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(A) Indel in Mtb strain 5005 leads to extension of the open reading frame. 
(B) The translated product in Mtb H37Rv consists of 138 amino acids.
(C) The translated product in strain Mtb 5005 consists of 444 amino acids. 
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Suppl. Fig. S1. Indel-driven frame shift mutation and peptide elongation in the PE_PGRS 12 gene in M. tuberculosis strain 5005 (CP049108.1) versus M. tuberculosis H37Rv
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Mycobacterium tuberculosis variant bovis strain BCG Pasteur ATCC 35734 chromosome
Sequence ID: CP109681.1 Length: 4374455 Number of Matches: 8

Range 1: 955372 to 957864 GenBank Graphics ¥ Next Match
Score Expect  Identities Gaps Strand

3847 bits(2083) 0.0 2370/2507(95%) 26/2507(1%) Plus/Plus

DS: Putative 1 1 VSYVSVLPATLATAATELVAR
Query 1 GTGTCTTATGTGAGCGTGTTGCCCGCTACGCTGGCCACAGCGGCAACAGAGGTGGCCCGC
Sbjct 955372 Lol
DS:PE family protei 1 MS YV SV LPATLATAATEVATR
DS: Putative 1 21 IGSALSLASAVAAAQTSAVZQ
Query 61 ATCGGCTCGGCGCTCAGTTTGGCTAGCGCGGTCGCGECGECCCAGACCAGCGCGGTGCAG
Sbjct 955832 L Lol
DS:PE family protei 21 IG6GSALSLASAVAAAQTSAVIQ
DS: Putative 1 21 AAAADEVSAATIAALTFSAHGHR R
Query 121 GCCGCGGCCGCGGATGAGGTGTCGGCGGCGATCGCTGCGCTGTTTTCCGCCCACGEGCGG
Sbjct 955802 L Lo ieiieiieiiiiiiais
DS:PE family protei 41 AAAADEVSAATIAALTFSAHGHR
DS: Putative 1 61 DFQALSARAAATFHEHETFUVQAL
Query 181 GATTTTCAGGCGCTCAGCGCGCGEGCGGCAGCGTTTCATCACGAGTTTGTGCAGGCCCTG
Sbjct 955552 Lttt
(DS:PE family protei 61 DFQALSARAAAFHHETFUVQAL
DS: Putative 1 81 AAGAGSYAVAETIAAASPLQ QS
Query 241 GCCGCGGGTGCGEGGTCCTATGCGGTCGCCGAGATTGCCGCCGCATCGCCGTTGCAGAGC
Sbjct 955612 . e ee et
(DS:PE family protei 81 AAGAGSYAVAEIAAASPLQS
DS: Putative 1 101 LIDVFNAPIQAATGRPLTIGHN
Query 301 CTGATCGACGTGTTCAACGCGCCCATCCAGGCCGCCACCGGGCGCCCGCTGATCGECAAC
Sbjct 955672

(DS:PE family protei 101 Q

DS: Putative 1 121 GANGQPGTGAP GGPAGG* S A
Query 361 GGCGCCAACEgCeagecgEEcaccREggecee EEgREeccCRECREEtERt eategae
Sbjct 955732

(DS:PE family protei 121 GANGQPGTGAPGGPGGWLIG
DS: Putative 1 140 TAGPAGPGRPAPSVGPAGEPR
Query 420 aacggeggggceggegegtecgeggcgeccggegecateggtegegecggegegeccgeg
Sbjct 955702 ...l
(DS:PE family protei 141 NGGAGGSGAPGATIGG GATEGEG GFPA
DS: Putative 1 160 G *SVSEVPAGPVETPRSRLVYS
Query 280 £22TTGATCGGTGTCGGAGETGCCGGCGGGECCGGTGGAGACTCCGCGGTCGCGEGTGTC
Sbjct 955852 L el
(DS:PE family protei 161 G LIGVGGAGGAGGDSAVAGEG.UV
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CTCGGTGGTGAACGCATGCAGTGAATGEGTCARAAGTGTGGTCTTGGACTGTAGAGAAATGCGACGTGAGCGCTGGTGTTGTCCCAGGCCAGAAGGCCCA
GAAGACTTGTCGCGGTTCGCACGCCGATCGAGTCACCGEACCATCCATGGECGATGCGCCGEAARACCAGACGCGCGCAAGCCTCGARGGCCTTGECRTG
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CGGTGEEECAGECEEEECTECCCTGCTETTCGETGCCGETGEEECCEECEEEECCEEEEETTCCGECEETTCCGECGCAGCTEETGEEECCEETGRCRCT
GETGEEECCGECEEECTGTTCRCCAGCEECGECAGCEECEEETTCECEEETTCECATCGACGEGCACCGETGEEECCGECEECACCGETGEEECTERTE
GETTGTTCGCCAGCGECGEEETCGECEETACTGECEEGEEAGCCEEETCCEECEETACCEETGEEETTGETCECACGEETGEEGCCGEAGGECTGTTCGS
TAGCGECGECECTEECEEEECCEECEEETCCGECEETACCEETEEGECTCETGEEACGEETEEEECCEECEEECTETTCGEAGCCGETGECGCTGROREE
CTCGECGGEECAAGECAACCACACCGECEEECACEETEEEECCEETGECAGCGCCEECCTGCTCECCCTTGECGACGECGECECTEECGEEECCEECEEEE
CCGCTACCACCGEAACCGECEEEECCEECEEEECEEETGECAAGGCCERCCTGCTETTCGECTCCGETEEEECCEETEEETCCGETGEEECTGCCEECAC
CTTCGETGACACCEETAACTCCGGCGEEECCEETEEEECEEETEECARGECCGECCTGCTGTTCGGCTCCGETGEEGCCEETEGETCCGECGECECTRRE
GGCTTCGCCAACGECTCTACCEECEETGCCGECEEEECCEECEECEEEECCEEECTEATCGECAACGECGECAACGETGECAGCGECGECACGTCGRTTG
CCACCGEGEGEECCEEEAACEECEETECCEECEECECCEECEECEEEECCEEGCTGATCGECAACGECEECAACGECGECAGTGECGEARTGGGCEATGT
CCCGGECEECACCEECETCEECEECATCEETGEECTETTGT GGG TTGEACGECGCCAACGCCCCGECCAGCACCAACCCGCTGCACACCGCGCAGCAG
CAGGCGTTGGCCECAGTCAACGCGCCCATCCAGECCETGACCEEGCECCCGCTGATCGGCARCGECGCCAACGECECCCCGEECAGCGEEECCCCCREEE
GGCACGECGGETGETTGTTCEGCGECEEACGEACCEECEEETCCGECETCAGCGECEEEGCEEECEEARATCECEEEECCGECEEEATCTTETTCGECGT
CGGCGEEECCEECEECECaEECEEEECCETCACGEEAACCERCECCACCEECEEETCCGETEEEECCEECEETGEAGCCTTGCTETTIGGGECCGETRRE
GCCGETGEAGCCEECEEETCCAGCGEEATTGECEEETTCECCECEEECEEEECCEETEEGCCCEEAGEEECCEETEEECTGTTCAACGGCGECEEEECCE
GCGGEECCEECEEETCCEECETCAGCEECEEGECTCECEEEEAGEECEEEECCEECEEGGCCaETGECCTETTCECCGETGECGEEECCEECEEGECCEE
CGGATCGGEGCAACAACGTCEEGEGEGCCEECEEEECCEETEEEETCEETEEECTETTCGEGECCEECEEEECCEECEEATCCEECEECGECEETAGCTT
GCTGGCGACAGTEEGECCEECEECAACECEEECTTGCTCACCCCCaETCTCGCCEECEETGCCGECEETGECEECEEECAGEETTTTGACACCGGCEGEE
CCGGCEEECCCGECEECEACECCGECCTECTGETCGECTCCRECEEEETCEEAGETGCCGECGEATTCEGCCTCACTACGGETGEGCCTGEEECEECCEE
CGGCEACGCCGECCTECTGTTCGGCTCCGECEECECTGECEEEECCEECEECTCCRECCEAACCGACCTCEECGECGCTGECEEAGCCGECEECARGECT
GGGCTGATCGECAACGECEETAACGECEEEECCEECEEGECCEECEEEAACGECEECEEGEACEECEEECCCEETERAGCCECCTTCGEECTCGRTAACG
GCGGCAACGGCGECAACGEEEEEACCEECACETCCRCGEECAGCCCCEETECCEECEECECCaETGETTCECTGATCGECGCEEAGGEGCTGCCCGRECT
GCTGCCCTAGCCEECCCEETTGEACCACGTGATCEACGACCETCACARGTCGACACGCCGAACGTGCAACCACGECGECATCACCTGGCETETCGCCGCT
ACCAGCGCACGCTCGECACGEAGTTTAGCAACTACTCATCCAGAAGCCGGCCACTACGECCTGECCACCTGETTTACCCGCATGGACGCGATGACCGCAC
CGACCTGAGTCGECATTGCTGETTGCaCTCATCCGG T ATEECAAGCCET TG ICCCGECECGCCARACACCCCEECCTTGCCACCEETACCGCCEECT
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