PROCEDURE A

- Identified TERT orthologs using tblastn against the available genomes

- Found it in 234 genomes

- Took the 1000bp around the start. Which is not the real TSS, but fortunately the gene has a short
5’UTR in humans and mice, so hopefully it is similar in other mammals

- Did MSA with MUSCLE for each mammalian order including mm10 and hg38

Scale 1 kbt { hg3s
chrs: | 1.203,600 1,203,700 1.293.800] 1,203,900 1.294.000] 1.294,100] 1.294.200| 1.294,300| 1,294.400| 1.204,500] 1,294,600| 1,294,700] 1,294,800| 1,294,900] 1,295,000 1.205,100] 1.295,200] 1.205.300] 1.295.400] 1.205.500| 1.205.600] 1,205.700| 1.295.800
GENCODE V39 (2 items filtered out
TERT
Transcription Factor ChlP-seq Peaks of GABPA in GM12 fram ENCODE 3 (ENCFFa48A
Transcription Factor ChlP- aks 01 GABF’A in H1 hESGirom ENGODE 3 (ENGFF225GFO]
Transcription Factor ChiP-seq Peaks of GABPA in HL-60 from ENCOC DE 3 (ENCFF564YAP)
Transcription Factor ChIP-seq Peaks of GABPA in Hela-S3 from ENCODE 3 (ENCFF091UDB)
Transcription Factor ChiP-seq Peaks of GABPA in K562 from ENCODE 3 (ENCFF124HAC)
Transcription Factor ChlP-seq Peaks of GABPA in hver from ENCODE 3 (ENGFFWXWK]
Transcription Factor ChiP-seq Peaks of GABPA in liver from ENCODE 3 (ENCFF280YAF)
Scale 200 bases | mm3g
chria: 73,774,750| 73,774,800| 73,774,850 73,774,900| 73,774,950 73,775,000] 73,775,050 73,775,100 73,775,150 73,775,200 73,775,250 73,775,300 73,775,350
GENCODE VM27 (3 items filtered out)
ert
RefSeq genes from NCBI
Curated
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mm10 fo.73626530- 73627530/ 1-1600 TGCTTGCCCAAACCTC 15

1.0_HCDN 28 E N G--CGTGTCGGTTACCGETG---TTGGGCAGGTAGTTGCGGACACTGET CGTGAACGCCATGGGCGGEAT CGCCGCAGECCT-- CGTCCAGCAGCGCEAAGCCGAAAGCCAGCACATTCTTCGCGCCEGCEETCGCAGAGLCGECT 15

o368 fu 1294485 1295485/ 1-1000 1-CCGCAG--TGCGTCGGTCACCGTG- --TTGGGCAGGTAGCTGCGCACGCTGGTGGTGAAGGCCTCGGGGGGGCCCECGCGGECCC-- CGTCCAGCAGCGCGAAGCCGAAGGCCAGCACGTTCTTCGCGCCGEGETCGCACAGCETCT 140
Consensus
C+C+C+GTCTGTGTCGGT CACCGTGGGCTTGGGCAGGTAGCTGCGGACACTGGT+GTGAA+GCCTTGGG=GG+CC+CCGC+GGCCTAACGT CCAGCAGCGCGAAGCCGAAGGCCAGCAC+TTCTTCGCGCCGEGCTCGCACAGLC-CT
mm 10 fo 73626530 73627530/1-1000 1% GCCCCAGT CTAGACCACCTGGGGATTCCCAGETCAGGGCGAAAAITINGCCCG- - - - AGAAGCATTCTGTAGAGITIMIAT CCTGCATGAGTGCGCCCCCTTTCGTTACT CCAACACAT CCAGCAACCACTGAACTTGGE -+ %1
:_ofer OryAfe 1O_HC-OV) 28- 1100 1% GCACGACCCTAG- CCACCAG----CTCC---TTCAGG-- -~ - CAAGAAACCTA-GGG[JFNYGAA- - - -GGGELE - CCTGAGT--CT-CGCTGCA-GCGECCAGTTTGCC----GCGGTCCTCCCTGAGTGT CGCCCAGGGCGE B1
1g38 fa:1294485- 1295485/ 1- 1000 141 GCAGCACT CGGG- CCACCAG SCTCE---TTCAGG----- CAGGACACCTGCGGGIIFNIGCGCCCTGAGT CG CCTGCGCTGET-CTCCGCATGTCEETGGTTCCCC--+--CCGGCEGCCCTCAACCCCAGEC - GGACGE %2
Consensus
GCACCACTCTAGACCACCAGGGGACTCCCAGTTCAGGGCGAACAGGAAACCTGCGGGGGAAGCA--CTG+GGCGGGAAATCCTGCGT=-CTGCGCCGCATGTCGCTAGTTC-CCACAT CEGGCC-CCCCTGA=C-T-GECCAGG=CGE
mm 10 fo.73626530- 73627530/ 1-1000 %2 - CACCA-GCATTGTGACCATCAAC AAGTACTATTGCTGCGACCCCGCCCCTTCCGCTA - - 384
¥ ) HC-DNAZoo 7880287 28- 7880: 1100 B2 GGAGTCCCGTECTGTCCCCAGGAGGCCCACCTGGC] 6GGGCCGTGGG6GECGGCGGCGCGCCCCAGEGCACGCACACTAGGCACTG- GGCCACCAGTGCGC|HINNGG- - - - - CCGCTGGGTCCCCGCGCEG- - CACTAGCE 31
1936 fa:1294485- 1295485/ 1- 1000 B3 CGA-- - CCCCGEEGAGGECCCACCTGGC] 6GAGGGGGCGGCGEEG6GECGGCCGTGCGT CCCAGGGCACGCACACCAGGCACTG- GGCCACCAGCGCGCIFFNNAG- - - - - CCGCCGEGTCCCCGCGCTG--CACCAGCC 31
Consensus
+GAGTCCCGTCCTG+CCC+GGGAGGCCCACCTGGIGGAAGGA+GGGEGL+6+GGGEGGCGGC+G+GCGCCCCAGEGCACGCACACCAGGCACTGTGGCCACCAGCGCGCGGAAAGTACTACCGCTGGEGT CCCCGCGCCGTCCACTAGEE
mm 10 fo 73626530 73627530/ 1-1000 305 - - CAACGCTTGGETCCGECTGAATCCCGECECTTCCTCCGTTCECAGECT CATCTTTTTCGT CGTGGACT CTCAGTGGCCTGGGTCETGGETGTTTTCTAAGCACACCCTTGCATCTTGGETTCCCGCA- - -~ - - CGTGGGAGGCC-CAT 483
. 10_HC-DN 28- 1100 B2 GGCEGCCTTCGETCCCCAGECGCLGCELGA- - - - - - ACGTCGCCAGCGGCAAC- ---ACCTCGCEE- - - - - TAGCGGCCTCGCAGCAGEGLGC-- -+ - - GCACGGCCCGGCACCGEEECECCCECGGCATCCCTGGAGEGE C TR 517
hg38 fa:1294485- 1295485/ 1- 1000 GCCAGCCCTGGGGCCCCAGGCGCCGCACGA ACGTGGCCAGCGGCAGL--- -ACCTCGCGE TAGTGGCTGCGCAGCAGGGAGCT GCACGGCTCGGCAGCGGGGAGCGCGCGECAT CGCGGGEGTGECCGGGE 517
Consensus
G+CAGCCCT+GGTCCCCAGGCGCEGCEGCGACTTCCTACGT +GCCAGEGGCA+CTTTTACCTCGEGGACTCTTAGTGGCCTCGCAGCAGGG+GCTTTCTAAGCACGGCCCGGCA+CGGGG+GCCCGCGGCATC+CGEGGG+GGCCGGA
mm10 fo 73626530-73627530/1-1000 484 CCCGGCCTTGAGCACA-ATGACCCECGLTECTCETTGCECCGEEGTGCGCT CTCTGCTGCGEA-GCCEATACCGGGEAGGTGTGGCE----GCTGECAACCTTTGTGCGGCGCCTEGGGCLCGAGGGCAGGCGGCTTGTGCAACCCGEG 655
:_ofer OryAfe 1O_HC-OV) 28- 1100 518 CGAGGGTTGGTGTGCAGGTGT CCCACGTGCTT--CTGGC---CCTGGCG- -~ - CGGATGCCCACGCGEAGGCGAAGGEGCGEGGCCCAAGECGAGGGGGCGGGGCEGGGCCCGAGAGGA TIPYGAGGAGCCGTTGTGCG- -~ - CCATG 652
g3 fa:1294485- 1295489/ 1- 1000 518 CCAGGGCT - ----------- TCCCACGTGCGCAGCAGGA - - - COCAGCGCTGCCTGAAACT CGCGCCECEAGGAGAGEGEGGGGCC- - - -G CETTNNATIIIGGGGAGGGGCTGGEAGGGCCCGGAGGEGGEC----TGGG- - - - CCG6G 638
Consensus
mm10 fo.73626530-73627530/1-1000 5% GACCC-GAAGATCTACCGCACTTTGGTT-GCCCAATGCCTAGTGTGCATGCACTGGGGCTCACAGCCT CCACCTGECGACCTTTCCTTCCACCAGGT G ==+ - GGCCTCCAGGCGGGATCCCCATG = rrmmmrrommnomns 744
¥ 1.0_HC-DNAZoo 7880287 28- 7880: 1100 653 - GGCGGGGGCEGGGT CCGGTCCGGET CCCGAAGGAGAAGGAGGCGCTAACT CCCGCGAGCACCGCGGAGAAGGGGCEGGGCTATGGCGCEEGGCEEGET -~ ~--- -~~~ - CGAGGGGAG 757
hg38.fa:1294485- 1295485/ 1- 1000 ) - GGTCGGGACGGGGECEEGETCLGEGC- - -~ - GGAGGAGGCGGAGET - mmmrmmmrr oo AN GGTGAAGEGECAGEACGGGTGECCEGETCCCCAGTCCCTceaecacaT T NG 747
consensus [ e e B e
GACCCGGAAGGTCTACCGCACTTTGGT +GGG+CGGGEGCC+GGTCCECGT CC++++AGAAGGTG++GGG*+AGG*CGCG+GGCGEGGT CCCCA++CCCTCCGCCACG+GGGAG
mm 10 fo 73626530- 73627530/ 1-1000 75 - --GGTCAGGGGC] PIAGCCGGGAGGACGTGG- - GATAGTGCGTCTA- -~ -~~~ GCTCATGTGT CAAGACCETCTTCTCCTTACCAGGTGT CATCC- -~ -+ CTGAAAGAGCTGGTG-GCCAGGGTT 853
X 10_HC-DM 28- 1100 768 - - - GGTC--AGGAGCCATTTCCGGCGCGCACAGAAGGGGCAGGRCC - CAGAGCAGTGG----GGGCGGAGT CCAGAGCAAAGG----GCTGCCAGGGGCGGGGCEGGACCGAGCEGAGCEGATGCTGEAGAGT CGGAGTT 883
1938 fa:1294489- 1295485/ 1- 1000 748 CGCGGTCCTGGECGTCTGTGCCCGCGAAT CCACTGEGAGCCCGECCTGECCCCGACAGCGCAGCTGCT CCGEGCGGACCCGEGGGT CTGGECCGCGCTTCCCCGCCCGCECGCCECT CECGCTCCCAGGGTGCAGGGACGCCAGCGAG B35
Consensus
+CC+GCGAA++CAG+GGGGGC++GGCCTGGCCCCGACAG=GCAGETGCTCCGGGCGEACTC++6G+GT CAAGGCC++GCT+CCC+G+CCGGG=G+CG=CCG+GC+C+GAGGGTGCTGG+G=GCCAG=GTT
mm10 fo 73626530 73627530/ 1-1000 84 GT----- GCAGAGACTCTGCGAGCGCAACGAGAGAAACGTGCTGGCTTTTGGCTTTGAGCTGCTTAACGAGGCCAGAGGCGGGCCT CCCATGGECTTCACTAGTAGCGTGCGTAGCTACTTGCCCAACACTGTTATTGAGACCCTGCG 935
:_ofer OryAfe 1O_HC-OV) 28- 1100 834 GTCT CCAGAGGAGA - TGGCCGAGTTCAA-GTCTGAGGTGEGCCGGLC- -GCCTGCTGGECA- - C- - - CGAG TTCTGGCTCTCCTA- - 1000
g3 fa:1294485- 1295489/ 1- 1000 85 GGCCCCAGCGGAGA---- - - GAGGTCGA-AT------=---- GTGCGGCGACCCTTTG 98
Consensus
GTC+CCAGCGGAGACT=++CGAG=TCAACGT = GACGTCGAT++=C+=CACTGGTAAC-TGTGCAGCTACTTGCCCAACACTGTT=TGGCGACCCT =G
mm 10 fo.73626530-73627530/1-1000 297 TGTC 1000
:_afer-OryAfe 10_ HC-DNAZoo 7880287 28- 7880: 1100
g3 fa;1294485- 1295485/ 1- 1000 299 GC- - 1000

Cansensus




mm10.42:73626530-73627530/1-1000
Trichechus_manatus-TriManLat1.0_H C-DMAZoo.
g 38.f2:1294489-1295489/1-1000

mm 10.72.73628630-73827530/1-1000

Tiichechus_manatus-TiManLat1.0_H C-ONAZoo:

g 38.f2:1294489-1295489/1-1000

mm 10.72.73628630-73827530/1-1000
Tiichechus_manatus-TriManLat1.0_H C-DMAZoo
g 38.72:1294489-1295485/1-1000

mm 10.72.73628630-73827530/1-1000
Tiichechus_manatus-TriManLat1.0_H C-DMAZoo
g 38.72:1294489-1295485/1-1000

mm 10.72.73628630-73827530/1-1000
Tiichechus_manatus-TriManLat1.0_H C-DMAZoo
g 38.72:1294489-1295485/1-1000

mm10.42:73626530-73627530/1-1000
Trichechus_manatus-TriManLat1.0_H C-DMAZoo.
g 38.72:1294489-1295485/1-1000

mm10.42:73626530-73627530/1-1000
Trichechus_manatus-TriManLat1.0_H C-DMAZoo.
g 38.f2:1294489-1295489/1-1000

mm10.42:73626530-73627530/1-1000
Trichechus_manatus-TriManLat1.0_H C-DMAZoo.
g 38.f2:1294489-1295489/1-1000

11715058117 1605%/1-1000

Consensus

Consensus

11715059-11718058/1-1000

Consensus

11715059-11718058/1-1000

Gonsensus

11715059-11718058/1-1000

Gonsensus

11715058117 1605%/1-1000

Gonsensus

11715058117 1605%/1-1000

Gonsensus

11715058117 1605%/1-1000

Consensus

1-CTCAGTGTOTGTGTOAACCACAGCAGGOTGGAGCAGTEAGCT CAETNNCAGG CARAACCTTAGGTCOGTCOGOCTAGOTAACST
1GACCACCTAGAGCAGDGG - CACGAT. - - COAGCGCACGTECCT . - - AAACATTTCTGTGOTG-GGTCOTCGTGGATACCAAAGEG CAAACAGEAGAARGTACTGOOACTECGCAGGTCAGAGIIAGG TGATCTGGGCGAGGACCOGOCTART
1--C0C60--AGTGCGTCGGTCACCET. - - GTTGGGLAGGTAGCT - - -GCGLACGOTGGTGGTGAAGGCOTCGGGGGGGCC00C6LGGGECCCGTCCAGCAGCGGAAG COGAAGGDLAG CACGTTCT

g TTHI O NTE T T WM T MR Wil

G+CCACH+AGTGOGTCOGG+ CAC+GTAGGCT+G+GCAGGTAGETCAGGAACA+GC++GTGCTGAGGTOCTOG+GG+ TACC+AAGCGGGCOOCGTOCAACAGD+ CAAAGH+++G0++0TCOGCAGGLCAGAGGGAAAGGTGATOTGGGCGAGGACCD+ 0+ TACT

-------- TCAATACATCAAGGATAGGCTTETTTGOTTGEG - - -« et e ot e e oot e e oo - CARACE

124 TCGCCCCAGTCTAGACCACCT - -GGGGATTCCCAGCTCAGGGCGAAA CCOAGAAGCATTCTGTAGAG TGCGCCCCCTTTCBT - - - TACTCCAACACATCCAGCAACCACTGAACTToG oo TN
147 CEGTTCCCAGCCCGCCCAGCCCAGGGCCTGCCCACCTCAGACCTGTETTCAGCCACCTCCTCTGGAGATAACCCCECCCCAGCAGAACCCACCCGACACCCTCGCCCCABACTCCGC - - - COCCCEGGEC- - - TCCGGGCACCGCCCCCTCOECCCGGACEET
117 TCGLGCCGLGOTOGOACAGED TCTGLAGCACTCGGGGCC AGCAGGTOOTTCAGGCAGGACAG. - CTG0GGGEITNNGCGOCCTGAGTOGCOTGCGETGETOTOCGOATGTCGETGGTTCOCG00GGC0GOCCTOAACCGCAGRCOGGACGDR

IF R T 7 e T THIFT R T T W T fTY T

TCGO+CC++GCTCGOCCAGCCOAGGG+CTGOCOCA+ CTUAGGLC+++++++AACCA+CTCOTCOOGGG+AGHAC+HC+GL+GCGGGAGAACC++ COTGAGHC+C+TGOGLC+ C+CTCCGCATGTOCCOCG+ G+ 0+ TOCGGCCALC+CC+ACCCO+GC0GGACHDE

CGCCTGAATCCCGCCCCTTCCTCCGTTCCCAGCCTCATCTTTTTCOTCGTGG
- -TCCGGBCCCCGCCCC- TTTTCCGCGGCGCGTOCCEGAGCCTOCGACTETT
A6 CCBCCEG6GTCCCCGCGET - GCACCAGCCGCCAGCCCTGGGGCCCCAGGCGLCE

GLCCC+GGGGAGGCCC+ 0+ TGGOGC+AGCA++G+GACCATCAACGGAAA+GG+T+OTCTTGOT+C+0++GGAACCEACCCCTGOO+CT+++006GCC+G0TEGCGGAAAGCCGOC+GG+CL0CGOC00TTO+TC0G0+GCCAGCOCCGG+GOCT+LG+060+G

ACTCTCAGTGGCCTBGGT - - - - - CCTGGCTGTTTTCTAAGCACACE - - - - - - CTTGCATCTTGGTTCCCGCACGTGGBAGGCCCATCCCGGCCTTGAGCACAATGACCEGCGCTCET - - - - - CGTTGCCCCGCBGTGCGCTCTCTGCTGCOCA-GCOGATA
CCCOTGGGAGCAGCTAGGAGTGCOTGBGACGCAGT CGTCCCBGTCCCE CGCCCECTCTCTTCCCTGGG - - - - ATGCCGCGCGCACEE CGTTGCCGGGCCGTGCGCOCCCTGCTACGCA-GCCGCTA

CACGAACGTBGCCAGCOGCAGCACCTCGCGGTAGTGGCTGCOCAGCAGGGAGCGCACGGCTCGGCAGCGGGGAGCECGCGGC- -ATCGCEGG6GTGGCC. - -GGGGCCAGGGCTTCCCACGTGCGCAGCAGGACGCAGCGCTGCCTGAAACTCGCGCCGCGA

o CIT O TTETE W T eI Tl Wl e T

ACC++++GTGGCC+G+GG+AGCACCT+GC+GT++ T+G++GCOCAGCAGGGAGC+++CGTCTCBGT+CCCG+++6+G6G+GCOGCC+ATC+ COGCC+ TGGGCACAATG+CCCGCGCTCCCCACGTGCGTTGCCGGGCGGTGLGCTCCCTGCTACGCACGCCGLTA

400
420
a7

CCGGGAGBTBTGGCCGETGGCAACCTTTGTGCGBCECCTGGGGCCCEAGGGLAGGCEGCTTOTGCAACCCEBGBACCCGAABATCTACCGCACTTTOGTTGCECAATGCCTAGTGTGCATGCACTGS GGCTCACAGCCTCCACCTBCCGACET -
563 CCOGCGAGBTGCTGCCACTGOCGACATTCGCACAGCGCCTGGGGGCCOAGBACAGGCGGCTOGTGCGGCGCEGGBACCCTGCGGCCTTCCGCGCGETE6TE6CCCAGTGCCTOGTGTGTGTGCCCTEG GGCBCBCCACCGCCECCCACBGOCEC -
574 GGAGAGGGCGGGGCCO T Pl 666A6666CTGGGAGGGLCCGG- - AGEGGBGCTGGG CCGBGGACCCGGGAGGGG TCGGGACGGGGCGGGGTCCGCOCOGAGGAGGCG -GAGE TERINNGG TGAAGGGG CAGGACGGGTGCCCGGGTCCCCA

CCGGGAGGTG+GGCCGCTGGCAAC+ TT+G+GCGGCGCCTGGGGGCCGAGE+ CAGBCOGCTGGTGC++CCCGGGBACCCGG+6G+CTTCCECACG TGGTGGCCCAGTGCCTAGTGTGCGTGC+CTGGAAGG TGAAGGCGCAC+ACCGCC+ COCBCGGCCLCA

663

TTCOTTOCACCAGGTGGGOCTODAGG - - - - COGGATORE CATGGGTOAGGG oA GCCGGGAGGACGTGGGATAGTGOGTOTAGCTEA S TGTGTCAAG- ACCCTOTTCTCCTTACCAGGTGTCATCCOTGAAAGAGDTGG
TTCETTOOGCCAGGTGGGECTOCTGGGGACAGGGAGGGCGGGGCTOTGOGOOCTGGACGTCACGCAGAG GGGACCGCGGLAGTOCCGGTOOTCOA S CCGCGACTCAGGOGCTCCTETTTCTCCCCAAGGTGTCTTGLOTGAAGGAGDTGG
Y. - - ceCeGTCCTGGGCGTCTGTGCCCGCGAATCCACTGGGAGCCCGGCCTGGCCCCGACAGCGCAGCTGCTCCGGGCBGACCCGGGGGTCTO6-GCCGCGCTTCCCCBCCCGCGCGCC

708
708
727 GTCCCTCCGLCACGT

TTCCTTCCGCCAGGTGGGCCTCCABGGGACCGGGATCCCBGG++ TCTG+GCCCGBGA+++ CACGBAGAGCC+GG+GGG+CCOGCBACAGTGC+GCTGCTCCAGGCGGACCCG+G+GTCAGGCGCCCC+CTTTCCC+ COCAGGTGTC+T+CCTGAA+GAGCTGG

B43 TG - -GUCAGGGTTGTGCAGAGACTCT-GCGAGCGCAACGAGAGAAACGTGCTGGCTTTTGGCTTTGAGCTGCTTAACGAGGCCAGAGGCGGGLCTC .- - - CCATGGCCTTCACTAGTAGCGTGCGTAGCTACTTGCCCAACACTGTTATTGAGACCCTGEGT
B55 TG - -GCCAGGGTCGTGCAGCGGCTCT-GCGAACGCGGCGCGAmCGTGCTGGCCTTCGGCTTCGCGCTGCTGGACGAGGCCCGCGGCGGGCCGC- ---CCATGGCCTTCACGACGAGCGTGCGCAGCTACCTGCCCAACACGGTCACTGAT - - - - - - - - -
887 CGCTCCCAGG - - - GTGCAGGGACGCCAGLGAGGGCECOAGCGGAGAGAGGTCGAA. - TCGGCOTAG-GOTGTEGGGTAACCEGAGGCAGGGGCEATCATETOGAGGCCE TC N NCAGG TG OO TGOGGCGACE <« «c v v en - CTTTEGC e e -

TGCTGCCAGBGT+GTGCAG+GACTCTAGCGAGCGC++ CG+GAGAAACGTGCTGGC+ TTCGGCTT+G+GCTGCTGGACGAGGCCAGHGGCEGGCC+ COATGCCATGGCCTTCAC+ACHAGCGTGCGCAGCTACCTGCCCAACAC+HGTCATTGA+ACCCTGCGT

GTC

@
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hg38a 1294465-129548%/1-1000
Tapirus_tere stris-Tapirus_terstis_+ C:989711-970711/1-1000
10,53 73626530-736 27530/1-1000

Tapins,_ , indicus_|
~Eiaphae_maximus-Elephas_maxinys_MIC:10835213.108372131-1000
Loxodonta_aficana.loxAfr3:11205956- 11206956/ 1-1000

Consensus

hg 38121294985 129648%1-1000
Tapinus_tere stris-Tapirus_tenestis_+C:969711-970711/1-1000

mm T aszssawasz!saw

11060
EJeﬁJvis mmmwermas maimus_HIC:10836213-10637212/1-1000
Loxodonts_sticana.loxAfr3:11205956-11206958/1-1000

Consensus

hg 38.4a 1294489-129548% 1-1000
Tapinuz_tems stis-Tapinus._tams ctiz_4.C:969719-97071971-1000
10,53 73626530-736 27530/1-1000

Tapiru ndioy 79r1-1000
Eleones, novimusElontas. navinas. HG 1063521510037 24311000
Loxodonta_aicana.loxAf3:11205956- 112069551

Consensus

hg 3692 1294485129548 1-1000
Tapirus_terestis- esmm HD 563711-970711/1-1000
1070 73526530 P382 730
Tapirus_ :_indicus_t 791-1000
Elzphas_masimus-Elephas_masinys_HC:10835213-106372434-1000
Loxodonta_aficana.loxAfr3:11205956- 11206966/1-1000

Consensus

hg 38.4a 1294489-129548% 1-1000
Tapinuz_tems stis-Tapinus._tams ctiz_4.C:969719-97071971-1000

i 10.72.73626530-736 27530/ 1-

Tapins_ s indicus_ 79r1-1000
Elephas_maximus-Elephas_naxinus_HE msasz*amsa'zw 600
Loxodonta_afiicana.loxAfr3:11205956 11206958/1- 101

Consensus

hg 3692 1294485129548 1-1000
Tapirua_tere tris-Tapirus_terestis_H C:868711-870714/1-1600
10,72 73626530736 27530/
Tapinz_ : indicus_ 1-1000
Eiaphae_maximus-Elephas_maxinys_MIC:10835213108372131-1000
Loxodonta_aficana.loxAfr3:11205956- 11206966/1-1000

Consensus

hg 36.12.:1294485-129548%1-1000
Tapinus_tema tris-Tapirus_tamastiis_ C:S69711-97071971-1000
1073736265307 36 27530/ 1-
Tapirus_ ; indicus_t
Elenhon meximuo-Eleohas marinus. HO 10536213 1083721311000
Loxodenta_africana.loxAf3:11205956 1 1206956/1-

Cansensus

hg38a 1294465-129548%/1-1000
Tapirus_tere stris-Tapirus_terstis_+ C:989711-970711/1-1000
i 10.52:73626530-736 27530/
Tapinz_ : indicus_
~Eiaphae_maximus-Elephas_maxinys_MIC:10835213.108372131-1000
Loxodonta_aficana.loxAfr3:11205956- 11206956/ 1-1000

Consensus

CGC6GGCEE0GTOCAGCAGCGEOAAGGEGAAGGCCAGCACTTETTOGCGT
TGGGCAGETAGCTGCGCA CGTTGGTCOTGAAGEECACCEGCGGEECED. - - - C6C6GGCCCEETCCAGCAGTGLGAAGECGAAGETCAGTACGTTCLTCGEEE
TGTCTGTGTCAACCACAGCAGGE TGGAGCAGT CAGE T CAf CAGGCARAACCTTAGGT- - COCTC- - - - CGCCTACE: TAACCTTCAATACA- - - TCAAGGATAGGETTET -« -« ----T
CCCAGGGGGE - --- - GCAGAGCGCACCAGTECCCCABGGACCGAAGTTATGGTCCCCTELETCACGTAACCECCAGAGCCGCTCCACTGTGECACCCETGCACCTTOGGAGEGGTGOGGAGGCTCT . - -

CATTTC -nvn--- TGCBLCAGGTECTCETGOA: - - - - - SCACC-ATGGCGCAAACAGCAGAA- - ACTAC: - - - :A:r:cs:aeer:gearﬁaemaar -
TRAADATTTG TGOB0CAGGTECTOBTOOA S DACC-ATGGOGDARADAGCAGAA- - ADTAC- CADTCCGDAGGTOAGAT) a6oTAAT

:

CCOCAGTGEGTCOGTOACCOTGTTGOGCAGGTAGOTEEE0A - - - - - - - S CGETOGTEOTOAAGSCOTCOGGG6GH00C00 - - -

. - ~cTcac
TGACAAACCAGARGBACCCTCTE

TGACAAACCAGARGGALCCTCHCTCCACATTTCH4C++++GOAGHGTGHG+CAGGT++C+G+GGAACCGAAGTTATGGTECC+HCEGATGEEGAAAALCH CAGH+GGGE++CACTGHGC+GGECCE+CCCEGCAGGEHGATG+AAGE TAA CACGTTCH TCGEGE
123 C6CGCTCOCACAGCETETOCAG: - - CACTCGGGECACCAGCTCETTCA: - - - - - - GBCAGGACACCTOCGEGENNGCO - - - COOTGAGTCOCCTEOGOTOET- -« - oo - - - - Ce ... .CTCCGCATG. --TCGE-- A
102 060G GTCOOAGAGDETOTOOAG: - - GADCOTGGECADCAGOTOOTTOA: « <« - - - GGCAGGEACADCTG6666G60660G. - CTETOAG- TCOBGOGACAGAGETGECCEEGAGECEE666C6E6C66CEC6C6TCTTG: --CCGEOTTCCETATOREE
110 TGCTTGCOCAAACDT CGCOOCAGT- - -- - -CTAGAGCA CETGGGGAYYDDCAGDYCAGGGDGAAAAMGDCCGAGAAGEAYYCTGYAGAG o -- S TCCTGOATGAGTGOGC --CCGOTTTEGT
147 COGGTGCAGGTACGEOATOGG6GCACELCOAGTE- - - - - CTCOATOACACCTGGGCOCCGACATCEO0G6G - - - COCCAGGGAGGGD- -~ - - - - - S AAAGGOOTA---GOAG----GTGCCTCAC
85 TGGETEAGGACACGT CCCCGTTTACCAGCTCGCTCAATCCCGGECCTGCCACCTCAGACETE - SCTETGAGCCACCTCETCCGGAGAGAAL - - - - - - - - S ... .CCCAGCCCG---TCGC----CCOCCGEAC
02 TGGGTGAGGALACGE - - - - S CTCCCCGTTTACCAGCTCGETCAATCCCGGGECTGECCACCTOAGACETG - S CTETGAGCEACCTCOTCOGGAGAGAAD - -« - - - - - Ce .. ... .CCCAGCECG---TCGEC----CCOCCGOAD

+G+GTOCGACACHETOTGCAGGCALOEC0GT++ADCAGCTOG+ TCAATECGGGCTG++CACCT+AGGGCG0AGCGOAACTETOAGEO+CCT+OTCCOOAGAGAALGGTOODCGGGAGCEC6GG6C60G06GC0C0C+GE0TGAGTTOGRGTTCGEEC0TGAD

- 6CCGCCEGETECECG . - - -
ACCGLEGGGTEEECG - - -
lsacTACTATTGCTOCGACEEDGCEEED

230
248

TCCCCECGECEGECCTCAACCECAGCCGEACEEEGACCEEGEEG - - - AG(‘:EECAEETGGEEGGAGGGGGEGGCGGGGGGEGGECGTGEGTEEEAGGGEACGEAEAECAGGEACTGGGCCAEEAGEGEGE s
CTCCCTC- - COCAACTECGGCACGCCCGACCGGGGTCCEEGGEGAD AGCCCACCTGGD 66 AC6666CG60066666C6GETCTGE6TCCCAGGGCACGCACACEAGGCATTGGGECACCAGCGOGE
TACTCEOA- - ACACATCCAGCAACCACTGARCTTGGCCE YW CACACCTOOT - - - - -
GCGACEC--COCCTCTCGEGCEEGGTEAGOCCEEGCCECEG6GAGETOG6TOACCEEGEECETT- -« onx- oo - CAGCCCCGECGECECG0GEEGAT £ ECCGCCG-GGCCECGEEET
T006CE0- - 0GGGOTCETOCCEOTTETADDG - ::::rceT:ece:ammacoe:r:m:n:m::::c SCCCGCETEE6EETC6CEEE
Tooeceo- 6GGGCTGETOCCEETTETACDG - - GACCEOGOCETAT - - - - CCOCTEOTCGCGCATA acescToeTeTTCEToCCC CCCGCETOG6EETOG - 600

1T R SRR T S P P R N1

TCC*CECGGCECCACTEAGH G+ COGCCGBGET CEGLCCEEGGGACLEGGTGACCELCCHGGTGGAAGGARGGGECGELG6GEGGCGGC+GTGLGTCOCTCOTCACGCAL A+ AR+ CAGCHCC+ s+ C L+ C+rCGEOGAAAAGTACTELCGEEGLEGECECGEELT

COTCATGOAD: - - - -

CAGCATTGTGACCATCAAL

248
199
208

CTGGGGCE00AGGEOD0GEADGAACGTGGE0AGCGGOAGE . ACDTOGEGGTAGTG-GOTO0GCAGDAGGGAGT GCAGGGOTOGODAGEGGGG- - - - AGCGOGOGGEATOGEGG
- CGOTGOACGAGCEGO0GGEE- CTCOGGCE00AGGE6006E6TEGAAGGTOGECAGCGG0AGE. ACOTOGCGGTAGOA-GOCO0GCAGOAGGGOGT ACCGCCEOGCACETE6G
TTCC6ETACAACGOTTGOTECGE - - - CTGAATEGEGO--GGOOCTTEOT- - COGTTCEOAGOCTOATETTTTTC6TEOTG6 - ACTCTEAGTGGCOTE6GTOOTGGOTETTTTC  TAAGCAGACCCTTOOATETTGOTTOOC6CACGTEOGA- -

o
TTCCTECGTEEGGACCEGRECEE - S .- -BCCCCGEACCCTCCET----CCTCCGCGCGGCGCTCAGGTGEATGCAGCGCGEGTTERABLC - GCATGTECG- - - -COGCACGTGBGA- - - - -G
c
c

- CGOTGOACCAGCCGODAGED-

..................

CT-CGECCC66GCCCEGCCECETATCCGEGGCGEGEGCTOGAGEETGAGEETETTEET - I:ETEEcmtcTGEEAI:ETETTTGEGGEAEGEGETGGAGI:ETGEAEETETTEETEGI:GEGGTEGEEAEETEEGGTAGETGGG SAGCACGTGGGA- -
CT-CGECCC6GGCCCEGCCCCETATCCGE-GCGEGE- CTOGAGEETGAGECTCTTECT - - COTCEC-GAACLTGCAGECTCTTTOC66CACG DG TEIGINGECTECACCTC- TCOTCGETC-GTCOCCACCTCCOG TAGETGAG - - - AGCACG TAGGA- -

M—M.h—n.ﬂ_ﬂ_n

+TCCGC+GC+CG+CCCGCCCCCOATCCGEGGCE0GCGCTGGAGECECAGCL+HCTTCETGAACH TCCCAGCGGCAGCCACCTCGTTGH+GCACGLG+GCAGLCTGGASCTC+TCCTCGETCGGTEGCACECCCCEGCAGETGRGTTECHGCACGTGRGATCGCGE

- TGCETGAAALTCOCGCCOCOACEAGASG-60600ec- 0o cTNNAMINocceAc006CTO0GA 6OOCEEOEAGEOEGCT. - -6GGEEEG0ALC
CGCGETGCATCCACCTGAGCGEGGCGEGGAGAAGGGAGEGTCEGGGGE66GGGCEGGTCCGEACCEASEINGGGE. - C6GEGCET
- GCGLAGEC-COATACCGGGAGETGTEGCCGCTGGCA- ALCTTTGTGCOGEGECTGEGGCECEAGEGEA
- .6066660- TGOTAGOGOGAGETGOTGOC60TGE06- ADOTTCALGCG60G0TT66GG0EC6AGEG00
GOCTGOCOTOGACDCCEGETCOGTOTTTAACCTGGGATGO0G0GCG06CC00GTTGO0GGEEGG- S GC60G6T-CGOTACOGCGAGETOCTGO06CTGE06- ACGTTCGEGCAGCG00TE606GEC6AGEG00
GCCTCCCOTOGACCCEEGETCOGTCTTTAA- CT6GGAT6OCGEGC6CGECE0GTTGE0GGE CGG- SCEEGOCTTGTT- - 6C60GGT-CGCTACCGCGAGETGCTGO0GCTGG0G- ACGTTCGEG0AGEGCOTEEGGEECEAGEGED

N TTWFITE 1" EC E YV T SRR T

GCCTCOCC+G6+000+0G0TOGGTOTTTAADCTGGGATGLCG06GG606E0EC0TTGE06GEC660TGOAGTGCETOAAADTOGCGODT TGTT+A++GAGEGOGG0GOGETAGLGTGAGGTGLTO0C60TOG06CA0GTTEGLG0GE0600TEG06GCC6A6GEET

- -TCCCACGTGCGCAGCAGGALTGCAGEGT -
- .GGACATGEGGCTGCAGCG -
CTe - .

GEGTEGCCEEEGCCAGEGCT - - - -
GCATEGCCGGG- - - SGAGGGCG6GEGECGEGGETEECACGTEEGE
478 GCCCATCCCOGCCTTGAGCACA - ATBACCCGCGCTCCTCOTTOECCCBCGG -
C0C0GG000GEG000TE00 CGGOGATGE0GCGEO0G0C0AGETGODGGGEGG

CTee - .

0GGGAGGGGTOGGGACEG66C6GGGT 0G06CGEACEAGE066A0HTIINGGTEAAGGGECAGGACGGGTECO06GG r:En::Aern:n::r:ten::AEGTGEG:Gcorﬂccroee:ermoret
GACEGEGTCE606066660G6C6G6G0AGGAGHGA] 6 66606-666T0600CAGOTCC0G6GE 606G6G00TOG00666C006AGAGG0G6G0TOGCOTOAGSCAGGTSTTAGECCTTTEEOCTEE 476666 SC0CGCGEA- - - -TGTTE
GGCEG -~ CTTGTGCAACCCEGGGACECGAAGATCTACEGCACTTTGGTTGCCCAATGCCTAGTETGCATECACTGE GGCTCACAGCCTCCACCTEE -~ - - - - COACCTTTECTTCCACCAGETOEGE  -C-- - - TCCAGECEG - - - -GATE -
GGCEG. - - CTCOTGCAGCGCGEGGACECGGE6GTCTTCEGCGEGETGGTGGCCCAATGCETGGTGTGEGTGEECTGE GACGCACAGCCGECECECEE--------CTCECCGTEETTCCGCCAGETGEGETGT- - - - COCCOGGGACCECEGTEG
GGCEA----CTGGTECOGCGCGBGACECTEC6GCCTTCEGCTCGETEGTGGCCCAGTECETOGTGTGCOTGCETTGE 66T6CGCCOCCGECECETAC- -« - - -GECECCTTECTTTCOCCAGETOOGE . -Cn- - - ACCABGGGA- - -« - - - -
c6ceA CT6GTEC66CGC6G6ACEETEC6GCCTTCEGCTCGETEGTGGCCCAGTECETOGTGTGCOTGCETTEE 66T6CGCCOCCGCECCCTAL- SBGCCCCTTCETTTCOCCAGGTGGGC. - C - - - ACCAGGGGA

mb bbbk ol bbb ol L. ..

GGECG+GG++CTGGTGLGGCGCEGCGACLEGGEGG+CT+CEGCGEGETGGTGEC0CA+ TGLCTOGTGTGCGTGCECTGGEEGGECECGAGG+GLGC+GLCGECCCCTGCAGETGTTAGGCLCCTTCLTTCCGCCAGETGGGC+GCGLGGHCLAGGEGA+ G+++GTEG

643
a54

sa1
0o
08

£GGEEETCTEG - - - GECGLGETTCCCEG- £ CCCGCGEGCCGCTCGOGETOCCAGE- - - GTGCAGGGACGCEAG

CCOCGAATCCACTGGGAGE - - CCGGCETGGC - COCGACAGEGEA- - -GETGETCEGGECOACT
GCGCECAGGTOTCATEGABGAL . - TCGBCGTGCCEE- - - - CATCGEG- - - - TAGCTGCACCCOBACA GECTECCOA- CCCCTECCAGGGTGCAGGGG - - - - TEGLACAGTOGABCGECTCT 6

738 - - . CCCATGG . - -6TCACE6G CIIIACCCOGEACCACOTOGGATAGTEE AGCTCATGTGTCAAGAGECTOT- S TOOTTAGDAGGTGTCATGOOTGAAAGAGCTGGTG . -GO0AGGGTTGTOOAGAGADTCT 6
731 6CGTOOC6GA - -6TTOG6GAGGEAGHGECE TAG DO Ta0 EANGOACOEoEo e 0 EEE 00T EEa000 AL T EToTEEE FO0ABAST EAGAGEE L0 0 ETEAGOTOTETon0TOANSOAGETO0TS. | 000AGEaTO0TOEAAGESTET o
s

o

780
201

...........

735 - - - COGGGAG - - -ATTGGGAGEGTCACTEAAGHGGGAL 000G CAGTECG- - -GTCOOTCOACCGGOADT - CAGGCGOTOCT 6T--TTETTCCGEAGGTGTOTTGCOTGAAGGAGCTOGTG -G0CAGOGTOGTOCAGEGGCTET
735 - - - CGGGGAG - - -ATTGGGAGCG TCACTCAAGEGGGAC  COCGECAGTCCG- - -GTCGCTCCACCGCGACT - - CAGGCGETCCT - - - 6T - TTETTCCCCAGETGTCTTGECTEGAABGAGLTEGTG - -GCCAGEGTCGTECAGEEGCTCT

e ittt il otk Lot et bninh] e |

GCGO+++6+6++CATTOG6 GGG+ +ALTDCOGEGG6ADT0G0GECAGTGCGC60GTOG0TCEADDDTGADTH+CAGGCGEDTCTGTODC GGAGAGTOAGAGDDT+T0+TO0C0AGGTGTOrT+00TGAAGGAGETGGTGETGCOABGGTOGTGOAGCGG0TOTAG

C6AGGGCOEEAGCGEAGAGAGSTOGAATIGGCETAGECTOTGGEGOTAACCOGAGGOAGEGGCOATGATOTOGA - - —GGDECTGEEAGGTGDGYG:GGDGAEEEYY - - e oTeSC
GEGGTTACGT - - -GAGGGAGEGGACCATAACTTCGGTCLCTEE ACCTGGTGCGCTETGE - - -GCCCCCTEGEGAGAGEGT TTCTEETTTETCAL - -
CGABCGCAAC - - - GAGAGAAACGTGCTGGCTTTTGECTTTGAG. - - - - CTGCTTAACGAGGLCAGAGGCGGEECTCCCATGGCETTCACTAGTAGEGTGCGTAGCTACTTGCECAACACTGTTATTGAGACCCTGLGTGTE
£6A6C6C66C----6CccA TG TACTOACCTTCGECTTCGCA --- - CTGCTGOACGGGGLECGEGGEGGELEGCC6GTOGECTTCACGACCAALGTGEGEAGCTACCTGEECAACAL - -
CGABCGCGGE. - --GCGAAGAATOTECTOGECTTCGECTTCGCG: - - - - CTGCTGGACGAGGLECGEOGCGGECEGCCEATOGECTTCACGACTAGLGTGEGEAGETACCTGCECAACACGGTCACTGACACGCTGEGTEGEA
CGABGGOGGE- - --GEGAAGAATOTEETEGOCTTOGE0TTOGEG GTGOTGGACGAGGEDDGE660GGE00G0C0CATGE CTTOAGGADTAGOGTGEGOAGDTADCTGEOCAACADGGTCADTOAGACGDTEOGTGOEA

w

CGAGCGCGGCAGCGG+GAG+HAATGTGCTGGECTTCGECTTCGCGOTAACETGETGOALGHGGLECGEGGEGGELEGCCCATGGECTTCACGACTAGLGTGEGEAGETACCTGCECAACACGGT CACTGACACGETGEGTEGEA

02
208
888
200
=67
867




PHOLIDOTA

kg 3872:1294489-1295489/1-1000
mm 10.f2:73626530-73627530/1-1000

Phataginus_ticuspis-Jazii_pseudohap2_scafiolds_HG:91399123-91400123/1-1000

hy36.72:1294489-1295489/1-1000
mm 10,72 73826530-73827530/1-1000

Gonsensus

Phataginus_ticuspis-Jazii_pseudohap2_scafiolds_HC:91399123-914001231-1000

kg 3872:1294489-1295489/1-1000
mm 10.f2:73626530-73627530/1-1000

Consensus

Phataginus_ticuspis-Jazii_pseudohap2_scafiolds_HG:91399123-91400123/1-1000

hy36.72:1294489-1295489/1-1000
mm 10,72 73826530-73827530/1-1000

Consensus

Phataginus_ticuspis-Jazii_pseudohap2_scafiolds_HC:91399123-914001231-1000

kg 3872:1294489-1295489/1-1000
mm 10.f2:73626530-73627530/1-1000

Consensus

Phataginus_ticuspis-Jazii_pseudohap2_scafiolds_HG:91399123-91400123/1-1000

hy36.72:1294489-1295489/1-1000
mm 10,72 73826530-73827530/1-1000

Consensus

Phataginus_ticuspis-Jazii_pseudohap2_scafiolds_HC:91399123-914001231-1000

kg 3872:1294489-1295489/1-1000
mm 10.f2:73626530-73627530/1-1000

Consensus

Phataginus_ticuspis-Jazii_pseudohap2_scafiolds_HG:91399123-91400123/1-1000

hy36.72:1294489-1295489/1-1000
mm 10,72 73826530-73827530/1-1000

Consensus

Phataginus_ticuspis-Jazii_pseudohap2_scafiolds_HC:91399123-914001231-1000

Consensus

GCAGTGCGTCGGTCA- - CCOTGTTGGGCAGGTAGCTGCGCACGCTGGTGGTGAAGGCCTCGGG - -6GGGCCCCCECG6GC S CCCGTCCAGCAGECGC - - - - - - - - - - GAAGCCGAAGGCCAGCACGTTCTTCG - -COCCBCG 128
CACTGTETGTGTCAACCACAGOAGGCTOGAGEAGTCAGET CAIICAGG CAAAAGCTTAGGT - - - COTECGCCTAL SCTAACCTTCAATAC: - - - - ATCAAGGAT- - -AGGCTTCTTTGOTTGCCCA - AACCTEG 126
1 TECTTAAGCATTTTCOTCCGCCOTGOCOTGTGGACCONA - AGGCAAGACCTCAGGCOTGCGTCACGGCCCACGTGAGAAAGTGACCAACCAGAAGGACCCGCTCCCGGGGACACGGAGCGCACEGGGTOOCCCAGGAGOCCCG 141

i TR T TEETES T T & THEESE T F !

CCCTTAAGCA+TGTCTC+GTCA++CCCTOT+GOOC+GA++++T++G0+0++++++AGGCAAGACCTCAGG+ C0+G+GCC+C0GOC+ACGTGAGAAAGTG+COAACCAGCAG+ACCCGOT++C++GGA++0GAAGC+ CA+C+GGTTECCCAGGAGCC GG

127 CTCGCACAGEGTOTGOAGCACTEGGGOOACEAGETOOTTCAGGCAGEACALCTGoGG o NG CGCCCT - - - - GAGTCGOCTGOGCTOOTCOTCOGEATGT - - v v - o - - CGCTGGTTCORECCGG
127 CCC- - - CAGTCTAGACCAC- CTGGGBATTCCCA- -6CTCAGGECGAALAIINNGCCCOGABAAGCATTCTG TAGAG A TCCTECATGAGTGCGCCCCCTTTCGTTACTCCAACACATCCAGCAACCACTGAACTTGGCCGG
142 C6T- TACGGTCT- - -CCTCCCTCGGTACTCCCAGAGCCCAGG SCTGACCACCGCCCTCEGOA - - - - - - - oo GCGACCCCCGCTGCGACCCCCGCACATCACG - - - CCOCCBBATGTGCCCTGATCCACGCAGTCGGA 261

W N WAl Wiee—t T FE T .

C+COG+ACAGTCT+++CC+C+CTCOGGACTCCCA++GCTCAGGBCH++A+++++GCC+BAGAAGCGCCCT++++AGGGAAATCCTGCATGAGTGCG+CCCCTGC+GTGACCCCCGCACATC++GCAACCOCTGGAT+ TGCCCBGATCCACGCAGTCGGA

239 ..o CCGECCTCAACCECAGCCGGACGCCGACCECGEEGAGGECCACCTOG TN GAGEGGECGGCEE6GGGCGGCCG- -- - TECOTC-- - CCAGGGCACBCACACCAGGCACTE66CCACCAGCGCG I YNNAGECGCC666TCCCCBCE0T 382
267 BCACACETOOTOOTOAT - v v v v v e - e GLACCAGCATTGTGACCATG. AAGTACTATTG - - - CTGCGAC. - - -« - - - - COCGCEGCTT v e e ee e e COGOTACAACGOTTGGTOCGCOTGAATOCCGCORET 374
262GCACAACGGGTCCTCACCAACATCCGGGCGCCAGCCCCGGGACCCGCCAACCGCGGGGDGGGGAGGADAGGGCGGTGCADCTGCACCTGCGCCGGGGCGCGGCCCGCCCCTT ---------- COTTCCTOACGD- - - - COCGOCCGG.-C00GCO00T 403

T T TR T T e e e T ey v

+CACA+C+GGTOCTOA+C++ CA+CCGGGCGOCAGCOEEGEGALC++ COA+C+G++GG++GG+G+GGACGG+G+GGTGO++0TGCACCTGOG+ CGGG+ 0++GGCC00GLE00TTAGGCACTGGGOC+OCA+ CACGD+++++00G0CCGG+TOC0GCO0ET

383 GLACCAGCCGOCAGDODD . « « oo o e e e e s TGGGGOOCCAGGEGCCGLACGAACGTGGCCAGEGGCAGEACCTCGCGGTAGTGGCTGOGEAGCAGGGAGOGCACGGCTOGGOAGCGGGGAGOGEG - - COGLATOGLG-GOGGTGOOCGGGGL0AGE 522
376 TCCTCCGTTCCCAGCCTCATCTTTTTCOTCOGTGBACTCTCAGTGGCC - -TGGGTCCTGGCTGT - TTTCTAAGCA- CACCCTTGCATCTTGGTTCCCGCA- - - - - - - CGTGGGAGGCCCATCCCGGCCTTGAGCACAATGACCCGCGC- - - - 610
404 TCCTCCGCGECGACCOE - - - - - - - - - - - oo oo - GCCECC- - -CGCC- SCBGACCC------ - - TTCCTCCGCGGCGCCEGCOCAGGCGBGTCOCOGCA- - - - - - - AGCGGATCCCCCEG - CCGBCGTTCGG - - COATGBCGLGLGBC- - - - 610

T T B PP R CE T T T

TCCTCCGC+CCCAGCCCCATCTTTTTCGTCGTGGGCCCCCAG COCCGCACGAACG TGO+ CCC+GGC+G+ATTTCTC+GCAGCGCC+GCGCAGC+GGG T+ CCCGCAGCTCGGCABCGGG++GCCCG+CCCGBC+TTG+GC+ COATGBCCCGLGCCAGG

623 GCTTCCCACGTGCGCAGCAGGACGCAGCGCTGCC - TGAAACTCGCGCCOCGAGGAGAGGGCGGGGCCGE - 666466660 TEGGAGGGCCCGGAGEGGGCTGBGCCGBGGACCCGGGAGGGGTCOGGACGGGGCG6GGT - CCGCGCOGA a77
511 .- -TCCTCGTTGCCOOGCGGTGLEGE - TCTCTGOTGOGLUAGCOGATACCGGGA - SGGTGTGGCCGCTGGCAACCTTTGTGOGGCGCCTG - -GOGLCOOGA- - - - - - - - GGGLAGGCGGOTTGTGOAACCEGGGGACCCGAAGATOTACCGOACTTT 648

511 - - -GCCCCGGTGTCOTGCAGTGLGE -GCCCTOOTGOGGAGCOGETACCGOGA - SGGTGOTGCCCTTGGCCACCTTCACGOGGCGOCTG - -GOGLLOOGA - - - - - - - GGGLCAGCGGETOGTGLGGCGEGGGGACCCGG0GGLOTTCCGOGOGCT 648

GLTTCCCCGGTGOCO+GCAGTGLGCAGC+CTGCTGOG+AGCCG+ TACCGCGAGGAGAGGGTG+GGLCG0TGGOAACCTT+G+GCGGLG0C0TGGAGGGOCNGAAGGGGGETGGGLEGGC6GLTOGTGLGG0G0G6GGACCOGGRGG+CT+00G0G0G+T

678 GGAGGLGGAGE TIINNCG TCAAGGGGCA - - GOACGGGTG - - - - - - cooeeeToocCAGTOoEToG oo ACG To NG c G CGGTCOTGG - GOGTCTGTGCCCGCGAATECACTGGGA . GOCCGGLCTOOCOCCGACAGEGT 808
640 GG TTGCCCAA- TGCCTAGTGTGCATGCACTGGGGCTCACAGCCTCCACCTGCCGACCTTTCCTTCCACCAGGTGGGCCTCCAGGCG GGATCCCCATGGGTCAGGGGC LA - - - -GCCGGGA- -GGACGTGG- - - -GATAGTGC 782
640 C6TGGCGCAG- TGCCTGGTGTEGCGTGCCCTGGGACGCGCCGCCACACCCCGTTGCCTCGTCCTTCCGCCAGGTGGGCCGCCCGGGACCCCTGTCGGGCCTGCTGGGT TG EEIAGGGAGGGCCGCGGGGCACGAGGCCAGATGLCGGGCCCCCGGGCGC B80S

GGTGGCGCABCTGCCTGGTGTGCGTGCACTGGGACGCGC+GCC+C+CCC+G+ TGCCC+GTCCTTCCGCCAGGTGGGCC+ CCAGGLGCCCCTOTCGGTCCTO+TGGGTC+GG6+COG+AA++CCOC+GGGAACGAGGCC+GACGTBG+ CCCGA+AGCGT

800 AGCTGCTCCGGGCEGACCCBGGGGTCTEGGCCGCECTTCCCCOCCEBCECGCC - - - - - - - - - - - - GCTCGCGCTCCCAGG- - - GTGCAGGBACGCCAGCGAGGGCCCCAGCGGAGAGAGGTCOGAA. - TCGGCCTAG-GCTGTGGGGTAACCCGAGGGA 048
TEIGTCTAGOTCOATGTG - o v v v v v o - TCAAGACCCTCTTETCCTTACCAGGTGTCATCOCTGAAAGAGETGGTG . - GOCAGGGTTGTGCAGAGACTCT -G OGAGCGCAACGAGAGRAAACGTGETGGCTTTTGGCTTTGAGCTGOTTAACGAGGOCAGAGS 927
806 COCTGATCGOGGCGAD. - - - - - - - TETGGAGE. - - OTTCEGTG- - CAGGTGTECTECoTCAATINCTGGTG - - GOCAGGGTGGTGCAGAGGCTOT-606AG6066060GAMINCGTGOTGGO0TTCGGCTTOGC0CTGOTGGATGGGGCTEGOGG 947

++0TG+TCC+GG0G++C00GGGGGTOTGGACC+++0TTCCCTG+CCAGGTOTO+ T+ CCTGAA+GAGCTGGTGOTGCCAGGGT+GTGLAGAGACTCTAGCGAGCGO++C0+GAGAAACGTGLTGGC+TTOGGCTT+G+GCTGLTGOATGAGGOAG+GE

940 GGGGCCATCATOTOGAGECECTO NN CAGGTOCGTOEGGEGACTE - - - v v v v e - - - o TGGC 1000
0928 C6GGGCCTC - CCATGGCCTTCACTAGTAGCGTGCGTAGCTACTTGCCCAACACTGTTATTGAGACCCTGCGTGTC 1000
048 CEGGCCGE- CBGTGGCCTTCACGACCAACGTGCOCAGCTACCTGCECAACAGGG - -~~~ oo oo oo oo 1000

C T T ——T

CBGGCC+CGATGCGGTGGCCTTCACHAC+AGCGTGCGCAGCTACCTOCCCAACAC+GTTATTGAGACCCTGCGTGC




HYRAGOIDER

w1072

mm10.7a.

hg 387z

hg 38

w1072

mm10.7a.

hg 387z

hg38fe:

hy38fe:

mm 107

mm 1072

hg38fe:

hy38fe:

mm 107

1294489-1295489/1-1000
73628630-73627530/1-1000

Consensus

1294489-1295489/1-1000

73828530-73627530/1-1000

Consensus

1294489-12854891-1000

7I626530-TA6275I0/1-1000

Gonsensus

1294489-12959891-1000

73626630-73627530/1-1000

Consensus

1294489-1295489/1-1000

73628630-73627530/1-1000

Consensus

1294489-1295489/1-1000

73828530-73627530/1-1000

Consensus

1294489-12854891-1000

7I626530-TA6275I0/1-1000

Gonsensus

1-CCGCAG. - TGCGTCGGTCACCGTG- - - TTGGGCAGETAGCT- - - GCGLACGOTGGTGGTGAAGGCCTCG666GGGCCCCCGOGGGO00. -CGTCCAGCABCGCGAAGCCGAAGGCCAGCACGTTCOTTCGE -« -« - - - - GCCGCGCTCGOACAGCCTCTGCOAGCACTCGGGCCACCAGCTCCT 184
1 Bcasec. - - - .- - - AAAACCTT - -AGGTCCCTCCGCCTACCTAACCTTCAATACATCAAGGAT - - AGBC- - - - - - - TTCTTTGCTTGCCCAAACCTCGCCC - - - CAGTCTAGACCACCTEBBBATTCCCAGCTC - - 150

C+C+C+GTCTG+GTC+++CACHG++GOLT+G+GLAGH+AGCTCAGG++ CA+GOTGGTOGTGAA++OOT+G6+GG++CC+CCGO+++00+AACH T+ OA++A+++0+A+G++GAAGGCCAGCACGTTGTT+GOTTGOOCAA+CC+CGC+CGCACAGH CT+++C0++0++++66++++C0CAGCTCCT

185
160

ToacecaccAcaccTococ oI CoCoETOAGTOG - -CCTGCGET-GOTOTOCGCATGTCGCTGGTTG- - - - CCCCCGGCCGCCDTDAACCCCAGCCGGADGDDGACCCCGGGGAGGDDDACCTGGCMGGAGGGGGCGGCGGGGGGDGGCCGTGCGTCCCAGGGDACGCACACC 338
- 266606AAAA TG CCCGABAAGCATTCTGTAGAGEIIIMATCCTGCATGAGTGCBCCCCCTTTCGTTACTCCAACACATCCAGCAALCACTGAACTTEEEG -« c v eennne- NG ACACCTG -+« v vomes e GTCCT. - --- - CATGCACC 288

W W N7 N W RIRTTIT TNTENE PESTH B T S A

T++GGCH++A+++++GC++G+GAAGCH++CTG++++GOGAAATCCTGCH+++AG++ C+ CCH CH T+ TCG+T++ T+ CAACACH+CC+GC++ CC++++ A+ C+++GCCGGACGCCGACCCCBBGG+++C+CACCTGGCOGAAGGAGGGGGCGECOGG6GGCGGCCOTGCETOC+AGGGCACH++CACT

337 AGGCACTS -GGCCACCAGCECO CERRFNAG - - - - - CCGCCGGGTCCCCOCOCTOCACCAGCCGCCABCCCTO666CCCCAGG . - - - COCCGC- ACGAACGTOOCCAGCGGCAGE - ACCTCGCOGTAGTOOCTOCOCAGCAGGGAGE - - - - - - - - - - - - - - - GCACGGCTCOGCAGCGGGGAGCG 402
280 A-GCATTGTGACCATCAAC 8 G TACTATTGCTGOGACCCCGE0C- - CTTCCGCTACAACGOTTGGTCCOGCCTGAATCOOGOCCCTTOCTCOGTTCCCAGCOTCATCTTTTTEOGTCGTGGACTCTCAGTGGCCTGGGTOOTGGETGTTTTCTAAGCACACCCTTGCATCTTGGTTOL 485

AGGLCA+ TGTG+CCA+CA+CGCGCG+AAAGTACTA++GC+G+G+ COCCGL+CTOC++C+BC++C+A++C+ TGO+ +C+ CC+G+ATCCCGLC+CT+C+++COT++CCAGCH+ CA+CT+++TCG++GT+G+++C++G++GC++GG++CCTGGCTGTTTTCTAAGCACH+C+++GCA+C++GG++C+

4@3EGEGGCATCGCGGGGGTGGCCGGGGCCAGGGETTEECA - CGTGCGCAGCAGEACECAGCECTECCTGAAACTCGCGCCGCEABEAG - - - - - - AGGGCGGGGCCGEC GGGAGGGGCTGGGAGEECCCGGAGGGGGCTGGGECCEGGGACCCGGGAGGEGTCOGGACGEGGCGEEE 6O7
CACGTGGGAGGLD CATCCCGGCCTTGAGCACAATGAL - COGCGCTCCTOG - TTGDDEEGEGGTGCGCTCTDTGETGCGCAGCCGATADDGGGAGGTGTGGCCGDTGGEAACCTTT rrrrr GTGCGGCGLCTGGGGLCECGAGGGCAGGCGGCTTETG - - - - - - 618

CGCGGCATC+CG+GGG+GGC0GGGGOCAGGGL+TOLO+ GO0+ TG+GCA++A+GACGC+GOGOT+ O+ +GAAACT+GC+CCGCG++G+G0TOTOT+++006++ GG+ +++++00A+G+G++G++GCTOG+A++++++GGAGGG+GL+G+G00+ 000+ CC0G+G+G++G+CGG+++G+GGLGGGE

.................. W cccooT-COTGGGCGTOTGTGCCCGCGAATCCACTGGGAGCCCGGECTGGOCCEGACAGCGCAGT 812

817 - - -GCCGGGAG- - -GACGTGG - - - -GATAGTGCGTCT 788

813 GCTCCGGGCGGACC06GGGGTETGGGCCGCGETTCCCCGCCCGCGOG00GOT. - - - - - GCGCT----CCCAGG-- - GTGLAGGGACGCCAGCGAGGGO00CAGCGGAGAGAGGTOGAATEGGCCTAGGCTETEEGGT - - v v - - AACCCGAGGGAGGGGLCATGATGTGGAGGCCC TG @74
TET - e -AGCTCATGTGTCAABACCCTCTTCTCCTTACCAGGTGTCATCCCTGAAAGAGC TGO TBGCCAGGGT TG TGCAGAGACTCT-GCGAGCGLAAD- - - -GAGAGAAACGTGCTEGCTTTTGGCTTTGAGCTGCTTAACGAGBCCABAGGCGGGCCTOOCAT . - - - - GGCCTT.-CA 947

GCTCCGGGCG++ C+C++G+GTC++G+ CCH+++ TH+CC+++ CCH+ G+ G+ C+++CCTOAAAGH+GCTGG TG+ CCAGGGT TG TG CAGHGACH C+AGCGAGHGC++CAGCOGAGAGA+++++++ T+G6+++ T+GGCT+TG+G+ TGCTTAACGA++CC+++G0+ GGG+ C++++ATGTGGAGGCCH TGG+A

075 BCAGETEEOTOEG - - - - - - - - oo GLGACCCT--TTGGEC 1000
948 CTAGTAGCGTGCG TAGCTACT TGO CCAACACTGTTATTGAGACCCTGCGTGTE 1000

++AG++GCGTGCGTAGCTACTTGCCCAACACTGTTATTG+GACCCTGL+TG+E




Ochotona_princeps pike 9880-10680/1-1000

hy 387a.1294489-12954891-1000

mm 10.£2:73626530-7 3627530/ 1-1000

Sylvilagus._bach vilagus_bachmani_H C:84878611-84879611/1-1000

Consensus

Ochotona_princeps pike 9880-10680/1-1000

hy 387a.1294489-12954891-1000

mm 10.£2:73626530-7 3627530/ 1-1000

Sylvilagus._bach vilagus_bachmani_H C:84878611-84879611/1-1000

Consensus

Ochotona_princeps pike 9880-10680/1-1000

hy 387a.1294489-12954891-1000

mm 10.£2:73626530-7 3627530/ 1-1000

Sylvilagus._bach vilagus_bachmani_H C:84878611-84879611/1-1000

Consensus

Ochotona_princeps pike 9880-10680/1-1000

hy 387a.1294489-12954891-1000

mm 10.£2:73626530-7 3627530/ 1-1000

Sylvilagus._bach vilagus_bachmani_H C:84878611-84879611/1-1000

Consensus

Ochotona_princeps pike 9880-10680/1-1000

hy 387a.1294489-12954891-1000

mm 10.£2:73626530-7 3627530/ 1-1000

Sylvilagus._bach vilagus_bachmani_H C:84878611-84879611/1-1000

Consensus

Ochotona_princeps pike 9880-10680/1-1000

hy 387a.1294489-12954891-1000

mm 10.£2:73626530-7 3627530/ 1-1000

Sylvilagus._bach vilagus_bachmani_H C:84878611-84879611/1-1000

Consensus

Ochotona_princeps pike 9880-10680/1-1000

hy 387a.1294489-12954891-1000

mm 10.£2:73626530-7 3627530/ 1-1000

Sylvilagus._bach vilagus_bachmani_H C:84878611-84879611/1-1000

Consensus

Ochotona_princeps pike 9880-10680/1-1000

g 3873 1294489-12954891-1000

mm 10.f2.:7 36.26530-7 3627530/ 1-1000

Sylvilagus._bach vilagus_bachmani_H C:84878611-84879611/1-1000

Consensus

T GTCTCCGTCACAGTG- - - TTAGBCACGT- - - - AGCTGCGCACGCAAGTGG TGAAGGGCCAGGGCAGGLCGCCGCGGGTGCCATCCAGCAG - COCGAAGCCOAABGCCAGCACGTTCCTBGCGCE -GCGCT- - - - - - - - - CGCACAGCCTCTG
1---CCGCAGTGCBTCGGTCACCGTG- - - TTGGBCABGT- - - - AGCTGCGCACGCTGGTOGTGAAGGCCTCGGGGGGGCCCCCGCGGGCCCCGTCCAGCAG - COCGAAGCCOAAGGCCAGCACGTTCTTCGCGCC-GCGET - - CGCACAGCCTCTG
1CTCACTGTCTGTGTCAACCACAGCAGGOTGOAGCAGTE . - - - AGCT- - - - - P AGGOAARACGTTAGGT- - COBTCOGE- - - - - CTACCTAACCTTCAATACATCAAGGATAGGC. - - TTCTTTGD - - - - - - T- TGCOCARACCOTCG
I I T0660C006ACGCATC TOIIINGGTGCGGAGET GLOGAGTAGGACECAGAL - GOLCGCCAGGGCOECC6CCTCOTEGTCGOTGACCCOAGAGCCGTOGGACACTCAGCGCCTGAGCTOCAGAGGAGCGAGDGGCETCOG

S PSS TP T A S TR ] S 1 =

CTCHC++++TGTGTCGG+ CACAG+G+++ TTGGGCAGGTGCOGAGCTGCGCACGC+AG+GGTGAAGGCC+C+GBC+G+CCGCCOCGEGCCCC++C+AGCAGTCGC+AAGCCGA+GGCC+GCACGTTICTT+GCGCCTGCGCTCCAGAGGAGCGCACAGCCTC+G

135 CACCA- CCCBGGCCACE - - AGCTCCTTCAG - - TCBCCAGGGGCGCGTCCCOCCACGTTTCCTGATCCGCCECTE- - ACC- CCGATCCCGGCAAAGCGGGTCLCC -
142 CAGCA- CTCBGGCCACC - - AGCTCCTTCAG - A -TCGCC-TGCGCTGCTCTCCGCATGTCOCTGGTTCCCCCOGGCCGCCC- TCAACCCCAGEE - - - - -
127 COCCAGTOTAGAGCACLTEGGGATTOOOAGCTEAGGGEGAAAATIIGCCoGAGAAGCATTCToTAGACEINATCCTGCATGAGTGEGOCCCOTTTOGTTACTCCAACACATECAGCAACCACTGAACTTGGOG - -

138 GGGCGCLCCTCTCOGAD. - AACACCGCCCGG0GLGCAGCGAAAGGAGGGCGGTOGGLGE - TCGGLGGTOGGO6GTGOGCG0AGEGCGAGCGC0AGETOG - - - - GGACCCCGOTCTGLGACE - COGGCLC0CG0COAGCAGGGLOCCGCCCRTTCOTOTERG

ST TR e W pREige R T ET R TR [T R T —

CA+CA+CCCGGBCCACCTGAGCH COT+CAGH+++G++++++AAGGAC+CCTOAGGGGBATT+GG+CGTG+G+++ TTCOCCATGCGCGCG+CCCCGC+ COTT+CTGGATCCCCCCCT+COACCACCGACCCCGGLC+AGCGGGACCCCGCCCCTTCCTCTEEG

S T o6 AGAGCECE - 6CGGGEGGCAGCTECACGTCCCABGBGCAC -G - - - - - - -« - - - - - CACACCAGGCACTGGGTCACCAA. - - - - - - - - - .- - eececm
264 - - - - - - -GACC----CCGGGGAGGCCCACCTGEC) ¥ 6 AGGGGGCE - GCGGGEGGCEECCETOCOTCCCABBGLAC - G- - - - - - - - - - - - - - - - CACACCAGGCACTGGGCCACCAG - - - - - - - - - - - - - cecec

271 ACCTGGTOOTCATGOAGCAGOATTGTGACCATCAACEIEINAAGTACTATTGOTGOGACOGCGCOGCTTORGCTACAACGETTGGTCCGOCTGAATCOOGCCOGTTCOTECGTTECOCAGEETCATETTTTTO6TEGTGGADT
202 CGCCOCGECTOOTOCACGOGGACCOOGECC6GGCCEGCOTCOTOOGEG0 - - - - ACTGCGOTEGCGCACGGGOGGGAGECTEGE0GC0CC0GC6TG0-6LGCG0CGCTOCGCAGGGTOCTOGOACGTEGGOCGCTAABAG  ~ v v v e e v e s GLOGCGCAD -

S— Y1 TT T WUV T UV T T T TR T TV T MY

CGCCCCOGCCTCCTCCACGCBGACCC+G+ CO+GGGC+GCCCACCTGBCOGCCATCAAGBAGAGGGCGCGCGGG+GGC+BCCECOC+ TCCC+GOG+ACAGCGCH++G++C++C+G++TCHC+CCA+GHACTG+G++ACCAGCCTCATCTTITTTCGGCGCEGACT

382 GGDGGDTGGGTCEECGCGECGCAEGAGEEGGCGGCTCTEGGGCETEAGGCGECGCAEAAAEGTEGCEAG— -Ce6 CAGCACCTCGCGGTAGCGGCTACGCAAGAGTGCGCGCACGGCCCGGCACCGGGGCGTBCOGGGCATCOCTGGGCT
302 M~ 6CC6CC666TCCCCGCGCTGCACCAGCCGCCAGCCCTGGGGCCCCAGGCGCCOCACGAACGTGBLCAG - - COG CAGCACCTCGCGGTAGTGGCTGCGCAGCAGGBAGCGCACEGCTCGGCAGCGGGGAGCECGCGECATCGLBGGGGT
412 CTCAGTGGCCTGGGTCOTG-GOTGTTTTCTAAGCACACCOTTGCATCTTGGTTOCCGCACGTGEGAGGECCATOCCGGCCTTGAGCACAATGACCCGCGOTCCTCGTTGCONCG0GGTGEGCTETCTGOTOUGOAGCCGATACCGGGAGGTGTGGCCG - -CT
- AGETCGCCAGAGCOD- - - - COGOGLGGGEGGCCGOATOTONAGGLO06GCCG0CG - - - - - - GGOTCLGGOEECG  « - v n v o e e - CGATGCOEGCGLG0GE0CO6GTGLCGAGOCGTGEGCGCG0TOOTGNGOAGCOGETACCGCGAGGTGOTGRCG - -CT

CTA+G++GCCGBG+CCCCGCGL+GCACGAGCCOGCCOGC+CTCBGGCC+ C+GGCGCCGCACGAACGT+GCCAG+HCC+GBCCTTGAGCACA+++ COTCBCG+ T+ +++GCTGC+CAGCAGTGCOCGCAC+GCT++GCAGC+GG+A+CGCEAGG++ TCOCCBGGCT

610 GGG CCACCCCAGCGCTGGCTCGGGCGAGCTOAAGCGGGCTGCAGCCTCCCACGTGTCGOGATGCCCGBGGGCOCG -GLCTGCAGCCCAAGCG - CCAGCGCACAGAGCG) cescesesTCces - - - - - CCOCBBOBAGG - - - - - - - - - - - - - - AGBLCGGGE
E10 -BGC- - - - - ----- CGGGGCCAGGGCTTCCCACGTGCBCABCAGS - - - - - ACGCAGCGCTG- - -CCTGAAACTCGCGCCGCOAGGAGAGGS - COGBG LG O] A .| 6666AGEG6CTEGBAGGGCCCBGABGGGGC - - - - - - - - - - - TGGGCCGBGE
571 - GGCAACETTTGTGCGGCGECTGGGGLCCGAGEGCAGGLOGGD. - - - - - TTGTGCAACCCGGGGACECGAAGATET - ADCGCACTTTGGTTGCCCAATGCOTAGTGTGCATGLACTGGGGETCACAGCCTCOACCTGCCGACCTTTOOTTCCACDAGGTGGGE

571 - GACCACGTTCGTGCGGCGLCTGGGOCCCGAAGGOCGACGGD. - - - - - TCGTGOGGCGE0GGGACECGGLGG00T - TECGEGOCETGGTGGCCCAGTGCOTEGTGTGOGTGECCTGOGACGCGEAGCCGCOTCCNGCCGECCTCTORTTCCOGCOAGGTGGOGE

W—ﬂ

GGGCCACCTT+GTGCGG+GCCTGGG+CCCGAAGGCGGGCOGCAGHCTCTC++GC+GCBCGGGBACCCG+AGCHCHCGCCGC+CCCTO+H+GGCCCAGBTOLC++G+GTG+++G+G+ TGGGGCTCG+AGCC+CCGCLBG+COCCCT+HTCCTTCC+ CCAGG+GGG+

851 CGCCOGGA SBGGGCBECTCC - - - - - - - - - - TTCGGGCCGGGEGCGCGCCBAGGCEGGGCCTE6-GCCTGEGGCTCCGCCCECAGCCCTCABE - -6c
640 ACCCGGGAGBGGTCOGBACGGGGCBGGGTCCGCOCBGAGGAGGCEGAGE P¥c 6 T6AAGGGGCAGBACGGGT-GCCCGGGTCCCCAGTCCCTCCOCCACG TOEENNGCGCGGTCCT - - - - - G6GCGTCTGTGCCCOCGAATCCACTGGGAGCECG - -6GC
725 CTCCAGGLGGGATOCOCATGOG TCAGGGGT - A6 CCGGGAGGACGT- GEGATAGTGLGTCTAGCTCATGTGTCAAGACCCTOTTCTOOTTACOAGGTGTCATCOOTOAAAGAGCTG. -GTGGLCAGGGTTGTGCAGAGACTETGUGAGT
725 COGCCOAGGGGACCOGLTTOGGGGAGEGG - GAGGCGGAGCGGLG- COOCGGGACTOAGGCCEOTTOE0T - - - - - GLAGGTGTOOTCGCTOAAGGAGCTG - - GTGGOLAGGGTOGTGCAGAGGCTCTGOGAGE

[ PTER Ty TRy TR TR Y TEWTTY PER T

COCCGGGAGG+ATCGC+ACGGGGCOEGGG+CCOGCGCOGAGEAGGCGBGCCGEOAGGGCG++6+G6C+GGBCE+++AGCCCGBGTCTC++GCCCCTCCCCTCCGT+GLAGGTGTCOTCOCTOAAGG+GCTOC+GTGGCCAGGG++++GCAG+GA+ TCHGCGAGT

TIBEC- - om oo CATAGCTGGTTCTGGGGTTCCCBGGTGGCCGGACECGAGETGGGGGTCCTEGTABBCAGGTACGTCCACTCCCAGGGTGCTCAGTTCCCCATETGGGCCGCGGCCCAGCGASTCIINNAGGTGCGBATTTBCAGCCBCAGGCCECAAA
703 CTGGCCCCGACAGCGCAGCTGCTCCGGGCGGACCCGGGGGTCTOBGCCGCGCTT - - - - CCCCGCCCBCGCGCCGCTEBCOCTCCCAGGGTGCAGBGACGCCAGCGAGGGCCCCAGCGBAGAGAGGTCGAATCGGCCTAGGCTE
873 GCAACGAGAGAAACGTGCTGGCTTTTGGC - - TTTGAGCTGOTTAACGAGGCCAGAGG - - - COGGLCTCCOATGGCOTTCACTAGTAGEGTGCGTAGCTACTTG - -« - - - COCAACACTGTTA
847 6666060 ATTIRICGTCCTGGEOTTOGGC - - TTCG0GCOTGOTGGACGGLGOEEG0GG- - - CGGOOC0GO00TGGGOCTTOACCACETGCGTGEGOAGETACETG. - - - - - - GO CAACAGGG TG A - - v v e s e e e

cnlen il oot 8 bl el e

++GGCOCEAGHAACG T++++GCT T+ TGGCG++++C6GGBC+GCTOGACGGHGCCTG+GBG+CCGG+CCGCCCGBGGCCTTCACT+CCAG+GTGCOGCAGCTACCTG+G+GGGCCCCA+ CACAGTOAGH++G+A++GG+++4+G++ T+GCAGCCOCAGGCCOCAAA

028 CACCCCTGAATCTAACCAGAAAAGGACAGGCGACGTCOAGACCCCA- - - AGC. CCBGGGTG-GCOGGCOATGTCGGAL
032 - - - - TGGGGTAACCCGAGGGAGGGGCCATGATGTGBAGGCCCTS - - P A66TGCOTGCGGCBACCCTTTEOE
STTGAGACGCOTGCGTGTC
S COGAGACGCTGOGCOGGOAGCGGEGIGTEGGEGCTGCTGCTGRG

_l_u_-_lm.l.d.l

CACCCCTG+++++A+CC+++++AGG++++++GA+GTCOAGACCCTGCO+GGCACCOG+GCGTGCGBGC+H+CHTCTGHE

134
141
128
138

381
381
411
433

508
508
570
570

@27
031
983
957

1000
1000
1000
1000




CINGULATA

mm 1072736 26530- 73627530/ 1-1000
Dasyous_novemcinctus. Dasnow3.0:40624-41524/1-1000
g 38.72:1294485-1295489/1-1000

Consensus
mm 1072736 26530-73627530/1-1000

Dasypus_novemcinctus. Dasnow3.0:40524-41524/1-1000
hg 387212844881 295485/1-1000

Consensus
mm 1042738 26530-73627530/1-1000

Dasyous_novemcinctus. Dasnowd.0:40524-41524/1-1000
g 387212944881 295489/1-1000

Consensus
mm 1072736 26530- 73627530/ 1-1000

Dasyous_novemcinctus. Dasnow3.0:40524-41524/1-1000
g 38.72:1294485-1295489/1-1000

Consensus
mm 10727 3626530-73627530/4-1000

Dasyous_novemcinctus. Dasnovd.0:40624-41524/1-1000
g 38.72:1294485-1295489/1-1000

Consensus
mm 1042738 26530-73627530/1-1000

Dasyous_novemcinctus. Dasnowd.0:40524-41524/1-1000
g 387212944881 295489/1-1000

Consensus
mm 1072:73826530-73627530/1-1000

Dasypus_novemcinctus.Dasnowd.0:40524-41524/1-1000
g 38.72:1294489-1295489/1-1000

Consensus

mm 1072736 26530- 73627530/ 1-1000
Dasyous_novemcinctus. Dasnow3.0:40624-41524/1-1000
g 38.72:1294485-1295489/1-1000

Consensus

N

1 CTCAGTGTOTGTGTCAACCACAGCAGGETEGA- 6CAGTEAGCT oA NIRICAGG CAARACCTTAGGTOECTCCGEETACETAACETTCAATACATG - - AAGGATAGGETTCTTTGCTTGEC CAAACCTEGE - - -
T 66GTGCCGAATTCACCCAGTTCCCCAGGGACCCCACCACAAGGTCCCCAGGCCCGGCTAAGE - CCBBAGCCTCTCCAAAGABCGGD - - - - - - GCTCGCTGTGACCCCTG - - -
I oo COGCAGTGLGTOGG - - TOADEGTOTTGGGD - -« - - - - oo n o - AGGTAGCTGCGCACGETOGTEG - TGAAGGCCTG. - - - - [ CCCCGLGGGCCCCETOOAG -« « « « v v e e e e et CAGCGLGAAGCCE

BT AT TR U7 U ] T e T Eaa— e

CTCACTGTCTGTGTCAAGG+CAG+G+GOCGGATTCACCCAGTTC+GCA+++++C++A+C+++AGGTCCCT+CGCCCGOCTAAGCTTCAA+GCCTCTCOAAGGAG+GGCTTCTTTGCT+GC++++ACCCCGCGGGCOCCCGTCCAGACCACCTGEGGATTOCOCAGC+ CGGAGDH+

COCAGTCTAGACCACCTGGGGATTCCOAGETCAGGGCGA 168
126

100

167 AAA]
126 AGGGCT-GCCCG
101 AAGGCCAGCACG

a5

231

AAGGC+AGCCCGAGAAGLATTOTT+GGAGGG+++TGGLCCCCGCGC+0G+GLGOC00CT+ CAGTA+CTGCA+ CACCAGGGCAT+ TCC++CA+CCAGTGLACGCTTGGLCGGGGAAG+H+ COCTGG+ 00T CATGE+CC+GC+0TGUGOCCCGCAACGGARAAGT+CC+OTG+T+C

326 GACCCCGCCCCTTCCGCTACAACGCTTGGTCCBEC - - - - - TGAATCECBCCCCTTOETG - - - - - - ommmm oo o s o oo CGTTCCCAG- - CCTCATCTTTTTCOTCGTGGACTCTCAGTGEGCCT - - - - - - - - - - GGGTCCTGGCTETTTTCTA . -
269 GOCCTGGCCC0GECE - CCTTCTCDGCGCDCCGCDCCCGGTCGGTCCCGDCCCTTCCTGDTGCGACCTGDTCCADGCGGDGCCGGTGMCCTGCACG ----- GGACCTGCA- CGGGCGCCGGGTADCGCGATCGCGTGAGCACGTG SGGGOCCTEGCTOTGCGCCAGA
CCCCCGBCCGCCCTCAACCCCAGCCGGACGCCBACCCCGGGBAGGCCCACCT ¥ ccAGEG6GCEGCE6GGEGCGGCCGTGLBTCCCAGGGCACBCACACCABBCACTEGG- -cCACCAGCE e I INNAGCCGCCE6BTCCOCGCECTGCACCAGT

W

GCCCCGGCCCC+CCCH+COC+A+ CCG+GC+CCBCCCCCGGTBAGTCCCGCCCCTTCCT+CTGLG+H+C+G++++A+G+GGCG+CGG+GGG+++C+G++COGT+CC+GG+CCCGCA+++C+BGCOCCGGG+ACC+CCAGCBCGCG+++A+++GCCEBGTCCTOGCTCTGC+ COAGH

a1
429
300

L AGCACACCCTTGCATCTTGGTTCCCGOACGTGGGAGGCCCATCCCGG0CTTGAGCACAATGADEEGCGCTCOTEGTTGCCCCGCGGTGOGCTOTCTGOTGCGRAGD
430 GCCCCCBC6C6CCOACCCCCGCECECCCCGCGCCEGGE6CGCCCEOCCCGD - - - - - - - - - - - - - - CATGCCOCGCGCCCCCCEGTOCCGGGCCGTOCOCGCTCTGCTOCGC66G -
391

- CGATACCGGGAGGTGTGGOOGOTOGCAA. - - - - - - COTTTGTGLGGE -
- CGCTACCOCGAGBTGCTECCGTTEGCOA. - - - - - - CATTCGCCCHGE -
--------- CGCCAGCCCTGGGGECCC0AGGCGCCGCACGAACGTGGCCAGD -+ --------GGCAGCACCTCGLGGTAGTGGCTGLOGCAGCAGGGAGCGCACGGCTCGGCAGCGGGGAGCGLGCGECATCGEGGGG -GTGGCCGGGGCCAGGGCTTOOCACGTGCGRAGDA

m—t T T T1 s 1 0 11 Wt .|

GCCCCCGCGCECC+ACCCT+GCGECCCC+GGCGCCGCACG+GLG+GGCCCGCCCCGGCCTTGAG++CAATGCC+COCGCTCCTCG+ TGCCC+GC+GTGCGCGCTCTGCTGCGCAGCGGEEAGCGCGCG+ TACCGLGAGETGTGGECCG+ TGGCAAGGCTTCCCATTTGCGEGGEA

587
580
541

............ GLCTGEGGOCG v v v e s GAGGGOAG - == s s scccccnnnnnee  GOGGCTTOETOOAACG = v-------- -C6GGGACCCGAAGATOTACCGCACTTTGGTTGCCCAATGOOTAGTGTGCATGOACTGG . - - - - - -GGCTCACAGCGTCE
Lo T GCCTGGGGCCC - - - - - - - - - - - GAGGGCCE - - - - - S -BCGACTGEGTGCGGCE - - - - - - - - - - - oo - CGGGEACCCCGCGGCCTTCCGCGCECTEGTGGCCCAGTGCCTGGTGTGCETECCCTGEE GACGCGCGECCECT
542 GGACGCAGCGETGOCTGAALCTOGEGO0GCGAGGAGAG66C6666006 TG CGAGGGGCTEGGAGGG 00 CGGAGGEGG0TGGGECGGGGACOCGGGAGGGGTCGOGACGGEGEGGGGTECGEG0GGAGGAGE0G 6Ace THINICGTCAAGGGGCAGGALRGGGT

— wwes s Beeesww TV T 1 NS

GGACGLAGCGCTGOCTGGGGCCCGLGOEGCGAGGAGAGGGL+GGGC0GLGEAAAGGAAGGGGAGCGGCTEGTGLGGECCGEAGGGEGETGGGCCGGGGACCCGG+GG+ CTTCOCGCACG+ TGGTGGCCCAGTGECTAGTGTGCGTGO+CTGGAAGGTGAAGGCGCACGGEEGET

&7
713

894 ACCTGCCGACCTT - TCCTTCCACCAGGTGGGCCTCCAGGE -
676 COCCGLCGOC00C - TCOTTCCAGCAGGTGGGOTCCGGGCE -
714 GCCCGGBTCCCCAGTCCCTCCGCCACET

GGGATC- - - -CCCATGGGT- - - CAGGGG - -
CGOGTC-GGGCTOGCGGGLGCGRAGGGGG -

BEGGGAGGACGTGGG - -~ - - - - =~ - o - s sess s ATAGTGCGTCTAGE
-CGGGCAGGTCGTGGOGACCAGAAGGCACCGCGCGCCCEGGGACCECCGGCOCCCTCTCOCCCOGGCECTTOGTCGAGCCGLEGGAGACCGAGCGOGGOGE
GCGCGLCGE

789
840

+CCCGCCGCCCC+GTCETTCCACCAGGTGGGO++ CG+GGLCCTGGGLGTCTG+GCCCGCGGGT+C+CAGGGGGLCCGG+ CAGG+ CH+G++++Ct+++++GC+CCGGGLGGACC+GGG+++C+GG+ 00+ C+CT+CCCC++CCCTTCGTCGAGCLGLGGAGA++G+GLGLG+CGE

790
841

TCAT o ee et GTGTCAAGACCCTCTTCTCCTTACCAGG TG TCATCCCTGAAAGAGCTGG . - - TGGCCAGGGTTGTGCAGAGACTCTGCGAGCGCAACGAGAGARACGTGCTGGCTTTTGGCTTTGAGCTGCTTAACGAGGCCAGAGGCGGGLCTCCCATGGCCTTCACTA
COGGGLE- -~ - - - GCGCATCAGGGCGOCTCCOGCC0GOAGGTGTCOTGOOTGAAGGAGOTGG - - TGGOCAGGGTGGGGCAGGGG0TOTGC6AGCG6C660660AIMCGT6CTGGCCTTCGGCTTCGO60TGCTEGACGAGAGCCG0GG6GGG0C0GCCEGAGGE0TTE - - -
TCECGCTCCCAGEETGCAGGGA - - - - - - - - - CGCCAGCGEAGGGCCCCAGCEGAGAGABGTCOAATCGGCCTAGECTGTGGGGTAACT . - - COABGBAGGEGECCATE - ATETGGAGGCCCT - - - - - - - - - - oo oo oo - CAGETGCGTGCGGC - - - - GAGCCTT - - - -

1000
298

TCG+GC+CCCAGGGTGCA++GACCC+C+ TC+CGCCAGCAGGTGTCC T+ CCTGAAAGAGCTGGAAT TGGCCAGGGTTGTGCAGHGACT+ TGCGABCGCOGCG+CAGGAACGTGCTGGCCTT+HGGCTT+G+GCTGCT++ACGAGA+ CAG+GGCGEGCCOCCC+H+GECCTTCACTA
GTAGCGTGCGTAGCTACTTGOCCAACACTGTTATTGAGACCCTGCGTGTE 1000

1000

GTAGCGTGCGTAGCTACTTGOCCAACACTGTTATTGAGACCCTGCGTGH D
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GGCOCAGAAGGBGET - - - - - - - -
GGTCCAGAAGGGGET - - - - - - - -
GGTCCAGAGBOBEET - - - - - - - -
GGTCOAGAAGGGGET. - -
GGTCCAGAAGGBGET - - - - - - - -
GGTCCAGAAGGGGET - - - - - - - -
GGTCTAGAABGBEET - - - - - - - -
6GTCOAGAAGGGGET. - -

SCATGGCAGCGAATGCGTAACTTTGTACGAAGAAGAGAATGE
S CATGGCAGCGAATECGTAACTTTGTACGAAGAAGAGAATEG
SCATGGCAGCGAATECGTGACTTTGTGCGAAGGAGAGAATEE
SCATGGCAGCOAATOCETAACTTTOTOCGAAGGAGAGAATSE .
SCATGGCAGCGAATGCGTAACTTTGTACGAAGAAGAGAATGE
SCATGGCAGCGAATGCGTACCTTTGTACGAAGAAGAGAATEG
STATGGCAGAGAATECATAACTTGGTGCGAAGAAGAGAATEE
CETGOCAGOGAGTOCATAACTTTOTGCGAAGAAGAGAATEG -

.C;TEEAC,EAGGGGL‘TTTAGAAEL‘A&GGEAC,EGGATGTATAAAGATGTGEAAAGAAGAAL‘GTGGAEAEEAEEGL‘EETGGEEAGAEGGGEETGGGGGAGE
CACGGEAGCGAATG TATAAAGATGTGCAAAGAAGAALG TGGACACCACEECCCTGGCCAGACGGGEETEEEGGAGE - - - - - - -« -~ - oo

6GTCCAGCAGGGGECTTTAGAG
GGTCCAGCAGGGGEET - - - - - - - -
GGTCCAGLGGGGEET - -« - - -
6GTCCAGCAGGBGET- - -
GGTCCAGCAGGBGET - - - - - - - -
GGTCCAGCAGGGEET - - - - - - - -
GGTCCAGCAGGGBET - - - - -
6GTCOAGDAGGGGET. - -

S CATGGCAGCGAATE TG TAATGATGTGCAAGEGAGAGAATEG
SCATGGCAGCGAATGTGTAATGATGCGCAAGGGAGAGAATGE
SCATGGCAGCGAATOTETAATGATOTGCAABGBAGAGAATSE .
SCATGGCAGCGAATGTGTAATGATGTGCAAGEBAGAGAATEE
S CATGGCAGCGAATTTGTAATGATGTGCAAAGAAGAGAATEG
SCATGGCAGCGAATTTGTAATGATOTGCAAATAAGAGAATGE
SCATGGCAGCOAATTTETAATOATOTOCAAAGAAGAGAATSE .
GGTCCAGCAGGBGET- - -~ --- - -CATGGCAGCGAATT TG TAATGATGTGCARAGAAGAGAATGG
GGTCCAGCAGGGEET- - -~ - - - -CATGGCAGCGAATT TG TAATGATGTGCARAGAAGAGAATES
GGTTETGCAGAGAGT- - - - - - - SCTGCGAGLGCA- - -
AGTCOTGOAGAGGET. - - CTGCOABEGEE -
AGTCETGCOAGAGEET- -~~~ --------CTGCGAGEGCG- - - - - -
AGTCETGCAGAGEET- -~~~ --------CTGCGAGEGCG - - - - - -
AGTCBTGCAGAGEET- - - - ------CTGCOAGEGEG- - - - - -
AGTCOTGOAGAGGET. - - CTGCOABEGEE -
AGTCETGCAGEEGEET- -~~~ --------CTBCGAGEGCG- - - - - -
GGTCETGLAGAGEET- -~~~ - - -~ -CTGTGAGEGCG - - - - - -
GGTCETGCAGAGEET- - - -------CTGCOAGEGEG- - - - - -
GGTCETOOAGAGGET. - - CTGCOABEGCE -
GGTCETGOAGAGEET- -~~~ --------CTGTGAGEGCG - - - - -
GGTCETGOAGAGEET- -~ -~~~ -- - -CTGTGAGEGCG - - - - -
GGTCETGCAGABEET- -~~~ --------CTGTGAGLGCG - - - - -
GGTCETGOAGAGGET. - - CTBTGAGEGCE -
6GTCETGOAGABGET- - - ETBTGAGEGCE -
GGTCETGOAGAGEET- -~~~ --- -~ -CTGTGAGEGCG - - - - - -
GGTCETGCAGAGEET- -~~~ - - -~ -CTGTGAGEGCG - - - - - -
GGTCETGLAGAGEET- -« - - -CTGTGAGEGEG- - - - - -
6GTCETGOAGABGET- - - ETBTGAGEGCE -
GGTCETGCOAGABGBET - -~~~ --------CTGTGAGLGCE -

GEGCGAGAAACG TGOTGG - -
GLGCEAGAAACGTGCTEG - -
6566l cetocTes . -

-6C6CeA
6C6CEAl

ceTocTes

S ACCACCGLCCCTGCCCGGEGGGCCTAG]
SACCACCGLCCCTOCCC6GEGGGCCTOO!
< ACCACCGLCCCTECCCGGOGEGCCTAG)
- ACCACCGLCCCTECCCGGTGGGCCTAG)
S ACCACCGLCCCTGCCCCGEGGGCCTEG!
SACCACCGLCCCTOCCCCGLGGGECTOO!
S ADGACCGGOOCTG0GC0G0GGG0C0TOO!
- ACCACCGLCCCTECCCCGEGGGCCTEO!
S ACCACCGLCCCTGCCCCGEGGGCCTEO]

ceTocTes . - -

S.BCTTTEGC. - - .
- ACCACCGLCCCTECCTGGTGGGCCTEO] e ... ... ..CGAGGGGGCGCAGGTECATCTTCGA
SACTGCCGECCCTGCETGGCGGG CCTEG! e ... .. CCAGGGGGCGCAGATEEATC- - -

S ACCACCGLCCCTOCCTOGCGOECCTEO! e ... ... .C0AGGGGBCGCAGATECATCCTCGA

COAGGGGGCGOAGATGCATOOTOGA
CGAGGGGGTECAGGTGCATCTTCGA
CGAG-GGGCECAGGTGCATCOTCGA
CTAGGGGGCHCAGGTGEATCCTCGA
COAAGGGGCGOAGGTGEATOOTOGA
L6GBOGLAGGCACATOOTCAA
6GGCGEAGGLGEATECT -
GGGAGCABGLGLATCCTEGA
GGGAGCABGLGLATCETEGA
LGGBAGCAGGCBCATOOTGGA
GGGAGCAGGLGEATCCTEEA
GGCAGCABGLGLACCCTES
GGLAGCABGLGLACCETEGA
LGOCAGCAGGOGCAGCEDTOGA
GG CAGCAGGLGLACCCTEEA
GGCAGCAGGLGLACCCTEGA
CTTTTGGCTTTGAGCTGCTTAACGAGGCCAGAGGEGGGCCTCECATOBCCTTCACTABTAGEGTGCGTAGCTACTTECCCAA
CCTTEGGOTTCAGGETGOTE6C0GGGGC00G0GG0G6CC060E06TOG0CTTCACGACCAGEGTGOG0AGDTAGDTEOO0AA
CCTTEGGCTTCACGETGCTEGCCGGGGCCCGCGGC6E6CCECEGGTOECCTTCACGACCAGEGTGCECAGCTACCTEORCAA
CCTTEGGCTTCACGETGCTEG CCGGGGCECGCGECGEGCC6CECGTERCCTTCACGACCAGEGTACGCAGCTACCTECECAA
CCTTECGGETTCACGETGCTEGCCGGGGCCCGCGGEGEGCCGEECGTOBCCTTCACGACCAGEGTACGCAGCTACCTECECAA

S BCTTC6GOTTCACGETGOTG6006G6GG000606G0G6G006000GTOG0CTTOABGADCAGEGTACGCAGDTAGDTEOO0AA

CCTTEGGCTTCACGETGCTEGCCGGGGCCCGCGGC6E6CCECECGTOE0CTTCACGACCAGEGTGCECAGOTACCTEORCAA
CTTTEGGCTTCGCGETGCTEGACGGGGCCCGCGECGEGCC6CECGTERCCTTCACGACCAGEGTGCGCAGCTACCTECECAA
CCTTTGGETTCGCGETGCTEGACGGGGCTCGCGGEGEGCCGLECGTOBCCTTCACGACCAGEGTGCGCAGCTACCTECCCAA

S BCTTTGGOTTC6CGCTGOTE6ACGOGE0TCGC6G0G6G0060G0GTOG0CTTCABGADCAGEGTGOGCAGOTABDTEOO0AA

CCTTEGGCTTCGCGETECTEGACGGGGCCCGCGGC6E6CCECECGTOECCTTCACAACCAGEGTGCECAGCTACCTEORCAA
CCTTEGGETTCGCGETGCTEGACGGGGCCCGCGGE6EGC06CECGTOECCTTCACGACCAGEGTGCGCAGCTACCTEORCAA
CCTTEGGCTTCGCGCTGCTEGACGEGGCCCGCGECEERCC6CECGTABCCTTCACGACCAGLGTOCGCAGCTACCTBCECAA

L BCTTE6GOTTO6C06CTGOTE6ACGEGG000GC06G0G6G00G0G0GTOG0CTTOABGADCAGEGTGOGCAGOTABDTECO0AA

CCTTEGGCTTOGCGETECTEGACGGGECC0GGGEGE6C0GE0GTOE0CTTCACGACCAGEGTGCBCAGOTACCTEOCCAA
CCTTEGGETTCGCGETGCTEGACGGGGCCCGCGGE6E6C06CECGTGECCTTCACGACCAGEGTGCGCAGCTACCTEORCAA
CCTTEGGCTTCGCGETGCTEGACGGGGCCCG GECGEGCC6CECGTORCCTTCACGACCAGEGTGCGCAGCTACCTECRCAA
CCTTEGGETTCGLGETGCTEOACGGGGCCCGCGGEGEGCCGLECGTOGCCTTCACGACCAGEGTGCGCAGETACCTECECAA
CCTTEGGCTTOGCGETECTEGACGGGECC0GGGEGE6C0GE0GTOE0CTTCACGACCAGEGTGCBCAGOTACCTEOCCAA
CCTTEGGCTTCGCGETECTEGACGGGGCCCGCGGC6E6CCGCECGTOECCTTCACGACCAGEGTGCECAGOTACCTEORCAA

GGTCGTGLAGHGECTT TAGATGGAALATGGCTGCGAGEGCG TAATGATGCGCEAGGAACG TGCTGGACACCTTCGGCTTCGCGETGETE6CC66GGCCC06C06G06G6C0ECECGTOB0CTTCACGACCAGLEGTGCBCAGETACH TEOLCAA

CATTECGEABEEG - - - - - - cccco oo .
CATTECGCAGGGGAGTTCETGGAGCCTTCCECGGCGCEEGRGGCTEE

CAT---- .-
TCCCACGAAATTCCCGCAGETCTTECETOECECTG - - - - - - - - -

ACTGTTATTGAGACCCTEOETGTE - - - - - w - oo oo oo
ACGGTEACCGATACGTTEEGEGG - - - - - - - - - oo
ACGGTAACCGALACGETEEGEG - - -« - - - - - - -
ACGGTAACCGAGADGOTEC6D
ACGGTAACCGABACGCTEOGE - - -~ - - oo - oo
ACGGTAACCGALACGCTEEGE -~ - -~ - - - - - - -
ACGGTAACCGALGLGCTEEOGE - - - - -
ADGGTGACCGAGADGOTECG0GGEAG06G0GE6TEE
ACCGTGACCGACACACTGCGCGGGAGCGGD - - -
ACCGTGACCGACACGCTEEGCGEEAGEGGE - - - - - - oo - - - -
ACGGTGACGGACACGCTECGD
ACGGTGACGGAGADGOTEC6D
ACGGTEACEGABACGCTEOEE - - -~ - - oo - oo
ACGGTEACGGATACGCTEEGE - - -~ - - oo - oo
ACGOTEACGGACACECTTEGC - - -« - - oo oo oo
ACGGTGACGGAGADGOTEC6D
ACGGTEACEGABACGCTEOEE - - -~ - - oo - oo
ACGGTGACGGAGACGCTEOGE - - -~ - - oo - - oo
ACGOTEACEGATACECTEEGC - - -« - - oo oo oo
ACGGTGACGGALACGETEEGE - - -« o oo -

CTACGGTGACGGACACGLTGCGLGGAGEOGCELGG+GCGG6L6GETO0

1000
1000

1000

1000
1000

1000
1000

1000

1000
1000
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PRIMATES

1-1000
Otolemar. 1000
uemr nongoz ulenu ronges  HCA57-1457/4-1000

Propithecus_soquereli-Pe: C.DNAZoo:225978720225977720/4-1000
Gorilla_gosilla-gorGor: eesimonsasarans 000

Gorlla_gorile gorGor3.1:92089175-92090475/1-1000

o_campbell_HC:8631 14000

\_mulatta-Meul_ 10:37778-38778/1-1000
Cebuella_oyymaea-Gebuella_oyymaea_HG:9582-10582/1-1000
Saimin_bolivien is-saiBaIChs_H4C-DNAZR0: 271 I80966-27 1351968/ 4-1000
Pan_trglod tes. CHINP2.1.44327464-1328454/1-1000

Fan_tioglod tes:pan Tio3:132 74641 328964/1.1000

Eulemur s wummﬂem collarie_(G:3749-4744/1-1000
Eulemur_nacac 188515.189515/1-1000
Ponge_abelii vato oot DR 000
Fapio_anubis FapAnu 2. 0:986960-987960/1-1000
eo_papieapo_papie 1870851710511 1000
lorase bus._obaeus. Chl Sab1.1:11 18968- 111 7988/1-1000
;rymmcenu:JstsstmhmcsauxJ;bx HG:712101-713101/1-1000
nigroviridia_ 11000
Wacaca_mulatts MULL_1:975590-877590/4-1000

41000

138 12 1794489-129548%/1-1000
Eilanates_agils tes_agilis_HC:798140-749140/1-1000
Elnesi e ithesi.mivacin HC92705-0084031.1000
Callthrix_jacchus. G jacchus3 2.1:128104129104/ 11000

sl 11000

Consensus

W 10.12:73626530-7 362 753011000
Osolemar. L . 11000
Eulemur_mongoz-Eulemur_mongoz_HC-457-1457/1-1000
Eropithecus_coquereli-Peoq_ 1.0_HC-DNAZoD: 2259787 20235977720/ 1000
Gorilla_gorilla-gorGors 84546981-9454798 /11000
Garilla_gorills gorSor3. 1-928864 75-92090475/1-1000

mEbell_HC:6631 11000
Nooora. mutats b 10:5777 35776711000
Cabuella_pygmaes-Cabuella_pygmaes_HC:9582-10582/1-1000
Saimir_bolivien i s-saiBalDis_H4C-DNAZoo:271 50968271 351 968/2- 1000
Fan_tioglod tes. GHINP2.1.4:1327464-1328454/1-1000
Fan_tioglod tes-pan Tio3: 132 7464-1 328464/1-1000
Pan_troglod ytes-pan Trod:1327484-1 328464/1-1000
Otolemur_gametii OtoGar3 787334-788334/1-1000
Whcrocebua_murinus-Mmur_3.0_4FG-OVA Zo0.TB4582-786582/1-1000
Eulemur_oalla ie-Eulemui_oallaris_H4C:3744-4744/1-1000
Eulemur_nacaco-Eulenur_nacaco_HC:188515-189515/1-1000
Fongo_abelii PFYG2:1301201+1302201/11000
Eapio_anubis PapAnu2.0:986960-987950/-1000
Papic_oapio-Papic_papic_H C:870851.871851/1-1000
Chiomoabus_sabagus.Chi Sab 1.1:11 18968111 7988/1-1000
Enthrocebua_patas-Enthecebus_pates_HC:712101-7131011-1000

nigrovirdia_ 1-1000
Wasasa_mulatts MULL_1: 97s59a97759m 1000

1000
g 36.1a:1294489-1 296 485/1-1000
Fylobates_agilisHylobates_agilie_HC:798140-749140/1-1000
Fithecia_oithecia-Fithecia_pithecia_HCS27403-9784031-1000
allithris_jaceis.C_jacehus3.2.1:128104-129104/1-1900

o_rosalia_ 11000

Consensus

A 102:73626530-73627530/1-1000
Otolemar 14000
Eulemur_mongoz-£ulemur_mongoz HC-457-1457/1.1000
Fropithecus_coguereli-Feoq_ 1.0_HGDNAZo0: 2259767 20-22597 7720/ 1800
Garilla_gorills-gorGort-94546981.9454798 1/ 1-1000
Gonlla_gorilla.gorGor3.1:928894 75-92890475/1-1000

s_campbelli_HC8631 1000

Wacaca_mulatts-Amul_10:37776-38778/1-1000

Cobuella_oygmaes-Cabuella_pyymaea_HC.9582-10582/1.1000
Saimir_boliviensio-saiBolCis_HC-DNAZ0:271 350968271 351968/1- 1000
Fan_itoglod tes.GHINP2.1.4:1327464-1328484/1-1000
Pan_tioglod pespan Tin 3:1327484-1 228464/4-1000
Pan_troglod ptes.pan Tio4:1327464-1328469/1-1000
Otolemur_gametii OtoGara T87334-788334/1-1000
Wierooabus_murinus-Nmar_3.0_4FC-DIVA 200784582 785582 1-1000
Eulemur_collaric-Eulemus_collaris_HC:3744-4744/1-1000
Eulemu_nacaco-£ulenur_macaco_4C:188515-183515'1-1000

Enfheahoc.oioe Enthrose s oot 112104 r1atowr000
nigmindia_ 1-1000

Wacaca_mulatta MULL_1:976590-977590/1-1000

o 41000

138 1a:1294489-1295 48911000
Fylobates_agilis-Hylobates_agilis_C:748 140-749140/1-1000
Fitnecia_olithecia-Fithecia_ithecia_HC927403-92840%1-1000
Callithrix_jacehus.C_jacohus3.2.1:428104-1 28104741000

s rosalia- rosalia. 1.1000

Consensus

CTCACTGTCTGTGTEA
T AGTGADTTAADAGGGACGCGTARDG AT CAGTACDDCAGAGADDOADGTTAAGGTEOTTOOGTTGTATTACTGTGOAG- - COTTGADTGATTOAGDOTTTOTOGATTG
1 CCCCOAGCCETTGCTOATTCAGTCEETCECGGETETS
1 i TACCCCGGAGECCTTGCTEACTCAGECCETCCECGETETT
1 CCARAGEGTCACCECACGCACCTGTTELCAGGGCCTCCACATCACGGCECCTCECTTGOGTTACCECACAG - - COTABGCETATTCGACCCLTCTCCGETG-
1 CCAAAGEGTCACCECACSCACGTGTTERCAGGGECTCOEACATCACGGCOCCTCCCTTOOG TTACCECACAG - - COTAGGCETATTCGACCERTCTCOGETE -
1 CTOOGTETEO00ATCAGGERCACC TOACAAAS OGS CGAAGEESTCOECGETEOCALETGTTCRCACGOECCECACATCACGECECETCCETCOOOTTACCCEACAG. -CCTAGGECOATTEOACECETETCCOETS
3
3
3
i

CTGGETCTEGGGATCAGGEECAGE TGAGAAAGCGGEGAAGEGGTCOCCGLTEGCACCTGTTOCCAGGGCCCCEACATCACGBELEETCTCTEGOGTTACCECACAG - - COTABGCEGATTCGACCELTCTCCGETG-
SC0GCOCTTGEEETOACGTCAGOOETETCTOC6G
- CGCOCCTGGEETAACGCCACCCGTETCTOLGG

CCGCAGTGLGTCGETEA

CDGOAGTOD6TOGETOA

GCGCAGTECETCEETEA

CCGCAGTGLGTCGETCA
GCGCABTGOOTCEOTOA
GCGCAGTGCOTCGETEA
GCECABTGCOTCGETEA
GOGCAGTGOOTOGOTOA
GCECAGTECOTCOOTEA
GCGCAGTGCOTEGETEA
GCGCAGTGCOTCOGTEA
GEGCAGTOCGTCEETOA
GCGCAGTGCOTCOETEA
CCCGCTGOCGEGCAGEGTCTOGETEA
0TGOGGOGOAGCATETOGOTOA
GCCCCOCTOCEGEGCAGEGTETEOETEA

..................................

AGACCET-COCTOCOG
GACACECTCGETECOG
666CCCTCOCTO66G
666CCETCE0TO06G
GGOTEETCORTE06G
660CCCTCOCTO66G
6GGEETCO0TE60G

ACCACAGCAGGCTGGAGCAGTEAGCTC AN Ace

TTCGGTCTEGOCAT CAGGEE CAGE TEAGAAAG LOG LT AAAG GO T LG CEGCALGEACCTGTTCE CAGCGEEECEACATCACGEEEEOTEECTOO0GTTACCECEEAGTOEOTCGETEAATTCGACEEETCCOTOTTOTS60C6CECTOOCACS TACAGE

3 CAAARCDTTACOTEEETE00CETAT: CTAAEE T DARTACATCAROOATAOS DT TTTOGTTONDCARACETE:

" ACCETGCACECTOOGAG6GGTCORAT ATooAGAG - AGCTGCEEEGATT S666CTTTCTAG- -
CCCETGCACCETEEE6C GeTEC.-C6G- - - S COLGTOGOTCCEEACCOAG: - - - <. .CAGCTGCECEETCA -Ge6CC- .. £CE6S
s CCCOTGCTCOCTO0G60 GTTC--066- - - S COLBCGGGTCCGLATCAAG: - - - £ .CCGCTGCELOGTCA S666CC- - - CCBGE

Y5 CG56600CAGACEOEC660TCOG0C060AG

CAGCTGCGCTETCE
S.-.cAcCTGCEETETCO

S666C0AGGE0- 60
SGEGCLAGGEE-0O

0606AG6GT - of

115 TCOSTGOAGEET] 66660000
115 TeceTecAcceT s coocnccas

180 TCCCTGCACCCTGOGAGCCAGAGEGS <. .CCeCEETAG SGGGCCAGGLCEGEOCTEC . - -
150 TCOOTG0ACCETOGGAGCOAGEEDOS <. -00G06GTAG -GGG 00AGGE0G0E0CTOC - -
P TCGETOCACCETOEGAGCGGGEEEGG - C0CEC60GC- o MG CoCo TCEGAGACEECEC6GTCCOEACGOAG: - - - . CAGCTGCGCOGTCOAGGECAGECCAGGEE-GOOCTOE: - -
a7 TCCETGCACCCTOEGACCGGGEEEES - COCELE0EC - o IMNGCOCOG L CAGACEECEOGGTCCOLACGEAG: - - - ---.cAGCTGCECBETCE SAGGCCAGGLC-GBOCTEC. - -
34 e GCTGCECACGETOOTO6TOARBGCET - C006066GOOEOOTODAG: < - v v eeneennn DAGD-GOGARGCOGA- - - -AGGOCAGCAC - -GTTOT. - -
34 GCTGCGCACEETOOTOOTOAAGGCET - - [6GGEE0ET - SCE0COT6EGECEReTORAG . - - - - CAGC-GCGAAGCOGA- - - -AGETCAGGAC- - -GTTCT - -
4 GCTECOCACGETCOTOOTOARGEEET - - [6GE6ECET - S CECCOC6OGECELOTOCAG: - - - CAGC-GCGAAGCCGA- - - -AGGLCAGEAC- - -GTTET. - -
0 GCTGCGCACACTGGTAGTOAAGGCEA- - 6GGCEGET - S COLCOCGGGCTECOTCCAG: - - - - .CAGC-GCGAAGCCGA- - - -AGGLCAGCAC - -GTTCC. - -
e GCTGOGCAGGCTGOTC6TOAAGGCOA - - COGGOGGET - SCGOCACGGGOTEOOTO0AG - - - - CAGD-GCGAAGCOGA- - - -AGEOCAGGAC- - -GTTOG - -
s GCTGCGCACGETOOTO6TOARGGEEA- - 6LOGTEGET - S COECACAGGCCEEOTCCAA: - - - - AAGC-GCGAAGCCGA- - - -AGGCCAGCAC - -GTTOC: - -
e GCTGCGCACGCTGETOGTOAAGGCEA- - GOGGCEGET - SCGLCACAGGCCECOTCOAA: - - - - AAGC.GCGAAGCCGA- - - -AGGCCAGEAC - -GTTCC. - -
34 GCTGCECACGETOOTO6TOARBGCET - 0G0DG06GGODD0OTODAG: -« v rvnernnn DAGD-GOGARGCOGA- - - -AGGDCAGCAC - -GTTOC. - -
34 GCTGCGCACGETOOTOOTOARGGEET - - CCOGEOAL - S CGECOC6GGECEEOTCCAG: - - - - CAGC-GCAAAGCCGA- - - -AGGCCAGEAC - -GTTCC: - -
B GCTECOCACGCTOETCOTCARGGEET - - CCOGEEOAT - SCELCOCGOGLCECOTCCAG: - - - - .CAGC.GCAAAGCCGA- - - -AGGCCAGCAC---GTTCC. - -
B GCTGCOCACGCTGGTO6TOAAGGCET - - COGGEEGAT - SCGLCOCGGGCCECOTOCAG: - - - - .CAGC-GCAAAGCCGA- - - -AGGCCAGCAC - -GTTCC. - -
34 GCTGCGCACEETOOTOOTOAAGGCET - - COGGOEOAT - SCG0CET6EGECEEeTORAG . - - - - CAGC-GCAAAGCOGA- - - -AGETCAGCAC- - -GTTCC- - -
34 GCTECOCACGETCOTOOTOARGEEET - - CCOGOEOAL - S COECOC6OGECELOTOCAG: - - - CAGC-GCAAAGCCGA- - - -AGGLCAGEAC- - -GTTEC. - -
B GCTGCGCACGCTGETOGTOAAGGEET - - COGGGEGAT - SCGLCGCGGGECEEOTO0AG: - - - - .CAGC-GCAAAGCCGA- - - -AGGCCAGEAC - -GTTCC. - -
B GCTGOGCAGGCTGOTO6TOAAGGCET - - COGGOEOAT - SCG0COC6GGE0E0OTO0AG - - - - CAGD-GCAAAGCOGA- - - -AGEOCAGGAC- - -GTTOG- - -
34 GCTGCGCACGETOOTOOTOARGGEET - - C6GGGECET - S CECCOCGGGECEEOTCCAG: - - - . CAGC-GCGAAGCCGA- - - -AGGCCAGCAC - -GTTOT: - -
B GCTGCGCACGCTGETOGTOAAGGEET - - C6GGGEGET - S CGLCGCGGGECEEOTO0AG: - - - - .CAGC-GCGAAGCCGA- - - -AGGCCAGCAC - -GTTCC. - -
A3 e GCTGCECACGETAGTOOTOARBGCET - 0G0DG00GGOGDDATODAG: - v v rvneennn DAGD-GOGAAGDOGA- - - - ADGDCAGCAC - - GTTOC: -

LTG0 CACEETOOTOETOAAGECETOGE6GGEEG0T
GCTGCOCACGCTGETCOTCAAGEEET - - COGGEEEET

- SCG0CGCCGGCEETATETAG
SCELCOCCOGCELCATCCAG

GCEAAGTOGA
i GCEAAGCCGA

SAGETTAGTAC-
SAGGCCAGEAC-

TAAAACCTTAGGTCECGETGLGCACGETGGTE0TGAAGGEE T+ 7 L66666GGC0GC6GAAGEGEG6EE CAGACGECCC6GGECEEGTCEAGAT CALCTGGGGATTOE CAGE TGLGAAGELGAT++ +AGGCCAGCACGGGETT0EGTAGAGGGAAATCGE

S ATCOAGCAAGCACTOAACTTE6C oo MINICACACETOGTCT

CTTE6668CCAGAGEOATEEESEEEE
CCOGCTGOGCACCACCCTECO6CGACCCCAGCCCCEGAGTOACTCCECED
006GCTEEG00CGAGEETO006CGACEE06G000GEEAGOEA00GCG00-

205 G0ATGAGTGCOCCCEETTTOO TTAGTCOAACAT -
180 66 CATCAGE CACAAACAATGCGCTETGCACAST -
131 GAGACGCCAGG LT CAGA- - - CACG C.66CGACECT
133 GACAGOAGG - - GG GAGA- - - G600 0666660006

GCCCCTTOOTOCACCEEEGEE- COTETE0S
CTTCCCCETGCAGCECCGCETOETCTEO0
CCATCOOOTGAAGCEOCGCOTOOTCOG6E

221 GGATTCGCOGGCACTGA - S-icec - - COANNNNENNNNNNNNNNNNNNNHNNENN NN NN
1GGATTCGCGGGLACTGA- - S.oeC - - - i i COANNNNNNNNNNNNNNNNNNNNNNNENNNN NN NN
253 GGATTCGOGGG0GCAGA- - - 0000 EGEGADEGD GOTGODCGTOO0GO0ACTTOACOTTO0AGOTOOG00TEOTOOGDG
253 GGATTCGLOGGCOCAGA- - - COCCEGEGALEG T - - CTGCCCOTCCCGCCACTGEACETTCCAGETCCGCETCETCCGEG

150 GCATTCGOEEC LG CAGA- - - COCCCEGEAETEE - TEGCCCTEACCTAGETCCECCGAETCCGEE
163 66ATTCGCGEGC6CAGA- - - COCCCEGEGEL6T

1216- - - COGCGCTCGCACA- - - GOCTCTGOAGOAT

GCTGCCCACGTOGCGCAGETAGAGCGACCCAGECTTCETAAACECOGCEEGEED

ACGAGCTOCTTCAGGCAGGACACCTGOEGE

TN
Grooe - -
60T0G- - -
ecToe. - -
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1216 .- CCOCOCTCOCACA- - -CCCTETGCAGEAL ACCAGCTCCTTCACGCAGGACALCTGEE0E
1216- - - COGCGCTCGEACA- - -GCCTCTGCAGEAL ACCAGCTCCTTCAGGCAGGACALCTGCEGE
856---COGOGCTOAGAGA- - -6CCTETGCABTAD ACGAGCTOOTTOAGGCAGGACALCTGOAGS
98- .- CCGCOCTCOCAGA- - -GCCTETGCACGAL ACCAGCTECTTTAGGCAGGACALCTGCEGS
05...CCGCOCTCOCAGA- - -GCCGETGCACCAL ACCAGCTCCTTCAGGCGGOACACCTGCECE
956..-00GOGCTOGCAGA- - -6006CTGOADGAD S ACCAGDTOOTTOAGGOAGGADADDTGOGOG -
1216- - - COGCGCTOGCATA- - -GOCTCTGOAGOAT ACCAGCTOCTTCAGGCAGGACATCTGREGE
1216- . . CCOCGCTCGCACA- - -GCCTCTGCAGEAL ACCAGCTCCTTTAGGCAGGACACCTGCECS
1216- - - COGCGCTCGCACA- - -GCCTCTGCAGLAT ACCAGCTCCTTTAGGCAGGACALCTGCEGG
1216- - - GOGCGCTCGGACA- - -G00TGTGOAGOAT ACGAGCTOOTTTAGGCAGGACALCTGOGGE
1216 . CCOCOCTCOCACA- - -CCCTETGLAGEAL ACCAGCTCCTTCACGCAGSACALCTGCE0E
1216- - - COGCGCTCGEACA- - -GCCTCTGCAGEAL ACCAGCTCCTTTAGGCAGGACALCTGCEGE
1216- - - DOGCGOTOGGACA- - - GOOTETGOAGDAD S ACCAGDTOOTTTAGGCAGGACADDTEOG0G - - - -
1216+ - CCGCGCTCGCACA- - - GCCTETGCAGEAL ACCAGCTECTTTAGGCAGGACALCTGCEGE
1216- .. CCOCGCTCGEACA- - -GCCTCTGCAGLAL ACCAGCTCCTTCAGGCAGCACACCTGCECE
1216- - - DOGCGOTOGGACA- - -GOOTETGOAGDAD S ACCAGDTOOTTCAGGOAGGACADDTGOGOG - - -
130 G- - - GOACGCTUGCAGA- - -GOCTCTGOAGOAT

130 G- - - CCACGCTCOCARA- - -GCCTETGLAGEAL

1326- - - COACGCTCGCARA- - -GCCTCTGCAGLAL - - - i i CCGGBEC- - -ACCAGCTELTTCAGGGGGBACALCTELGGG
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m 1027 39626530-736275301-1000 325 COACCCG- - - GCCCETTECGCTAGAACGETTOR T CCOCCTGAATCCEGEEEETTC - GCTCEETTCREAGED CATCTTTTTCGTCE 405
Solemur. 41000 205 060G T - CTCCTTOGCTCCAGTCCCAGCEERGGTED CTTTCCGGETCTOTCAACCEC. - BT - - - - TECAGCCCC6ECCCTTCCTEC06C666C 387
sulemur_mongoz-£ulemur_mongoz HC:457-1457/1-1000 273 C6COCCOCGTGGCGA - COCCCEC- -GTCCTEBGCCCCCGECCCAACCECAGCOCCEGGCCCTTTEC66GTCCCAGE - - - CTCTCGACCCCCTTCCAGCCC- - Co- - ---CCECTTC --CTECCOCGGGCC 387
“mpithecus_coquer 1.0_HC-ONAZo0:225976720-225977720/1-1000 273 06 0GC0GGGTEGCCA- - CO0CCTC- - GTCCTEGGCCCCCGECECCAGELECAGCEC0CGGECCTTTEC6GGTCOCAGE- - - - CTCTCOAGCECCTTERAGEEC -GG - - - -CEECTTE S CTECCRCGEGCE 387
Sorilla_gorilla-gorGord 94546981-9454798Y/1-1000 265 NNNNN - NNNNNNNNNNNNN NN NNNNNNN NNNNNNN CCC.-CT-.---ceeeTTC --CTTTCCECEGET 415
sorilla_gorilla gorGor3.1:928894 75928904 75/1- 1000 295 NNNNN - S HNNNNNNNNNNNN NNNNNNN NNNNNNN NNNNNNN NNNNNNN AGOOD. - OT. - --- COOOTTO  «vnnnn CTTTCCGC66CC 415
semopithesus._ o_camp belli_+HC:8631 11000 348 COACCOC - CTCCEGO6TECCCGGCECAGEE CCCTCCAGGCTCTCOOAGCEC. - CT- - ---COOOTTE --CTTTCCGCGGCE 415
Hacaca_mulatta-Nimul_10:37778-38776/1- 1000 348 CoACCC - TCCEG6GTCOCCEGCCCAGEE CCCTCCAGEETCTCCCAGCECD -ceceTTe --CTTTCCECEGEE 415
sebuella_pygmaga-Ce buslla_pyymaea_t C:9582-10582/1+1000 280 CCCGTCGGGACCCOTOCCAGTCGECGETCCEEG6CCC06GECECTOOGGECETOT  « v s mn s s s e et s st ettt ana et et et et nane s ::c,:::ccr:::m:ue::::ecc: S sCTCAGTC. v envenn TCCAGCCCCGCCC 380
Saimiri_boli viensis-caiBolDis_HC-DAZoo:271350988-27135 1968/1-1000 288 COTCCCETCCOTGGTECCCGGCEEC-GOCCEE6006C00CTCTCOG00 £CGCCCCTCCOCEG00AGCEC- - COGCCAGCEE06CCCCTTACTCTCCAGECCEGECT 300
%an_troglodytes. CHIMP2.1.41327464-1328464/1-1000 105 TGAGTC - GCCT---GCGCTGCTCTCCGLATS TCG-CTGGTTCCCCCEG6CCG- - CC- - - - - CTCAACT -CC-AGCCGGACG 281
“an_troglodytespan Trod: 1327464-1328464/1-1000 195 TGAGTC - GGGT - -GCGCTGCTCTCCGCATS TCG-GTGGTTCCECE0G6C0G - GG - - - - CTEAAGT -GG AGGCGGACG 201
%an_troglodytesspan Tro4: 1327464-1328464/1-1000 195 T6AG 6C6CTGCTCTCCGCATS TCG-CTGGTTCOCCEOG6C0G- - CO- - - - - CTOAACT --CC-AGCCGGACG 261
Xolemur_gametti. Cto Gard:787334-788334/1-1000 172 TAAGTCGCTGCGCGAAGTGTCAGGGAGTCTEGGGCGCACTGCTCCGEGTC CCGCCTAGATCCE-GEGECCGGACE. - ---CTEGTCT -----CACCCAACA 281
forooebus_murinusMinur_3.0_H C-ONAZoo 784582-785582/1-1000 173 TGAGTCGAGAGAGAG - -6 TGCCGGGAGECEGG6GC606CTECTCCGEGTE GCGCCTGGTTCCECG0G6C06 -GG - - - - COOAGGT - -GCGCAGG-AACA 201
tulemur_collaris-Eulemur_collaris_H C:3744-4744/1-1000 172 T6AGTE TGCAGOGA cececT Te CC6CCTEGETCOCCEE08CC6- -GC- - - - - COBACGT - CCECACCCAACG 281
fulemur_macaco-Eulemur_macaco_HiC:188515-189615/1-1000 172 T6AGTC TGCAGAGA cececT CCOCCTCOBTCCCCGERGCCG- -GC- - - - - COLACGT - -CCECACCCAACG 201
“onga_abelii FPYG21301201-1302201/1-100¢ 195 TGAGTC - GCCT- - -GCGCTECTCTCTGLATS TCG-CTGGTTCCECEEGGCEG - - GC- - - - - CTEAACT S CC-AGLCGGACE 201
Sapio_anubis. Pap Anu 2.0:985980-587980/1-1000 185 TGAGTC - GCCT- - -GCGCTGCTCTOCOCATS TCG-CCGGTTCOCCCEG8CCG- - BC- - - - - CTEAACT - -CC-CGCCGGACA 281
“apio_papio-Papio_oapio_+ C:870851-871851/1-1000 195 TGAGTC - GCCT---GCGCTGCTCTCCGLATG TC6-CCGGTTCCCCCERGCCG- - CC- - - - -CTCAACT --CC-CGCCGGACA 201
“hiowmeebus_sabaeus.Chl Sal1.1:1116968-11 179681 195 TGAGTC - GCCT- - -GCGCTGETCTECGEATS TCG-CCGGTTCCECEEGGCCG - GC- - - - -CTEAGCT S-CCoCGLCGeACA 201
mmeauU;msmmcea,:ﬁmuc:mmmmwmno 185 TGAGTC - GCCT- - -GCGCTGETCTECOCATS TCG-CCGGTTCOCCCEG8CCG- - BC- - - - -CTEAACT - CC-CGCCGGACA 281
Wienopithecus_ igroviridis,_ 1-1000 195 TGAGTC - GCCT---GCGCTGCTCTCTGCATG TCG-CCGGTTCCCCCEOGCCG- - CC- - - - -CTCAACT --CC-CGCCGGACA 201
facaca_nulaita MLL,_1:976596-977590°1-1000 GCGCTEETCTCCGCATS TCG-CCGGTTCCECEEGECCG - GG - - - - CTEAACT S CC-CGCCGeACA 201
Sermopithecus_mitis-Cercopithecus_mitis_HC:675925.678925/1-1000 6CGCTECTCTCCGCATS TCG-CCGGTTCCCCOERECOG- - CC- - - - -CTCAACT --CC-06CCGEACA 281
gjaraus«aa—nsﬁma/imoo B CGETOOTETEOGEATG + + + s v s s e s neme st e st e e st e e nane st et et e e e nee s T0G6-0TGGTTOOOOOEG6006: - Gh- - - -« CTOARDD: « v v CC-AGCCGGACG 201
#ylobates_agilis-Hylobates_agilis_HIG:748140-749140/1-1000 6C6CTGCTCTCCOCATS TCG-CTGGTTCOCCEEG6C0G- - CO- - - - - CTOAACT --CC-AGCCGGACG 261
ithee clijr!hstmpv(hscr)}réhecri HC:927402.9284091-1000 6C-C6B6EETGCECELE cce eT.....cecacce --CCETGCCGGACE 262
Sellithix_jacchus.C_jacchus3.2.1:128104-129104/8-1000 208 TGABT D« «« v cxaneneneneane s Bhnncenn e ettt an etk e ke e ek et eae e CCGCC66GEGTECGE6C6C06- - CTCOGOTCOOACE v v - nn CAGEGCCGGACG 262
:_rosalia_ 11000 210 TeAGTC - - £C6CC66GEGTECGG06C06- - CTCCGOTCOOACTD --CC--60C66ACG 262

Sonsensus

TGAGTCCCGHGHCH+++C+GCCGCHAGCCTEGGGCGCTGCTCTCCGCATGHGHCCHF++ ot ottt st st sttt rs NNNNNNNNNNNNNNNNRNNNNNNCCGCC+GGTTCCCCEC6GCCGH+ COCCGETC+CAACCOCH++CTCTCCTLGCCGGACG

'm 1042 73626630-73627530/1-1000 408 TGGACTCTCAGTGGEETGGGTE -cTeseT GTTTTeTAAGE ACACCCTTGCATETTGGTTC. - - -COGCACETGGGAGGCCCATCOOG6COTT SGAGEACAATGACCCGCGOTCETOOTTGOCE 522
Xolemur. e 5t 9-1000 388 CCGCCCCCGGCCOTOOTAC - C -TCTGCGGCGLCAGCGTCTTGGCGGGAGTCAGAGTECGOTGCATECGGTATCTGTECCCGG6GCCCCTGCACGTGGCGGCCGE - GEGLOAGGCCAT GCCGCGCGCGCLEC6CTGCAG 522
wemurmungnz{memurmaﬂyaz HG:457-1457/1-1000 388 C0GCCCCGEGCCGTOOTTT- - ¢ -TCCGC6606066606- C66GG060GAGCAAAGETGTGOGC0TACTEGETCTEGGEEGCTOTGCGEC6GCACETO666666CCC0GGC0AGGCCAT GGCAGGCECGCEE06GTOOAA 522
“ropithecus._coquer HCONAZon:226978720-2 2597 7720/1-1000 388 COGCCCCCGACCGTOETCO - - © S TCCGT6GCG06GGCG. CAGCGLAGGAGCAAAGGTGCGEEG0CTGACGEGCGGEGEEG06GTG0CCTGGCALG TO6GG6GGECC06EEE060CCAT CGCGCGCGCo0CEGTOCAA 52
,Mu;gmugqmmsmsgmwsmsmmoo 418 CCGOCOTCT c -CTCGCGGCGLGAGTT - - - - TCAG GCAGCGCTGCGTECTGCTED ,e:n:eremscc:ree::::ee::s: -CCCEGCGATGCCGCGCGCTCECCOCTECCG 522
sorilla_gorilla gorGor.1:328894 75-828964 75/1-1000 416 CCGOCOTGT- - © -CTCGC6G0G0GAGTT - - - - TOAG GCAGGGCTGCGTECTECTGC - - -GOACG To| occoTescoetescoes -GGCEGCGATGCCGCGCGCTCECCOCTEC0G 522
Semopithesus_ o_campbelli_HC:8531 41000 418 CCGCCCTET - - ¢ SCTTGC6GC6C666TT . GEAGGCAGAGT COAGTECTGCTGC - - -GCACGTOGGAGECCCEEECCCTOOCCAL SCCCTOCGATECCGEGCGCTOECCGCTEC0E 522
Ha0aca_mulatta-Nmul_10:37778-38778/1- 1000 418 CCOGCCCTCT. - c -CTCGCGBCGC6GGTT - GBAGGLAGAGT GAGTECTGCTGC. - - -GCACGTEGGAGG CCCCEECCETOGCCAC -CCCTGCOATGCCGCGCGCTCECCOCTECCG 522
<au=uumae;muruumm +C:9582-10582/1-1000 CTTCCTGTCOGCGGTOCCG - -CETTCTCTTOGGGCOCACETT- GEAGELTE ACCGCGECGAGTETTGCTGC -« ~GLACGTGOGACG CEGLECTCRGCCCTTGCAGTCCACEGCGATOCCGEGCGCOCRATGETO0CE 522
Saimiri_boli viensis-saiBolDis_ IAZo0:271350958-27435 1968/1-1000 CTTCCTETCCGCG6CECC6. - COTTCTCTOO808CE0AGGTT-GEAGEETS CCEGCECTECOTCCTOETO - - -GCACGTEEGACCECECECTCETEOCCETCCAGTCCACESCOATECCOC6CECEEEACSCTECEE 522
vm,zmgmam:cmw:z:qmwsuazsese/uooa CCOACCCCBGEEAGELOCA GECGGLGOGGE 6CGGCCGTGCGTECCAGGGC- - - -ACGCACACCAGG CACTGGGCEA 370
‘an_trogladytesoan Tro3: 132 7464-1328464/1-1000 COGACCCEGGGEAGEOTTA GECGGLe06GE GCGGECGTECGTECCAGEGC -« -ACGEACACCAGE CACTEGGCEA 370
%an_troglodybespan Tro4:1327464-1328464/1-1000 CCOACCCCBEGEAGELCCA BECEECEREEE GCGGCCETGCGTECCAGGEC- - - - ACGCACACCAGG CACTGGGCEA 370
olemur_gamettii.Oto Gar3:787334-788334/1+1000 CGGATCGGCGGECGALCTA- - S GODABAABGDG - -« v xxmnee e 60GGGOGCGOGOO00AGGED -+ + ACGOADACCAGGBACTEOGODA  «« v v vt e e anneeee 370
Sorocebus_murinus-Mnur_3.0_ 14200 784582.785582/1-1000 CGGATCCCTGGGTGOOCCA GGCGGATE6GG 6C6GCCGCGCGOECCAGGGD- - - - ACGCACACCAGG CACTGGGCEA a70
ulemar_collaris-Eulemur_collaris_t C:3744-4744/1-10 CGEATCCCTEGETCBLCCA BECEBAGREEE GCGGCCGCECELECCAGEET. - - - ACGCACACCAGECACTEEGCCA CCAGCECGCGAAAGECCECCG F70
‘ulemur_macaco-Eulemur_macaco_HiC:188515-1895 15/1-1000 CGGATCGGTGGETGEECTA: - S BBOGBABEGEG - -« v e xn e 60GGGOGCGOGOO00AGGED -+ + ACGOADACCAGGBACTEOGODA  « « v v vt e s anneeee CCAGGGCGCGAAAGE CCGCCG 370
ngo_abelii PPY(G2:1301201-1302201/1-100( CGGACCCCGGGEAGEECTA 66066066666 GC6GCCGTGCOTECCAGGGD- - - - ACGCACACCAGACACTGGGCEA a70
*apio_snubis.Pap.Anu 2.0:986960-987960/1-1000 CGGACCCTEGGEAGELOCA GGCGGLGEGGE GCGGCCGTGCGTECCAGGGC- - - -ACGCACACCAGG CACTGGGCEA a7
“apio_papio-Papio_papio_t{ C-870851-871851/1-1000 CGGACCGTEEGEAGEL0CA 6GCGG066666 GCGGCCGTGCGTECCAGGGE - - - ACGCACACCAGG GACTGGGCEA 370
Shioroebus_sabacus.Chl Sab1.1:1118968-11 17968/ -1 CGGACCCTGGGEAGEECCA 66066066666 C6GCCGTGCGTECCAGGGD- - - - ACGCACACCAGG CACTGGGCEA a70
ythioeabus_patas-Erythreebus_patas_HC:712101-713101/1-1000 CGGACCCTEGGEAGELOCA GETGGLGEGGE GCGGCCGTGCGTECCAGGGE- - - -ACGCACACCAGG CACTGGGCEA a7
IHena,umrew: nigroviridia_ 11000 CGGACCGTEGGEAGEECTA 66CGGE6G6GE GCGGCCGTGCGTECCAGGGE - - - ACGCACACCAGG GACTGGGCEA 370
ca_mulatta NVLL_1:975580-977590/4-1000 CGGACCCTEGEEAGEECCA 66066066666 6C6GECETECOTCCCAGGEC - - -ACGCACACAAGS CACTGGGCEA 370
emnprmscus itis-Ceropithecus_mitis_HC:675925-676925/1-1000 CGOACCCTEGGEAGELCCA GECGGLGOGGE GCGGCCETGCGTECCAGGGC- - - -ACGCACACCAGG CACTGGGCEA e
4982:1294489-1295489/1-1000 COGACCCCGGGEAGEOTTA GECGGLeE6GE GCGGECGTECGTECCAGGGC - -ACGEACACCAGE CACTEEGCEA g 370
#labates_agilis-Hylobates_agilis_HC:T48140-749140/1-1000 COOACCCEEEEEEACELETA GECEELASEEE GCOGCCETECOTECCAGEED - - - ACCCACACCAGECACTEBOCCA CTAGCGCGO0AAAASSEECEE 370
‘ithecia_pithecia-Fithecia_pithecia_+C:927403-8284031-1000 CGGACCCCBGEC-GBLOCA GECGGLGOGGE GCGGCCGCGCGTECCAGGBL - - - - ACGCACACCAGGCACTECGCCA CCAGCGCGCGAAAAGCCGLCG J70
salithiix_jacehus.C_jacehuad.2.1:128104-129104/1-1000 CGGACCCEGGGTA- COCCA GECGGLe6GE GCGGGCEGTGCGTECCAGGGD- - - - ACGCACACCAGG CACTGCGCCA CCAGCGCGCOAAAAGCEGCTEG 370
- rosalia_ 41000 263 COGACCCEGEGT-GECOCA 66066066666 6C6GECETECOTCCCAGGEC- - - -ACGCACACCAGE CACTGCGCCA CCAGCGCGCOAAAAGCCECCG 370

Eonsensus

CGGACCGCEGGEAGEECCAGTCCTTCTCTGO000AAGGAGGGTGECGGE666G66 CAAAGGTGOGETGC0FT60666C6TE00TECCAGGGGCCGACGEACACCAGGCACTGEGCEAGGCCATGCAGT CCOCEG OATCCAGGGCGCGGAAAGCEGCEG

m 1072 73626530-73627530/1-1000 523 06066 TGCGCTOTOTOCTG0G6C - AGCCOATACCGG0AGETOTGEOCECTOGCAACCTTTGTGC0GCECCTO06GE - - - COGAGGGCAGGCEGCTTOTGCAACCCGEG -~ - - - ACCCOAAGATCTACCGCACTT ---TeBTTGC 854
r e o_f 71000 523 6G6CTGT GCTGCGC- AGCCGCTATCOCGAGG TGCTGCCACTAGCGACGTTCETGAGGLGCCTEGGEE - - - COGLGOGLLGOCGGCTCOTOCAGCOTGGGG - - - - -ACCCGOTGGCCTTCCGETCOT - -TTGTGGC 054
wemurmwngwxﬁwemurmwﬂywxMC4571457/110V0 523 AGCCGTGGGCGECCTECTG00C- AGCCGDTALCGCGAGETGCTGOOTCTEGCGACATTCGTGOGGE60CTGEGGE - - - COGAGGGCLGGCGGCTGGTGLAGCCCGGEG - - - - - ACCOGGLGGECTTTOGRGCGT S--TeGTeGC o34
“ropithecus_coquersli-Peog_ 1.0_HC-DVAZoo:225976720-22597 7720/1-1000 523 AGGCGTGCGCECCCTOCTECET  AGCCELTACCECEACETECTECCECTEGCEACETTCETGCEEEECCTCEGEC. - - - CCOABGECCEGCEECTCOTECAGCGCEGGE - - - - - ACCCOGLEGCCTTCLOCEC6T ---T68TGGC 854
mnH;gunuaqwﬁwﬂs(ﬁﬂssm5(547351/1mlm 523 AGOTGTGGGOTOCOTECTG06C AGCOADTADCGOGAGGTGOTGO0GLTEGOCACGTTOGTGOGGO600TGEGGE: + -« CODAGGGCTEGEEGOTGOTGOAGOGO6GEG  « - - - - ADCCGG06GETTTOOGEGOG0 -« v v nvnue T66T660 854
Sorilla_gorilla gorGor3. 1:928894 75-828904 75/1-1000 523 AGCTGTGCGCTOCOTOCTGCGC - AGCCACTACCGCGAGGTGCTGOCGETEGCCACGTTCGTGCGGE6CCTGO6GE - - - COBABGGCTOGCGGCTGGTGOAGEGC6GGG - - - - - ACCCOGC6GETTTOOGEG06T ---TesTGGC 54
semopithecus_ s_camp belli_HC:8831 41000 523 AGCCGTGCGCTCCCTOCTECEC  AGCCELTACCGCEACETECTECCECTEGCCACGTTCGTECAGEECCTCEGEC. - - - CTEABGECTEGCEACTGOTECAGCGCEGGE - - - - - ACCCOGCEGCTTTCCOCECET ---T68TGGC 854
Hacaca_mulatia-Nmyl_10:37778- 38778/ 1- 1000 523 AG0CGTGGGOTOCOTECTG06C AGCOGDTADCGOGAGGTGOTGO0GLTEGOCACGTTOGTGOAGOGO0TGEGGE: -« - - COGAGGGCTEGCGACTGOTGOAGOGD6GEG  « - - - - ADCCGG06GETTTODGEGOG0 -« v v nvnur T66T660 854
Sebuella_pygmaza-Ce buella_p ygmaea_H C-9582-10882/1-100¢ 523 AGCCGTGEGCTOCOTOCTG0GC - AGCCGOTACCGCGAGGTGCTGOCGETEGCCACGTTTGTGCGGE6CCTGO6GE - - - COGAGBGGCCGGCTGOTOGTGOAGEGC6GGG - - - - - ACCCOGC6GETTTTOGEG 06T ---TesTGGC 54
:;.m,mwemmygmmmcommazmsossazmwswmuo 523 AGCCGTGCGCTCCCTGCTGCGC - AGCCGCTALCGCGAGGTGCTGCCGLTEGCCACGTTTGTGCGGEGCCTGEGGE - - - CCGAGGGCLEGCEGCTCGTEGCAGCGCGEGEG - - - - - ACCCEGCEGCTTTTCGLG 06T ---TGBTGEC 854
“an_troglodytes. 2.1.4:1327464-1328464/1-1000 GCCCGLGCTECAT COOTG66 c60Co TEGCCAG TCGCGGTAGTGGCT-GOGCAGCAGGGAGCGCACGGCTC6GCAGEGEEGAGEGCGC6GCATCGC6G-GGGTOGC06GG 518
San_troglodytespan Tro3:1327464-1328464/1-1000 cococcecscTecAT cccTo6s cecco Te6CCAG TCGCGGTAGTGGCT-GOGCAGCAGGGAGCGCACGGCTOGGC0AGCGGEGAGEGCG0GGCATEGCGG-GOOTO6C06GG 518
%an_trogiodyte.s.pan Tro4:1327464-1328464/1-1000 CCOCGEGCTECAT cooTees cecce TeGCCAG TCGCGGTAGTGGCT-GLGCAGCAGGGAGCGCACGGCTC6GCAGCGEEGAGEGCGCGGCATCGCGE-GEGTOGCC6GE 518
tolemur_gamettii.Gto Gard:787334-7883341-1000 GCOCAGGCTGOA 06066 ceoCT TCGOTAGT TCGCGATAGCGGCT-GOGCAGCAGG TTGCGGACAGGCCTGCAGCGEGEGCGEGCGTGGCA S TGGCCTGG 507
Forocebus_murinus-Mnur_3.0,_ 784582.785582/4-1000 CCCCGEGCTECACCAGCTOCCGGCCCTEOG ceces TCGCCAG TCGCO6TAGCGGCT-GOGCAGCAGGGCGCECACGCTTTOCACCGE66CEEGCGC066CA S----.TeGCCCGG 507
iulemur_collaris-Eulemur_collarie_H C:3744-4744/1-1000 CCCCGGBCTECACCAGECGLCGGLCLTLEG GCCCEAGGCGCCGCACGAATGTCGLCABAGGCAGCACCTCGCGGTAGCGECT-GLBCABCAGGGCGCGCACGBCTTTOCACCGEGGCGEGCOTGOCA S .TBGCCTOG 50T
iulemur_macaco-Eulemur_macaco_HiC:188515-1895 15/1-1000 CCCCGGGCTEUACCAGECGECGGC0ETEGE GTCCOAGGCGECGGACGAATGTCGECAGACGEAGCACETCGCGGTAGGGECT-GOGCAGCAGGGEGCGEACGECTTTOCAGEGEGGCGEGCOTOOCA S----TGGCCTGE 507
“onga_abelii PPYG2:1301201-1302201/1-100¢ CCCCOEBCTECAL cTece £6CG0TAGTEGOT-GCGCAGCAGEGAGCECACGCTCO6CAGCEGEEAGEGCEC0GCATEEC66-666T66CC66G 518
*apio_anubic.Pap.nu 2.0:986980-887980/1-1000 CCCCGEBCTECACCAGTCGCCAGCCETCGG cecTe TEGCCAG TCGCGGTAGCGGCT-GLGCAGCAAGGAGCGCACGBCTC6GCAGCGEGGAGEGCGCGGCATCGCAG-GGGTOGCCAGE 518
“apio_papie-Papio_papio_{ C:870851-871851/1-1000 CCOCGEGCTGUACCAGTCGOCAGCCETEGG cecTe TEGCCAG TEGCGGTAGEGGCT - GLGCAGCAAGGAGCGCACGRCTEGECAGCEEGGAGEGCOTGECATEGCAG-GOGTOGC0ACE T10
Shlorooebus_sabacus.Chl Sab1.1:1118988-11 1798811 CCCCGEBCTECACCAGTCGCCAGLCCTCAG cecce T86CCAG TCGCGGTAGCGGCT-GLECAGCAGGGAGCGCACGECTC6GCAGCGEEGAGEECGCGECATCGCAG-GEETGGCCAGE 518
iythrocebu s_patas-Erythrocebus_patas_HGT12101-713101/1-1000 CODCGOGCTE0ACCAGTOGDCAGOODTOAG: - - - £60Co T66CCAG TCGC6GTAGCGGCT-GOGCAGCAGGGAGCGCACGGCTC6GCAGCGE6GAGEGCGC6GCATCGCAG-GOGTOGC0AGE 516
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Pan_toglod ytes-pan Tro4:1327464-1328464/1-1000

Otolemur_gamettii Oto Gar3: 787334-TBE34/1-1000

Wicrocebus_murinus-Mnui_ 3.0_H C-DNAZoo 784582-785502/1-1000
Eulemur_collais-Eulemur_collaris_HC:3744-4744/1-1000
Eulemur_macaco-Evlemur_macaco_H C:188515-189515/1-1000

Fongo_abelil PPYG2:1301201-130220 /11000

Papia_anubis.PapAnu 2.0.986980-987980/1-1000
Fapio_papio-Papio_papio_HGC.8T0851-871851/1-1000
Ghlomeebus_sabaeus.ChiSah 1.1:1118968-1117968/1-1000
Erphocebus_patas-Erythmcebus_patas_HC.712101-713101/1-1000
Allencpithecus_nigmvindis-Allenogithecus_nigroviidis_# C:787865-768865/1-1000
Wacaca_mulatta MMWUL_1:976590-977590/1-1000
Cercopithecus_mitis-Ceropithecus_mitis_HiC.675925-676825/1-1000

4y 304212944851 29548%1-1000

Hylobates_agilis-Hylobates_agilis_H C:748140-749140:1-1000
Fithecia_pithecia-Fithecia_pithecia_M C:927403-928403/1-1000
Callithiix_jacchus.C_jacchus3 2.1:128104-129104/1-1000
Leontopithecus_msalia-Leontopithecus_msalia_HC:828801-829801/1-1000

Consensus

g

844 GTGOTGLAGAGGCTTTGEG - -

250
74
741
741

a

a

a

i
e
i
e
i
e
i

802
213
a78
&7
880

a

ELE]

7 GCCGCGCAGCTCTTTGGTGCGGACCCECGCGCCGGT

GTTGTGLAGAGACTCTGLG - - - AGCGCAACGAGAGA - AACGTGOTGGCTTTTGGCTTTG- - - - - AGCTGLTTAACGAGGCOAGAGGCGGGCOTOCCATGGCCTTE - - - ACTAGTAGCGTGOGTAGCTAD - - - - v - - - -

GTAGTGCAGAGGCTCTGTG - - - AGCBCGGCTCCA] CGCTGCTGGACGGAGCCCOCGGCGBBCCECCCEGTEOCCTTC . - - ACTACCAGTGTGCGCABCTAC. - - - - - - - - CTGCCC- - - - -
GTCGTGLAGCGGOTCTGOG . - - AGCGCGGOG L TA) CGOTTTTGGACGGGGCCTGTGGCGAGCCACCGETGGOCTTC. - - ACCACCAGCGTGUGLAGCTAC. - - - - - - - - CTGTG- - - - -
GTCETGCAGAGGCTCTGCG - - - AGCGCGGCGCCA CGCTGCTGGACGGGGCCCOTGGCGBBCCECCGGTEGOCCTTC . - - ACGACCAGCGTGCGCABCTAC. - - - - - - - - CTGCCC- - - - -

GTGOTGOAGAGGCTGTGLG - -
GTGCTGCAGAGGCTGTGCG - -
GTGOTGOAGAGGCTGTGLG - -
GTGCTGCAGAGGCTOTGCG - -

SAGCGCGGLOGLGAAG -
SAGCGCOGOGCOCOAAG -
SAGCGCGGOGIGA
SAGCGCGGCOCGA

CGOTGCTGGACGGGGCO0GEGGGGGCC000NEGAGECCTTE . -
CGCTGCTGBACGGGGCCCGCGGGGGCCCCCCCGABBCCTTE - -
CGCTGCTGGACGGGGCO0GEGGCGGTCO00NGGAGECCTTE . -
COCTOCTGBACGGGGCCCGC66CGGTCCCCEGGAGGCCTTE - -
SAGCGTGGOGIGA CGOTGCTGGATGGCGCO6GEGGCGGCCCC00EGAGGOCTTC. - - ACCACCAGCGTGUGLAGCTAC. - - - - - - - - CGGCCCARDAC
GTGCTOCAGAGGCTCTGCG - - -AGCO TGO LG A COCTOCTGOATGGCGCCGGE66CGGCCCCCCCGABGCCTTC . - - ACCACCAGTGTOCOCAGCTAC - - - - - - - - COGCCCAACAC
HNNNNNNNNNNNNNNNNNNNNNNNNHNNNNNNNNNHENNNNNNNNNNNNNENNNNNNNNN NN NNNNNNEHEN NN NNNNNNNNN NN NNNNNNNN NN NN NNNNNEENN NN NNNNNNNN NN NNNNNNNN NN NNNNNNEHEN NN NNNNNN NN
R e R R e R N R e T R R N T
BN KRN N NN NN N KR NN NN RN N I BN NN NNNN N KRN NN NN N KN NN RN I B BN NSNS N N N RN NN NN N N NN N W M N NN NN N N NN NN NN NN NN NN NN NN NN NN NN N N NN NN NN
TCCGOGCTGOTGCTCTGGATGGGECCG0G0G . - - - GTGCGAGCCCACCCAGGGTGOAG- GGTOACAGCCAGGGTCACACAATOGAGAAAGGCTOAATEAGT - - - v v v s CAAGGCTCCAG
CCCCCCAGGGTGCAGGEGCCTCAGCGAGGGTCTCACAGCCEGGAGBGGCAGCATEAGE - - - - - - - - CAGGGCTCCGG
CCCCCACGGTGLAGGGGCCG CAGEGAGGGTOTEACAGCCGGGAGGGACTOAATCAGD - - - - - - AAGGGLTLGGG
CCCCCAGGGTGCABGGECCG CAGCGAGEETCTCACAGCCOGGAGEGACTGAATCAGD - - - - - - - - - GAGGGCTCGGG
ACAAGAAGGAGGAGACACAATAAATTATAGTTCATTTGAAG
- GCGGAGAGCGGTCOAATCBGC - - - - - - - - - CTAGGCTGTGG
S GCGGAGAGCEOTEGAATCGGC. - - - - - - - - CTAGGCTGTGG
SGCGBAGAG -GGTCOAATCBGC - - - - - - - - - CTAGGCTCTGG
S GCGGAGAGTEOTEGAATCGGC. - - - - - - - - CTAGGCTETGG
- GCGGAGAGGGGTCOAATCBGC - - - - - - - - - CTAGGCTGTGG
S GCGGAGAGGGOTEGAATCGGC. - - - - - - - -
- GCGGAGAGGGGTCOAATCBGC - - - - - - - - -
S GCGGAGAGAGETEGAATCGGC. - - - - - - - -
- GCGGAGAGGGGTCOAATCBGC - - - - - - - - -
S GCAGAGAGGGGTGGCGTCAGC. - - - - - - - -
SGCAGAGAGGGGTOACGTCAGC - - - - - - - - -
FGCABAGAGBGG - - - s s s s s e

S ACCACCAGCGTGLUGLAGCTAC. - - -« - - - -
- ACCACCAGCGTGCGCAGCTAC. - - - - - - - -
S ACCACCAGCGTGLUGLAGCTAC. - - -« - - - -
S ACCACCAGCGTGLOGCAGCTAC. - - - - - - - -

CTGCCCAACAC
CTGCCCARCAC
CTGCCCAACAC

CGTGCTGGOOTTOGGOTTTG - - - -
COTGCTGGCCTTCEGETTTG - - - - -

ACCGLGLAGCTGOTCGGTCGGGACCCACGEGECGGG -
ACCGCGCAGCTGCTCEGTCGGGACCCACGOGCCEGE -
acTeoToEIMG cARAAT - - ATCTATGTGCDTGAAAAATAATATATTGTATATTCCDACTCATGTGTAACCAGTTAGTGTTCTAGGCATTCCGCCTCTATAATATTATDTTCTA
CCCCTACTGCGGCTCCGGGCGGACCCCGGGOTCTEE - GCCGCBCTTCCCCGECGGCGCG- - - - COGCTCTGGCTCCCAGGGTGCAGGGACCCCAGCGAGGGCCCCA-
COCCTACTGOGGCTCCGGGLGGACCCCGGGGTOTEG - GLCGCGCTTOCCEGEE0G0606----COGCTCTGGOTOCCAGGGTGCAGGGACCOCAGCGAGGGCCCTCA-
CCCCTACCGCGGCTCCGGGCGGACCCCGGGOTCTEE - GCCGCBCTTCCCCGCCCGCGCG- - - - TCGCTCTGGCTCCCAGGGTGCAGGGACCCCAGCGAGGGCCCCA-
COCCTACGGLGGOTCCGGGLGGACCCCGGGGTOTEG - GLCGCGCTTOCCEGEE0G0606----COGCTCTGGOTOCCAGGGTGCAGGGACCOCAGCGAGGGCCCTCA-
CCCCTACCGCGGCTCCGGGCGGACCCCGGGOTCTEE - S CCGCTCTGGCTCCCAGGGTGCAGGGACCCCAGCGAGBGGCCCCA-
COCCTACCGOGGCTCCGGGLGGACCCCGGGGTOTEG - GLCGCGCTTOCCEGEE0G0606----COGCTCTGGOTOCCAGGGTGCAGGGACCOCAGCGAGGGCCCTCA-
CCCCTACCGCGGCTCCGGGCGGACCCCGGGOTCTEE - GCCGCBCTTCCCCGCCCGCGCG- - - - COGCTCTGGCTCCCAGGGTGCAGGGACCCCAGCGAGGACCCCA-
ACAGLGLAGCTGCTCCGGGOGGACCCGGGGGTCTGE - GLCGCGCTTOCCEGEE0G06CG----CoGCTCGC60TOCCAGGGTGCAGGGACGOCAGCGAGGGCCCTCA-
ACCGCGCAGCTGCTCCGGGCGGACCCGGGGGTCTEE - GCCGCBCTTCCCCACCCGCGCG- - - - COGCTCCCGCTCCCAGGGTGCAGGGACCCCAGCGAGGGCCCCA-
ACCGLGLAGCTGOTCCGTGOGGACCCGGGGGTCTGE - GLCGCGCTT-COCGEO0G0606----COGCCC0C60TOGOAAGGTGCAGGGACCOCAGCGAGGGCCCT - -
ACTGCOGCAGCTGCTCCOTGCGGACCCEGGE6TCTEE - GCCGCGCTT-CCCGLCCCGCGCG- - - - CAGCCCCCOCTCGCAGGGTGCAGCGACCCCCOCGABGGCCCE - -
ACCGLGCAGCTGCCCCGTGLGBACCCGGGGGTCTEE - GCCGCGCTT-CCCGEOCCGCG0G----COGCCCCCG0TOGCAGGGTGCAGCGACCCCAGCGAGGGCCCT - -

GCCGTGCAGCGGCTCCG+GLGBACCCCGGLGECTGEHNNNNNNNNNACCGCGCTTGCCCGCCCGCGEGNNNNCCGCTCCTGLTC+ CAGGGTGLAGGG+CCCCAGEGAGGGCCTCACAGCCBAGAGGGG+CGAATCTGCNNNNNNNNNCTGGGCTG+ GG

TGTTATTGAGAGCCTGCGTGTE

GGTGACCGACGCACTGOGGG -
GGTGACCGACGCACTGCGGE -
GGTGACCGACGCACTGOGEG -
GGTGACCGACGCACTGCGCG -
GGTGACCGAGACGOTGOG0GGLAGCGGGG -
GG TEACCGABACG CTOOGOGGOA - - - - - - - - - - - - - - oo oo oo
NN NN NN NN N RN NN N N MM N NN NN N BN N NN NN NN NN N NN NN NN N N B N NN NN N NN NN NN N NN NN NN N NN NN NN NN N
N e T e T e T T R T T TN T T
NN NN NN NN N N RN NN N N M NN NN N BN N NN NN NN NN N NN NN NN NN N B M N NN NN N N NN NN NN NN NN N N NN NN NN N
AGTAATAAAACT MGG ACCTTAACGTGGGTCTCTGGGGTACTGATGCGTTACGCETERCT

GGGTGTCOCG

GG TAACCCGAGGGAGGGGCCGTGATETGGGGGCCCTE
GGTAACCCGAGGGAGGGGLOGTGATGTEGGGGC0CTS
GG TAACCCGAGGGAGEGGCCGTGATETEGGGGCCCTE
GGTAACCCGAGGGAGGGGLOGTGATGTGGGGGCCCTE
GG TAACCCGAGGGAGEGGCCGTGATETEGGGGCCCTE
GG TAACCGGAGGGAGGGGLOGTGATGTGGGGGCCCTE
GG TAACCCGAGGGAGGGGCCGTGATGTGGGGGCCCTE
GGTAACCCGAGGGAGGGGLOATGATGTGGAGGCCCTE
GG TAACCCGAGGGAGGGGCCGTGATGTGGGGGCCCTS

SGTGACCOGAGGGAGGGGCGGTOGOCCTGGGCA-

AGGTGCGAGCGGCGACCCCTTCGCCECTTTETCABCTGGGCCTGATCCCGAGACCCABS -
CAGGTGOGAGCGGOGACCOOTTCGCCGCTTTOTCOAGCTGGGOOTGATCCCGAGACCOAGG -
AGGTGCGAGCGGCGACCTCTTCGCCECTTTCTCAGCTGGGCCTGATCCCGAGACCCAGGE
AGGTGLGAGCGGOGACCTOTTCGCAGCTTTETCAGCTGGGCCTGATCOCOGAGACCOAGS -
AGGTGCGAGCGGCGACCCCTTCGCCECTTTCTCAGCTGGGCCTGATCCCGAGACCCAGGS -
AGGTGLGAGCGGOGACCCOTTCGCCGCTTTETCAGCTGGGCCTGATCOCOGAGACCOAGG -
CAGGTGCGAGCGGCGACCCCTTCGCCBCTTTCTCAGBCTGGGCCTGATCCCGABACCCAGG -

GGTAACCCGAGGGAGGGGLOGTOATGTGGGGGCCCTGGGAALAGGTGCGAGCGGLGACCOOTTOGCOGCTTTCTOAGETGGGCCTGATCCCGAGACCOAGGN

1000

1000
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RODENTS

Pergnathus_longimen bris_oacificus-PAN_ H Rise_dh_H C:5180-6 190/4-1000
Rattus_norvegious. Ror_6.0:32271976-32272976/1-1000
"v’sétus >_norvegicus-n 5:33698644-33697844/1-1000

32272976/1-1000
Mas(avwmy: fusus-Mastavomys_fuscus_widbg?2_polished_H C:777984.778964/1-1000
Uromys._caudimaculatus-Uromys_caudimaculatus_p4 C:787178-7881 7841- 1000

Sigmodon_hizpidus-GCA_ 004025045 1_Sigkiz_v1_8IUL. genomic_H C:868037-869037/4-1000
Wyodes_nilus-podes. rutilus_HC:T49994.74699471-1000
esoorioetus_ 1.0 1-1000
Wiorotus_montanysAfemius_montanus_ fic112395-113396/1-1000
Neotoma_phen ax-lectoma_phenax_4G:14370076-1437 1028 1=1000
"emmy&vu: maniculatus_baiii-HU_Fman_2.1:90T406-908406/ 11000

1-1000

Gagoodon; :_banderanus_
Feromponss aitopear DX v2.H.357 15 6057 (311000
,_female_ 1.0 11060
x _female_1.0_. 1000
hydrochasris_tC: 11000
Cosndou, \_prehensilis_ 41000

Ereshizon_dorsstun-GSC_por_1.0_¢4C:48415303-484163039-1000
g 3821294489 1296489711000
Wacaca 976590-977630/1-1000

. 2 hamisil_ 1721
Xenus_utilus-Xervs_rutilus_H 0:557393-6583931-1000

Pseudomys_desertorFseudom ys_desertor_widby2_polished_# C:T4098607-74099607/1-1000

i 10.fa:73626530-736275301-1000

Wus_shortadgei-Mas_shortridge]_1k:58 15569 155/1-1000
Weriones_meridianuseriones_meridianus. 18617 1-67171/4-1000

Weriones_t 1 008131255.1_, t_genamic_ -1t
Cricetulus_griseus-GiGi-PICR_HC,369917128-369918128/1-1000
Crioatulus_griseus-CHORAS_HZDVE:131535884. 13153688 4/1-1000

Croatulus_griseus-CriGH-PICR: 19516557-19517657/1-1000
Paromysous_nacutus-Peromyscus_masutus._ 10x_v1_FFC:73553901.73664801/1-1000
Paromysous_manioulatus_bairdii-Pnan_1.0:2412183-24 131931-1000
Paromysous_eremicus-Feer.5.0_H C:11661487-11862487/1-1000

Feromyscus_eremicus-Feer2 0.0:82925608-82926608/ 11000

Feromyscus_eremicus-Feer2 0. 1:82925608-82926608/ 11000

Cavia_poroellus-Cavpord.0_H C-DIVAZoo 8173817481738 174/1-1000

Cavia_porcellus oavPor3:1358074-1360074/1-1000

Castor_canadensis-C.can_genome_u1.0_H C-DNAZoo: 154821726-154822726/1-1000

tidom ys_tidecenline atus.soeti 2:469520-469520/1-1000

Cansensus

Fargnathus._longimem brie_paoifieus- PR H Rice_ih_4 C:6190-6 190/1-1000
Rattus_norvegious. Ao §.0:32271976-32272976/1-1000

Rattus_norvegious-m 5.3 3896844-33697844/1-1000

Rattus_norvegicuswn 6:32271976-32772378/1-1000
Wastacomys_fuscus-\estaconys_fuscus_widby2_oolished_# C:777964-778984/1-1000
Lkumr:,csudrmscu#shywm!gcsudrmscuﬂs(us,ﬁc 7B7176-788178/1-1000
Sigmodon_hispidus-GCA_ 004025045 1_Sighs_v1_8IUL genomic_H C:858037-869037/1-1000
Modos, tlue odes. rtlue, 4G 49994 14589311000

Wesosricetus_ 1.0, 1-1000
Wisrotus_montanus-Niertus_monianvs_ f112395-113398/1-1000

Neotoma_phen sx-Nactoms_phenas_HC:14370028-14371026/4-1000

Demmymus mamiculatus_bsirdii-+_Pman_2.4:907406-908406/4-1000

Osgoadan; 2 banderanus_ 11000
Psmmymus ofinituo-pecr1OX_v2_MC:8357 1383671511000
. ) female_ 1.0 11000
- _female_ 1.0 1000
i :_hydiochaeris_ 11000
Goendou, \_orehensilis_ 1000
Erethizon_dorsstun-GSC._pors_1.0_4G-48415303-484163034-1000
15 3821294489 1295489/1-1000
WMacaca 976590-97759/1-1000
harisii_ 1721

Xerus_mbilus-Xere_rutiluz_HC:657393-6583934-1000
Pseudomye_dasenor-Pesudomys desamor whby2_polished_t4 C:74098607-74099507/1-1000
i 10.72:73626630-736275301-1000

Wus_chortidgei-Mas,_shortridge_ 1k:68 155-68 1561-1000

Wrionas_meridiany s erianas_meridianus_ 8817 1-6717114-1000

eriones_t 1 008131255.1_. 1_genomic_ 10
Cricetulus_griseus-GiGHi-FICR_HG:369917128-3699181 26/ 1=1000
Cricetulus_griseus-GHON1S_HZ0v1:131535884-131536884/1-1000

Crcetulus. wweu-yDﬂGnJ’/Cﬂ 19516657-19517657/1-1600

Peromysous_nasutus-Perom ysous_naautus_10x_v1_+C:73553901-73554801/1-1000
Peramyscus_t mammm bairdii-Pman_1.0:2412193-241319F1-1000
Peramyscus_eremicus-Peer.6.0_H C:11681487-11652487/1-1000
Peromyzous_srenicus-Pesr2.0.0:82925608-82926608/4-1000
Permyzous_srenicus-Pesr2.0.1:82925608 829 26608/4-1000

Cavia_poroallus-Caypor3.0_H C-DIVAZoo:81738174-81738 171/1-1000

Cavia_poroallus.0a vFor3:1359074- 13600 74/1-1000

Castor_oanadansis-C.oan_genome_u1.0_H C-DNAZo0: 154821726-154822726/1-1000
tfidomys_tidecenlinestus soetii 2 46B520-469520/1-1000

Cansensus

TTCTTGGGL6GGGTCGEARTOOCGCETGAACTACAGCTGCOBGGCCGCCGLGGTGACECGAGGACLGACCGGGOACAGABLGCGEGGC0GAGGGACOALGTGO6GGCGCCTAGETCATGEAGCGGCBGECCGCAAALCTGOTAGGEGCAGE

S GAGTCCTGCACGCLGCGEGTOCACCETGCACT
- © ... GACACACAGGGACTC
... GACACACAGGGACTC

CTCAGAGCETE
-~ GCATCCATGCACGACTGATECGCAGSGTTCTC
S AAGCATCCAAGCACCACTGACGCGCAGAGACTE
S ACCACTGACGCGCAGAGACTC
ACGCGCAGATTATE
. - CTGACGCGCAGACTATEC
- . - CTGACGCGCAGACTATEC

. - CTGACGCGCAGACTATEC
GCAGECECCABGEGLCGCTEEEOCGCAGCGAGTE

GCAGEGDCOAGGEG006G0TEE060G0AGOGAGTE. - -
............................... GGLOOOAGGAGDCGOTEE0ODG0AGOGAGTE. - -

GCAGEGECCAGGEGOC60TEEEG06CAGCEAGTE

152 YGGGDGDDADDAGDYGGYAGAGDGDGCAGDGDGACAADAAAYGDADDAGGADGYDGYCGDDDAGGCGGDGDAGCAGDAGDccDDAGGDGCDGDYGDCGDGDAGDGAGYD

................................. COGCTGTAATOACGAAGDCTGATTOOGCD: - -
4G AACTGGEACTOOCACOACODAGTOTOTG: - -

COTAATTATGAAGDCTTADT
COTAATTATGAAGCCTTACT
COTAATTATGAAGCCTTACT

-- CCGCAGTGCETC
6CGCAGTERGTC
< ACCATCCCACCCACTCAGTGGGTC
S ..CTCACTGTCTGTGTC

S - GTAATCACGAAGCCTGATTGTCTG

MG AACTGGGACTOCCACCACCOAGTETOTE
MG AACTGGGACTOCCAGCACCCAGTETOTE
ACCCACTBT- - -
ACCCACTET- - -
ACCCACTET- - -
ACCCACTGT- - -
ACCCAGTGT- - -
C .. AGTGCTAACGGGGGGCGATGC
C ... AGTGCTAACGGGGGGCGATGC
- - .CGGCAAGTE

GTGEODDAGGADCAGDCTGOGTODTGGOTOCOTETGARACD: -

CCCC--CCCGCEEEGEO0GEE - - - - -.ceGAC
AGTA. -ACCGAGTTG- ARGTA
AGTA. -ACCGAGTTG- ARGTA
AGTA. -ACDGAGTTG- ARGTA
AGTA. -ACDGTGTTG- AAGTA
AGTA- -ACCOTGTTG - SAAGTA
AGTC- -ACCGAGTTG - SAAGTA
ABTC- -ACCGAGTTG- SAAGTA
AGTC. -ACCGAGTTG- SAGGTA
AGTC. -ACCGAGTTG - AAATA
AGTC. -ACGGAGTTG - GAGTA
AGTT. . ACCGAGTTG- GAGTA
AGTC. -ACCGAGTTG- GAGTA
AGTC. -ACCGAGTTG - GAGTA
AGTC. -ACCGTGTTG- of
AGTD. -ACDGTGTTG- of
AGTD. -ACDGTGTTG- ceoTA
GGTC- -ACCOTGTTG - C6GTA
GGTC- -ACCOTGTTG - C6GTA
GBTC- -ACCETGTTG- SAGGTA
GETC. -ACCETETTG- SAGGTA
CGTC--ACGGTATTA- AAATA
CGTT.-ACGGTATTG- ARATA
GACC. -ACAACC: - - - SAGCA
AACC. -ACAGCA- - - - STeGA
ascA SAGGA
TGCCGAACAAGGCAGGLAGGE - - - - - .. -AGAG
SGA. . ACAAGAGABGCAGG . «srrr s s AGAG
G- ADCGAAGTOADAGG -« nvvs-x - AGGTA
C--ACCGAAGTCACAGS - - - - - - S AGGCA
C--ACCGAAGTCACAGS - - - - - - S AGGTA
0GGC--ACCGAACTCGCAGGE - - - - ---AGCA
CGGC--ACCAAACTCGAAGGE - - - - ---eeCA
CGGC--ACCGAACTEGCAGGE - - - - ---mGCA
CGGC. - ACCGAAGTEGCAGGE - - - - - S.oAGCA
CGGC. - ACCGAAGTEGCAGGE - - - - - S.oAGCA

GGCT. - GCTGCGETTATGGTCECA
GGCT. - GCTGCGETTATGGTCECA
CCCBCACCA-
COTGAA-

66AGECTOAAGA]
GGAGECTOAAGA

TGGGCGOCACCAGCTGGTAGAGCG CGOAGOGCGACAACAAATGCACCAGCACGTCECTAATTATGAAGCCT TACTGOAGCECCCAGGCACCGCTGACGCGCAGTGTCTCTCTGAAGT COAACCGAGTTGGCAGGCLCAGGAG O TGAAGTA
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Pamgnathus_longimembris_pacificus-PPMHRise_rh_HC:5190-6190/1-1000
Rattus_nomegicys Rnor_8.0:32271976-32272976/1-1000
Rattus_nomegicys-m5:33696644-33697844/1-1000
Rattus_nomegicys-m6:32271976-32272976/1-1000
Mastacomye_fuseus-Mastacamys_fuseus_wtdbg 2 polisked_HiC:777964-778964/1-1000
Uromys_caudimaculatus-Liomys_caudimaculatus_#4Gi787178-788178/1-1000
‘Sigmodan_isoidus-GCA_004025045.1_SigHfs_v1_BIUL_gemomie_+HC:B88037-869037 1000
Nyodes,_ méilus-Myodes_rutiluc_H C:744994-745994/1-1000
10_H 5
Nerotus_montanus-\crotus_montanus_ k112395113395 1-1000
Neotoma_phenax-Neotoma_phenax_tG:14370028-14371028/1-1000
Pammyscus_maniculatus._bairdii-HL_ Pmari 2.1:907406-908406/1- 1000

1411000

11000
Permyasus_arinituspecr1GX_v2_HC: 83571383571311 1000
)_female_1.0. 11000
¢ female_1.0_ 1000
-/ 11000
1000

Coendou silis_ 3
Erathizon_doratum-GSC_porm_1.0_+C.484 15303 484163041000
hg 38721 2944851295489/ 1000

Macaca :976590-977590/1-1000

721

hanisil
Narws_rutilys-Xanss_rutilus_H G:667393-668393/1-1000
Pocudomya._desertor-Pseudomya_desertor. widbg 2_polished_# C-74098607-79099607/1-1000
nm 10.f2: 73626530 736275 3011- 1000

NMus_shomridgei-Mus_shorridgel_ 1k:68155-69155/1-1000
Neriones_mendianus-Menones_merdianus_1k:66174-6717/1-1000

Neriones._ 08131255.1_, omic_t 9118510071-1¢
Griostulus_gticeus-CriGHi-FICR_HIC: aaes 728329018178 1-1000
Crioetulus_ 1000

Cricetulus_griceus.CiGii-FICR: 195168571951 7857/1- 1000
Permystus_nasutys-Permysous_nasutus_10x_wi_HGC:73553901-73554901/1-1000
Pemmyscus_maniculatus_bairdii-Pran_1.0:2412193-241319¥1-1000
Parmmyscus_eremicus-Peer1.6.0_H C:11861487-11862487/1- 1000
Permmystus_eremicus-Peer2.0.0:82925608-82926608/1-1000
Peromyssus_eremicus-Feer?.0. 1:82925608-82926608/1-1000
Gavia_porellus-Gaypord 0_H G-ONAZo0 817381 71-8173817 1/1-1000
Gavia_pormellus.cavPord; 135907 4-1360074/1-1000

Castor_ _gename_v1.0_ 5821
Gtidomys_tidecemlineatus soetn 2:468520-469520¢1- woa

1-1000

Consensus

Pamgnathus_longimembris_pacificus-PPM_HRise_h_HC:5190-6130/1-1000

Rattus_nomegicys Rnor_6.0:32271976-32272976/1-1000

Rattus_nomegicy sm 5:33695644-33897844/1-1000

Rattus_nomegicys-m 8:32271976-32272976/1-1000

Mastaconys_fusous-Mastacomys_fuscus_widbg 2_polisked_HiC:777964-778964/1-1000

Uromys_caudimsculatus-Liomys_caudimaculstus_#4G:787178-788178/1-1000

Sigmodan_isoidus-GCA_004025045.1_Sigkia_v1_BIUU_gemomic_HC:868037-869037/1-1000

Nyodes_mtilus-Myodes_rutilus_H Gi744994-745994/1-1000
1

x o 1000
NForotus._montanus-Morotus. montanus_ ii:112396-113396/1-1000
Neotoma_phenax-Neotoma_phenax_tC:14370028-14371028/1-1000
Permmyscus_maniculatus_bairdii-HU_Pman_2.1:907406-308406/ 1000

- )  banderanus._ 11000
Pammyscus_crinituspecriON_u2_HO.B357138387131-1000
. ¢ ,_female_1.0 1000
;¢ _female_1.0 11000
| 5/ 11000
Coendou \_prehensilia_ 1000

Srethizan_darsatun-GSG pore_1.0_44C:49415303 484 163041000
g 38121294 489- 129548911000

NMaeaca 976590-977690/1-1000

Ammospermaphilus._hanisi-Ammospemophilus_hamisii_ 1h:3489-4468/1-721
Xarws_rutilys-Xanss_rutilus_H G:667 393568393/ 1-1000

Posudomys desertor-Pssudomys_desertor_widbg 2_polished_H G:74098607-74099607/1-1000
nm 10.f2: 73626530736 275 301- 1000

Nius_shortridgei-Mus_shortridgei_ 1h:68155-89155/1-1000
Neriones_meridianusMeriones_meridianus_ 1h:66174-67174/1-1000

Neriones_ \_008131255.1_ omic_t 91185100-1-1
Criestulus_griseus-CriGri-FICR_HIC: 26091 7128-369018178 11000
Cricetuluz_ 1000

Gricstulus_gticeus-CiiGii-FIGR 1951686 7-195176871-1000
Femmyseus_nasutys-Fermmysens_nasutus_10:_wi_HC:73553901-73654901/1-1000
Pammyseus_maniculatus_bairdii-Pran_1.0:2412193.241319¥1-1000
Parmmyscus_eremicus-Pesrt.6.0_H G:11561487-11662487/1- 1000
Permmystus_ermicys-Pesr2.0.0:82925608-82326608/1-1000
Pammyscus_eremicys-Pesr2.0. 1:82925608-82925608/1-1000
Cavia_porellus-Ga ypord. 0_H C-ONAZoo 817381 71-8173517 /11000
Cavia_pormellus.cavPord: 1359074-1360074/1-1000

Gastor_ _genome_v1.0_ 154821
Gtidomys_tridecemlinestus spetn 2:468520-469520/1-1000

11000

Consensus
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CC0GGGGACGCCCACCTGGD-

GLTATGCACECTEG - - TEGT- - -
GLTATGCACGCTGEG- - TEGT- - -
GLTATGCACGCTGEG- - TEGT- - -
GTTCCGTACATTGEG - - TAGT- - -
GTTCCGTACATTGG - - TAGT- - -
GCTGCGTACOTTEG- - TTGT- - -
GLTTCGCACGCTAG. - TTGT- - -
GLTGCGLACGCTEG. - TTGT- - -
GGTGOGOADGTTEG. - TTOT-

GLTGCGCACGOTTG. - TTGT-

GLTGCGCACGOTEE. - TTGT-

G6LTGCGCACECTEE - - TTGT- - -
G6LTGCGCACECTEE - - TTGT- - -
GTGGCACACETTCG- - TGGT- - -
GTGGCACACETTCG- - TGGT- - -
GTGGTACACGCTTG- - TGGT- - -
GTGGCACACGCTCG- - TGGT- - -
ATGGCACACGCTCG- - TGGT- - -
GLTGLGLACGCTEG. - TGGT- - -
GGTGOGOADGOTEG. - TGOT-

GOTTOGAADGOTGG. - TEGT-

GLTTCGAACGCTEE. - TRGT-

GLGGCCAA- - - CAGA- - -

GCAGTCAGETEAEEAGG— -
GLEGTCAGCTTA canG- - -
GLAGCLAGCTCAGGAGCAGA- - -
GLAGCLAGCTCAGGAGCAGA- - -
GLAGCLGGCTCTEGAGCAGE - - -
GCAGCEGGCTCTEGABCAGS - - -
GEAGCEGGCTCTEGAGCAGS - - -
GEAGCTEGO0TCTEGAGOAGE -
GEAGCEGGOTCTEGAGOAGE -
GCAGCEGEOTCTEEABOAGE -
GCAGCEEGCTCTEGAGCAGE - - -
GEAGCEGGCTCTEGAGCAGE - - -
merccnecemeencme— -

eTecaceeTeseACEAG- - -

TCTACACCCTTCAGCBAGAL- - -

meGAGGGGCTC.
SGAAGGCCATGE
SGAAGGCCATGE
SGAAGGCCATGE
SGAAGGCCATGE
SGAAGGTCATGE
SGAAGECTATGE
SGAAGGCTATGG
SGAATGTCATGG
L GAAGBTCATGG -
L GAAGBCCATGG -
L GAAAGCCATGG -
SGAAGGCCATGE
SGAAGGCCATGE
SGAAGGCCAGGE
SGAAGGCCAGGE
SGAAGGCCAGGE
SGAAGBCCABCE
SGAAGGCCABCE
SGAAGGCCTCGG
L GAAGBCCTODG -
L GAAGBCCATAG-
L GAAGBCCATAG.

S CAAAGCCTTAGGTTCETECECETA - - - - - - - - -
S CAAAACCTTAGGTECETECECETA - - - - - - - - -
S CAAAGCCTTAGGTCCETECGCETA - - - oo - - -
S CAAGGCCTTAGGTECETECGCETA -« - oo - - - - -
S CAAGGCCTTAGGTECETECGCETA -« oo - - - - -
S ATGGACCTTAGATECCETETGCETA - - - oo - - - -
S ATGGACCTTAGATECCETETGOETA: - - oo oo o- o
S ATGGACCTTAGATECETETGOETA - - v oo oo

S GTGGBCOTTAGGTTOCOCTGOOTA
S GTGGBCOTTAGGTEOCTETGO0TA
L. 6TEGECOTTAGGTTCCTCTEOCTA

SGTGGGCCTTAGGTTCETETEOCTA - - - - - - - - -
SGTGGGCCTTAGETTCETETGCCTA- - - - - - -

S AAAAGCCTCGGAGTTGCAAGCCCTAGCCGGAGACGGAGCEGEGTCTACGCECTCACGAGCAGATTCGGGGCGCACTGCCCCGCCCCTTAG
S AAAAGCCTCGGAGTTCCAAGCECTAGCCGGAGACGGAGCEGEGTCTACGCECTCACGAGCAGATTCGGGGCGCACTGCCCCGCCCCTTAL

S ACATGCTGATCTGGTCCCTTCCEAACTCCATGS
S AGAGCGGACAGTCECCETTCOCTT

606600ToE
~GAGGCCCAC- - - - -
“GAGGCCCAC- - - - -
“GAGGCCCAC- - - - -
SGAGGCCCAC- - - - -
SGAGGCCCAC- - - - -
SGABGCCCAC- - - - -
S6GBCECEOC. - - - -
SGABGACCGC. . - - -

CCTAACCTTTATTACAGACAAGGATAGGCGTCTTTGCTTGOCA - -

CCTAACGTTCAATACATCA- AGGATAGGCTTCTTTGCTTGCEA- -
CTAACTTGCAATAAATTA- AGGGCAGGCGTCTTTACT A - - - -
CTAACTTGCAATAAATTA- AGGGCAGGCGTCTTTACT A - - - -
CAGAACCTTCAATAAATCA- ATAACAGGTGTCTTTGCTTGCGA- -
CAGAACCTTCAATAAATCA- ATAACAGGTGTCTTTGCTTG- COA-
CAGAACCTTCAATAAATCA- ATAACAGGTGTCTTTGCTTG COA-
COCAACGTTOAATAAATCA- AGGACAGGTGTCTTTACTTGOGA
COCAACGTTOAATAAATCA- AGGGCAGGTOTCTTTGOTTG BOA
CBCAACCTTCAATAAATCA- AGGACAGGTATCTTTGOTTG CGA
CECAACCTTCAATAAATCA- AGGACAGGTATCTTTGCTTG - COA-
CECAACCTTCAATAAATCA- AGGACAGGTATCTTTGCTTG - COA-

LACCCOCOOCOGECO0E

SOTTG6G0TOOGTTAAG
LCTTBGGGOCOGTTAAG
SCTTBGGGOCOGTTAAG

L 0606660C006TO0AG
S DACGGGOCOOGTOOAG
- CACBGGOOCOGTCOAG

SCEBTECCCTAGTOTAGACT. -
SCTCCGCCCCAGTOTABACT. -
~CECEGCCCCAGTCTABACT. -

CTCTGGCECEETTAAG -~ - -~ - - - -
CTCTGGCECEETTAAG -~ - -~ - - -
CTCTGGCECEETTAAG -~ - -~ - - -
CTCTGGCECEETTAAG -~~~ -~ -
CTCTGGCECEETTAAG -~~~ -~ -
CTTGGGCTCEGTTAAG. -~ -~~~ - -
CTTGGTTECEGETAAG -« -« - -
CTTGGGETEEGTTAAG -« - -« -

CTTGGGGECCATTAAG -~~~ - - - - -
CTTGGGGECCETTAAG -~~~ - - - - -
CGCGCGCETEETTEAG -~~~ - - - - -
CGCGCGCETEETTCAG -~ - - - - - -
CGCGCGCETEETTCAG -~ - - - - - -
COCGOGCETEETTCAG -~ - -~ - - - - -
COCGLGLETEETTOAG -« - - - o
COCGOGEECEETEOAG -« - - oo

CCTCGECECAGTCTAGACD - - - - - - - -

CCTAACCTTCAATACATCA- AGGATAGGCTTCTTTGCTTGCECAAACCTCGECECAGTCTAGACE - -« - - - - - -

CCTCGECECAGTTTAGAGE - - - - - - - -
CTTCGECETAGTCETEACE - - - - - - -
CTTCGECETAGTCCTEACE - - - - - - -
CCCTGECECAGTCTACACE - - - - - - - -
CCCTGECECAGTETACACD <« - - - - - - -
CCCTGECECAGTETACACE -« -« -

CCCCGECECAGTOTAGACT -~~~ - - - - -
CCCCGECECAGTCTAGACT - -
AAACGGCTTCGTCOGGATCCCTGEGCAGT
AAACGGCTTCGTCRGGATCCCTGEGCAGT
- CGETCCTCGTTREG- - -

c
c

SGGGGCACGCTECCTEGCTCC- TTCCGCACECETECTETCCGGACTCCAGSGCAGE -

GGTGOGOADGOTOGAGTAGTOODTTOCGAAGGEOATGOGTOOCTGTGOGTAAGDCGGABACGGAGDGGOGTCTCOTAADGTTOAATAAAT CADGGGGOO0G0GTCTTTGOTTGOG+AT+0TO0G6GO0006T+OABACDOCDOTGGGOAGTOTT

- -ACCTGGGGGTTCCCAGETE -
ACCTEBGEGLCCCAGETE -
ACATGGGGGLCCCAGETE -
ACCTEGGGTCCRCAGETCC
ACCTEGGGTCCRCAGETCC
ACCTEGGGTCCECAGETCC
SACTGGBACCCCCAGETCG
SECTGGBACCCCCAGETEG

..... ADTGGGACOCOCAGETOG -
..... ADTGGGACCCOCAGETOG -
..... ACTGGGACCCCOAGDT OG-

6GTGCCTAGBTCTCA - CACCCCA
6GTGCCTAGBTCTCA- CACCCCA

LAGOT6G6GGTTOOAGETEG -
- ACCTBGGBGATTCOOAGOTCA.

- -CCATCTGGGGTCATGGCCCATCTGAG

CEAACTG -
CCBAAAG -
CCBAAAG -
CECAAGGGAGECAACAA- - -
CECAAGGGAGECAACAA- - -
CECAAGGGAGECAACAA- - -
CEAAAAG -
CEAAAAG -

S -ACGAAAGAATGTAGCACGCAGTAGCACGE-
. ACGAAAGAATGTAGCACGCAGTAGCACGE-

-6666TTCCAGCCCATC TOEFNNACOCACCAAAGG -
- -ACAAATA-

SGGGGLGCAGAA- - - - -

.scc:A:....cree...:mesAGeGetr...cacae..
CATTOET. -« - GTBA. - 0060 .. .CGOAA.AGT.
SATTCET...-CTCA.-.0CGE- .. CGCAA-AGT.
SATTGET -~ -GTEA---CCGE- SCGOAA-AGT
SGTTCET -~ -GTEG- - - CCGE- SCGOAG-AGT
SGTTCET -~ -GTEG- - - CCGE- SCGOAG-AGT
SGTTTET -~ -TTEA- - -CCGE- SCGCAG-AAC
SGTTTET -~ -GTEG- - - CCGE- SCACAG-AGT
SGTTCET -~ -GTEG- - - CCOE- -cecAs-AGT
SGTTCET.-.-CTET...CCOC- -CocAG-AGT
SGTTCET. .. -CTGG.--CCOE- SCOCAG-AGT
SBTTOET. .- CTE6. - 0OTT- .. 0GOAG-AGT.
SBTTOET. .- CTE6. - 0OTT- .. 0GOAG-AGT.
SGTTCET.«.-CTEG.-.COTT- .. CGCAG.AGT.
SATTCEG - ---GGEA---CCGE- SCGOAC-AGC
SATTCEG- - - -GGEA---CCGE- SCGOAC-AGC
SGTTCTG -~ -G6EG- - - CCGE- -CGOAC-AGT
SATTCEG - - -GGEG- - - CCGE- SCGCAC-AGT
SATTCEG - - -GGEG- - - CCGE- SCGCAC-AGT
SGTTCTT - - -G6EG SCOCAC-AGC
SGTTCET.---coce -CoCAC-AGT
SATTTET. .. - CACG SCOCAG-AGT
LGTTCET. - - - CACG- . 0GOAG.AGD-
AGAACCCGAGAAGCATTOTGTAGAA acccTe. - -c6To- -ToooTT.
coans BN COCGAGAAGCATTCTGTAGAS) aTccTe. . . cATE .
~GGAGCCCGAGAAGCATCCTG TAGAG A CCCTGCATGACTGE6CCECCACOCCCACGECAGEEOTT
GGGGCCEAGAAGCACTGTGTATTAGG TTACECTT - - - GETGAAACTGE- -~ - - - -GGC- - TOGC- -
6GGGCEGAGAAGCACTGTGTATTEGGTTACGCTT - -GETGAAACTGE- -~ - -GGC- - TCGCTG - TAC
SACTCTCTGTGGAG acecTT - - TGTG . -ACCAC- .-~ -ACC--TCCCTC
SACTCTCTGTGGAG ACCCTT. - - TGTG - -ACCAC-------ACC--TCCCTC
SACTCTCTGTGGAS ACCCTT. - - TGTG - -ACCAC-------ACC--TCCCTC
GGGACCEAAAAGCTTTCTGTGGAGGGCAACECTT - -E6TG- -ACEGE- -~ -~ -6CGC- - TCCCTC
GCGACCOAAAAGCTTTCTOTGGABGGCAACECTT - . -T6TG- -ACEGC-- - .- -6CC- - TCCCTE
GGGACCOAAAAGDTTTOTOTGGABGGCAADECTT - - G6TG - -ACEGC- - - - o - 6G0--TOGOTE -
GGGACCOAAAAGDTTTOTOTGGABGGCAADECTT - - G6TG - -ACEGC- - - -« o - 6G0--TOGOTE -
GGGACCEARAAGCTTTCTGTGGABGGCAACECTT - - B6TG- -ACEGC- - - -« - - 6CC-.TCCCTE .
. ~AGTCG6G -~ -TTTC---CCAC-------GCA---CCCCA
S+ -AGTGGG-- - -TTTC---CGAC-------GCA---CGCCA
eeemrmTe:A::m, S -GCTCGC----GOOGTAGCCAAGGTTAGGGGCGOTCCETE

SGCACCTGTACCTTGGCACCACAGGTATCGCCTCTCCCAC

C-.-CCCTTTCGTTACTCOARDAL
COTTACTECAACAG - - - - oo - o - oo

TETTACTECAACAG - - - - oo - o - oo

S TECAAGAG- - oo

TGTTATTTTITABAT - - - oo e oo
TGTTATTTITAGAT - - - oo e oo
TOTTATTTTITABAT - - - oo oo o
TGTTACTECTABAT - - - oo oo oo oo
TOTTACTECTACAT - oo e

TETCACTGOTEECE - - - - oo - o - oo -
TGTCACTGOTGECE - - - - -

6GTCACCCGAGTACGCTAAGCGCTGAGAGAGTCOCG
TGCTGGCECTETEE - - - - -

GGT+ACCTGOGGTCCCCAGEGLGTCTAAGARACGGAL CAAAAGGAGL CAGLACGAAAABCTTTCTGTGOAGGBAAATTCET++r++COCGAAACLCGLAGGTACGOCTCCTCGCACTAGTTACCTCTGLACGCTAAGCGETGAGAGACTCECG
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Perompacus_eremicus-Peer?.0.0:82925608-82926608/1-1000
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172 0G0CCOEOCEGE00C6E0066A00C066
AACCCTGOADA-

138
158
158
143
133
145
104
108
184
a7
150
150
150
167
167
184
160

250

247

AACCCTGGACA
AACCCTGGACA
AACCCTGGLEA
AACCCTGGLCA
GACTCTGOCCA
GATCCTGOCCA
GACCCTGOCCA
GACCCTGOCCA
GACTCTAGCCA
GACTCTGGCCA
GACTCTGGCCA
GACTCTGGCCA
CACGCGGGCCA
CACGCGGGCCA
CACGCGGGCCA
CACGCGGGCCA
CACGCGGGCCA
CACTCGGGCCA
CACCCGGGCTA
GACCCTGGCCA
GACCCTGGCCA
S TTCCEGECAA
- ATCCAGCAA

- TTCCABCAA-
S TTCCTECAA-
<. TTCCTECAA-
<. TTCCCBCAA-
<. TTCCCBCAA-
S TTCOGGOAA-
S TTCOTGOAA-.
S TTCOTGOAA-
S TTCOTGOAA-

S TTCCTGCAA
S TTCCTGCAA

CCAGCTC- . TTTCAG
CCAGCTC- . - TTTCAG
CCAGCTC- . - TTTCAG
CCAGCTC- . - TTTCAG
CCAGCTC- . - TTTCAG
CCAGCTC. . - CTTCAG
CCAGCTC- - -CTTCAG
CCAGCTC- - -CTTCAG
CCAGCTC- - -CTTCAG
CCAGCTC- - -CTTCAG
CCAGCTC- - -CTTTAG
CCAGCTC- - -CTTCAG
CCAGCTC- - - CTTCAA
CCAGCTC- - -CTTCAG
CCAGCTC- - -CTTCAG
CCAGGTC- - -CTTCAG
CCAGGTC- - -CTTCAG
CCAGGTC- - -CTTCAG
CCAGGTC- - -CTTCAG
CCAGGTC- - -CTTTAG
CCAAGTC- - -CTTCAA
CCAAGTC- - - CTTCAA- -~ ----- - -
SCACTGA- - -ACTTGE - - - - - - - - -
CCACTGA- - -ACTTGG
CCACTGA-.-ACTTGG
CCACCGA-.-ACTTGG
CCACCGA-.-ACTTGG
CCACTGA--ACCTTGO
CCACTGA--ACCTTGG
CCACTGA- - ACCTTGO
CCACTGA- - -ACCCAG
COACTOA- - - ABTEGG  « o v v nn s
COATTOA- - - ABTEGB  « o v v n s
COATTGA- - - ACTEGG -« -« - - -
COATTGA- - - ACTEGG -« -« - - -

L e L
TCTCTCTGCCAGEE- - - - .

GGLCCGGELGEEGGAGATA -
TACCCTTGCAG - CEGCACTTOEGECTOEGCAGEG TGCOGCGGTGOGCACACOCATETE - - -

GACTC+GGCCALCEABLTC+BACT TCAGGHI+4G+++++GCTGOGOATOCACACE TGO TAAGAGAGAGAAGAGGGTCTTGAGHCACCAGC TGTGOGACCACCHACAGAAAAGBAGCTATTGGCGCGGCCCEGCCTETTCCOECOCCEACCBAC

CCCGGAGD - - -
CCCCGAGD - - -
CCCCGAGD - - -

CCCCBACT. - - -
TCOCGACCCATGCATGGGGATECCACCTEGA
TCOCGACCCATGCATGGGGATECOACCTEGA
CCCCOACA. - - .
CCCCAACT. - - -
CCCCOACT. - .-
CCCCOACT. - .-
CCCCOACT. - .-
CCCCOACT. - .-

CCCCGAGE. - -
CCCCGAGE. - -
ceTCeCeC. - -
ceTCeCEC. - -
CCTTGCAC. - -
CCTCGCAC . - -
CCTCGCAC . - -
CCTCAAGCC- -
CCTCAAGCC- -
TCCCCAGE - - -
CCCTCAGD - - -
GCTTGGTC- - -
GLTTGGTC- - -
GLTTGGTC- - -
TTTT66TC - - -
TTTTG6TC - - -
GLTTGGTC- - -
GLTTGGTC- - -
GLTTGGTC- - -
GLTTGGTC- - -
GLTTGGTC- - -
GLTTGGTC- - -
GLTTGGTC- - -
GLTTGGTC. -
GLGGGALG . -
GLGGGALG . -
ACCTCOCC. -

CCGEBEGA- - - - -
CATEGGGATCCCACETGGA - - - - - -
CATEGGGATCCCACCTGGA - - - - - -
CATGGBGATCCOACCTGGA

CACAGGGATETECGCECAGA- - - - - - -
CACAGGGATECCACEEGGA - - - - - -
coTeCeGE .
COTGEGGE - cvcvmme oo
L
CCCETOGC - o oo momm oo
cCCeTesC o
CAGCCGGACGCLGACCECEORGA- - -
CCOCCGGACACGGACCETEORGA - -
CTCCCGGATECECAGEGE - - - - - - -
CACCCGGATTCRCAGEGE
CGCCTGGATECTGEECETTCETCEG -
CGCCTGAATECRGCECETTEETCE - -
CGCCTGAATECRGCECETTCETCE - -

CGCCT-GATGCEGCETETTCCTCECTECC6E - - -

CECCT-GATGCEGCETETT- - - - - - -
CGCTTCGATLCEGCECETTEETCE - -
CECTTCGATLCEGCECETTCETECE - -
CECTTCGATLCEGCECETTCETECE - -
CECTTGGATTCEGCECETTEETCE - -
CECTTGGATTCEGCECETTEETCE - -
CECTTGGATTCEGCECETTEETCE - -
CECTTGGATTCEGCECETTEETCE - -

SCBCTTEBATTCCGCCCETTCCTEC - -

CETECBGACCONGCECOTT

CCTCGOGTTTGCCAAAGET

SGBACOECCACETE6C. - - - - EFWcaceo60T

SBGOGGOOTGOACDGO0ACE006C0E066000

SGGATG . ACADCTGOTAAAA. -GATAAGAGGGTETTGAD SATGTGAGCTAGGCGCTOTCCCGCATECTTCOCGETTTECS
SGGATG - ACACCTGOTAAAA. -GATAAGAGGGTETTGAL - -« -« --o-o.oo.o. . .- . ATGTGAGCTAGGCGCTOTCCCGCATECTTCECGETTTCCG
SGGATG - ACACCTGOTAAAA. -GATAAGAGGGTETTGAL - -« -« --o-o.oo.o. . .- . ATGTGAGCTAGGCGCTOTCCCGCATECTTCECGETTTCCG
SGGATG - ACACCTGOTAAT - - -GAGAAGAGGATETTGABAC - - -« - o-oo-oooo. .- . AAGTGCTAGACGCTCTOTTCCGCGTECTECEGGETTECGE
SGGATG - ACACCTGOTAAT. - -GAGAAGAGGATETTGABAC - - -« - o-oo-o.oo. .- . ATGEGCTAGACGCTCTOTTCCGCGTECTECEGGETTETGE
SGOATG - ACACCTGOTAAG. - -GAGAAAAGGGTETTGACAG - - - - - - - - ------- - -GTOAGCTAGGCGCCCTOTCCCACACECTCCTEGCTATECEE
SAGATG - ACACETGGT- - - - - - AAGAAGAGGTETTGACACGTG - - - - - - ---- - - -AGCTETGAGCTGTCCEGCTCTACG - - - - -

STGATG-ACACCTGOTAAG- - -GAGAAGAGAGTTTTGA. - - - ... . GCAAGACGCGCTGTCCEGCGTECTCCEEBCTETCCE
STGATG - ACACETGGTAAG- - -GAGAAGAGGGTTTTGA - - -~~~ - - . GCTAGACGCGCTGTCCCECGTCCTCCEGGCTETECS
SGGATG-ACACETGTTAAG- - -GAGAAGAGGGTETTGTEAL - -~ ----------------- - -GTGAGCTAAGCGCTCTGTCCCGCGTECTCCEGGCTETECS
SGGACG-ACACETGTT- - - - - AAGAAGAAGGACTTAACAC - - - -------------- -~ -GTGAGETAGGAGCGCTGTTCCGCGTECTCCEGGCTETECS
SGGATG-ACACETGTTAA. - - - - GAAGAAGGACTTAACAC - - ---------------- - -GTGAGETAGGAGCGCTGTCCCGCGTECTCCEGGCTETECS
SGGATG-ACACETGTT- - - - - AAGAAGAAGGACTTAACAC - -~ -------------- - - -GTGAGETAGGAGCGCTGTCCTGCGTECTCCEGGCTETECS

- GETGGACACCTGGECEA-
- GETGGACACETGGHC - - -

GGAGAGGGTECEGAGTCACET - - - - - - - -
SGAGGAGAGGGTECEGAGTCACET - - - oo - - -

SGGCEGTCAGAAGACCEGEGCCGECCT- - - - - -
SGGCEGTCAGAAGACCEGEGCCGECCE - -~ - - - - - - -
SGGCGACGGAGGACTCAGGECOCAAGEE - -~ -« -~~~ - -
SGGCGACGAAGGACCCEGGECCCGACTA- -~ -~~~ -
-GGCGACGAAGGACCCGGGCCEEECTE- - - - -

T
T

T

c

c

c

c

T

c

c

T

c

c

3

3

6

- ACTGGACACCTGCACA] 6
T
SEGCTGETCTCEGCATGTCGCTGETTLCCEC0E6GE0G- - -- - C
c
5
6
c
c
c
c
c
c
c
o
o
o
o
c
c
s
s

- GCTGGACACCTGCAG-
~GCAGG - ACACCTGC - - -
- GCAGGACACCTGC - - -

SEGCTGETCTCEGCATETCGCC6GETTRCCCCEGGE0G - - -
- GCAAGACACCTBCA- - - - -GGGGAGAAGGTECTGAGTCOCTEAGEACEGAGETGCCCGGG- - - -AGTCGCGCTECCCTEAGTCCCGCETETTECECE - - - - -
- GCAAGACACCTBOG- - - -GGGGAGAAGGGECTGAGTCTCTGAGEATGGAGG TGCCCGGGA-GCCGGCECGCTECCCTEAGTCCCGCCTETTACES
S CTGGAGAACACACCTAGT- - - - - - S

- CCCCCAAGCACCAGCTGTGTTACCATCOACTG. AAAAGTCETATTGTTGCGACCCEGCCCETTCOGCTACTA -
cE‘,TI:AT(‘:I:Al:CAGEATTGTGAEEATEAAEEAAGTAETATTGETGEGAEEEEGEEECTTEEGETAEAA -
A ARGTACTETTTOTGCEACCCEGCCCETTCCEOTACAA. - - -
S TGGAGCTATTGCTGCGACCCEGCCCETTCOGOTACAA. - - -
S TGGAGCTATTGCTGCBACCCEGCCCETTCCGOTACAA. - - -
-AGGLGCCATTGGTGCAACCCEGCCTETTCOGOTACAA. - - -
-AGGCGCCATTGGTGCAACCCEGCCTETTCOGOTACAA. - - -
SAGGEGOCATTGOTGOAACCOC6CCTETTCOGOTACAA - - -
C6GTAGTETTAAG-COCEAACTGTGOCAACACCGACAGAA- AAGAACTATTGOTGCAACCCCGOCCETTCOGOAACCA. - - -
COGTAGTETTAAA-COCOAACTGTGOGACCACCOACAG- AAAAGAGCTATTGGTGCAGOCCCGOCCETTCOGOTACCA. - - -

CTGOGAGAAGACGCGTGOD

67660 [ ACADETEOE. - v v e C6GTAGTETTAAG-CTCOAGCTGTGOGC0CACCTACAG- ARAAGAGCOATTGOTGCAACCCCGOCCOTTCOGOTACCA. - - -
cT660] CACACETGOC. - .- ... .. COGTAGTETTAAG-CTCCAGCTGTGOGCCCACCTACAG- AAAAGAGECATTGGTGCAACCCEGCCCETTCCGCTACEA. -
cT660] CACACETGOC. - .- . COGTAGTETTAAG-CTCEAGCTGTEOGCCCACCTACAG- AAAAGAGECATTGGTGCAACCCEGCCCETTECGETACEA
- L LLL.....TGGCGETA-- ,:a:eermcert:c:rt:neet:c:E
- [ ... .TGBCGECTA.---CGCGGTCTEGTCCECTCCAGGCCEC]
SGBGGACCCCCETE6666C0 B - .BGGEGLGA. ... ..--CCCGCCCETTCETCTCCEAGTEC

~coeecMIMAGG CAAGGCTCEGCCCETTCCTCTTTEAACE  ©

-GGG CGCACAAGLGACAGACCACCECEGEGCTCOG - - - - - - -

BB ABOTGG - - e ~66CCGCEGEGCETECCEE
B L L T YT - ~GGCGGCTGTGABCECTAG
B L L T YT - ~GGCGGCTGTGABCECTAG

6GLGGOTETGAGCLCCAG
GGAGGOTGTGAGCLCCAG
GGAGGCTGTGAGOLCCAG
6GGGGOTEOAAGOLCCAG
GGAGGOTGAGAGCLCCAG
6GAGGTTETGAGTEODAG
6GAGGTTGOGAGOEEDAG
6GAGGOTEOGAGOEEDAG
GGAGGOTOLGAGDOODAA

BB S ABCTOG - e -GGAGGCTECGAGCECCAG
BB S ABCTOG - e SGAAGGCTECGAGCCCCAG
BB S ABCTOG - e 166 AG6G0GTCECAGBATACATCEGCEGCGCGTECCAS
BB S ABCTOG - e 66466666 TCECAGBATACATCEGCEGCGCGTECCAS
L LBOBEC S ABCTOG s - iciiciiii.iii.o.o.oo.o......... . AGCAATGAGGGGGTCTCTGGG - -GECGGLEGCGLGCCCTAG
e iBBCEC- SAGCTGG - - ... ... .  CGAAAGGAGGGGETCCCGAGG- - -GLCGGCEGEGCACECTAG
e iBBCEC SAGCTGG - - ...  CGAAAGGAGGGGETCCCGAGG- - -GLCGGCEGEGCACECCAG
X T Y- - T 156 AGEE06CEECEG66- - -GELEGLEGTGLGTECCAG
X T Y- - T 156406006 CEECE666- - -GELEGLEETGLGTECCAG
B L T L T LT T 156 A66E06CEECEG6A- - -GELGGLTELGLGTECCAG
T T -1 T G AGEEEECEECEGET - - -GELGGTTGLGLGTLCCAG

STTCCCTGGCCTTA - - - - -
SGTTCCEAGCCTCA- - - - - -
SGTTCCETGCCTCA- - - - - -

STCTGTTTECTECGCEGTCTCTCEATGGECGGGATTCTGACTATTTTCTA
S TCTTTTTCGTCETEGACTCTCAGTGGECTGGGTCCTGGETGTTTTCTA
SACTTTTTECGTCETEGETTCTCTGCGGETEGGATCCTGGETGTTTTCTA

SGTCEC--AGCTTT- - S TTATGEGCGCGGECTCTCACGGGA- - - - - - -GCETGACTCTTCTA

- CCTGCETECCGGGTECC- - AGCTTT- - - S TTETGECGCGGECTCTCACEGEA- - - - - - -GCOTGACTCTTCTA
S - -GTCCC-GAGCECG- - SECTTTTCECGECGCCE6CTCGCAATGTECGGGGTCTTGATGCTTTTCTA
S -.-...GTCCC-GAGCCCG- - SECTTTTCECGECGCCE6CTCGCAATGTECGGGGTCTTGATGCTTTTCTA
S -.-...GTCCC-GAGCCCG- - SECTTTTCECGECGCCE6CTCGCAATGTECGGGGTCTTGATGCTTTTCTA
S --.-.....BTCCG--ACCCCG- - SECTTCTTCCGCCE0E66CTCTCCAAGTCCGGGATCECGACGETTTTCTE
S --.-.....BTCCG--ACCCCG- - SECTTCTTCCGCCE0E66CTCTECATGGECGGGATCCCCACGETTTTCTE
S --.-.....BTCCG--ACCCCG- - SECTTCTTCCGCCE0E6GCTCTCCATGTECG6GGATCECGACGETTTTCTE
S --.-.....BTCCG--ACCCCG- - SECTTCTTCCGCCE0E6GCTCTCCATGTCCG6GGATCECGACGETTTTCTE
. L. ACCCCG- - SECTTCTTCCGCCB0E66CTCTOCATGTOCGGGATCCCGACGETTTTCTE

- TCAACCAGAGACCCTACAGGCAGGBGLGG-GGLGAG- -
- TCAACCAGAGACCCTACAGGBCAGGBGLGG-GGLGAG- -

-066
-066

L CBTECEBACCCCGCCOCTTCCTCCGOGAGECECECCECTTCTTE6CC0TTGECNCGECECAACTTGGCCCTCECCC0GC00CAGCTTGGOECTTTECCC6C6GCE0606C0GOACTGGNGGAGAAGGTGAGCCGCETOE
6CCTCCTC. - -+

SCCTCCGTE06. -660CC. -6C0C00- - 6CCEGETCTTTCCEA

COTCGAGDCATGO+CGGOGATEO0G0GO0TTCOTOCG T +++++G0TEOET+00++GGOCO0GACOTOGC0G0AADTTGGOEOTOGE000GC00CAGOTTGGOGOTTTTTOGOAAGGAGGGGDTOGCAGET CGGGG0GG0TO0GOGTED0AG




Permgnathus._longimembnis_pacificus-PPM_FiRise_i_H C:5190-6190/1-1000
Rattus,_nomegious. Ruor_6.0:32271976-32272976/1-1000
Rattus_noregicusm5: 3369684 4- 3369784 4/1- 1000
Rattus_nomvegious-m6:32271976-32272976/1-1000

(5 fusous-Mactacom ys_uosus_widby 2 palished_FC:T77964- 7?9964/1 1000
Urom po_caudimaculatus-Urom yo_oaudinaculatus_H C:787178-7881 78/1-1

Sigmodon_hispidus-GOA_ 004025045 1_SigHis_v1_BIULL genomic_H C: assoa 7-869037/4-1000

Wyodes_rutilus-Myodes_nutilus_t G:744894-745994/1-1000
- 1.0 11000
Mierotus_montanus-Aferotus_montanus. fh:112395-11339641- 1000
Neotoma_phen ax-Neotom a_phenax_H C: 143700281437 10268/1-1000
Peromysous_maniculatus_baindii-HL_Pman_2.1:907406-908408/1-1000

) 2 banderanus_ 1-1000
Peromyeous_crinitus-pecr10X_y2_HIC:836713-83671%1-1000
- ¢ \_female_1.0_| 769811000
5 ¢ ,_demale_1.0_ 7698/1-1000
X 1-1000
Coendou \_prehensilis_ 41000

Ermthizon_dorsatun-G.50_pore_1.0_HC:4B4 15303484 1630311000
hg 38 fa 1294 485-1295485/1-1000
Macaca.976590-9775901-1000

> ) > hamisii_ 721
Nenus_ tilus-Xanss_rutilus_HC-567393-658393/1-1000
Poeudomys_desedorF:
@ 1072736 26530- 73627530/1-1000
Mus_stortidyei-tMus._shortidgel_ S8 1555915511000
Melfurie: meridianuseriones_meridianus_ 18617 1-67171/1-1000

\_008131255.1_ genomio_L
memus grioeus-CiGH-PICR_HIC:3699 171263699181 28/1-1000
Crcat 1000

Cﬂl:sfu/u:_gﬂi!u&-&lﬁﬂ-l’/cﬂ 19516657.19517657/1- 1000
Peromysous_nasutus-Peromyscus_nasutus_10c_v1_HE:73553901-73554901/1-1000
Peromyecus_maniculatus_baindii-Pman_1.0:2412193-24131931-1000
Peromyeous_remious-Feari.6.0_HC: 1168 1487-11862487/1-1000
Peromyscus_sremicus-Peer2.0.0-82925608-829 26508/ 1-1000
Peromysous_eremicus-Peer?.0.1:82925808-82926508/1-1000
Cavia_someilus-Cavpord.0_HG-DNAZoo 8173817 1-81739171/1-1000
Cavia_pomeilus.0auFord:1369074-1360074/1- 1000

Castor ¢ "_genome_v1.0_| 1548217 726/1-1000
btidomya_tridecemtlineatus. saeérr? 468520-489520/1-1000

Pemgnathus._longimembnis_pacificus-PPM_FiRise_i_H C:5190-6190/1-1000
Rattus,_nomvegious. Ruor_6.0:32271978-32272976/1-1000

Rattus_nonegicusm5: 3369684 4- 3369784 4/1- 1000
Rattus_norvegious-mé:32271976-32272976/1-1000
Mastacomys_fuseus-Mastacomys_fuscus_widbg 2 polished_HCi777964-778964/1-1000
Upmys_caudimaculatus-Liom yo_caudinaeulatus_F C:787178-788178/1-1000
Sigmodon_hispidus-GOA_004025045.1_
Myodea_rutilus-Myodes_rtilua_H G 744994- e

1.0 1000
Mherotus_mantanus-Merotuo_montanus.. fic112396- 11339641000
Neotoma_phen ax-Neotoma_phenax_H C: 143700281437 10268/1-1000
Peromaous_maniculatus_baindii-HL_ Pnan_2.1:907406-908405/1- 1000

s banderanus_ 1-1000
Peromysous_orinitus-peor10X_ vz HC sas, 13.8387131-1000

769811000
iemiﬂefﬂ 7698/1-1000

Coendou _orehensili_ 7. 1000
Ermthizon_dorsatun-GSC_pore_1.0_HC:4B4 15303484 1630311000

hg 38.£a.1294489-1295489/1-1000

Macaca:976590-9775901-1000

! :_hamisii_ 721
Xenis,_mtilus-Xanso_rufilus_HC-567393-658383/1-1000
Pssudomys_desertor-Psau
w102 ’362853&’36?’§3w1 1000

Mas_stortridgei-tus_ awwmﬂyer 1K:68155-69155/1-1000
Menﬂns: meridianuseriones meridianus_ k881 71-671711-1000

Meriones_ 4 0081312551, nomic_t
Crivetultis_giiseus-GiGH-PIGR_HG: 269917128 3699181 11000
Crivetulus_ 1000

Cricetulus_griceus-CriG-FICR: 135 16857. 1951 7857/1- 1000
Peromyscus_nasutus-Peromyscus_nasutus_ 10x_w{_HC:73553901- 7355490 1/1-1000
Peromysous_maniculatus_baindii-Pran_1.0:2412193-24131931-1000
Permyecus_ermicus-Peeri.6.0_H C:1 16814871 1662487/1-1000
Peromysous_aremicus-Peer2.0.0-82925808 829 26508/ 1-1000
Peromyscus_sremicus-Peer2.0.1:82925508- 829 26508/ 1-1000
Covia_oomellus-Cavpor3.0_HE-DNAZoo 81738171-81739171/1-1000
CawsJame#uscstora 1359074136007 4/1-1000

_canadensis-C.oan_ganome_u1.0_H C-ONAZoo 154821726-154822726/1-1000
tﬁdumy: tridecemlineatus.spetr 2:458520-469520/1-1000

domys_desedor_wtdby 2_polished_HC.74098807-74099607/1-1000

9118510011t

Consensus

w1_BIULL_genomic_H 0.B68037-863037/1- 1000

domys._deseitor_whiby 2_polished_HIC:T4098507-74099607/1-1000

911851001t

Consensus

325 6GCACGLAL
326 GGCACGLAL

325 66 CACGLAL
325 GG TATGEAT

ACCAAGCACCGGGCEACCAGCG DG
ACTAGGCACTGGGCAACCAALG TG

ACTAGGCACTGGGCAACCAACG TG
ACTAGGCACTGGGCAACTAACG TG

S - CC6GGTECCCGGGCCGEACCAGCTGCCGEG - COCTCGRGECrCAGGEGGCCRGEGAAGGCCCGEAGCGGCAGCACCTCG6CGGTACAGGCGGCGCAGCAGGGCGT
.. TCGGGTECCCGGGTTGCACAAGCEGACTG - COCTCAAGCCECAGGCGCECGCACAAAGGTEGEEAGCOGLEACACCTECCGATATCOGETGEGCAGTAGAGAGT

- TCE6GTECCCE66TTGEACAAGCLGADTG. COCTOAAGCOCOAGGEGCCGOACAAAGGTOGOCAGCGGOCACACCTCOCGATATOBGCTGEGCAGTAGAGAGD

<. - TCGGGTCCCCGGGTTGCACAAGCEGACTG - COCTCAAGCCECAGGCGCCGEACAAAGG TCGCCABCGGCCACACCTCCCGATATCGGCTGCECAGTAGAGAGD
S - TCGGGTECCCGGGTTGEACAAGCEGCCTG - COCTCGRGECrCAGGEGCCGRACAAAGGTCGCEAGTGGCEACACCTCCCGATATCGGCTACGCAACAGAGAGC
S .. TCGGGTECCCGGGTTGEACAAGLEGCCTG - COCTCABGCCECAGGCECCGCACAAAAGTTGECAGTGGEEACACCTECCGATATCOGETACGCAGCAGAGAGT

325 P¥W . scoT. ... TTEOGTEOOCAGGTTOTAGAAGTGGDOTG- GOOTOAAGOCTOAAGEGCCGCABGAAGGTTGOGAGOGACGADACETO60GOTATO6GOTGOGCAGCAGAGETE
a2 6GECT- - - TTGTGTCCCCAGGTTGCACGAGTEGCCTG- COCTCAGTTCECAGGCGCAGCACGAAGG TTGCCAGCGGCCACACETCGCGGTACCGGCTGOGCAGCAGEGCGED
328 G ACCT- - - TTGGGTECCCGGGTTGTACAAGCTECCTG-COCTCAGGTCECAGGEGCCGEACGAAGGTTGCCAGCGGCEACACETGACGETATTGACTGCGCAGCAGAGDGE
328 W cTT. . TTEGGTETCCGGGTTGTACAAGTEGECTG - COCTCAGGTCCCAGGEGCCGCACGAAGGTTGLEAGCGGCEACACCTEGCGGTATCOACTGEGCAGCAGAGLGT
325 GG OACAGACACTAGGDADTGOBCCAGCAACGTGCAGAAGGCCT - - - TTEOGTEOC06GGTTOTACAAGTEGO0TG - COOTOAAGCCOOAGGTOCCOABGAAAGTTGOCAGCGGOAGCACETOG0GOTATTOGOTGOGOAADAGAGAGD
325 66 CACACACACTAGGCAGTGGECCACCAACETGCAGAAGGCCT - - - TTEGGTECCCEG6TTGTACAAGTTTACTS - CCCTCAAGCCECAGGCGCCGCAAGAAGACTGCCAGCGGCAGGACCTCGCGGTATTGGCTGCOCAACAGAGAGD
325 GGCACACACACTAGGCAGTGGECCACCAACGTGCAGAAGGTCCT - - - TTEGGTECCCEGGTTGTACAAGTTTACTG - CCCTCAAGCCECAGGEGCCTCAAGAAGATTGCEAGCGGCAGGACETCGCGGTACTGGCTGCGCAACAGAGAGT
326 GG CACACACACTAGGCAGTGGBCCALCAACG TGCAGAAGGCCT - - - TTEGGTECCCGGGTTGTACAAGTTTACTG - COCTCAAGCCECAGGEGCCGCAAGAAGATTGLEAGCOGCAGGACETCGCGGTATTGGCTGCGCAACAGAGAGT

S DCB6GTEO006060C6EAGAAGCEGDG0G-CO0TOGG60C000AGGEGCC606E6AAGGCGGDAAGOGGOAGCACETE6TAGTAGCGGOGGEG0AGCAGGE0GE
- - CCBGGTCCCCEC6CCGEAGAAGCEGEGEG - COCTCGGGC0CCAGGCGCCGLGEGAAGECGGCAAGCGGCAGCACCTCGTAGTAGCGGCGGCGCAGCAGGGCGT
S - CCBGATETCCGCGCCGEACGAGCLGEGCG - COCTCGGGCCCCAGGEGCCGLGEGAAGGCGGCGAGCGGCAGCACETCACGGTAGCGGCGECGCAGCAGAGCGT
S .. CCBGGTECCCEC6CCACACGAGCEGEGEG-COCTCGOGTCOCAGGEGCCGCGEGAAGGTOGTGAGTOGCAGCACETCGCGGTAGCGECGEEGCAGCAGGGEGT
S DCB6GTEO006060CABACGAGCEGDG0G-COOTOGG6TOC0AGGEGCC606E6AAGGTOGTGAGTOGOAGDACETE60GGTAGCGGOGE0G0AGCAGGE0GT
- - CCGGGTECCCEC6CTGEACCAGCEGECAG - COCTGGGGC0CCAGGCECCGLACGAACETGGCCAGCGGCAGCACCTCGCGGTAGTGGCTGCGCAGCAGGGAGT
S - CCBGGTECCCECECTGEACCAGTEGECAG- COCTCGGGCCCCAGGEGCTGLACGAACGTGGCEAGCGGCAGCACETCG6CGGTAGCGGCTGCGCAGCAGGGAGT

326 GG CACACACACCAGGCACTGOBCCACGAGAGCGCAGAAGGCCG- - - - ACGGGTETCCTEGC COCACBAGCEGECAG- CCCTCGGGCCECAGGEEGCOLGEGAAGGTCGLEAGCOGCAGCACETCGCGGTAGTGTCTGEGCAGCAAGGCGT

325 GG OACAGACACCAGGDADTGGGCCAGCAGOG0GCAGAAGGDCG - -

2442 AGCACAL-
492 AGCACAL -
442 AGCACAL -
442 AGOTTA- 68
442 ABCTTA-GE
492 ACCCCA- -
442 ACCCCA- -

442 ABCGCA- -
492 AGCGCA - -
442 AGCGCA- -

442 AGCGCA- -

CCOTECATETEGGTTECCGCACG THRENeGCs

CETTGCATCTTGGTTCCCGCACGTGEGAGGET

CECTECATETTEGTTECCECACGT fsoco
COTATGAGTTTG. - TTGOOGOACGTOGGEAGGE0E
COTAGGAGTTTG- - TTCCCGOACGTGGEAGGECE
GCECTACATCGAAGTTCCCGCACGTGGGAGGEE
GCCOTACATCGAAGTTCCCGCACGTGOGAGGEED
GCOOTACATEGAAGTTEODGOACGTOGGABGDD -
GOCCTATATCGAAGTTCCCGOACGTGGGAGGECE
GCECTATATCGAAGTTCCCGCACGTGGGAGGEE
GCCOTGTATCGAAGTTCCCGCACGTGOGAGGEED
GCOOTGTATEGAAGTTEODGOACGTOGGABGDD -
GOCCTGTATCGAAGTTCCCGCACGTGEGAGGET

413 CGAACCEGECTCTTCCTCEGCECGTGCCCCGCCCTGACGGCCTCACCGCECATTECCCGCCGEGEACETEGGTGCCEEGRETE
413 COAACCEGECTCTTCOTCEGCBCGTGECCCGCCCTGACGGCCTCACCOCCCATTECCCGECGEGEACETGGGTGECEGGCETE
438 06060 TOAGCOCGG0AGEACEGTORC6G0ACGTOGOGAGOOT -

445 6CEGLGLGE

GGCACACACACCABGCACTGGGC0CALCAGCGCGCGGAAGGCCTCACCGTCEGGTECCCG66T TGCACAAGCLGECTBGCCCTCGAGCCOCAGGCGCCGLGEGAAGETTGCCAGCGGCEGCACCTCGCGGTATCGGCTGCOCAGCAGAGAGD

470 GEACEGECE
470 GCACGGLGG
470 GCACGOEGG
470 6CACEGLGE
470 GEACCGETE
470 GEACCOETE
470 GCACGOEDE
470 6CACAGECE
470 GCACEGECE
470 6EACEGLCE
470 GCACGGEDE
470 6CACEGECE
470 GCACEGTCE
470 6EACEGLCE
470 GCACGGEDE
470 6CACGGEOE
470 GCACEGECE
470 6EACEGLCE
884 6CACGGE0E
470 6CACGGETE
470 GCACEGETE
470 GEACCOECE
470 GCACAGECE

- - -GCGCACGGTTTCCCGCACGTGGG 660G

GGLACCGEG - - -
GGLCAACGAG: -- - - -GAGCGLGGGECATCGTGCT
GOOAADGAG . - - - - - GAGCBOGOGGOATEETGOT
GGCAACGAG - --- - -GAGCGCGGGECATEGTGCT
GGLAACGAG - - - - -GAGCGCGGGTCATEGTGCT
GGLAACGAG -~ - - - GAGCGCGBGTCATCGTGCT
GOLAADGBG . - - - - - 6E6CE0G6GE0ATEE0GOT
GGLAACGEG - -----GCGCGCGGGECATEGCGCT
GGLAACGEG - --- - -GCGCGCGGGECATOGEGCT
GGLAACGBG - - - - - - GCGAGCGAGBCATLGCGCT
GOLAADGBG - - - - - - 6E6CB0G0GGOATEETGOT
GGLAACGEG - -----GCGCGCGCGECATEGCGCT
GGLAACGEG - -----GCGCGCGCGECATOGEGECT
GGLAACGBG - - - - - - GCGCGCGCOBCATEGCGCT
GOBAGDGCG. - - - - - 6EGCE0GTGEOATEGDG- -

GECCCCGCGECATEECGCGAGAGEGGE-CCGG- - CO- - TCEAACEGCGCGE- - - - - -

CTAGGT-
CTAGGT-
CTAGGT-
CAAAGT-
CAAGGT-
CAAGGT-
CAAGGT-
CAAGAT-
CAAGGT-
CAAGGT-
CAAGGT-
CAAGGT-
CAAGGT-
~6ABGC.

GGLACCBCG. - - - - - GEECECETOOCATEECG - -CABGD-
TGCACCTAG - -----GCGCGCGLGGCATCACG - - -GAGAC-
GGLACCOAG -~ - --GCGCGCGCOBCATCGCG - -GAGGT -
GOLAGDGAG. - - - - - GEBCECOCOGCATEECG - -CABGT-
GGLAGLBEG .- - - - - - GAGCECGCOGCATEECE6660TEEC-
GGLAGCGEG - --- - - GAGCGCGCGECATOGCAGEEGTGGE -
GGLACCGBG - --- - - GCGCGAGCOBCATCGCECABGAGGT -
GGLACCOBG - - - - -GLGLGGGLGACATEGECGOBGALGE -

555 6GBAGGTGTGGCCACTGGEGACCTTTGTGCEGCGCETEEEE0CTGAGEE -
555 666 AGGTGTGGCCGCTGGEAACCTTTGTGCEEC6CETGGGECECGAGEE -
595 6GBAGGTGTEGCCHCTEOCAACCTTTETECEECGCETEROBCETOAGEE -
556 G COAGGTGTGOCCACTGOEGACCTTEGTGCGGCGLETCO0GCTTGCAGGS -
555 6CBAGGTGTGGCCACTGGEGACCTTEGTGCBGCGCETCEEE0TTGAGSE -
555 GCEAGGTGTGGCCGCTGGEAACCTTGG TGCEECGCETGGGACETGAGEE -
555 GLEAGGTGTGGCCGCTGGEAACCTTGETGCEECGCETCOGACETGAGGE -
556 GCOAGGTGTGOCCGCTGOEAACCTTGGTGCGGCGLETGOOACETCAGGE -
555 6CBAGGTCETGCCGOTGGCAATOTTET T6CBGCGCETCEEE0TTGAGAG -
655 6CEAGGTCETGCCGCTGGCAGTCTTET TGCE6CECETEGGECTTGAGEE -
555 GEEAGGTCETGCCGCTGGEAATCTTETTGCGEC6CETCRGECTTGAGGE -
556 G COAGGTCETOCCGCTGOEAATCTTETTGC66CGLETCO0GCTTCAGGS -
555 6CBAGGTCETGCCGOTGGCAATOTTET TGCB6CGCETGEEE0TTGAGEE -
655 6CEAGGTGETACCECTCGECGCCTTEGCGCEECECETEGGECECGAGEE -
555 GCEAGGTGETACCGCTCGECGCCTTEGCGCEEC6CETCRGECTCGAGEE -
556 G CEAGGTGETOCCTCTGOEGACCTTEGLGCAGCGLETGOOGCECAAGGA-

555 6 CEAGGTOETG00G0TG6E6600TTEG06060060ETG6660006AG6G- -

GGOTGAAGCOTOGOACGGOATGCAGCOTOEG - -
s - GCCACAACCTCCGGGGEGATGECGETCGEE -

S DCE6GTETOO6CTOCGBACGAGCEGD0AG- COOTOGG600C0AGGE6CC606E6AAGGTOGOTAGOGGOAGDACETE60GGTAGTOGOTGOGOAGCAAGGDGT
- CACCCCG-ACCTTGAGCACGATGACCCGEGET -
... . CATCCCG-GCCTTGAGCACAATGACCCGEGET-
© ... CACCCCG-ACCTCGAGCACAATGACCCGEGET-
ACCTTGAGCGEGATOGOCE606E6- -
S -ACCTTGAGCGEGATGCCCCGEGCE -
CGGCCGG-ACCTTGAGEGEEATGECTEGCTEG-
CGGCCGG-ACCTTGAGEGEEATGECTEGCTEG
0660066 -ACCTTGAGOGEEATOEOTEO0TOG- -
- GGCTGGACCTTEAGCGEGATGCCGCGEGEE -
CGGCCGG-ACCTTGAGEGEEATGECGEGCGTG-
CGGCCGG-ACCTTGAGEGEEATGETGEGCG G-
0660066 -ACCTTGAGOGCOATOETGE6060G- -
C66CCGG-ACCTTGAGCECEATGETGCGCE G-

CCTCGTTECC6AGEGGTECGCTCTCTECTECGTAGCCEATATE
CCTCGTTGCECCGEGETECGCTCTCTGCTECGCAGCTGATACT
CCTCGTTBCECCGEGGTECGCTCTCTOCTGCGCAGCCGATACE
COTOGTTEC066G066TE0G0GOTOTGOTADGOAGCOGGTALD
CCTCGTTECC666CC6TECGCGETCTOCTECGCAGCCEGTACT
CCECGTTECC6GGCEGTECGCGCTCTGCTECGCAGTCGATACT
CCECGTTBCE66GLEGTECGCGLTCTOCTECGCAGTCGATACE
COEOGTTE0066G066TE0G0G0TOTGCTEOGOAGTOGATALD
CCECGTTECC666CCETECGCTCTCTOTTECGCAGCCAATACE
CCECGTTGCC6GGCEGTECGCTCTCTGTTECGCAGCCAATACE
CCTGGTTECE6GGLEGTECGCTCTCTOTTGCGCAGCCAATACE
COTGGTTEC066G066TE0GOTOTOTGTTGOGOAGCCAATADD
CCTGGTTECC66GCCETECGCTCTCTOTTECGCAGCCAATACE
CCTCGGTECAGGGETETECGCGCTCTGCTECGCEGCCERTACT
CCTCGGTECAGGGETGTECGLGLTCTOCTECGCEGCCGOTACT
COEGGGTEOG0AGDE6TE0G0GO00TOOTGOADAGCOGATADD
CCECGGTECC66GC66TECGCGECTTOCTECGCAGACACTACE

SCGGG- - ATGAACCTCCCACGTGCG - - -
L0666 - ATGAACGTGCOABGTGDG - - - - 6
-£666- - ATGAACCTCCCACGTGEG - - -
E S -CCGTGCG- - -
S£GGG- - ATGGGCETTCCACGTACE - - -
SBOAG- - COTOGOGTCOOABGTOOA. - - - - 6
-£C66- - COGGGCCTCCAACGTGEG - - -
-CCGG- - CLGGGCCTCCCACGTGEG - - -
SECGG- - CCGGGCETCCCACGTOCE

L0066 - 00AGGEETEC0ADG To ol

-£C66- - CCGGGCCTCCCACGTGEE
-ECGG- - CLGGGCCTCCCACGTGEG - - -
SECGG- - COGOGCETCCCACGTRCE - -
SBOAG- .06

SCCAG- 06~ CCOACGTGCG . - - CAGG - -
SECGT--CA------CCCACGTGCAGGGCGGE
SECGG- - CO------CCCACGTGCECGGCOGE
SB0GG. - CA- CCCACGTOCEC66C06G. - -

-C66GGCCABGGCTTCCOACETE EGL‘A&EAGGAEGEA&EGET&EETGAAAETEGL‘GI:EGL‘GAGGAGAGGGE&GGGEEGCEAEGGGGAG- .
SGAGGGCCGEGGCETCCCACGTGEGEAGCAGGEACTGGG0TCIGCCTCCAACCCGEGOCGEGAGGAGAGGGCGGGECEG D]

TTT6G- - CC-GGGLCCCCACGTORT - - -
STTGG. - CCGGGLETCCCACGTOC06 - - -

SEAGG. B n G6CTTETGCAACCEGBE - -
SCAGE - SGCTTGTGCAACCCGGE
ScAGe - SGCTTGTGCAACCCEGE
SCAGG - SGCTTGTGCAACCCGGG
SCABG- . ~6CTTGTGCAACCEGBE - -
SCAGE - SACTTGTACAACCCGGA
S£AGE - SACTTGTACAACCCGGA
SCAGG - CACTTGTACAACCCGGA
SCABT. . SACTTGTACAACCEGBG . -
SCABT- SACTTGTACAACCCGGG
SEAGT- SACTTGTACAACCCGGG
SCAGT- CACTTGTACAACCCGGG
SCABT. . SACTTGTACAACCEGBG . -
-£6CE - S6CTCETGC6GCGCEE
FCTTTS SGCTCGTGCGGCGEGRE
SECe6- S .GCTCCTGLGGACCOGE
SECGG G GCTOETOC6GCGAGGA - -

COADBGTG0G . - - CAGG- -

G CCCEGCGEEEEEEGTEGGET - - - oo
CCAAGGCGCAGGGGTGTECTTAGAAAATEG TCAGAATC

¥ cAAG606E0AGGGETETEC TTAGAAAATEG TCABAATE

¥ 1 TCoATC6AGGGETETECACAGAAAA- LG TCABGATG
CTTCGATGTAGGGD - -GGCTCAGAAAAGCG TCAGGACT
CTTCOATOTAGGGCTEORG TTAGAAAAGCATCAAGACT

CTTCGATATAGGGCTGCGCTCAGAAAAGCG TGGGGATC
CTTCGATATAGGGCTGEGCTCAGAAAATCGTEGGGATC

GACTGGGAGADGAGEDLGG -
GACTEBGAGACGAGEODGE -
GACGEGGTGGCGAGECLGT -
GACOCTGCAGCOAGETCOG -
GACGOTGOAGDGAGETEOG -

B beosas-

GGAGGGLOEGGOAACGGOEAADCTGGDG0GEGG0ATEGHGOTO6AGGGGETO0GGGE0G66GDETCOCACGTGOGACCCOGOADT TG0 CTGOCT++AADY DGG6C0GEGADCCAGAGGDAGGGDTOGGCTCAGAAAAGSGTOAGGDTT




Perunathus_longimen biis_paciious-PPM_HRise__HG:5190-6190/1-1000 585 GGG 0666.6G0GEEGEEGE - - - S GA oo - -.66TCCG 635
Rattua_norvegicus Rnor_6.0:32271976-32272976/1-1000 577 -TTeTAGCR 66660666~ - - - -GA-GGEA------------- - -GCTGTGTGATGGTGCCA 695
Rattua_norvegicusm®5:33696844-33697B44/1-1000 577 STTGTAGCR 66660666 - - -GA-GGCA- -~ - .- ... . GCTGTGTGATGGTGCGA 695
Rattua_norvegicusm6:3227 1976-32272976/1-1000 577 STTGTAGCR 66660666~ - - -GA-ceoA- - - S -GCTGTGTGATGGTGCGA 685
Wesotacomys_tusous-Mastacom ya_tissus_wiibg2_polished_H G:777964-778964/1-1000 s62 STTGTAGCS 66660666 - - - -GT-CGCAAGAATAG. - - - CAGTTTTCAGCGGATGGTAAGA 683
Unmys caudinacylatus-Lomys_oaudinaculatus_FHG:7B7178-788176/1-1000 577 E STAGTAGCS 66660666 - - - -GT-CGLAAGAATAG. - - - CAGTTTTCAATAGATGGTAAGA 694
Sigmodon_hispidus-GGA_004025045.1_SigHs_v1_BIUL. genomic_HG:BEB037-859037/1-1000 577 CAGGGCATTGAGAGCGCGTGGO 226606666T0- - -6T6ACGG- STTGTAGC 6 AGG0GGA- - - - GT-TGCAGAAATGA. - - - AAGTTTTCTGTGTGTGGTGCAG 705
Wyodies_aiilus-Myodes_itilus_HG:744994-745994/1-1000 576 CAGGATATTGAGAGCECTCEGGGGATAAAGG CGEGETE - GEGACGG - - -TAGO 66660666 - - - -GT-TGCAGGAATAA - - - CAGTTTTCTGTAGATGGTGCET 683
. 1.0, 11000 575 SGGCACGG- STTGTAGCR 62660666 - - -GT-TGCACAAAGGG----CGOTTTTCTGTCGGTGGTGOTA 703
Whorotus_montanus-omtus_montanus._1k:112395-113398/1-1000 577 S6GGACGG- STTGTAGCS 624660666 - - -GT-TGCAGGAATGG - - - - CGOCTTTCTGTCGGTGGTGOCA 708
Neotoma_phenax-NVeotona_phenax_H G:14370028-14371028/1-1000 577 COGGACATTGAGAACECG GG - -6GACGG- STGGTAGC 66660666 - - -GT-TGLAGGAATGG . - - - CAGTTTTGGGTCAGTGGTGTCA 705
Peronyscus_maniculatus_bairii-HL_ Pran_2.1:907406-908406/1-1000 577 COGGOCATGOAGAGCECGEGGE - -6GACGG- STGGTAGCS 66660666 - - - - -GG-TGCAGGAATAG. - - - CTGTTTTCTGTCGGTGGTGOCA 705
¥ s bandernus_ i 11000 577 C6GGACTTGGAGAGCLCGEGGT - -6GACGG- STGGTAGCS 66660666 - - -GG-TGCACGCAATAGATTTITICTETAGGTGGTCEGTGOCA 708
Peronyscus_oinitus-pecr10X_v2_HG:8357138367131-1000 577 C6GGACGTGEAGAGCLCGCGGE - -6GACGG- STGGTAGCS 66660666 - - - -GT-TGCAGTAAAAG- - --CTGTATTGTGGCGGTGGTGOCA 705
. _fenale_1.0.} 11000 T, S - 0GGGG0GE6-GEGOGEEEEGA- ~ - - - - oo 46660666 - - .- GTEGCCELTGG - - CECG------------GGGOGG 601

. _tenale_1.0. 11000 548 - ... CGGBGLGGG-GOEEELGLGGA - 46660666 - .. GTEGCCECTEG. - - CECG------------GGGOGG 601

y ;1 11000 B2 - e CAGGGCGGG-GOEEELGLGGA- - - 6 A660666TTCGE0GGTEGETOEEECEC. - - - 6GOCTEEEGGETCTTTGGTTCA 625

Goendou \_prehensilia_ 11000 B2 - ... CAGGGCGGG-GOEEELGLGGA- - - 66660666 - - -GT-G0CGCGEETEG. -~ C0EOC- -~ -GGOGCGGETTGCAG 614
Erethizon_doratun-GSG_por_1.0_HG.4B415303-484163031-1000 776 - - CAGGGCGGG-GOEEELGCGRA- - - - - - _ 66660666 - - - TT-G0EGCEEETEG. -~ 0BG -~~~ ----------- 824
g 381211294 485-1295485/1-1000 606 - GGGCTGGGAGEGCECGGAGGEGGCTG6G0CGEGEACCCGEGAGGG6TOGGEACEGEGE6GE - m:cece:eeaeeaee:eeae:rmeereAAeeee: AG- - - -GA-GG6GGTGCLCGG -~ -GTGC------CCAGTGOGTCEG 735
Wacaca:976590-977590/1-1000 606 - - GGGCTGGGAGAGOETGGAGGGGGCTG6GCCGEGEACCCGEGAGGG6TOGGEAGEGEGG0666GTCCEEG0GEAGEAGGCGGAGCT 6616046 T660666GAC66GCAG-CGCGGTORCGG - - - -GCETCTGEGCGOGOGAATCLA 748
y s hamaii_ 1721 sa8 - e:e:e::e:rem;\eacceeecr S GGGGGLGGE- - COCGLACGEA- - - - - - meeeoceee— S BTEGGEAGGEA- -~ - 613
Xerus_rufilus-Xens_ntilus_HIG:667393-668393/1-1000 550 cecl:cEeem;\eecceeee;\eeee:Geecc—— - -6CACGG- —AMeeee:eee GTCCELACAGAGEAGG GGG TGAAAGAL 66660666 - -6G-----.-.GTTG.-- . CEOTGEECOCECETGEGEG00E 608
Poeudonys_deseror-Poeudomys_desertor_ wdbg2_polished_G:74098507-740996071-1000 640 CCGCACGTTAGTTGLGCAGTGCE - - - e STAGTATGCATACCE- - - - S -GG-GTCACAGECTC----CACCTGETGGCGTTTCCTTCRA 714
i 10.72:736.26530-7 3627530/1-1000 640 GOGCAGTTTEGTTGOEEAATGE G - - - - -~ - === TAGTGTGOATGOAG - -~ -~ - oo < -GG-GTGACAGEGTGC - - CACGTGGCGACGTTTGGTTCCA 714
Whis_ahortndgel-Mus_shoridgel_1kE8155-69155/1-1000 640 GOGCAGTTTEGTTGOEEAATGE G - - - - -~ - === TBETGTEOETGOEE - -~ -« = oo oo oo - -GG-GTGACAGEGTGC - - CACGTGGTGACGTTTGCTTCCA 714
Weriones_mendianus Meriones_mendianus_1K:66171-67171/4-1000 640 COGCAGGTTEGTTGAGGGG TGE G- - - - - -~ - === TAGTGTGEOETGOEG - - - -~ = oo oo < -GG-GTEGAAAGGTGC - - CACGTGGTGGCGTTTOCTTCCA 714
Werones 1 008131255.1_. nomic_ 9118510011 840 GLGCACGTTGE TTGABGGGTGEE - -~ - - << == - === == TAGTOTGEGETEO GG - - - - === oo < GG-GTTGAAAGGTGC - - CACGTGGTGGCGTTTCCTTCCA 714
Crcutes nseus CACH-PIGR,HG:360317425.3058184767 11000 640 CGGCAGGTTEGTEGOEEAGTGE G - - - - -~ - === TAGTGTETETGOEG - - - - -~ = - oo oo oo < -GG-GTGGCAAGGTGC - - CACGTGGTGACGTTTOGTTCCA 714
Crivetulus._ -1000 640 CGGCAGGTTEGTEGOEEAGTGE G - - - - -~ === = TAGTGTETETGOEG - - - - -« = - oo oo - -GG-GTGGCAAGGTGC - - CACGTGGTGACGTTTOGTTCCA 714
Gduetulusgriomus GG PIOR. 19518857 1951785711000 840 CCGCACGTTEGTEGOEEAG TGO - - - - -~ === TAGTGTETETGOEE - - - -~ - - oo oo oo - -6G-GTCGCAAGOTGC - - CACCTGGTGACCTTTCGTTCCA 714
Peromyacus_nasutus-Perom ycus_nasutus_10x_v{_HC:73553901-73654901/1-1000 840 CTGCACGTTEGTEGOEEACTGE G - - - - -~ === = TAGTGTETETGOEE - - - - -~ - oo oo oo - -6G-CTCGCAGEOTC - - CACCTGGTGGCCTTTCCTTCCA 714
Peromyacus_sanisulatus._bairdii-Pran_1.0-2412193-2413193/1-1000 840 CTGCACGTTEGTEGOEEACTGE G - - - - -~ - == TAGTGTETETGOET - - -« - - -6G-CTCGCAGEOTC - - CACCTGETGGCCTTTCCTTCCA 714
Peromyacus_eremicus-Peert.6.0_HG:11661487-11862487/1-1000 840 CTGCGEGTTEGTEGOEEACTGEG - - - - -~ - === TAGTGTETETGOEE - - - -« - - oo oo oo - -6G-CTCGCAGEOTC - - CACCTGETGGCCTTTCCTTCCA 714
Peromyacus_eremicus-Peer2.0.0:82925808 829 26508/1-1000 840 CTGCGEGTTEGTEGOEEACTGE G - - - - -~~~ = = TAGTGTETETGOEE - - - -« - o oo oooom oo - -6G-CTCGCAGEOTC - - CACCTGETGGCCTTTCCTTCCA 714
Peromyacus_eremicus-Peer2.0.1:82925808 829 26608/1-1000 840 CTGCGEGTTEGTEGOEEACTGE G - - - - -~ - === TAGTGTETETGOEE - - - - -~ = oo oooom oo - -6G-CTCGCAGEOTC - - CACCTGGTGGCCTTTCCTTCCA 714
Gavia_porsellus-Ga ypord.0_H C-ONAZoo 8173817 1-81738171/1-1000 840 CCGCGEGOTEGTEGOGEAGTGE G - - - - -~~~ == oo TEETGTEOETGOEE - -~ -« - <. -66-C6CGCGGEOGG - - COOCTGAGACGCOCTOGTTGRT 714
Gavia_porcellus.sauPor3:1369074-1360074/1-1000 840 CCGCGEGOTEGTEOOGEAG TGO - - - -~~~ == TEETGTEOETGOEE - - - -~ - - -66G-CGCGCGGEOGG - - COOCTGAGACGCOCTOGTTGRT 714
Gastor_ "_genome_v1.0_ 154821 11000 840 TCGCGEGOTEGTEOOEEATTGT G - - - - -~ - == o oo TEETGTEOETGOEE - - - -« - oo oo oo - -GA-CGCGCAGEOAC - - CACCOGGCACCCOTTOCTTCOG 714
ttidomya_tridecemlineatus.spetri 2-488520-169520/1-1000 840 CTGCGETOTCGTEGOEEAGTGE G - - - - -~~~ == TEGTGTETETGORE - - - - -~ = - oo oo oo - -BA-CGCGCAGECGC - - CTOCCGGTGOCCOETOCTTCOG 714

Cansensus

CCGLACGTTGGTAGCCCGC TG0+ GAAAAAGG CGGGGTCCGGGGACGGE TCAGEATG6GG GGG TGLCCAAGCGBACCAAGCGGAGT T6TAGCG TGAABGGGCEGGT 16+ 0GGH CGLGCAGCCTGATTTCACCTGLTIGGCETTTCGTTCCA

Pergnathus_longimem bris_pacificus-PPA_HRise__HC:5130-56190/1-1000
Rattus_norvegicus.Rnor_6.0:32271976-32272976/1-1000

Rattus_norvegicysm 5:33596844-13697844/1-1000

Rattus_norvegicusm 8:3227 1976-32272976/1-1000
Wastacomys._fuscus-Mastacomys_fascus_whdbg2_polished_H G:777964-778964/1- 1000
Uromys:_caudimaculatus-Uromys.caudimaculatus_H G:787178-788176/1- 1000

- EB66660TE66006066606005TO060T60EEEE0ETTTETOS0TE0060TC000AGOEETOAGTIOE6000666T660TEEGE0AB0006600TS. -
<. .. COGAGCOAAGTTOAGT. AGAAATAACG . A. AGGGAGGCOCAGTCATOCABEEET. -
<. .. COGAGODAAGTTCAGT AGAAATAACG . A. AGGGAGGCOCAGTCATOCABEEET. -
<. .. COGAGODAAGTTCAGT AGAAATAACG . A AGGGAGGCOCAGTCATOCABEEET. -
<. - CTOAAGODAAGTTCAGT AGAAGTAATG . A. AT6GAGOCOCAGTCACSEAGEETT. -

- OGOTAGCCAAGTTOAGT AGAAGTAATG . A. AGGGAGGCGCOOTCATOCAGESTT. -

Sigmaden_hispidus-GCA_004025045.1_Sighis_u1_BIUU genomic_HC:B58037-869037/1-1000 708 - - - - - - - CATTAGGOGOTTAGGGACAAGOGTOCAGGCGTGTTTTOCE0GOATOCOCCGCTGAGTTOAGT © - GAGGDGOGGTOTCOAAGAGTT . -
Wyodes artilus-Myodes. mtilus HC.744994-745334/1-1000 EQ‘IGGYC::E:CGTTGG:GEATAGGGACTAE:GA:EAGYCTYGYT - DCTOGAGTGGAGTTCATT SGGAGAGGDGOGETCACGAAGGTT- - -
1, 11000 S AGAGAGGTGTGGTCBCAAAGGGTT . -

o
Wicrotus_montanus-Memtus_montanus._fk: 1123951133951 1000 66 AA AAAAATAADA-G- AGGGAGGTGTGOTOACAAAGGSTT. -
Weotoma_phenax-Neotoma_phenax_H G:14370026-14371028/1- 1000 - TCCOGAGOOGAGTTCAGT
Peromyecus_maniculatus_bairdii-HL Pran_2.1:907408-908408/1-1000 - DTCOGAGOCGAGTTCAGT

- ) > banderanus_ 11000 - DCCOGAGOCGAGTTCAGT
Peronpacus_crinituspacriOX_v2 HCBI5T1 383671 3/1-1000 - DCCOGAGOOGAGTTCAAT

: ¢ _female_1.0. S s . . GAGGGAGBGCGGTAGTOADGA. - - - -
;¢  female_1.0. 11000
- | s 11000
GCoendou, i \_prehensiliz 41000

Erethizon_dorsatum-GSC_pore_1.0_HG:4841530348416303/1-1000
g 38.1a:1294 4851295483/ 1-1000
Wacaca:976590-97 7590/ 1000

GOGEGGTOOTG6606TOTOTOCC0G0GAATOBAD
£ . OCOGGGCOTEG0C0CTAGDGE - -GGOTO06G

GCG6ACCE0G GGGTOTOGE00606G. - - - - - - -
cannc TN GGG COGAGCOTTOROTTT. - . -
TOAAGAGCCG - COCAGGGGEAGAGECOATECG06TGATE
locc6-6-6a66406 cIIIACAGAGEGEOT- - - -
of 46006 -6-6A66AC6TEEGATAGTEEETOT. - - -

: | : hanisil_ 1721
enus_rutilus-Xens._mtilus_HOC.667393-6683931-1000
Pssudomys_deseror-Peeudomys_desertor_ widby 2_polished_H 0:74038607-74099807/1- 1000
i 10,737 36265 30-7 362 7530/ 1-1000

<. TOGAGGOGGGATCCGCAT.

Wius_shorridgei-Mus_skorridgel_ 1k:68155-69155/1- 1000 <. TOGAGGTGGCATCCGCAT. of 460066 6ABBAC6CE66ATAGTOEOTET. - - -
Weiones_meridisnus-ieriones_meddisnus_ik:56171-57171/1-1600 06-GOGAGGALGCGOGADAGCEEE0C0T - - -
Weriones._ \ 008131255.1_ omic_ 51185100/1-1¢ 06-GOGAGGALGCGOGADAGCEEE00T - - -
Gricatulus._griseu s-Cri Gri-PIOR_ H0:369917128.3699181787 1000 S .. TOGGGGTTEGATCCCTOT. COBAGAGCCG-G-GAGGACOCOOBACABCECETCTAG. -

Gricatulus_gri 1000
Ciicetulus_griseus-CriGri-PICR: 135166571951 765711000
Peronpacus_nasutus-Peromyscus_nasutus_10c_wi_HIC:TI553901-73554301/1-1000
Perompacus_maniculatus_bairdii-Pran_1.0:24121932413193/4-1000
Peromyacus_smmicus-Pesrt.6.0_HC:11561487-11562487/1-1000
Peronyacus_smmicus-Peer2.0.0:829 25608829 26608/1-1000
Peronyacus_smmicus-Peer2.0.1:829 25608829 2660811000
Gavia_porcellus-Cavpor3.0_HC-DNAZoo 8173817 1-81738171/4-1000
Cavia_porcellus.cavPor3:1353074-1360074/1-1000

GCastor_ genome_u1.0_) 154821 11000
ttidomys_tridecemlineatus.spetn 2:458520-463520/1-1000

S .. TOGGGGTTEGATCCCTOT.
S .. TOGGGGTTEGATCCCTOT.
© .. TOGGGGTGGGATCCCTOT.
S .. TOGGGGTGGGATOCCTOT.
S .. TOGGGGTGGGATOCCTOT.
S .. TOGGGGTGGGATOCCTOT.
S .. TOGGGGTGGGATOCCTOT.

COGAGAGCCG-G-GAGGACE COGGACAGEGEGTOTAG: -
COGAGAGECG-G-GAGGACE COGGACAGEGEEGTOTAG: -
COGACAGCCG-G-GAGGACE COOGACAACGETEOT- - - -
CEGAGAGECG-6-6A6GACH CIFNNCAGCGETCOT- - - -
of 46006 -6-6A6GACECAGGACAGEEETECT. - . -
o 46006 -6-6A6GAC6CAGGACAGEOETECT. - . -
ol 46006 -6-6A6GAC6CAGGACAGEEETECT - . -
T6GGGTEC0A-G60666006660CTEAGTECTOCEC06T
TEGGETEC0A-G60666006660CTEAGTECTOCEC0GT
o 6C6AG-6TTGOGACTCOAGEC66C6C6E0T - - -
646 -6 - COGGACTCAGGGEAGCEEGACTEOEE

CGOCOAGGGATTOGEGT.
- GOCOT6G. - -GGATCCGOGA-

Consensus

GrrrrrtDAGDTGGOG0TTEG6GOTACCOGOOEAGGTGGGOCG0T 0T+ 0+00C0GAGD0GOGTTOOGTGTEC0T6G0GTOGOGOGAATGTAAGCECOAY COor G60T++7GrT+GGAGTEC0G0GOGAGGAGEDGTGOOAGCECAGOTTT




*emgnathus. longimembric_pacifious-PPM_ HRise__fG:5190-6190/1-1000 744
tattus_norvegicus. Rnor_6.0:32271978-32272978/1-1000 708
tattus_noregicu s 5:3369684 433697844/ 1-1000 708
tattus_norvegicusm 6:32271976-32272976/1-1000 708
fastacomys_fuscus-astacom ps. fuscus_widby 2 polished_H C.777964-TTB964/1-1000 780
Wromys_caudinaculatus-Liom yo._caudinacylatus_H G:787176-7B81 T81-1000 700
Higmodan_kispidus-GCA_004025045.1_Sighis_vi_BIUL genomic_HC:868037-869037/1-1000 814
fyodes_rutilus-Myodes_rutiles_H 0:744994-745994/1-1000 824
X 1.0 1-1000 783
ferotus_montanus-Aerotus_montanus_ fh:112395-113395/1-1000 786
leotoma_phenax-Neotoma_phenax_HC:14370028-1437 102811000 800
serom yevus_maniculatus_bairii-+HU_Fman_2.1:907406-08408/1-1000 £
Jsgoadarmys._ + banderanus_ 1000 812
"erom yocus_orinitus-peort0X_v2_H C:B35713BI5T131-1000 808
¢ »_female_1.0_) 47698/1-1000 702
¢ »_temale_1.0_) -1 702
| M C:629598-630598/1-1000 728
‘oendou, \_prehensilis_ 731
rethizon_dorsatum-GSC_pors_ 1.0_H G-48415303-48416303/1-1000 80
9 38.7211294489-1295489/1-1000 &7
facaca :976590-977590/1-1000 810
Immosoemophilus_hanisii-Ammospemoghilus_harisii_ th:3463-4468/1-721 654
‘erus_utilus-Xenss_rutilus_FHC:667393-668393/1-1000 783
*seudomys_desertorPoeudomys_desertor wtby 2_polished_HC:74098607-74099607/1-1000 702
'm1042:73628530-73627530/1-1000 e
fus_shortridgsi-Mus_shorridgei_1iB8155-69155/1-1000 787
feriones_meidiznusMeriones_meridianus_ 1861718717 1/1-1000 787
feriones_unguiculstus-GCA_008131255.1_ASME13125v1_genomic_H C.91184100-91185100/4-1L 767
Hicetulug_griseus-Gr Gi-PICR_HG:369917126-3699 18128/1-1000 780
icetulus_ 15, 1000 780
Nicatulus_griseu s-GriGri-PIGR: 19518857-19517857/1-1000 780
"erom yevus_nasutus-Peromyseus_nasutus_10x_vi_HC:73553901-73554901/1-1000 e
"erom yecus_maniculatus_bairdii-Pman_1.0:2412193.24131931-1000 787
"erom yocus_eremicus-Peert.5.0_HC:11661487-11662987/1-1000 787
‘erom yevus_eremicus-Feer2.0.0:82925608-82928608/1-1000 e
Yerom ysous_eremicus-Peer?.0.1:82925608-82926608/1-1000 787
iavia_porelius-Caupord 0_HG-DNAZo0 :81738171-81739171/1-1000 77
tavia_porcellus.cawPor3:1359074- 1360074/ 1- 1000 77
sastor _genome_v1.0_ 4821 1000 787
idomys_tridecemlineatus.coetri 2:488520-469520/1-1000 780
Consensus
‘ergnathus._longimembric_pacificus-FPM_HiRise_th_FHC:5190-81901-1000 850
tattus_norvegicus Rnor_6.0:32271976-32272976/1-1000 841
tattus_norvegicusm5:33696844-33697844/1-1000 a41
tattus_norvegicu s 6:32271976-32272976/1- 1000 841
fastacomya_fusousMactacom yo_fusous_whdby 2_polished_H C:777964-778964/1-1000 873
‘romys_caudimaculatus-Liom y_caudimacylatus_H C:787178-T8E1T8A-1000 &74
ligmodon_kispidus-GOA_D04025045.1_Sighfs_w1_BIUU genomic_HC:868037.889037/1-1000  B78
dyodes_nutilus-Myodes_nutilus_H G:744994-745994/1-1000 o0
- . 10 1-1000 S
ferotus_montanus-AForotus_montanus_ 1k:112395-113398/1-1000 848
lectoma_pkenax-Neotoma_phenax_HC:14370028- 1437 10281-1000 )
Serom yecus_maniculatus_bairdii-HU_Pran_2.1:907406-908406/1-1000 800
2sgoodonya. s banderanus_ 1k 1000 804
“erom yecus_crinituspecriOX_v2_ H C.83571383671 311000 880
;¢ _female_1.0_! 1-1000 821
¢ »_female_1.0_HC:6d 47698/1-1000 821
;| - ) 4-1000 825
‘oendou, \_prenensilis_ : 1000 834
trathizon_doreatum-GSC_porm_1.0_H C-48415303-48418303/1-1000 o3
38.71294489-129548%/1-1000 005
facaoa 976590-977590/1-1000 &70

harisii 1721
‘erua_mutilus-Xenis_rutilus_HG:667393-668393/1-1000
*seudomys_desertor-Freudomys_desertor_widbg2_polished_HiC:T4098607-74099607/1-1000

W 10.9:73626536- 73627530/ 1-1000

#as_shortridgei-Mus_shorridgel_1c68155-69155/1-1000
feriones_merdisnusMeriones_meridianus_ 1k:86171-87171/1-1000
feriones_unguiculatus-GCA_008131255.1_ASMB13126v1_genomic_H G:91184100-91185100/1-1(
icetulus_griseus-Cri Gi-FICR_H(C:369917128-369918128/1-1000

wicetulus_ X 1000

icetulus_griseus-GriGri-FICR: 19618657-19517857/1-1000

‘erom yecus_masutus-Peromyscus_nasutus_10x_vi_HC:73553901-73554901/1-1000

"erom yoous_maniculatus_baimii-Pman_1.0:2412193-2413193/1-1000

seromyecus_eremicus-Peert. 8.0 HC:11661487-11862487/1-1000

‘erom ysous_eremicus-Peer?.0.0:82925608-82926608/1-1000

‘erom yevus_eremicus-Feer2.0.1:82925608-82928608/1-1000
Savia_porellus-Cavpor3.0_HC-DNAZoo 81738171-81739171/1-1000

“avia_pomellus.cawPord:1359074-1360074/1-1000 62
sestor_canadensis-C.can_genome_v1.0_H C-DNAZ00: 154821726 1548227 26/1-1000 800
tidomys_tridecemlineatus spetii 2:468520-469520/1-1000 s03

Cansensus

TCTCTCTACAG
TCTCTOTACAS
TCTCTCTACAG
TOCTTCTACAG
TCCTTCTACAG
GCCCTCTOCAG
GCCOTCCACAG
TCCCTCCACAG
TCCCTCCACAG
GCCCTCCACAG
GCCCTOCACAG
GCCOTCOACAG
GCCCTCCACAG
©666TRCE YGGGGGATCGTGTGDGTGGE
GGG TGCGTEGEGGATEGTGTGCG TG

66661606 T
..6666TGCETH
6600600606
CGGOCEGACCTEG

rrrrrrrrrrrrrrr AGGTCAGLLCCGAGCEGTGOCCECE - -
AATGETTECTCGGGCTCCCTTTTCTCTES
AATECTTOTCGGGETCCCTTTTCTOTES

AATGETTECTCGGGETCCCTTTTCTCTES

AATGETTECTCTGGTTGG-CTTTTCGCCE
ARAGETTECTCGGGGGCCACCTTTCGCTT

S TCCCTCCACAG - - - - - - - oo - oo oo AGAGTTTECTC- -GGGGGCCCTTTCGCTE
AGAGTTTGTTGG- - -CTCCCTTGCGCTE
AAAGETTTTC- -GGTGTCCCTTTCGCTE
ARAGETTTTC. -GGTCGCCTTTTCGCTE
ARAGCTTTTC. -
- AAAGETTTTC--GGTGGCTTTTCCGCTE
TCAGGTGCETGETTCCCTCETTCGACCTTTT
TCAGGTGLGTGETTCCCTCETTCEACCTTTT
AGTGCATACTACATTCCTTCATCCT -

CCAGGGTACA
S AGTGCCTETET
S -AGCTCATGTST
AGCTCATGTGT
AGCTCATATGT
AGCTCATGTGT

rrrrrrrrrrrrrrrr CAAGATGCTCTTCTCATTA
CAAGACCCTCTTCTCCTTA
CAGGACGCCTCTTCTOCTTA
GAAGACCCTCTTCTCCTTA
GAAGACCCTCTTCTCOTTA
CTCAAAACGETCTTCTCOTTA
CTCAAAACCCTCTTCTCCTTA
CTCAAAACCETCTTCTCOTTA
TAAGTCCTTCTTCTTA-
TAAGTCCTTCTTCTTA- - -
TAAGTGGTTCTTCTTA-
TAAGTCCTTCTTCTTA-
TAAGTCCTTCTTCTTA- - -
- GATGGTCTCCCCGE
GATCCTCTCCOCEE - -
CECGCAAAACCGGAGGCTCTGOCC - -
TCAGCGACTCAGGACCTTCTCCCC - -

AGCTCACGTGT
AGCTCACGTGT
AGCTCECGTGT
AGCTCECOTET
AGCTCECGTGT
CCGGCTGATETGE
CCGGOTGATETGE
- -GGCCTCCTCCGAAL
GACGCCTCCOTCE

B

AATGOTTOTCGGGCTEC-CTTTTO60C0 .

AAACCTTOTC.-GGTCOTTTTTTITGOTC .

GGTCCCOTTTTOGCTE

CGGCEAGGCEEEEGCCAG- - - - COAGCGGEECAGGECGGGGCC6C0CCCCCACCEEACECCCCGAGGE6CCCCT6666066AMINAAC
GLAAGT

GTGETOTAGACTGGGGD
GTGETCTAGACTGGGGE

rrrrrrrrrrrrrrrr GLAAGE
GAGGTGGOAAGT
GAGGTGGLAAGT
GCBGBEGICECAAGT
GGAGABGCGGGGEEECETOGCAAGT

GGAGETGGOGACCCCAG- - - - - - GTEETGTAGACTEOGOC - - - - - - oo - oo AGGGTLGCAAGT
CGAGCTGG6GCTCECA - - - - - - GTAGTATAGAGTGGGG - - - oo s oo oo oo omo oo GGGGTEGLAAGT
COAGCTEOGGGTCCCA - - - - - - GGAGTETAGACTEGGE - - - oo oo oo oo oo GGAGTEGLAAGT

,,,,,,,,,,,,,,,,,,,,,,,,,,,,,, GGGGTCGLAAGT

CGGGGTCCOAGACTTOA - - - - - GCATEEAGGECOCEET - - - oo oo GGG TCCOTAAGAAGAGTTTAAAA
CGGGGTCCGAGACTTGA - - - - - GLATEEAGGGCGCEET - - - -~ - o oo oo GGGGTCCGTAAGAAGAGTTTAAAA
TGGGGTGCOACACCTA - - - - - - GGCACETAGACTECTC - - - - - oo o oo AAGGATTCOGGCOAAGELGTTTAL

TGGGGTOCBAACGGABAGGLTOAC
GAAGCCCCGCGGCECEAGEGTGGT

GCCBETCOCGETECCAG - - - - - - oo oo oo GOTGC - como oo AGGGACGCCAGCOAGGGLICCCAGT
SGOCBCTETGOOTOOEAG - =« v« v v v e e e mnn s BOTBC v e mma e aeeas AGGGACCCCAGCGAGGGOOCCAGE
EGEGG TGO - - - - oo -« ooLllLlilLlL...lLilllll.iio..i...

.......... GGBATCOAGGGCTGEED
CCAGGTGTCATCCCTEAAAGAGCTGGTGGCCAGGGTTGTGE
CCAGGTGTCATCCCTEAAAGAGCTGGTGGCCAGGGTTGTSE
S CCAGBTGTCATCCCTGAAAGAGCTGGTEEOCAGGGTTGTGD
CCAGGTGTCATCCCTAAAGGAGCTGGTGGCCAGGGTEGTAL
S CCAGBTGTCATCCCTGAAGBAGCTGGTEEOCAGGGTCGTGD
CCAGGTGTCATCACTEAAGGAGCTGGTGGCCAGGGTCGTGE
CCAGGTGTCATCACTEAAGGAGCTGGTGGCCAGGGTEGTAE
S CCAGBTGTCATCACTGAAGBAGCTGGTEEOCAGGGTCGTGD
ACAGGTGTCATCCCTOAAGBAGCTGG TGGCEAGAGTCGTOD
S ACAGETGTCGTCCCTARAGBAGCTGGTEEOCAGAGTCGTGD
ACAGGTGTCATCCCTGAAGGAGCTGG TGGCLAGAGTCGTGE
ACAGGTGTCATCCCTOAAGGAGCTGGTGGCCAGAGTCGTOL
S ACAGBTGTCATCCCTGAAGBAGCTGGTEEOCAGAGTCGTGD
CCAGGTGTCCAGCCTEA-GGAGCTGGTGGCECGEGTGETGE
S CCAGBTGTCCAGCCTGA-GBAGCTGGTEEOLCGEGTGGTGD
CCAGGTGTCCAGCCTEAAGGAGCTGGTGGCCAGGGTCETGE
GCAGBTGTCCTOCTTOAAGGASTTGGTGGCEAGGGTCOTAL

...................... GTGGGETCTGGACAGGAGGEGTGE
AGAGACTCTGCGAGCGLGGLGAGA
AGAGACTCTGCGAGCOCAACGAGA
AGAGACTCTGCGAGCGLAAAGAGA
AGAGACTCTGCGAGCOLGGCOAGA
AGAGACTCTGCGAGCGLGGLGAGA
AGAGACTCTGCGAGCGLGGAGAGA
AGAGACTCTGCGAGCOLGGAGAGA
AGAGACTCTGCGAGCGLGGAGAGA
AGAGACTCTGCGAGAAAGGCOAGA
AGAGACTCTGCGAGAAAGGLGAGA
AGAGACTCTGCGAGAAAGGLGAGA
AGAGACTCTGCGAGAAAGGCOAGA
AGAGACTCTGCGAGAAAGGLGAGA
AGCGGCTGTGCEAGCGEGGCGCGE
AGCGGCTETGOGABCELGGCGCGE
AGAGACTCTGCGAACGELGLGCGA
AGCGGCTCTOCGAGCOLGGTOTOA

CCGGLCTCCGTGGGATATEGTGTGCGTGGGGAATCAAATGCTTCTCAAGA+GCTCTTCTCGCTCHCCAGGTGTCATCCCTGAAGGAGCTGGTGGCCAGGGTGGTGCCG CCCCCALLLCACLCCCCGAGAGACTCTGCGAGLGLGGRGAGT

GGCGATEOCTGC AGCTECGOAGCTTOOCCAGCTCEEGAABGEC - - - - - - - - - -

S - AACGCAGGTAACC TTECGTECTAAGCTTTTGAGAAGTGGETTCTATT - - - - - - oo - - GLEGE

AAAGAAGCCC. -« -+ ATCETTGACCTATTEAAGAT TAGGTABBEG - s nnmmmmmee oo nnneeens GAGGGACC: - - TAAGGCTTTGCCACTCCCCEABCEEECCECTGETGOETE - nnn e+ TETEETTGAC
AAAGAAGCCC - - ATEETTGACCTATTGAAGATTAGGTAGGEG - - - - - o= === - oo GAGGGACC. - - TAAGGCTTTGCCACTCCCCGAGCEGGCCGETGOTGEOTGC - - - - - - TETEETTGAC
AAAGAAGCCC. -« - .- ATCETTGACCTATTEAAGAT TAGGTABBEG - s nnmmmmnee oo nneeeeees GAGGGACC: - - TAAGGCTTTGCCACTCCCCEABCEEECCECTGETGEOTE - nnnno o+ TETEETTGAC
AAAGACECCT - - ATEETTGTOTETAATGAAGG TTAGGTAGGCG - - - - - o= === - 64l GG TAAGGGTTT-----oooooo- GTTGGEEGETGCTECE66T - - - - - - TETGETCGAD
AAAGACECCT- - ATEETTOTCTOTAATGAAGG TTAGGTAGGCG - - - - - o= oo oo G A CC. - TAAGGCTTTGTCTG- - - ----- TTGGCCECTOETOOEGET - - - - - - TETGGTCOAD
AAAGATGECOCT. oo GTEETTGA -~ nnn T T A CC. . . TAAGGACCACCCTGCTCCAGAGETBACCECTGOTGOCTGE -« -« - -« - - AAGTTCGGT
AAAGACETCT - - GTEETGGA- - - = s s s s oo oo GAGLLTGE - - - - - - = o= s GAATTGGTT
AAAGACACCT. - ...+ GTETTTGATTTATTGAAGG TTETGAABBEG - e nmmmmmmes oo nnenee s Al CC. . CAAGGCTCACCCTGOTCCAGAGEEGEEEEETEETG  nnrnnnnnn- TCTEAGTTCGGT
AAAGAGAGGT- - GTTATTGATTTATTGAAGG TTETGTAGGGA- - - - - o= == oo GAGGGATGC- - - TAAGGTGCATGGTGCTCCAGAGCCEGCTGOTGEETEETGT - - - - - - - GAGTTGGGT
AAAGATECCT- - GTEETTOATTTATTGAAGG TTGEATAGGCA- - - - oo oo oo 64l CC. . TAAGGCCCACCC-GCTCCAGAGECAGETGCTGCTOCOCOTOC -~ - - - - GAGTTCGGT
AAAGACACCT. - ... .- GECETTGATTTATTEAAGG TTGEGTABGCA- o nnmnmmm e e nnneeeees GAGGGACC: - - TAAGGCCCACCCTGCTCCAGABCCEECTECTGEEGEETTC - nnnne oo s GAGTTTGGT
AAAGACATGT - - GTEETTGATTTATTGAAGG TTGEGTAGGGA- - - - - o= - oo oo | GG - - TAAGGGGGAGGGTGCTCCAGAGEEGGETEETGCTGEETGE - - - - - - - GAGTTGGGT
AAAGACACET. oo .- GTEETTOATTTATTOAAGG TTGOOTABGCA- s n e mmm e e nneeees 64| 06 . TAAGGCCCACCATGOTCOAGAGECGGCTECTOOTOOETGD -« - - n -« - - GAGTTCGGT
GGGGLCE - - - - - GGLAGGGGGCCEC6CACCAGCGGGGGAGEGEGTAGACGTGGCTCCCCEEEECCC660066GTCTC666G6C000AGGCTGGATTTCETGTG0666C0TCTTGGGEGGETGETG -~~~ - - -666
GGGECCE- - - - - GGLAGCGCOCCCCECACCAGCGGGGGAGGGGTAGACGTGGCTCCCCCECCCCCGGCC06GTETCO8GGCCCCAGGCTGGATTTCCTCTOCEGGCTCTTGOGEGGETOCTG - - - oo - - -66C
AAAGEECE66TOAGTGCACCECAAATCTGOTCEAGATATTETAGACG - v nn v - 066CTCCETETEE66CC6666CTTGAGAGCCC. - - CABBCTGTTCCOTGGTCCCABECTEEECTTEETETGOAGG -~ e v oo ee oo oo TT c

AAGGGGCGG6GCAGTGEGEEECGAAGETOCTAGACGEGETGTAGACG
AGAGGBALEG - - TGBCABTEACGTGBGGTGEG
GGAGAGAGS TCGAATCGGLETAGGETGTOG6G TAACCCEAGEGAGGE
GGAGAGEGGTOGAATCGGECTAGGCTGTO0G TAACCOGAGEGAGGE
.................... TCTGTTGTTATECACCCCACGTAGSTG
GGGEC---AGGGTGTCCCCAGCGAAGEGGACT
GECTTTTEGCTTTEC6CTOCTTAALGGGGEC
GGETTTTGGGTTTGAGCTGCTTAACGAGEEC
GECTTTTEGCTTTEC6CTOCTTAACGAGGET
GACTTTTGGETTEGCTCTGOTTAACGGBBAC
GGCTTTTGGGTTGGCTCTGCTTAACGGGGAC
GECTTTTEGCTTTECECTTCTTAACGGAGET
GGCTTTTGGCTTTGCGCTTCTTAACGGAGED
GECTTTTEGCTTTOCOCTTCTTAACGGAGED
GECTTTTGGETTEGCACTGETTAACEGGELE
GGCTTTTGGGTTGGCACTGCTTAACGGGEEE
GGCTTTTEGCTTCOCACTOCTTAALGGGCET
GECTTTTGGETTEGCACTGOTTAACGGGELE
GECTTTTEGCTTCOCACTOCTTAALGGGCET
GECETTCGGETTTEEGTTGCTGAACGAGEEG
GGLETTCGGETTTGE6TTGCTGAACGAGE LG
mcetecr” GGCCTTCOOCTTCOCCCTOTTEGATEGGGEG

TeTeCT GECETTTGGETTE6CGC TGO TOBACEGEELE

mhaiall  siebhad i dinandil,

AGAACGETGCT - -

C6GCTCCGCEEEEGGEC6GGGCTTEEGGCTC0

AAGGCTTTCGCTAGCCCCAGGCTGGGCTTCETCTGCAGGCACTTEGGCGTCTGETTCGGE
GGGTGCGTACTGCACTCCTTCGTTETTCT

atc

GCCATGATGTEGAGGCCC LRl G - - CAGGTGLGTEEEGEGACEE - - - - - - - - - - TTTe6C
GCCOTGATOTEEGGGCCT L] - . CAGOTGLGAGEGGIGACCE -~ - - - - - - - - - eTTCeC
................ B L P 11 AP
rrrrrrrrrr 66C0C6C0T CTAGECTCG - ----- - -COGAAGTGTGTAGAGGC- - - - - - -~~~ - - - -66C

S - AGAGGTGEGCCTCC CATGGCCTTCACTA- - CCAATOTACHIMMCTACTT - - - - - - - - - - - —ecc

- - AGAGGCGGGCCTCC CATGGCCTTCACTA- -GTAGCETGEGTAGCTAGT T~ - - - ------- - -scC

S - AGAGGCGEGCCTCC CATGGCCTTCACTA- -GAAGCETGCATAGCTACT T - - - - oo .- - —ecc
.......... CAAGGCGGBCCTCC. - - CATGGTCTTCACCA- - COAGCOBTBOELAGCTAGT Tr v v v s arnnnn e . GO0
- - CAAGGCGGGCCTCC CATGGTCTTCAGGA- - COAGCETGEGLAGCTAGT - - - - - - -« - - - - -ecC

- - CAAGGCGGGCCACT CATGACCTTCACAA- - CCAACGTGEGEAGCTATT T - oo oo —ecc

- -CAAGGCGGGCCACT CATGACCTTCACAA- - COAACETECGEAGCTATT - - - - ------- - -scc

- - CAAGGCGGGCCACT CATGACCTTCACAA- - CCAACGTGEGEAGCTATT T - oo oo —ecc
.......... CAAGGCGGCCCTCC. - - CATGGCCTTCACAA- - COAGOBTBOGLAGCTAGG - -« ccnunss oo ADD
- - CAAGGCGGGCCTCC CATGGCTTTCACAA- - COAGCGETGEGEAGCTAGTG - - - - - -« - - - - -ecC

S - CAAGGCGEGCCTCC CATGGCCTTCACAG- - CCAGCETOEGEAGCTACT T - - - - - - .- —ecc
.......... CAAGGCGGBCCTCC. - - CATGGCCTTCACAG- - COAGCBTBOELAGCTAGT Trvvnn s arnnnn e . GOO
S - CAAGGCGEGCCTCC CATGGCCTTCACAG- - CCAGCETOEGEAGCTACT T - - - - - - .- —ecc
.......... CGCGGLGEECCGL0. - - COTGEOCTTCACCA- - COAGOBTETGLOGOTAGEG -« s« v s c s -GOO
- -CGEGGCEEGCCGCT CCTGGCCTTCAGCA- - COAGCETGTGEOGCTACEG - - - - - - - - - - - - -ecC

- - CACAGCGGGCCGCC CATGGCCTTTACTA- - CCAGCETGEGEAGCTACET - - - - - - - - - - - - —ecc
.......... CGTGGCLGEECCALD. - - TATGGCCTTCACGA- - COAGCOBTTCEGAAGCTAT T Te v s ernnnn e . -GOO




