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Figure S1. Distribution of pol III terminators or their rudiments among
relatively young Can copies (SINEC1_Ame_Y) present in the giant panda
(Ailuropoda melanoleuca) but missing in orthologous loci of the polar bear (Ursus

maritimus). Notice that the shortening of poly(A) tails (A_, ) is accompanied by

an increased proportion of copies with strong terminators (TCT ).
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EL LI e h-L ey L G i b g VRS TEe N i W CCGA T CCC TG GG TCGC CCAGC GG T T TGGL GEC TOCC T TTGECCCACCGCACCATCCT GRAGACCCCCCA TCGAA TCCCAC CTC CGEC TCCC TGO AT CEAGTC TGL!
sdb chrl2 46014428 -ATCTCOCCTCCTTAATCACAATACTTCTTACAEEE VBB FERIEEREN TEREE gy EEEE Ry gy (EEER R TEEE W R R e E T TR EREEE iR Ty B W R R EEE R Bk (E WL B TEh b F
EL R o b B LR LR b o fe Tt ey Tog feet o T T e VT ee BV b G GA T CCC TG GG TGO CCAGC GG T T TCGCGCC TRCCT TTGECC CACCGCAC GATCCT GRACACOC CCCA TCGAA T CCAC CTC GGEC TCCCTRCATGEAGCCTGL!
Eleiafie b bty L P e s W e bl s e o g VLV RN o 8y B CCGA TCCC GGG TGGCCCAGCGET T TGO GCC TRCC T TTGECCCAGCGCACGATCC T GEAGACCCGCGATCGRATCCCAC GTCGGEC TCCCTGCATGEAGCC TR

sdb_chrX 43165171 - TCTTAARATCTTCATAATAACCCAACCAATOEEE MIEERIEEHIEEEEF EREE gy b ER Kby i EEER R E RN R Eh e E K EEE G E YRR T K LR e B R e R e R b
L = b e A R R Rk T or N o T e e a g o Y G T VT W CCGR TCCC TGEETCGCCCAGC GET TG GCC TRCCT TTGECCCAGCGCACGATCCT GEAGRCOCGCCATCCAA TCCCAC GTCGGEC TCCCTGCATGEAGCCTEL

sdb_chrid 55367 R s T b F T VN Y VN e e o G T OO T GGG TG GO GO A GGG T T TG GO GO TR T T TG GO C AGG GO ACGA T T CRAGACOC GCGATCGAATC CCACGCTCCGGC TCCCTGCATCRAGCC T
b i Rk LR e e n ek g VTR 8 o W CCGA TCCC TGEE TG GCCCAGCGET T TG GCC TGCC T TTGECCCAGCGCACGATCC TGEAGACCCGCGATC GAATCCCACGTCGGECTCCCTGEA
Ll RS Bk R L T R e T VT W Yer F VT Yo CCGA TCCC TGEETEECCCAGCGOT T TGGCGCC TRCC T TTGECCCAGCGCACGATCCT GEAGACCCGCCATC CAATC CCAC GTCGGEC TCCCTGCATGEAGC C TR

adb_chr23_ 1144301 AATGGAGTTTCCTTAAAARATTAGAAATACHEEE ILEERIEEHIEEEEF ERE gy e EREE kg (EEER R T ERE R R Eh e KRR R E P YRR K LR B EE R e B e R R R
(CACCCCCGAT

asdb_chr3l 30165009 CCTTTTCCTTCACATTTAAAACARARCTTATEEEIEER EER e EEFER e gy FE e R E R g g LEE PR R TEEE R B R e
sb_chr2l 41584364 -TACCTAAAATCTAATCTAAAAATCARAARAMAN CCCATCCCTCOCTCCCCCACCCCT T TCEC CCCTCCOT T TCOCCCACCCCACCATCOT CEACACCCCCCATCCAATCCCACCTCCGEC TCCCTCCATCCACTC L

Bt b B e L leL NS 1o m g Tet b vl g Ten N VoG i b o N e GG GA T CCC TG GG TGO CCAGC GG T T TCGCGCC TGCC T TTGECC CACCGCAC GATCCT GRACACOC CCCA TCGAA T CCAC CTC GGEC TCCCTRCATGEAGTCTGL!
it et P L v ym gy o g Lot g (e TV Tl Ta g iy ¥ Y CCGAT O CC TG GG TGO GCAGC GG T T TGO GCC TRCC T TTGECC CACCGCAC GATCCT GRACACOC CCCA TCGAA TC CCAC CTC GGECTCCCTGRCATGEAGCCTGL!
sb _chr25 5812487 Hech et vt e VY Yy gy iy T Y Y O G T OO T GGG TG GO GO A GGG T T TG GO GO TR T T TG GO C AGG GO ACGA T T CRAGACOC CCGA TCGAATC CCACGCTCCGGC TCCCTGCATGGAGCCTRE
s_chr? 489371961 grtrler e te e le e E g g P F YW FN F R GAT O C TCGC TCRCC CCAGCGET T TG GO TOCC T T TGO CCAGCGCACGATCOTGRAL TOGAATCCCACGTCGGECTCCCTGCATCGEAGCCTEE

s _chrlD 17040447 :TGGGARAAGGAGATARAGAAGAG B GCGATCCC TGEGTEECGCAGCGGT TTGGCGCC TECCT T TGECC CAGGGCACGATCCTGRAGACCCRCGATCGAATC CCACCTC GGEC TCCCTGCATCGAGCCTGE!
d chrld4 28072508 BN e e i g R e VN e W N e e CCGATCCC TCEGTEGOGCAGC GG T TTGGC GCC TECCT T TGECC CAGGGCACGATCCTGRAGACCOGCGATCGAATCCCAC CTC GGEC TCCCTGCATCGAGCCTGE!
s _chrlf 2533935 RLeC o gt et e i e VoV Yo (o g {8 'y CCCATCCC TC GO TC GO CCACC G T TTCGC CCC TCCCT T TCGCC CACCGCACCATCCTCEACAC COCCCATCCAA TCCCAC CTC CCEC TCCCTGCATCGACCCTCL

s _chrl5 52613982 :AATGCACAACACAGTTAARARATGACARGAR
b chri8 53232136 Rt e e e Te e ot R VN E T e e G CGA T CCC TCEG T RGO GCAGC GG T TTGGC GCC TECCT T TGECC CAGGGCACGATCCTGRAGAC CORCGATCGAATCCCAC CTC GGEC TCCCTGCATGGAGCCTGE!
s_chrl 10744779 B RN Gy e B VRN T T N iy eV T e e GO CA T CCC T CCC TGO CCACCCCT T TCCCCCC TCCC T TTCECCCACCCCACCATCCT CEAGACCCCO A

‘TCCAATCCCACCTCCCECTCCCTCCATCCACTCTEL
a_chr22 60454607 PN o Tet Tet T ov g TN Ter T big el e CC AT OCC TCOC TCCC CCACCCCT T TCCC CCC TCCOT T TCOCCCACCCCACCATCOCT CCACACCC CCCATCCAATCCCALCTCCGEC TCCCTCCATCCACTC L
s_chr2?4 17333996 CAGRAACGRANTCATTI G » CCCATCCCTCCeC TGO CCACCCCT TTCCC U C TCCCT TTCCCCC ACCCCACCA TCCT CRAGACOC CCCATCCAA TC CCACCTC CCEC TCCCTCCATCCACCCTCC

d _chr27 16125004 p-Tod Tes. o Taw Tnor- b gy o VT Yorh yo o [l mm CCCA TCCC TCCCTCCCCCACCCC T TTCCCCCC TECCT TTCCOC CACCCCACGATCCT CEAGACOC CCCATC CAATC CCACCTC CCEC TCCCTCCATCCAGCC TG

adb_chr2_35942746
adb_chrl2 46014428

sdb_chrl2 11651693

sdb_chrX 22571072

adb_chrX 43165171
45s_chr2l 47179151

GLI GCCTCTCTGTCTCTCTCTCTC TG TG TGACTATCATGAATARATARATAR CTTTARAARARAAAATTARARAAARATAAARTAGGTTTTATTTATTGATTTTAGAGAGTCAGACTGCACA
GLI GCCTCTCTGTCTCTCTCTCTC TG TG TGACTATCATGAATARATARATAR CTTTARAARRRARAARAGAATACTTCTTAGATCACT TACCATTCTGTCTGEGATGETGETTTTTARAATT

sdb_chrld 55367 GO EE B R e e N e PR T R E AT C T T TARR AR AR AR AR AR AR CARC ACA R AL TACTCAACARR RCOCATTGCCTGARTTTATCTTTTCACT
sdb_chr25 1563943 GO B G LBy B P B B Byl BBy B T N e R S T T T TARR A AR AR A A AR A A R AR AR R A AR ACA A TC TATTTCTTTCTTTTCTCTTTTACATTCCACATATARA
sdb_chr28_ 21353869 - GO I P Dyl B B T A e R R S R T CTT TARR A AR AR AR AR A AR ARAARAACARCCCAGAARC AAGCCCTGTARATACACC TCGARRACCAGCCA
sdb_chr?9 1144301 GO B b B Bl B S e A W e R R L T T T T TAR A ARG T TACA R A TAGA ACTACCATATAATCCAGTAAC TOCAGTTCCAGATATTTACCTAAGGAR

sdb_chr3l_ 30165003 - Gl GCCTCTCTGTCTCTCTCTCTCTCTGTGACTATCATGAATARATAA A TAAAR AN v LY LRV ETEY [ATATCAAGGTATTATGGGCATCAATCTAATGTGETGREA.
sb_chr2l 41584364 - Gl EE R Rk R b B LT L e R R R R T T AR AR R ATARR AR TARARATARAA AR TCAAAATCARAAARACTCCAAGATTTGTAGGCCGAARACTA
sb _chr32 14221004 Gl GCCTCTCTGTCTCTCTCTCTC TG TCTGACTATCATGANTARATAAAT, CTTTARAARARARAARAARARAAARRARAARAAAARCAAAATTATCATCCAACAATATATAARATACARA
db_chrl2 38074014 GOl COCTCTCTCTCTC TCTCTCTC TCTC TCACTATCATCAATARATAA LT, ATCTTTAAAAARAAARAARARARMARNACARACAACCTTTATAGAGACCAGCTCTGGCCTCCATTTTACCCAG

4d chr2f 5812487 ATCTTTAAAARAAAALAAPRAAAN AR CTTCTACAAACCTCAAAAARACARATTTCTTCAAACCAATAATAATC
AARCCACARTATATCAARACARACAAATRATATATTAACARAAAT
AACARCCRARCRARCACARARAARACARRDAACT

TACAACARACCAAG

8 _chrl 10744779 GLI ARARARRARRACAATCTTAACGAACGARARCA
5 _chr22 60454607 Gl GCCTCTCTGTCTCTCTCTCTC TG TG TGACTATCATGAATARATARATAR CTTTARAARARARAARAAAARAAARRARAARALAACACATTGATCGCATGCCTGEETGECTCAGTGETTG
a_chr24 17339996 GOl R LBy e B iR B B U PN WL R SRS TR SR T CTT TAAAA AR AR AR AR R A P AR AN AR ACA ACTTCOCTTTCATAT TTCAAATTCAAACCCACCACACAACCC
d_chr27_ 16129004 GO b e by e By b i Ty PN L e N e N O T C T T TAAAR AR AR AR AR A A P AR AN AR CATCATTCCCTCT TTCCCACT TCCTCCTAATCCTCACARAANTCT

B

chr14:28072908 TCTTT(A).,
chr27:16129004 TCTTT(A).,
chr21:41584364 TCTT(A)., Boxer

ancestor chr32:16358875 TCTTT(A)s;

chr25:1563943 TCTTT(A),, chr12:37846552 TCTTT(A);,
chr12:11651693 TCTTT(A),,

chr14:55367  TCTTT(A)ys
chr29:1144903 TCTTTT(A),
chr21:47179153 TCTTT(A),,
chr2:35942748 TCTTT(A).
chr12:46014430 TCTTT(A),
chrX:43165171 TCTTT(A),q

chr24:17339996 TCTTT(A),,
chr22:60454607 TCTTT(A),.
chr10:17040447 TCTTT(A),.
chr21:41584364 TCTT(A),
chr25:5812489 TCTTT(A),,
chr2:48971963 TCTTT(A).,

chr15:52613984 TCTTT(A),,
chr15:2533937 TCTTT(A),q
chr1:10744781 TCTTT(A),
chr32:14221004 TCTTT(A)s,

)
chrX:22571072 TCTTT(A),:
chr31:30165009 TCTTT(A),-

)

chr28:21953869 TCTTT(A German Shepherd

22

chr18:53232136 TCTTT(A)s
chr25:5752137 TCTTT(A).s Great Dane
chr12:38074014 TCTTT(A),

Figure S2. A. Multiple alignment of sequences from one of Can_bl tribes in the
three dog breeds. The copy marked green (chrl_10744779) was used as the
search query. The names of copies found in all genomes are given in black while
those available in one or two genomes are given in blue and violet, respectively.
The letter prefixes in sequence names indicate the genomes where they are
present (s, German Shepherd; d, Great Dane; and b, Boxer). The functional
terminators and poly(A) tails are marked red and yellow, respectively. TSDs
are underlined. B. Analysis of the chrl_10744779 tribe demonstrating their T*
retrotransposition. The descriptors of the copies include the left coordinate,
terminator sequence, and poly(A) length. The left box (ancestor) includes
copies present in the three dog breeds. The right boxes include daughter copies

2



found in one or two breeds (copies found in two breeds are given in the same
color).



