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Supplementary material to article by S. Sheffer-Levi et al. ”Antibiotic Susceptibility of Cutibacterium acnes Strains Isolated from Israeli Acne 
Patients”

Appendix S1.

Single locus sequence typing (SLST) PCR product sequences of the 6 unrecognized strains, their similarity to C. acnes strains, 
including E-value, percentage identity, Genbank number, and description of the closest strains’ genome.

Strain 15 
F sequence: 
TCCGCAGCCAGCTCATTNCGGNCTGNTTCGGGTCCGCAGCCGAGCNGGCACANGGNCTTTGTNTATCTGNTNNNGNAGNAGTACN-
NATNGTTNTNNACACANNCGANTNCANTTNNCGNGAGCCNGCCCATGCNCNCCGNTANNACNNCNGAGGTCATCGCNTNGC-
CNNATANNTTTNANNCGNGGAATCCAGCATCGGGGCATCGTGAGTGAAGTGCCGGCTGTTCTGGGATAGATTGTGGTGGCCTT-
CGTGATGACAGGGTGGAACATATATCGCGGCATTTCCTCCTCTCTTAGGTTGACTAGAAAGGAGATGTGACACCCATCGTCCT-
GGGTCTGACAAGGGTAGACGCTATAGCTTAGAAATGTACATAAGTAAGATGTTTCTCGCAATGAAAGACGATATGTCACGAGCTTC-
CTGGTGCTGTTTCCCGACATGGAACTGTTAGTTTGAATCAATTTTGAACTGAGGACGCCAAGTTGACCCCCTGGTGTGCAACGAT-
GCTTCTTGCCTGCAGTTGCGAGCAATTGTTCCCGATGAAAGGAACCCACAAATGAAGGTTAAGTTCTTAGCAGCGCCGCTGA
E-value 0.0, per. Identity 99.75% descripton: CP025934.1 Cutibacterium acnes DSM 1897 chromosome, complete genome
R sequence: 
TNTTGTGGGTTCCTTTNTNCGGGNACAATTGCTCGCANNTTGCAGGCAAGNAGCATCGTTGCACACCAGGGGGTCAACTTTGG-
CGTCCTCAGTTCAAAATTGATTCAAACTAACAGTTCCATGTCGGGAAACAGCACCAGGAAGCTCGTGACATATCGTCTTTCATT-
GCGAGAAACATCTTACTTATGTACATTTCTAAGCTATAGCGTCTACCCTTGTCAGACCCAGGACGATGGGTGTCACATCTCCTTTC-
TAGTCAACCTAAGAGAGGAGGAAATGCCGCGATATATGTTCCACCCTGTCATCACGAAGGCCACCACAATCTATCCCAGAACAGC-
CGGCACTTCACTCACGATGCCCCGATGCTGGATTCCTATTGTCGCCCTTATTAGGGCAAGCGGTGCCAGTAGCAGAATATGTCAC-
CTCAACAACTCGATCCACCCCTGCCCATTACATGGGTAACATATCCATGGAGGTTCGATGTATACTCGAGGATACAGTCGTC-
CATCACGCCCGCCTACATACCCATTACATCAGCATAGAAATATGCTCCAACAGCAACTCCGATGCCTCATTTGCCAGCCCGGA
E-value 0.0, per. Identity 98.28% descripton: CP025934.1 Cutibacterium acnes DSM 1897 chromosome, complete genome

Strain 27 
F sequence: 
NNCNTTGTCNTCCGTGTGNNATACNTCNGTTTTNAGCGNTACAGNANGGTGCCNNGCCNGTTCATTGCTAGCACANCTGGATCA-
GATCNGGATNNCANTATCGTGNGTNNTTTTAAGTCNCATATCCTGTTACCNAGTCATGCCAGNTCTAGNCNGNGCNGCTGTGCA-
ANCNGGGTTTGTGGGANGNTNNCNCNNCACCTTATGNTTGGCAGACGCCACTCCNTATGGACACTGGCATNCCTANGTAGCAG-
GATGTGTNCATGAGATATCACCNGTNCCNNCGCNNCTGTTGTGACAGGNTTCCTCNNNTGGAAGGGCAATNCTNGCATGAGAN-
CNNANTAGGAACGGCANACGAGCANGCATGGACCNANTGANGCCGTCACTATNCCCCNANTGANCCANCAGCTTANAAATG-
TACATAAGTAAGATGTTTCTCGCAATGAAAGACGATATGTCACGAGCTTCCTGGTGCTGTTTCCCGACATGGAACTGTTAGTTT-
GAATCAATTTTGAACTGAGGACGCCAAGTTGACCCCCTGGTGTGCAACGATGCTTCTTGCTTGCAGTTGCGAGCAATTGTTCC-
CGATGAAAGGAACCCACAAATGAAGGTTAAGTTCTTAGCAGCGCCGCTG
E-value 2e-112, per. Identity 99.56% descripton: AP022845.1 Cutibacterium acnes SZ2 DNA, complete genome
R sequence: 
GTANTTGCGGNTTCCTTTATGCGGGAAAATTGCTCGGAACTGCAAGCAAGGAAGCATCGTTGCNCACCAGGGGGTCAACTTTGG-
CGTCCTCAGTTCAAAATTGATTCAAACTAACAGTTCNATGTCGGGAAACAGCACCAGGAAGCTCGTGACATATCGTCTTTCATT-
GCGAGAAACATCTTACTTATGTACATTTCTAAGCTATAGCGTCTACCCTTGTCAGACCCAGGACGATGGGTGTCACATCTCCTTTC-
TAGTCAACCTAAGAGAGGAGGAAATGCCGCGATATATGTTCCACCCTGTCATCACGAAGGCCACCACAATCTATCCCAGAACAG-
CCGGCACTTCACTCACGATGCCCCGATGCTGGATTCCTATTGTCGCCCTTATTAGGGCAAGCGGTGCCAGTAGCAGAATATGT-
CACCTCAACAACTCGATCCACCCCTGCCCATTACATGGGTAACATATCCATGGAGGTTCGATGTATACTCGAGGATACAGTCGTC-
CATCACGCCCGCCTACATACCCATTACATCAGCATAGAAATATGCTCCAACAGCAACTCCGATGCCTCATTTGCCAGCCGGANNN-
NANNTANTCNNTTTTTTGGNNTGTNCTTTGNNAANCNNCGGNNGTNNTG
E-value 0.0, per. Identity 98.29% descripton: CP025934.1 Cutibacterium acnes DSM 1897 chromosome, complete genome

Strain 32 
F sequence: 
NCCGCTGGCCTGNTTTTCNNGCNNNTGGTATGGCTNTGNCAGGCCGGGCCTNGCACNNNGACCTGTCNTTCTGTCAGCCC-
GAGGACGCTNATACTNNATNGTATNTCTTACCCACCGTAATNCGNNTGCNGCANGATCNGAGCTGTTGACGCNNAANATTCTGCT-
GCTGTCACTCGCTNGCTCTAATAAGTTNCNACAATAGGAATCCAGCATCGGGGCATGGTGGGTGAAGTACGGCTGTTCCGGGATA-
GATTGTGGTGGCATTCATGATGACAGGGCGGAACATATATCGCGGCATTTCCTCCCTTCTTAGGTTGACTGGAAAGGGGATATGA-
CACCCATCGTCCTGGGTCTGACAGGGGTAGACAATATAGCTTAGAAATGTGTATAAGTAAGATGTTTCTCGCAATGAAAGACGA-
TATGTCACGAGTTTTCTGGTGCTGTTTCCCGACACGGAACCGTTAGTTTGAATCAATTTTGAACTGAGGACACCAAGTTGACCC-
CCTGGTGTGAAACGATGCTTCTTGCTTGCAGTTGCGAGCAATTGTTCCCGATGAAAG
E-value 0.0, per. Identity 97.54% descripton: CP013693.1 Cutibacterium acnes strain A1-14 chromosome
R sequence: 
GNTNTTGTGGGTTCCTTTTNTNCGGGNACAATTTGCTCGCAACTGCAAGCCAAGAAGCATCGTTTCACACCAGGGGGTCAACTT-
GGTGTCCTCAGTTCAAAATTGATTCAAACTAACGGTTCCGTGTCGGGAAACAGCACCAGAAAACTCGTGACATATCGTCTTTCATT-
GCGAGAAACATCTTACTTATACACATTTCTAAGCTATATTGTCTACCCCTGTCAGACCCAGGACGATGGGTGTCATATCCCCTTTC-
CAGTCAACCTAAGAAGGGAGGAAATGCCGCGATATATGTTCCGCCCTGTCATCATGAATGCCACCACAATCTATCCCGGAACAG-
CCGTACTTCACCCACCATGCCCCGATGCTGGATTCCTATTGTCGCCCTTATTAGAGCAAGCGGTGCCAGCAGCAGAATATTTCAC-
CTCAGCAACTCGATCCGCTCCTGCCCATTACATGGGTAACATATCCATGGAGGTACGATGTATGCATCGAGGATGCAGTCGTCTAC-
TATGCCCGCCTACATACCCATTCCATCAGCATAGAAATATGCTCCAACAGCAGCTTCGATGCCTCATTTGCCAGNCCGGANNNC
E-value 0.0, per. Identity 98.46% descripton: CP013693.1 Cutibacterium acnes strain A1-14 chromosome
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Strain 40 
F sequence: 
NTTTTGTGGGTTCCTTTNTCGGGNACAATTTGCTCGNAACTGCAAGCAAGNAAGCATCGTTGCACACCAGGGGGTCAACTTGG-
CGTCCTCAGTTCAAAATTGATTTAAACTAACAGTTCCATGTCGGGAAACAGCACCAGGAAGCTCGTGACATATCGTCTTTCATT-
GCGAGAAACATCTTACTTATGTACATTTCTAAGCTATAGCGTCTACCCTTGTCAGACCCAGGACGATGGATGTCACATCCCCTTTC-
TAGTCAACCTAAGAGAGGAGGAAATGCCGCGATATATGTTCCACCCTGTCATCACGAAGGCCACCACAATCTATCCCAGAACAG-
CCGGCACCTCACTCACGATGCCCCGATGCTGGATTCCTATTGTCGCCCTTATTAGGGCAAGCGGTGCCAGTAGCAGAATATGT-
CACCTCAACAACTCGATCCACCCCTGCCCATTACATGGGTAACATATCCATGGAGGTTCGATGTATATTCGAGGATACAGTCGTC-
CATCACGCCCGCCTACATACCCATTACATGGGCATAGAAATATGCTCCAACAGCA
E-value 0.0, per. Identity 98.03% descripton: CP031442.1 Cutibacterium acnes strain KCOM 1315 chromosome, complete genome
R sequence: 
GGATCTGTTGGGACTATTTCTATGCCCATGTAATGGGTATGTAGGCGGGCCGTGATGGACGACTGTATCCTCGAATATACATCGAAC-
CTCCATGGATATGTTACCCATGTAATGGGCAGGGGTGGATCGAGTTGTTGAGGTGACATATTCTGCTACTGGCACCGCTTGCC-
CTAATAAGGGCGACAATAGGAATCCAGCATCGGGGCATCGTGAGTGAGGTGCCGGCTGTTCTGGGATAGATTGTGGTGGCCTT-
CGTGATGACAGGGTGGAACATATATCGCGGCATTTCCTCCTCTCTTAGGTTGACTAGAAAGGGGATGTGACATCCATCGTCCT-
GGGTCTGACAAGGGTAGACGCTATAGCTTAGAAATGTACATAAGTAAGATGTTTCTCGCAATGAAAGACGATATGTCACGAGCTTC-
CTGGTGCTGTTTCCCGACATGGAACTGTTAGTTTAAATCAATTTTGAACTGAGGACGCCAAGTTGACCCCCTGGTGTGCAACGAT-
GCTTCTTGCTTGCAGTTGCGAGCAATTGTTCCCGATGAAAGGAACCCACAAAT
E-value 0.0, per. Identity 98.38% descripton: CP031442.1 Cutibacterium acnes strain KCOM 1315 chromosome, complete genome

Strain 41
F sequence: 
TNCCGCAGGCCANCTGNTCANGNTGCTGGCATGGGTCCCCAGCTCGNNACTNGAACNTGGACTTTGTCTANCANGATATANG-
TAGGTAGCACCNATNGNGTATANNAACGCCCGANTNACAGTTNNCGGGAGCNCGCCCATGCCCNGCNATANNNCTNCNGNG-
GNCNTCCNNGGCCNNATATGTCATCATGCTGNGCAATNNAGCATCGGGGCATCGTGAGTGAAGTGCCGGNTGTTCTGGGATA-
GATTGTGGTGGCCTTCGTGATGACAGGGTGGAACATATATCGCGGCATTTCCTCCTCTCTTAGGTTGACTAGAAAGGAGATGTGA-
CACCCATCGTCCTGGGTCTGACAAGGGTAGACGCTATAGCTTAGAAATGTACATAAGTAAGATGTTTCTCGCAATGAAAGACGA-
TATGTCACGAGCTTCCTGGTGCTGTTTCCCGACATGGAACTGTTAGTTTGAATCAATTTTGAACTGAGGACGCCAAGTTGACCC-
CCTGGTGTGCAACGATGCTTCTTGCTTGCAGTTGCGAGCAATTGTTCCCGATGAAAGGAACC
E-value 0.0, per. Identity 99.72% descripton: CP025934.1 Cutibacterium acnes DSM 1897 chromosome, complete genome
R sequence: 
GNTTTTGTGGGTTCTTTNTCGGGNACAATTGCTCGCAACTGCAAGCAAGAAGCATCGTTGCACACCAGGGGGTCAACGTTGG-
CGTCCTCAGTTCAAAATTGATTCAAACTAACAGTTCCATGTCGGGAAACAGCACCAGGAAGCTCGTGACATATCGTCTTTCATT-
GCGAGAAACATCTTACTTATGTACATTTCTAAGCTATAGCGTCTACCCTTGTCAGACCCAGGACGATGGGTGTCACATCTCCTTTC-
TAGTCAACCTAAGAGAGGAGGAAATGCCGCGATATATGTTCCACCCTGTCATCACGAAGGCCACCACAATCTATCCCAGAACAG-
CCGGCACTTCACTCACGATGCCCCGATGCTGGATTCCTATTGTCGCCCTTATTAGGGCAAGCGGTGCCAGTAGCAGAATATGT-
CACCTCAACAACTCGATCCACCCCTGCCCATTACATGGGTAACATATCCATGGAGGTTCGATGTATACTCGAGGATACAGTCGTC-
CATCACGCCCGCCTACATACCCATTACATCAGCATAGAAATATGCTCCAACAGCAA
E-value 0.0, per. Identity 99.11% descripton: CP025934.1 Cutibacterium acnes DSM 1897 chromosome, complete genome

Strain 49
F sequence: 
AANCTNTTGTGGGTTCCTTTNTCGGGNACAATTGCTCGCAACTGCAAGCAAGNAAGCATCGTTGCACACCAGGGGGTCAAC-
CTTGGCGTCCTCAGTTCAAAATTGATTCAAACTAACAGTTCCATGTCGGGAAACAGCACCAGGAAGCTCGTGACATATCGTCTTT-
CATTGCGAGAAACATCTTACTTATGTACATTTCTAAGCTATAGCGTCTACCCTTGTCAGACCCAGGACGATGGGTGTCACATC-
CCCTTTCTAGTCAACCTAAGAGAGGAGGAAATGCCGCGATATATGTTCCACCCTGTCATCACGAAGGCCACCACAATCTATCC-
CAGAACAGCCGGCACTTCACTCACGATGCCCCGATGCTGGATTCCTATTGTCGCCCTTATTAGGGCAAGCGGTGCCAGTAGCA-
GAATATGTCACCTCAACAACTCGATCCACCCCTGCCCATTACATGGGTAACATATCCATGGAGGTTCGATGTATACTCGAGGATA-
CAGTCGTCCATCACGCCCGCCTACATACCCATTACATCAGCATAGAAATATGCTCCAACA
E-value 0.0, per. Identity 99.10% descripton: CP033718.1 Cutibacterium acnes strain FDAARGOS_577 chromosome, complete genome
R sequence: 
AAANTNTTTGTGGGNTCCTTTTNTNCGGGGACAATGTGCTCGCATCTTGNAAGCAAGGAGCATCGTTGCACACCAGGGGGT-
CAACTTTGGCGTCCTCAGTTCAAAATTGATTCAAACTAACAGTTCNATGTCGGGAAACAGCACCAGGAAGCTCGTGACATA-
TCGTCTTTCATTGCGAGAAACATCTTACTTATGTACATTTCTAAGCTATAGCGTCTACCCTTGTCAGACCCAGGACGATGGGTGT-
CACATCCCCTTTCTAGTCAACCTAAGAGAGGAGGAAATGCCGCGATATATGTTCCACCCTGTCATCACGAAGGCCACCACAATC-
TATCCCAGAACAGCCGGCACTTCACTCACGATGCCCCGATGCTGGATTCCTATTGTCGCCCTTATTAGGGCAAGCGGTGCCAG-
TAGCAGAATATGTCACCTCAACAACTCGATCCACCCCTGCCCATTACATGGGTAACATATCCATGGAGGTTCGATGTATACTCGAG-
GATACAGTCGTCCATCACGCCCGCCTACATACCCATTACATCAGCATAGAAATATGCTCCAACAGCAACTCCGATGCCTCATTTGC-
CAGCCGGAGNNN
E-value 0.0, per. Identity 97.96% descripton: CP033718.1 Cutibacterium acnes strain FDAARGOS_577 chromosome, complete genome


