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Additional file 7

shifted dTRF 5] 10] 15] 20] 25| 30] 35] 40] 45] 50] 55| 60]
TRF_034 CATEAACGCTAGCGGCAE: ( C TIAPACATGCAAGTCGAACGGCAGCACGGGGGRCAACCC]
TRF_194 ATTAAACGCTGGCGGCATGCCTTACACATGCAABTCGAACGGCAGCACGGGGGECAACCC
TRF_213 ATTAAACGCTGGCGGCATGCCTTACACATGCAAGTCGAACGGCAGCACGGGGGECAACCC
TRF_214 ATTAAACGCTGGCGGCATGCCTTACACATGCAAGTCGAACGGCAGCACGGGGGECAACCC
TRF_220 ATTAAACGCTGGCGGCATGCCTTACACATGCAAGTCGAACGGCAGCACGGGGGECAACCT

TRF_247 ATTAAACGCTGGCGGCATGCCTTACACATGCAAGTCGAACGGCAGCACGGGGGECAACCC

TRF_034 SO TGGTGGCGAGTGGCGGACGGGTGAGTAAAGCATCGGAACGTATCCTGGAGTGGGGGAGTA
TRF_194 SO TGCGTGGCCGAGTGGCGGACGGGTGAGTAAAGCATCGGAACGTATCCTGGCAGTGGGGCARTA
TRF_213 SO TGCGTGGCCGAGTGGCGGACGGGTGAGTAAAGCATCGGAACGTATCCTGGAGTGGGGCARTA

TRF_214 [V TGGTGGCCGAGTGGCGGACGGGTGAGTAAAGCATCGGAACGTATCCTGGAGTGGGGGARTA
TRF_220 (XM TGGTGGCGAGTGGCGGACGGGTGAGTAAAGCATCGGAACGTATCCTGGAGTGGGGGAETA
TRF_247 SOMTGGTGGCGAGTGGCGGACGGGTGAGTAAAGCATCGGAACGTATCCTGGAGTGGGGGAGTA

TRF_034
TRF_194
TRF_213
TRF_214
TRF_220
TRF_247

TRF_034
TRF_194
TRF_213
TRF_214
TRF_220
TRF_247

TRF_034 232
TRF_194 230
TRF_213 231
TRF_214 232
TRF_220 241
TRF_247 232

TRF_034 291
TRF_194 289

TRF_213 290 GGCCICAGACTCCTACGGGAGGCAGCAGTGGGGRAATTTTGGACAATGGGCGCAA
TRF_214 291 GGCCICAGACTCCTACGGGAGGCAGCAGTGGGGRAATTTTGGACAATGGECGCAA
TRF_220

TRF_247 PANAGACAC|GGCCICAGACTCCTACGGGAGGCAGCAGTGGGGEAATRIT TGGACAATGGGCGCAA

LI IOl G CC TGATCCAGCCATGCCGCGTGAGTGAAGAAGGCC] TCGITTGTAA———
ARV RV Bl CCTGATCCAGCCATGCCGCGTGAGTGAAGAAGGCC T R ——
TRF_213 349 GCCTGATCCAGCCATGCCGCGTGAGTGAAG——:::: --------------
LIS VR Yl G CC TGATCCAGCCATGCCGCGTGAGTGAAGAAIGGCC|TIEIIOG T
TRF_220  —mmm e
L GEEZ YA Y G CC TGATCCAGCATGCCGCGTGEGTGAAGASGGCC|THEECEIRIRVYC

Figure AF7.1 — Alignment of sequences affiliating with Rhodocyclus tenuis (accession
number AB200295), and exhibiting different T-RFs.

Sequence similarities are given in black. The first Haelll-related ‘GG"CC’ restriction sites are
given in red. Further restriction sites are given in yellow. The horizontal scale bare provides the
number of characters per line, including alignment gaps. The bold numbers indicate the actual
position in the sequence, excluding alignment gaps. The shifted dT-RF size is obtained by
adding the forward primer length (20 bp) and subtracting the shift between dT-RFLP and eT-
RFLP profiles (-5 bp) to the position of the first restriction site.
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TRF_161
TRF_163
TRF_164
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TRF_166
TRF_168
TRF_171
TRF_174

TRF_161
TRF_163 A
TRF_164 GGTTCACTAAAGECCGTAAGGCGCTT]
TRF_165 GGTTCACTAAAGACCGTAAGGCGCTT|
TRF_166
TRF_168
TRF_171
TRF_174

TRF_161 CGATCGGTAGCTGGTCTGAGAGGATGATCAGCC
TRF_163 CGATCJJGTAGCTGGTCTGAGAGGARGABCAGCC
TRF_164 CCAAGGCIRCGATCGGTAGEEGGTETGAGAGRATGAECIISCC

TRF_165 CCAAGECT®ECGATCGGTAGCTGGTCTGAGAGGATGATCAGCC
TRF_166 MIGACTACCAAGGCTT

TRF_168 CGATCGGTAGCTGGTCTGAGAGGARGABCAGCC
TRF_171 CGATCGGTAGCTGGTCTGAGAGGATGATCAGCC
TRF_174

ARy 23\ A\ CTGGAACETGAGACBACGGYCCAGACTCC TACGGGAGGCARGCAGIIAAGGAARTIT
AC

TRF_163 275 GCAGIGEGGAARTET]
TRF_164 276 ®CECETIVACEGGGA
TRF_165 281 GCAGUGEGGEARTAT]
TRF_166 280 GCAG®, GGAA”TCT
TRF_168 284 GCAGLIGEGGAA -
LI Y\ CBA C TG GGACE T GAGACAC]GGC ]| ]
TRF_174 289

TRF_161 330 A
LI B XV TG GACAA TGGGCGEAAGECTGAICCAGCAANIGCCGCGTGRGGAIAA G CESnr eclerny
TRF_164 335 GOUAMAAGET AT TTAG T CEgAACTINAEG TAGGGGACG
TRF_165 337 [e& VNIEEO -~ ————————————————— o
TRF_166 338
TRF_168 —meeeee e e oo — e
TRF_171 e e e e
TRF_174 mmmmmm oo

CTGA \CCAGCIAIGCCGCGTGEAGGA
A€

TRE_161 oo e
TRF_163 390 GTAAAGCTCTTTCGCACGCGACGATGATGACGGTAGCGTGAGAAGAAGCCCCGGCTAACT
TRF_164 395 GAACCTACC-m—mmmmmmm e e e e e e
TRF_165 ~ mmmmmmmmm oo e
TRFE_166 oo e
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TRF_168 =~ —mmm e e
TRF_171 mmmmmm e
TRE_174 oo e

TRF_161 =  —————mmmmmmmmmmmemo e
TRF_163 450 TCGTGCCAGCAGCCGCGGTAAT
TRF_164 ——o—mmmm
TRF_165 =  =--e-emeeeemecmeeeeeee
TRF_166 ~  ———————m—mmmmmmmmomo e
TRF_168 ~  ———mmmmmmmmmmmmmmm e
TRF_171 e
TRF_174 = =-cemememmememeeeeeee

Figure AF7.2 — Alignment of sequences affiliating with Dehalococcoides sp. (accession
number EF059529), and exhibiting different dT-RFs.

Sequence similarities are given in black. The first Haelll-related *GG"CC’ restriction sites are
given in red. Further restriction sites are given in yellow. The horizontal scale bare provides the
number of characters per line, including alignment gaps. The bold numbers indicate the actual
position in the sequence, excluding alignment gaps. The shifted dT-RF size is obtained by
adding the forward primer length (20 bp) and subtracting the shift between dT-RFLP and eT-
RFLP profiles (-5 bp) to the position of the first restriction site.





