACCCGCCAACACCCGCTGACGCGCCCTGACGGGCTTGTCTGCTCCCGGCATCCGCTTACAGACAAGCTGTGACCGTCTCCGGGAGCTGCATGTGTCAGAGGTTTTCACCGTCATCACCGAAACGCGCGAGACGAAAGGGCCTCGTGATACGCCTATTTTTATAGGTTAATGTCATGATAATAATGGTTTCTTAGACGTCAGGTGGCACTTTTCGGGGAAATGTGCGCGGAACCCCTATTTGTTTATTTTTCTAAATACATTCAAATATGTATCCGCTCATGAGACAATAACCCTGATAAATGCTTCAATAATATTGAAAAAGGAAGAGTATGAGTATTCAACATTTCCGTGTCGCCCTTATTCCCTTTTTTGCGGCATTTTGCCTTCCTGTTTTTGCTCACCCAGAAACGCTGGTGAAAGTAAAAGATGCTGAAGATCAGTTGGGTGCACGAGTGGGTTACATCGAACTGGATCTCAACAGCGGTAAGATCCTTGAGAGTTTTCGCCCCGAAGAACGTTTTCCAATGATGAGCACTTTTAAAGTTCTGCTATGTGGCGCGGTATTATCCCGTATTGACGCCGGGCAAGAGCAACTCGGTCGCCGCATACACTATTCTCAGAATGACTTGGTTGAGTACTCACCAGTCACAGAAAAGCATCTTACGGATGGCATGACAGTAAGAGAATTATGCAGTGCTGCCATAACCATGAGTGATAACACTGCGGCCAACTTACTTCTGACAACGATCGGAGGACCGAAGGAGCTAACCGCTTTTTTGCACAACATGGGGGATCATGTAACTCGCCTTGATCGTTGGGAACCGGAGCTGAATGAAGCCATACCAAACGACGAGCGTGACACCACGATGCCTGTAGCAATGGCAACAACGTTGCGCAAACTATTAACTGGCGAACTACTTACTCTAGCTTCCCGGCAACAATTAATAGACTGGATGGAGGCGGATAAAGTTGCAGGACCACTTCTGCGCTCGGCCCTTCCGGCTGGCTGGTTTATTGCTGATAAATCTGGAGCCGGTGAGCGTGGAAGCCGCGGTATCATTGCAGCACTGGGGCCAGATGGTAAGCCCTCCCGTATCGTAGTTATCTACACGACGGGGAGTCAGGCAACTATGGATGAACGAAATAGACAGATCGCTGAGATAGGTGCCTCACTGATTAAGCATTGGTAACTGTCAGACCAAGTTTACTCATATATACTTTAGATTGATTTAAAACTTCATTTTTAATTTAAAAGGATCTAGGTGAAGATCCTTTTTGATAATCTCATGACCAAAATCCCTTAACGTGAGTTTTCGTTCCACTGAGCGTCAGACCCCGTAGAAAAGATCAAAGGATCTTCTTGAGATCCTTTTTTTCTGCGCGTAATCTGCTGCTTGCAAACAAAAAAACCACCGCTACCAGCGGTGGTTTGTTTGCCGGATCAAGAGCTACCAACTCTTTTTCCGAAGGTAACTGGCTTCAGCAGAGCGCAGATACCAAATACTGTCCTTCTAGTGTAGCCGTAGTTAGGCCACCACTTCAAGAACTCTGTAGCACCGCCTACATACCTCGCTCTGCTAATCCTGTTACCAGTGGCTGCTGCCAGTGGCGATAAGTCGTGTCTTACCGGGTTGGACTCAAGACGATAGTTACCGGATAAGGCGCAGCGGTCGGGCTGAACGGGGGGTTCGTGCACACAGCCCAGCTTGGAGCGAACGACCTACACCGAACTGAGATACCTACAGCGTGAGCTATGAGAAAGCGCCACGCTTCCCGAAGGGAGAAAGGCGGACAGGTATCCGGTAAGCGGCAGGGTCGGAACAGGAGAGCGCACGAGGGAGCTTCCAGGGGGAAACGCCTGGTATCTTTATAGTCCTGTCGGGTTTCGCCACCTCTGACTTGAGCGTCGATTTTTGTGATGCTCGTCAGGGGGGCGGAGCCTATGGAAAAACGCCAGCAACGCGGCCTTTTTACGGTTCCTGGCCTTTTGCTGGCCTTTTGCTCACATGT
Amino acid Sequence of the chimeric proteins GLuc–FLAG–CB1 (667 AA)
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Supplementary Table. 1. One-way ANOVA analysis with Tukey post hoc test conducted for permeabilized (P) and non-permeabilized (NP) wild type (WT), GLuc-FLAG-CB1F237L (F237L), GLuc- FLAG-CB1T210I (T210I) and GLuc- FLAG-CB1T210A (T210A) cells. The analysis was performed using GraphPad Prism 8.0. (*, p < 0.05; **, p < 0.01; ***, p < 0.001 was considered statistically significant).
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1way ANOVA of P vs NP

  Data Set-A     Data Set-B     Data Set-C     Data Set-D     Data Set-E  

Table Analyzed P vs NP

One-way analysis of variance

P value < 0.0001

P value summary ***

Are means signif. different? (P < 0.05) Yes

Number of groups 8

F 973.7

R squared 0.9974

ANOVA Table SS df MS

Treatment (between columns) 2562 7 366

Residual (within columns) 6.766 18 0.3759

Total 2569 25

Tukey's Multiple Comparison Test Mean Diff. q Significant? P < 0.05? Summary 95% CI of diff

WT (NP) vs F237L (NP)

12.48 35.26 Yes *** 10.77 to 14.19

WT (NP) vs T210I (NP)

20.84 58.87 Yes *** 19.13 to 22.55

WT (NP) vs T210A (NP)

-10.86 32.81 Yes *** -12.46 to -9.266

WT (NP) vs WT (P)

-0.8833 2.495 No ns -2.591 to 0.8242

WT (NP) vs F237L (P)

1.469 4.437 No ns -0.1281 to 3.066

WT (NP) vs T210I (P)

5.187 14.65 Yes *** 3.479 to 6.894

WT (NP) vs T210A (P)

-10.10 28.53 Yes *** -11.81 to -8.392

F237L (NP) vs T210I (NP)

8.360 23.62 Yes *** 6.652 to 10.07

F237L (NP) vs T210A (NP)

-23.34 70.50 Yes *** -24.94 to -21.75

F237L (NP) vs WT (P)

-13.36 37.75 Yes *** -15.07 to -11.66

F237L (NP) vs F237L (P)

-11.01 33.25 Yes *** -12.61 to -9.414

F237L (NP) vs T210I (P)

-7.293 20.60 Yes *** -9.001 to -5.586

F237L (NP) vs T210A (P)

-22.58 63.79 Yes *** -24.29 to -20.87

T210I (NP) vs T210A (NP)

-31.70 95.75 Yes *** -33.30 to -30.11

T210I (NP) vs WT (P)

-21.72 61.37 Yes *** -23.43 to -20.02

T210I (NP) vs F237L (P)

-19.37 58.50 Yes *** -20.97 to -17.77

T210I (NP) vs T210I (P)

-15.65 44.22 Yes *** -17.36 to -13.95

T210I (NP) vs T210A (P)

-30.94 87.41 Yes *** -32.65 to -29.23

T210A (NP) vs WT (P)

9.980 30.14 Yes *** 8.383 to 11.58

T210A (NP) vs F237L (P)

12.33 40.23 Yes *** 10.85 to 13.81

T210A (NP) vs T210I (P)

16.05 48.47 Yes *** 14.45 to 17.65

T210A (NP) vs T210A (P)

0.7633 2.305 No ns -0.8340 to 2.361

WT (P) vs F237L (P)

2.353 7.105 Yes ** 0.7552 to 3.950

WT (P) vs T210I (P)

6.070 17.15 Yes *** 4.362 to 7.778

WT (P) vs T210A (P)

-9.217 26.04 Yes *** -10.92 to -7.509

F237L (P) vs T210I (P)

3.717 11.23 Yes *** 2.120 to 5.315

F237L (P) vs T210A (P)

-11.57 34.94 Yes *** -13.17 to -9.972

T210I (P) vs T210A (P)

-15.29 43.19 Yes *** -16.99 to -13.58
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