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< 340 bp >
' bunit A I
TrSat03 _ subunit A\ sublnit B INSHBHRECID ey —
— — 4 subunitB | 72.414% 65.812%
<— 114bp —> «<— 113bp —> <«— 113 bp —> sl 65.812%
] 10 20 30 40 S0 60 70 80 30 100 110 119
Consensus GTTETTTTGA - GAIY GAA - TAAAGEGTTTTEAGTEIT GTTTT GTANAANNTTTACT G GTTTAT - VAAGEAAAAAATEGTTE GAAATAAGECEGTTTTETT

Identity

TfSat03 subunit A GTTEAAABMTATAACATAABTCGTTCTTTTGA GCCTGAA TAGAGCGTTTTCAGTATGTTTTGTA-AACGTTTGCTGGTTTC- AAAGCEAAGAATCGTTCGAAATAAGCCGTTTTCTT
TfSat03 subunit B TCGAATTATAABATABATCGETETTTTGANGC - -GAANTAAGECGTTTTCGGETHGETTTGTATAAGTTTTACTGGETTCT -AAGCAAAAAATCEITTCGAAATAAGCCETTTGCTT
TfSat03 subunit C BECAAATTATERGCATEAATCGTTCTTTTGA GCAAGAA TAAAGCGTTTTCAGTCTGTTTTIRTIRAAA--TRTACTEGTTTCTETAAGCAAAAAATIRGTEEGAAATEIGCCGTTTTIGT

< 355 bp >
»
TfSat39  subunitA | subunitB 63.0% pairwise similarity
e —— 4
<— 167 bp —> €«— 188 bp —>
" 2'0 4'0 60 8'0 1(')0 1'20 hlﬂo 1§0 1.80 20.2
Consensus C o i : AT G 5
Identity
1. TfSat39 subunit A rrrrrrad-Tacaclillc T AR AR A TR AR T T AR T TR T AT TrATERGA GoATTAATC TCRRTATT T TT AN - ACBGCBBATAGTTT T TRIRGATATC - - = - A4
2. TfSat39 subunit B TTATTTAATTTTATTTITTITTAAGR TAGA - B8 TeT AR ABAACTO A TTABC T T TR B TAT rraTiRA BATTGAATC TR AT TR T T ARG TRACHGC BATAGTTT TTRRGATATC IR ARG TT-GA === e e m e e e e AGAAATIGSTT AAAS TR S~ IR T C C AAACACTTGTTT
< 347 bp >
N
TfSat41 subunit A / 63.9% pairwise similarity
1
<— 185bp —> €«<— 162 bp —>
:I 1'0 20 30 40 50 60 7'0 8’0 9‘0 190 1 'IO 120 1 '30 1§0 150 160 170 1'80 18'5
Consensus T x : e

Identity

1. TfSat41 subunit A rcacrcascars
2. TfSat41 subunit B

ATcEIE TR T BT TTTTATG TAGGGE G T AGT T TR T AT A

< 180 bp >
TfSat76 | subunit A ,_/ 82.2% pairwise similarity
<— 90bp —>» <— 90bp —>
1 10 20 30 40 50 60 70 80 90
Consensus AlG G GAAITAA GAAACAHCT GETAGT G GIVAGT GAA GET G GT G GAG GIIETAATIITAITAAHAAACT GAA GETIHCIAVNINIT GALI GAAGAAAAH
Identity

1. TfSat76 subunitA ACGGAAGAAGAAACAGCTGCTACTGGEBACTGAAGCTGGTGGAGGTGCTAATGTABMAAGAAACTGAAGCTGCGINEBAGETGARGAAGAAAAR
2. TfSat76 subunit B ACGGAARAAGAAACABMICTGCTACTGGEACTGAAGCTGGTGGAGGTEHICTAATIHTAGAABMAAACTGAAGCTIHICEENGRAGTGAGGAAGAAAAG

TfSat77  subunitA JSubunitB! )

<— 154 bp —> <«— 159 bp —>

75.0% pairwise similarity

1 10 20 30 40 50 €0 70 80 90 100 110 120 130 140 150 160 165
Consensus A : AG] R VAN 2 VAV S W N R1 7% (WRR
Identity
1. TfSat77 subunit A TAATR TTARGABAAGAC TAAGT TTTIRACAT TTTGAAACAGA=- - -AAT TRAAGARC G TRAG BABATT T TGAGACAAGEAAR TATC TTGAGATTAAGT TG== = ===~ BAATATCTTGAAACAAC AA TRGE T TTCIRAGAACTTAAGTA TRGEGABAA TAGAAAGG
2. TfSat77 subunit B ATETTAGGA- ANBAC TAAGT TTTRACAT TTTGAACAGAREEAA T TRAABAICE TGAGEBAGATT T TRABACAARRAAG TATC TTRAGATTAAGT TCEEEGE AATATCT TGAAACAAC A TRGG T TTCRAGAACTTAARTA THIGGAAA TAGAA

Supplemental Figure S2. Alignments of the subunits of satDNA TfSat03 (A), TfSat39 (B), TfSat41 (C), TfSat76 (D), and TfSat77 (E), whose
monomers are based on higher-order-repeats (HORs). Schematic representations show the HOR structure, the lengths of the subunits
and their pairwise similarities.



