S2 Table. Sequences, locations, and descriptors for putative G4 identified on TmPV3. Note
that all sequences are identified on a reference genome. Thus, G4 sequences on the reverse DNA
strand are identified by searching for C-tracts.

G4 Sequence Genome  Genome  Sequence Sequence
Name* Start End Code** a
CCACACCCGACGACCTCCTCCCCG
TmPV3_1 E2/E4 R 3163 3220 10:7:2 AAACCGAAGCCCACTGCCCTATCA
CCTCAACCCC
CCAGAACGGCCCGCCGGACCTGCC
TmPV3_2 E2/E4 R 3237 3307 12:9:3 ACCGCGTACACCGTTACCTACTCCC
CTACCCCTGCAGCCGGAGCACC
TmPV3_3 E2/E4 R 3316 3333 5:2:1 CCACCCCCACTACCTGCC
TmPV3 4 L2 R 4793 4810 4:1:1 CCCCCCTGCAGCCcTCCCC
TmPV3 5 L2 R 4825 4841 4:1:1 CCGCCCCTGACCCTGCC
CCACTGCTACCAACCGTGTCCGGG
TmPV3 6 L2 R 4882 4935 9:6:2 TCAGCCGCCTTGGTACCCGTCCAG
GCGTCC
TmPV3_ 7 L2 R 5388 5402 4:1:1 CCTCACCTGACCTCC
TmPV3 8 L2 R 5414 5427 4:1:1 CCCCCACCCTAGCC
TmPV3 9 L1 R 5648 5671 4:1:1 CCCCGCACCAATACCGTGTTTTCC
TmPV3_ 10 L1 R 6751 6767 4:1:1 CCTCCTGTACCTGATCC
TmPV3_ 11 L1 R 6906 6930 6:3:1 gCCCCTGCCGCCAAGTAAGCCCCC
TmPV3_1 E6 F 85 106 4:1:1 GGAGGAAAACTTGGGACGTTGG
TmPV3 2 E7 F 539 555 4:1:1 GGAGGAGGAGTCGCAGG
TmPV3_ 3 E1 F 1075 1090 4:1:1 GGAGGGGGATAGTGGG
TmPV3 4 E1 F 1159 1178 4:1:1 GGTAGAGGGATATGGTTGGG
TmPV3 5 El1 F 1195 1220 7:4:1 iggAGGGCAGGGGGGAAGGACGG
TmPV3_6 E1/E2 F 2542 2559 4:1:1 GGACGAGGGAGAGGATGG
TmPV3_ 7 E2 F 3792 3812 5:2:1 GGTGAGGACGCTGGTGGCAGG
GGGAATCTAGGGATAGGTACAGCA
TmPV3 8 L2 F 4077 4141 12:9:3 GGTGGGGGTGGGGGAAGATTTGGA
TATGGGGCCCTTGGCGG
TmPV3 9 L2 F 4518 4532 4:1:1 GGTGGGGGCTCTGGG
.. GGGGATGTAGAGGTTTGGAGGTAG
TmPV3_10 L1 F 5750 5780 6:3:1 GCCGTGG
. GGGGATATGGGGGATATAGGTTTT
TmPV3_ 11 L1 F 6040 6080 7:4:1 GGGGCTATGGATTTCGG
TmPV3_ 12 L1 F 6236 6253 4:1:1 GGGCAGGCAAAATGGGGG
TmPV3_13_NCR_F 7383 7403 4:1:1 GGAATGGATTAGTGGAATTGG

* The G4 sequence name consists of genome_number on genome_region_DNA strand.
** The number of G-tracts: number of G4 starting locations: number of G4 that can form simultaneously



