A)

subunit A subunit B subunit C TfSat04

subunit A 71.930% | 73.043% | 72.566%
Superfamily SF1 subunitB | 71.930% 65.517% | 65.789%
TfSat03-TfSat04 subunit C | 73.043% 65.517% 68.696%
TfSat04 | 72.566% | 65.789% | 68.696%
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Identity | = S e 2o Boe o oo Do DE__ IEC N - & B oW i
TfSat03 subunit A GTTEAAACTATAACATAABRTCGTTCTTTTGA GCEBGAATAGAGCGTTTTCAGTATGTTTTGTAAAMGTT-TGCTGGTTTCM  AAGCHMAAGAATCGTTCGAAATAAGCCGTTTTCTT
TfSat03 subunit B TCGAATTATAANATABATCGERTET TTTGARGCGA-ABTAAGACGTTTTCGGETHGRTTTGTAMAAGTTTTACTGGRTTCT  AAGCAAAAAATCEIT TCGAAATAAGCCRTTTGCTT
TfSat03 subunit C CCAAATTATEGCATEAATCGTTCTTTTGA GCRAGAATAAAGCGTTTTCAGTCTGTTTTATEAAA--TATACTCGTTTCTERAAGCAAAAAATING TEEGAAATERGCCGTTTTEGT
TfSato4 CCAAACTGTAACABAAATCEITTCTTTTGA GEMGAGAATAAGACGTTTTCAGTGRGTTTTATGAGAGTTGT-MTCIMTTTCG  AAGCAAAGAATEGETCGAAATAARCEMT TTTCIT
B)
TfSat32 TfSat33 TfSat34
Superfamily SF2 TfSat32 62.783% 63.452%
TfSat32-TfSat33-TfSat34 ~ Tf5at33 | 62783% 64.721%
TfSat34
Consensus
Identity
TfSat32
TfSat33 TCTCTAAAATCTCCGTTGGGATTATTTTGTA-AACTCTATTCAAAATTCTTTTATAAAAACTTTTTCCA--CATTTTCTAAATTC
TfSat34 TTCTCTTTTTTTTAATTCTTC--TCTGATTCTT ATCGACCTGCTGTCGAGACTCTTTTTTAGATTCTTTTAAAAATTCTTCTCTAAAGTC
uo 120 150 160 80
Consensus  GITINRALIANRNNAYAINIR G YIIYW: GGGGGGG_
Identity -_-_I_I_-_I___I_L-_I_Ll-_L-_l___-_l_L-_-_—_L-_-
TfSat32
TfSat33 TCTATTAGATTCTACTCTGCTATCTCTAGTTGCGTTTAGAATTCTTCCAGATTCCTTTATAAAACCGTCTCTAGATCTAAAGTCCGGATTCT
TfSat34 TCTTTTAAAAT-TATTTTGCACTTTTAAGATTC-TTAAGATTCTTTTCTGATTCTATTCAAGAGACGACTGTAGATCTAAAATTTGGACTCT
190 200 210 220 230 240 250 260 270
Consensus  TMETNTPASTIYLEIT G PRI TATAAATTETTENGTA G D NN NN RN NN g NN - ------
dentity LN D N NN B . . . - .. .
TfSat32 ATAABTTCTTCTCTAGATTCTTCATAGAATTATTTTRTA------=--=--= —ccc-e---- AATAT - -
TfSat33 TCTTTATTAGGTGTTTTATAAATTCTTCTCTAGATTETTGTGTEHCEMATTATTTTCTAGGCTCTTCTCA AAATTCTTTAATANAA
TfSat34 TCTTTAGT-=-TTGTTTTATEAATTCTTCTCRARATTCTTCTTTACAATTATTTTCTAAACTCTATTCAMTTTTTATATAATAT C ANNNERAR
280 290 300 310 320 330 340 350 360
Consensus  ANTTETTCTATATTETCECAAATTETTTA - - - - TTTAAATTETACTCET GETT TR TRINANARNNTECCTETATAGTTTEGTTTA - - - TAATTTTT
identity i .. NN NN . . . - SN SN
TfSat32 --TTCTTCTABATTCTERCAAATTCTTT- TTTAA.TTCT-CTCTGC.TTTTTTCACAATTC-TCT-TAGTTTCGTTTA TAATTTTT
TfSat33 ACTTCTTCEHATATTETCEAAATTCTTTA = TTABATTCTACTCTGCT T T e =i CTCTATAGTTTCGTTTAGERTAATTETT
TfSat34 ATTTERTTCTATAGTCTCCAAATTCTTTAREEERT TTAAATTCTACTEBRGCTTRGCTGGAAAGATCCTCTATAGTTTCGTTTG BAATTTTT
370 380 3% 400 410 420 430 440 450 460
Consensus - Y MEVIRWWWY R K NNNNNNNNNN S
Identity
TfSat32 CCAAATTATTTTTTAGCATEATTTC --TACTTTCTTCTCTAGATTTTTCTAAAGTTTCTTCTTTGATTCTTTTCTAAA---=-=-=-==== CAT
TfSat33 ERGAATTATTTTTTAGCATTATTEC TGTACTATCCTCACTACATTCTTCCCAAAAAATTTCTCTAATTCTGTTATAAAGCCGTTTCTAGAT
TfSat34 CCAGATTATTTTTTAGCATTATTTCEMTATACTC
470 _ 420 490 500 510 520 530 541
Consensus I 3 S \ \ S
Identity
TfSat32 CGGAAATCTGGACTCT--TTTAGAGTATTTTATAAATACATCTTTAGATCATTAGATTGGTTT
TfSat33 CTAAAATCTAGACTCTCCATTAGATTATTTGATAAAT-GATAAATCCATCTCTAGATTCGTTTATCAACAATTATTATTTT
TfSat34
C) TfSat39 TfSat40 TfSat41 TfSat42
. TfSat39 57.064% 59.444%
Superfamily SF3
TfSat40 56.701% 64.804%

TfSat39-TfSat40-TfSat41-TfSatd2 14,41

57.064% 56.701% 60.674%

60.674%

TfSawd2 | 59.444% | 64.804%

50 €0
Consensus Y WK 4 G ALY W \ GNIAAATTITTATOTHAG G Y RINY WW Y W
LU e s s i Ed s 8 &8 8 8 &8 &8 8§ 8 i & &N
TfSat39 TTTTTTAAATAGAGAAGTCTAAATAACTCAATTTTTAACTTTTCTTATGCAAAATTATCTGAGGATTCCAAATCTGACAATATTTCTTAAC
TfSat40
TfSat41 TCAGTCGACATACA-AAGACAAAGAACCTTAATTTTTGACATTTCTAATGTAAATTTATCTCAGGATTTCAAATCTAATTTTATTTTTTATG
TfSatd2
110 120 1?0 140 |‘50 170 180
Consensus -GGG—G WWiIRWIIMR S VR WM STXS MWW GW_G
Identity | N | ] [ | | jui | | .-- | B | #“
TfSat39 TACGGCGGATAGTTTTTGTGATATCAATGTTTGATAACTCAAAACACAAATAAGTTAAAGTGAAAGATGAGTGCTTTTATTTAATTTTATTT
TfSat40 TTATTCAATTTTERTTG
TfSat41 TAGGGTTTGTAGTTTTTGCAATATGGGGCAATATTCGGTTCGTCGAGCTAAAAATTTTTAGGTAAGT == ===~=~=~-~ AGTAAATGTTAGHEA
TfSat42
190 200 210 220 230 251 260 270
Consensus  [NJAINNAAAGGTTAAAAC - GRICTAAACAACTTAAATTTTAKGCTTTTCTTANIGHAAAATTGTCEVIAAGIIATTYATIAATETGTENITTATTTTTTATGT
Identity
TfSat39 THETERANGTT-AGACGGTCTABMACAACTGAAABRT TAGCTTTEHCRTATGCAAAATTIRTIRCAAGAATTCTGAATCTGTRTTTATTTTTTATGT
TfSat40 GACAAACG--AAAAN -TCTAAAGAACTRAAMRTTTTAACTTTTCTTACEMCAAAATTGTCCGAGGATTCTGAATCTRTCGTTATTTTTTATEAT
TfSat41 AAAAAABETTAAAACEGCCEAAABRAARNRNTEAARNTTTGGGTTTTCTIRATGTAAAATTGTCTEAGAATETCAAATCEGTIATTGTTTTTTATGT
TfSat42 CAG-AACGTTAAAA- GCC.AAACAACTTGAATT.T.ACTTTTCTTACGTAAAGTT.TCTAAGGATTTCAAA-TGch-ATTTTT.ATGT
280 310 320 330 340 350 360 364
Consensus _G—G—GG_GG— N Ga - - - N M K
Identity
TfSat39 ABRBAGCAATAGTTTTTAAGATATCGABMCAAAGTTGAAGAAATTG-GTTAAAATTTAT --TTTGAC AAAATCCAAACABTTGTTT
TfSat40 ACAATCAATAGTTTTTAAGATATCGGTIMAAAGTTTGAGACATTG-GTTAAAATTEAT --BTTGTC AAAATACEBAACATTTGREATT
TfSat41 ACAABTAATAGTTTETGAGATATEIGATCAAAA-TEAAGECETGRAGGTAAAARTTEITGAA--TGAC BWGEAATTCAAGAATTTTT
TfSatd2 AGAGTTAABABT TTTTGAGATATCGGGCAMAATTTGAGAAATGGABTIRAAAATTIRATRAATTTGTC AAA=-=---AAAATTTTTTT
Superfamily SF4
TfSat61-TfSat62 pairwise similarity = 68.4%
1 10 20 3'0 40 100 110
Consensus G AT TAAAAGT G RY WV MM IWK Y WW GTTHAT V WeMY[e N [ATUTGLAAAAT
Identity TIT 1T BN T EEm T 1T I EEy irr
TfSat61 GTTETETRT TAAANACTGARNANEGE T TANAABAG THGEREATTGTTGATRAABMTATTATTTAAACTAAGTATTET TRCAT TGRCEMGARGATTACGTATGTINT GRAAAAT
TfSat62 GTT-THTGTTAAARACTG=======~ TYA.AA-GT—ATIGTTIAYIAAG1ATTA11TAAACTAAITATTIYTG(AT1-C-GA GATTACGTATIRTET GEAAAAT
120 130 140 150 160 170 180 200 210 220
Consensus TTEA GEIYA GLETT G GRYLY Y ANVAAY ML MWK K G—G—(—__wmi—
Identity — Tf " ..k - |
TfSat61 TTCAGCGAGGTTGGENATAACKEET TRERAABCCTRTRARETT TH
TfSat62 TTCAGCHAGET TGG--ATAA(--HG--AAICC1IYIAIG1 TTGACTCGCAAAATATGAAACAGACAACAAAGCAAGTTAAATAAAAGCTT TTAAAAATACAGGACTTCAA
230 240 260 270 280 290 300 310 EE
Consensus G~_G_G—_G—G_G-_G—WGG—G—G—
Identity _—————
TfSat61
TfSat62 GACCAATTACTTCAAGTCAGACTAGTTAAGTCACCAAGTAATTGACTAGATTGCAATGTATTGTTTTTTTTTATTTTAATTTTTCGTTTACTGGACTCTTGAACTGATA

Supplemental Figure S1. Consensus sequence alignments of satDNAs belonging to four superfamilies (SF1-SF4). The
attached matrices show the percentage of pairwise identity between the compared sequences. For the superfamily SF1
(A), the comparison between the satellite TfSat04 and the three subunits belonging to the satDNA TfSat03 is presented.



