L1.LtrB-ALtrA+LtrA

Gene name 5’ flanking additional nts 3’ flanking
EBS2 EBS1 EBS2 EBS1
GUGUA GUGUUG GUGUA GUGUUG
Cam resistance (pLE-P,i°-LtrA) (2) UACAGC/UUUUAGAACUGGU-—~-—-—~— UAGCGACGG/AGAGUUAGGUUAUUG
Cam resistance (pLE-P,i°-LtrA) (2) UACAGC/UUUUAGAACUGGU-—-—=----- UAGCGACG/GAGAGUUAGGUUAUU
Cam resistance (pLE—PBZ—LtrA) (1) UAUUCCAUGGACUUC/AUUUACUGG-—-=-=-——=———=——— CUUAAA /UAUCAAUAAUAAUAG
Cam resistance (pLE-P,s°-LtrA) (1) AUACAAU/UUUUGAUGGUGUAUC----~ UCUCUGG/UAUUUGGACUCCUGU
Unknown (pLE-P,;°-LtrA) (8) CACACC/AARAAAUCARAAAUUCC-17-CC CCACAAG/AACUAAUCCAAUCCA
Unknown (pLE-P,5°-Ltra) (1) CACACC/AARAAUCA-———=———=————-——— UCACUAC/UUUUAGUUAAARACC

Unknown (pDL—PBQ—Ll.LtrB—ALtrA)(2) CCAACC/CUUGGCAGAACAUAUC-16-UCC CCGCACG/CGGCGCAUCUCGGGC
Unknown (pDL—PBQ—Ll.LtrB—ALtrA)(1) CCAACC/CUUGGCAGAACAUAUC-12~-CAUCUCC CCG/CACGCGGCGCAUCUC
Unknown (pDL—PBQ—Ll.LtrB—ALtrA)(1) CCAACC/CUUGGCAGAA-——=—==—————~ CCAUCGC/GUCCGCCAUCUCCAG

1trB EI (pDL-P,s°-L1.LtrB-ALtrA) (1) ACACAUU/AUUGUUCAUAAAUU----~ UUACGCCAG/GCAAAAGACUAUGUA
Glucose-6 phosphate isomerase (1) CUACAAA/UGUUCAUGAAAAUGAU-13-CUG ICGCAAUA /UCCUUUACCGUARAG
Glucose-6 phosphate synthetase (1) ACACAAU/GUUAAUUGGAGCUGGU-23-AA ACACUGa/UCAGAUUGCAACUUU
Glucose-6 phosphate synthetase (1) ACACAAU/GUUAAUUGGAGCUGGU-23-AA ACACUGG/UCAGAUUGCAACUUU
Glucose-6 phosphate synthetase (1) ACACAAU/GUUAAUUGGAGCUGGU-24~-AAAG! ACUGGU/CAGAUUGCAACUUUG
Uncharacterized protein (1) GCACAAG/CACAAGUUGA-=-======—==—~ UGCAAUCA /AAAGUUGACAGCUUA

Uncharacterized protein (1) GCACAAG/CACAAGUUGA-——~—=——=———~ UGCAAUC/ARAAGUUGACAGCUU
Beta-lactamase (1) CACGAU/GUGGAUACAAAAAAU--21-AGCC AUGCA /AGUCCCCUUUAUGAU
Permease/transporter (DMU) (1) UUACACACUCAUUCC/UUGCCCACUUAUUAA--—---- UCUCCAC/UAAAUGUCGUCGCUU
Glutamine synthetase (1) UUGUAACG/GAAGCACUGGGCGAA
Glutamine synthetase (1) ACCCAAC/AGUUAACUCA---~— GUUUG/GUUCCUGGCUAUGAA
Cation transport ATPase (1) UCACAAA/AUAUUUUCAAACU-——=————~— UUACAACG/AAUAAAUAUGUUUUG
Ribosomal protein L4 (1) UUGCAGC/UCCAAAAACUGCUGAA-16-C UUUCAAUCG/AACGUARAGUACUUG
Ribosomal protein L21 (1) UAA/AGUUGUUAUCAARAUC
Glyceraldehyde-3P dehydrogenase (3) AAAGUCAUACACUUC/AAACCUUGUUCGU--—--—-—--— GCAUACU/UCGCUAAARAUCGCUA
Glycerol uptake facilitator (5) UGCUCAAU/ACAUUAUUGCGCAAG-546-CAU GCAGCCG/UUGCAUUAUUUAAAA
Glycerol uptake facilitator (2) UGCUCAAU/ACAUUAUUGCGCAAG-546-CAU GCAGCCa/UUGCAUUAUUUAAAA
Uncharacterized protein (1) UGCAACA/AGGAUAUGUUCUACA
Alanyl-tRNA synthetase (alaS) (2) ACGCAAA/CAACUUCUGAAAUUG
Ser/Thr protein kinase (1) CACAAC/CGUUGCCGAAGGUAA
Ser/Thr protein kinase (1) ACUCAAA/CAAAUACAAUGUUUG
Ser/Thr protein kinase/phos (1) GCACAGG/AGGUUAGUUGAUGAU-371~-UGGCU ACAUG/GAAUUAUUCACCGUG
Ribosomal protein L19 (1) CGCAAC/UUCGCACUGAUAUCC-173-CAGUU UCCAC/GUGUUGAAARAAAUCG
Ribosomal protein S3 (1) UCACAUC/AACAUCGUUGARAUC-242-AG ACACAAC/UUAUGGUAAACUCGG
Ribosomal protein L13/S9 (2) UCACUUC/ACCCAGGUGGAUUGA-202~-ACAU UACAAG/UACAAUAUGCCGGCA
Ribosomal protein L13 (1) ACACACC/ACAUGCUGAUACAGG-236— AUACAGCUC/AAAAACCUGAAGUCC
27,3’ -cyclic phosphodiesterase (1) CCACAAA/AAAGAUCAGAUAUAG-253-CUU UUACUGG/UGAGGAACUUCGGCA
Enolase (enoA) (1) UACAACU/ACCUUGGCGGAUUCA-137-G UCCACGCa/CUUAAGAAAAUUCUU
DNA gyrase (1) UCACAAC/ACGCAACGGAAUUGU-160~-GCC UCGCGAU/AUGGGCCGUGCUGCA

Figure S2. mRNA fragments identified at the splice junction of LI.LtrB-ALtrA+LtrA circles. Additional
nts are shown along with their flanking sequences (5’ flanking) (3’ flanking), their origin (Gene name)
and frequency of identification between parentheses. The junctions between the additional nts and their
flanking regions (/) as well as the IBS1- (yellow) and IBS2- (green) like sequences are denoted. Some
IBS1/2-like sequences were adjusted to optimize their potential base pairing with the EBS1/2 sequences
of the intron. The number of nts separating the IBS1/2-like sequences was fixed between 0-2 nts, and
their maximum distance from the junction with the intron was fixed between -14, +4 nts. The bolded nts
represent residues from the IBS1- and IBS2-like sequences that can potentially base pair with the intron’s
EBS1 and EBS2 sequences specified above. Sequences spanning two genes and including a short
intergenic region are underlined. The genes in bold (alaS and enoAd) were further studied for L1.LtrB
reverse splicing analyses and the detection of EI-mRNA and mRNA-mRNA chimeras (Figure 7).



