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TGTTT- - -TACTTCTTTTGCATATTCACTCARATCACTC - GGOGGTTTCGTGAACGATTTTTGTCTTTCTTCTTCCC- - -G

B subtilis 168(171-859) i TGTTT---TACTTCTTTTGCATATTCACTCAARTCACTC -GEOGETTTCGTGAACGATTTTTGTCTTTCTTCTTCCC - - -G
57-scaf22-R(1>669) =  TTTTTGGGTACTCAATCAGC- TTTTCAATCACTTCCTTCCGGGGGATTT - TTTTTTTTTCARGTARTTTTTTTTCAARAAG
90 100 110 120 130 140 150 160
M TR PP PP PP PP NPT PPTTY PP BT PETTY FETTY PeTTY PR PETT Ferel e
TTCTTTTARATCCTTCGCCGCATCTTTATATTTTOGGTACT - CAATCAGCT TTTCAATCAGTTCCTCCCOGCGGATCTTCTT
B subtilis 168(171-859) nd TTCTTTTARATCCTTCGCCGCATCTTTATATTTTCGGTACT - CAATCAGCT TTTCAATCAGTTCCTCCOGCGGATCTTCTT
57-scaf22-R(1>669) =  GTCCTTCTTTTETTTGGGAGCAGCAR - ATTTTTGOGGEEETTCCCACAGCTTTTCAATCAGTTCCTCCCGCGGATCTTCTT
170 180 190 200 210 220 230 240
P P PP PP PP PP PP PP P I PP NPT P NPT P P
CTTCAAGTAATTCATCTTCARAR - AGCTCCTCCTCTTGC TTOGGGAGCAGCATTCTGCTTTTAATGCTGAGCAGCGTGGCA
B subtilis 168(171=859) - CTTCARGTAATTCATCTTCARAA- AGCTCCTCCTCTTGC T TOGGGAGCAGCATTCTGCTTTTAATGCTGAGCAGCGTGGCA
57-scaf22-R(1>669) — CTTCARGCAATTCATCTTCAAAACAGCTCCTCCTCTTGC T TOGGGAGCAGCATTCTGCTTTTAATGUTGAGUAGOGTGGCA
57-scafl9-F3(1-515) - ARA-AGCTCCTCCTCTTGCTTCGGGAGCAGCATTCTGCTTTTAATGCTGAGCAGCGTGECA
250 260 270 280 290 i00 310 320
Ml TS P PP PR PR PR PR P FERTE FETTE FETTE FETT FETTE PR PR P
GOCATARCCARATACTCGCTGGCAATGTOGAGC TCAAGCACGOGCATCGTATGTACATATAATARATATTGTTCAGTGATC
B subtilis 168(171=859) i GOCATARCCARATACTCGCTGGCAATGTOGAGC TCAAGCACGOGCATCGTATGTACATATAATARATATTGTTCAGTGATC
57-scaf22-R(1-669) b GOCATARCCARATACTCGCTGGCAATGTOGAGCTCAAGCACGOGCATCGTATGTACATATAATARATATTGTTCAGTGATC
57-scafl9-F3(1-515) - GCCATAARCCARATACTCGCTGGCAATGTOGAGC TCAAGCACGOGCATCGTATGTACATATAATARATATTGTTCAGTGATC
330 340 350 160 370 iBo 390 400
P I PP TP PR TP PP TP IPPIP NPT IR IPPIP IPIPIPd el P TP |
TTOGCCACAGGTATATCATATATGTCAA TTTCAAGACGATTEATTARA TGARGCAGCACGGTCCARTGEEOY CTCARRACGTA
B subtilis 168(171-859) i TTOGCCACAGGTATATCATATATGTCAATTTCAAGACGATTGATTAAATGARGCAGCAGGTCCARTGEGOY CTCAARACGTA
57-scaf22-R(1-669) — T TGO CACAGGTATATCATATATGTCAATTTCARGACGAT TGATTARATGARGCAGCACGTCCARTGEECY CTCAAACGTA
57-scafl9-F3(1-515) - TTOGCCACAGGTATATCATATATGTCAATTTCARGACGATTGATTAAATGARGCAGCACGTCCARTGGECOYCTCAAACGTA
410 420 430 440 450 460 470 480
M P P P [PEW N PN P P NP P PP IPIPPO P T P |
TCAALLllLACTTGATALLLLL CATCATCTCACCATTTTCAAGTATCACTCTCATTGCCGGRARAACTGGCTACCCTATA
B subtilis 168(171=859) _— TCAATTTTCACTTGATATTCTTCCATCATCTCACCATTTTCAAGTATCACTCTCATTGC CGGAAARACTGECTACCCTATA
57-scaf22-R(1>669) — TCAATTTTCACTTGATAT TCTTCCATCATCTCACCATTTTCAAGTATCACT CTCATTGC CGGAARAACTGECTACCCTATA
57-scafl9-F3(1>515) - TCAATTTTCACTTGATATTCTTCCATCYTCTCACCATTTTCARGTATCACT CTCATTGC CGGAAAAACTGECTACCCTATA
490 500 510 520 530 540 550 560
P T PP PP PPERY PPETE PR PETTY FPET ST FETETY PP PPTTd PPETE FETET BT e
GTATARGCCACCAAAAAGCTCTOGTCCAATACTATTTCATATCCTGT T TTGAACGAGTTTGTACAGAATATTCARAACACA
B subtilis 168(171>859) — GTATARGCCACCAAAAAGCTCTOGTCCAATACTATTTCATATCCTGTTTTGAAGGAGTTTGTACAGAATATTCARAACACA
57-scaf22-R(1>669) — GTATARGCCACCAAAAGCTCTOGTCCAATACTATTTCATATCCTGTTTTGAAGGAGTTTGTACAGAATATTCARAACACA
57-scafl9-F3(1=515) - GTATARGCCACCAARAAGCTCTOGTCCARTACTATTTCATATCCTGTTTTGARAGGAGTTTGTACAGAATATTCARAACACH
570 580 590 600 610 620 630 640
P T PRI PR PRI PP TR FPETE PRTRY PETTY FEETY PR PPTTY PPTRY RTETE PEre rre
AGAGGETGETTTGCTOGGEAGCGCAGAAGCGEGEAGAMA MG CCTTIGCTTCTGGTTTTCCTTTC TARGAAGCACTAGAGECCGE
B subtilis 168(171>859) —  AGAGGTGTTTGCTCGGAGCGCAGRAGCGGEAGAAAAAGCCTTTGCTTCTGGTTTTCCTTTCTARGARGCACTAGAGECCGGE
57-scaf22-R(1>669) — AGAGGTGTTTGCTOGGAGCGCAGAAGOGEEAGAARAAGCCTTTGCTTCTGGTTT - CCTTTCTAAGARGCACTAGRGGCOGE
57-scafl9-F3(1»515) "  AGAGGTGTTTGCTCGGAGCGCAGRAGCGGGACARARRAGCCTTIGCTTCIGGTTTTCCTTTCTARGARGCACTAGAGGCCGE
650 660 6870 680 690
M P PP PP NP PR T FP PPTe PT P
GOSTTCTTTTTTCCTTTTATCCCT TCTATGGTACACTARAMGCACATTAA
B subtilis 168(171>859) —  GOGTTCTTTTTTCCTTTTATCCCTTCTATGGTACACTAARAGCACATTAR
57-scaf22-R(1>669) — GOGT-CTTT- - -CCTT- -ATC- -TACTATACTG
—

57-scafl9-F3(1=515)

GOGTTCTTTTTTCCT T T TATCCCT TCTATGGTACACTAAAAGCACATTAR

Supplementary Figure 2: Alignment of sequences of PCR fragment containing the “37 bp gap” between
Contig00019 and Contig00022 and the B. subtilis subsp. subtilis str. 168 genome sequence [Genbank:CP010052.1]
Alignment of the obtained sequences (“57-scaf19-F3” and “57-scaf22-R”) of the PCR fragment containing the
junction between Contig00019 and Contig00022 to the corresponding region in the B. subtilis subsp. subtilis str. 168
genome sequence [Genbank:CP010052.1] (region taken as displayed in Additional file 1: Figure S1). The nucleotides
at the beginning of the obtained sequence are to be ignored, as these are of lower quality, which is known for
Sanger sequencing with BigDye Terminator v3.1. The position corresponding to the “37 bp gap” has been indicated
with a red box. It is clear that both contigs are adjacent in the GM-Bacillus genome, and that the sequence region
corresponding to the “gap” was not present in the reads/contigs obtained through the the NGS analysis.



