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TfSat0l_direct_vs_inverted
026bp_inversion_ consensus
106bp_inversion consensus
132bp_inversion_consensus
149bp_inversion consensus
187bp_inversion consensus
200bp inversion consensus

TfSat0l_direct vs_inverted
026bp_inversion consensus
106bp_inversion consensus
132bp_inversion consensus
149bp_inversion consensus
187bp_inversion consensus
200bp inversion consensus

TfSat0l_direct vs_inverted

(-0.38 kcal/mol)

(-30.78 kcal/mol)
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T e e e
--GTAAAAAATAGTTCATAATTCAAAAACTATTAGGAATACTGCGATTTTTTTGA-CTTCAATCGATTGCCTGGATCATTTTGCATCGGC 87

90

~AGTAAATAATAGTTCATAATTCARAAT — — = — = = = = — = — = = = = = = e e e e e e 26
ATGTAAAAAATAGTTCATAATTCAAAAACTATTAGGAATACTGCGATTTTTGTGA-TTTC-——=—=—======—=—=———————————— 59
-AGTAAAAAATAGTACATAATTCAAAAACTATTAGGAATACTGCGATTTTTTTGA —— == === == === === — = — —m— e — 54
~AGTAAATAATAGTTCATAAT T AR A —— — = = == — = — = = = = = = — = = o 25

-AGTAAAAAATAGTTTATAATTCAAAAACTATTAGAAATACTGCGATTTTTTTGAATTTCAATCGATTGCCTGGATCATTTTGCATCGGC 89
-AGTAAAAAATAGTTCATAATTCAAAAACTATTAGGAATACTGCGATTTTTTTGA-CTTCAATCGATTGCCTGGATCATTTTGCATCGGC 88

100 110 120 130 140 150 160 170 180

B e e I
AAAGGTCCAAACAGTTCCACTGTTTCGAATAGTATAGCCGTAAGTGGAGAAAATAAATAAAATCAAAAATTTATAAAAATTTTTATAAAT 177

—————————————————————————————————————————————————————————————————————————————————————————— 26
—————————————————————————————————————————————————————————————————————————————————————————— 59
—————————————————————————————————————————————————————————————————————————————————————————— 54
—————————————————————————————————————————————————————————————————————————————————————————— 25
ARAGGGTCGAAACAGTTCCA- = = == = = = = = = = = = e e e e e e 108
ARAAGGTCCAAATAGTTCCACTGTTTCGA = = = = = = = = = = — = = = = = e e e e e e 116
190 200 210 220 230 240 250 260 270

B e e e o o e e e I
TTTTGATTTTATTTATTTTCTCCACTTACGGCTATACTATTCGAAACAGTGGAACTGTTTGGACCTTTGCCGATGCAAAATGATCCAGGC 267

026bp_inversion CONSEeNSUS  — === - - - = - - - ——— 26
106bp_inversion CONSeNSUS  — === - = - - ——— 59
132bp_inversion CONSeNnSUS  ——— -~ = - - - — oo AATGATCCAGGC 66
149bp_inversion_consensus  -—---—---—--—-——-————————————————- TATACTATTCGAAACAGTGGAACTGTTTCGACCCACGCCGATGCAAAATGATCCAGGC 83
187bp_inversion CONSeNSUS  ——— = - == - oo AAATGATCCAGGT 121
200bp inversion CONSENSUS  — === === === e e e e e e e e e e e e e e e e e e  — — — — ———————————— -TGCAAAATAACCCAGGT 133
280 290 300 310 320 330
e e e e e
TfSat0l_direct vs_inverted AATCGATTGAAGTCAAAAAAATCGCAGTATTCCTAATAGTTTTTGAATTATGAACTATTTTTTAC 332
026bp_inversion CONSENSUS  ———— -~ -~ - - - - - 26
106bp_inversion consensus  -—----------—------—- AATCGCAGTATTCCTAATAGTTTTTGAATTATGAACAATTTTTTAC-T 106
132bp_inversion consensus AATCGATTGATGTCAAAAAAATCGCAGTATTCCTAATAGTTTTTGAATTATGAACTATTTTTTAC-T 132
149bp inversion consensus AATCGATTGAAGTCAAAAAAGTCTCAGTATTAGTAATAGTTTTTGAATTATGAACTATTATTTAC-T 149
187bp_inversion consensus AATCGATTGAAGTCACAAAAATCGCAGTATTCCTAATAGTTTTTGAATTATGAAGTGTTTTTTAC-T 187
200bp inversion consensus AATCGATTGAAGTCACAAAAATCGCAGTATTCCTAATAGTTTTTGAATTATGAACTATTTTTTACAT 200
B)
26 bp 106 bp 132 bp 149 bp 187 bp 200 bp
inversion inversion inversion inversion inversion inversion
segment segment segment segment segment segment

(-36.98 kcal/mol) (-17.03 kcal/mol) (-46.56 kcal/mol) (-60.53 kcal/mol)
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Supplemental Figure S7. The six most frequent inversion segments (26 bp, 106 bp, 132 bp, 149 bp, 187 bp, and 200
bp long) in which TfSat01 monomers change their orientation within TfSat01 arrays. A) Alignment of the truncated
TfSat01 monomers in the inversion segments. The sequence "TfSat01_direct_vs_inverted" represents directly and
inversely oriented TfSat01 consensus monomers, according to which the truncated monomers of the inversion site are
aligned. B) Potential secondary structures of the six inversion segments predicted by the RNAfold tool (Lorenz et al.
2011) using DNA Matthews 1999 energy model. The minimum free energies of the structures are given in

parentheses.



