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TCsatl4clléb
TCsatl4cl30a
TCsatl4cl3l

ChLG7-15

TCsatl4cl9
TCsatl4cl5b
TCsatl4cl23a

ChLG7-14

TCsatl4cl30b
TCsatl4cl29
TCsatl4cl32

ChLG7-26

TCsatl4cl25a
TCsatl4cl3b
TCsatl4cll?7

ChLG7-12

TCsatl4cl25b
TCsatl4cl?
TCsatl4cllO
TCsatl4cl28b
TCsatl4cl33
TCsatl4clllb
TCsatl4cll9a
TCsatl4cl22a

ChLG7-2
ChLG7-34

TCsatl4cll2b

ChLG7-27

TCsatl4cll8a

ChLG7-11

TCsatl4cl23b

ChLG7-1
ChLG7-18
ChLG7-28

TCsatl4cl9a
TCsatl4cllda

ChLG7-4
ChLG7-8
ChLG7-21
ChLG7-23
ChLG7-31
ChLG7-35

TCsatl4clla
TCsatl4clé
TCsatl4cllé6a
TCsatl4cll8b
TCsatl4cl22b

ChLG7-5

TCsatl4cl2
TCsatl4cl3a
TCsatl4cl2l

ChLG7-6

TCsatl4clléb
TCsatl4cl5a

ChLG7-17
ChLG7-3



ChLG7-7 ..., 310

ChLG7-13 ............ 310
ChLG7-29 ............ 310
ChLG7-30 ............ 310
ChLG7-32 ............ 310
TCsatld4cllb ............ 310
TCsatl4cllla ............ 310
TCsatl4cl24a ............ 310
TCsatl4cl26  ............ 310
TCsatl4cl35 ............ 310
ChLG7-9  ............ 312
ChLG7-22 ............ 312
ChLG7-33 ............ 312
ChLG7-10 ............ 309
ChLG7-20 ............ 309
ChLG7-24 = ............ 309
ChLG7-25 = ............ 309
TCsatl4cll2a ............ 309
TCsatl4cl29a ............ 309
TCsatl4cl34  ............ 309
ChLG7-19 ............ 311
TCsatl4cl28a ............ 311

Figure S6. The alignments of TCsat12 (A), TCsat13 (B), and TCsat14 (C) monomers. The consensus sequences
representing the most prevailing nucleotide at each position are listed as the first sequences. Monomers extracted from
the Tcasb.2 assembly are labeled “ChLG” (chromosome linkage groups), “DD” (unplaced scaffolds) or “GG” (unplaced
singletons). PCR-generated copies are designated as “TCsat12/13/14” followed by the clone number, and the suffixes
“a” and “b” denote two monomeric copies obtained from the same cloned insert. Identities between the compared
monomers and the consensus sequence are indicated by dots (.), and dashes (-) indicate alignment gaps. The yellow
boxes in the consensus sequences mark recognition sites for specific restriction endonucleases, and the corresponding
positions in the monomers are indicated by gray boxes.



