1 >PRDM9_homSap. 13 prim  gene  CDHI2 Homo... sapiens.....  (human)....... NM_020227 chr5 10 exon size 18,301 bp KRAB SSXRD SET C2H2 0 MSPEKSQEESPEEDTERTERKEM 0 o
KDAFKDIST 1 2 0 12
CEMCONFFT IGPSGI ‘GPYEGR KE: 2 1 FYRTCRVT
EPKPET I I RIAK HORTHTGEKP
YVCREDE ++ et vvvnvnaanenansnn
2 >PRDMI_panTro. 19 prim  gene  CDHI2  Pan........ troglodytes.  (chimp)....... GU166820 chrs frag assembly glitch in mid C2H2 0 MSPERSQEESPEGDTERTERKEM 0 0
KDAFKDIST i1 2 1 2 0 1 2 12
YCEMCONFFT 1GPSGT o 0 2 1 YRTCRVI QELGT 12
EPKPET I I TSRIAK
VCREDE...... U
3 >PRDMI_gorGor. -- prim  gene  cdhl2 Gorilla.... (gorilla).. CABD02290264  chr several contigs needed, most of ZNF domain missing 0 MSPERSQEESPEEDTERTERKPM 0
VKDAFKDIST 1 2 1 2 0 0 1 2 12
YCEMCONFE" o o 2 1 FYRTCRVI 12
EPKPET ISRIAK
>PRDM9_ponabe. 10 prim  gene  CDHI2  PONGo...... abelii... (orangutan)... XR_093432 chr5 frameshift extra a ltimate ZNF 0 0
KDAFKDIST 1 2 1 2 0 1 2 12
CEMCONFFT 1GPSGI LKE: 2 1 FYRTCRVT 102
EPKPET I I RIAK I
YVCRECGRGFSVKSNLLSHORTHTEEKL YVCREDE. - .- vovsnenensnsns
>PRDM9_nomLeu . prim  gene  cdhl2  Nomascus. leucogenys..  (gibbon)... ADFV01015315  ADFV01015317 ADFV01015319 no CDH but best blastn favors PRDM9 0 MSPERSQEESPEEDTERTEQKPT 0 0
DAFKDI 1 2 1 2 0 -12---12 0
ITKGRNCYEYVDGKDKSWANWHR 2 1 --- 1 2 EPKAET RIAE
6 >PRDMO_machul. _9 prim  geme  CDHI2 Macaca..... mulatta.....  (rhesus)...... XM_001083675  chré exon 4 lost to Ns 0 0 0 12
I 00 1 2 12
CEMCONFFT IGPSGI FE: 2 1 FYRTCRVT 12
EPKPET T 3 RIAK :
VCRKDE. + v+t evenanannanansnan
7 >PRDMI_papHam. 11 prim  gene  cdhl2  Papio...... hamadryas...  (baboon)...... gemome contigs scattered 0 - 1 2 VKPPWNAFRVEQSKHQK 0 0
12 12 cp 00 2 1
1 2 EPKPET IGKLFVEVGISRIAK
>PRDN7_homSap. _3 prim  gene  GAS8+ Homo... sapiens.. (human).... genome chrl6 TUBB3+ DEFB+ AFG3L1+ DBNDD1- GASS+ PRDM7- 92% id 0 MSPERSQEESPEGDTERTERKPM 0 0
KDAFKDIST v 1 2 1 2 0o o 1 2 TSEPQDDDYL 1 2
CEMCQNFFT 1GPSGI ‘GPYEGR 0 01 2 1 FYRTCRVT I 12
EPKPEIHPCPSCCLAF: I ISRIAK
YVCRECERGFSRKSVLLIHQRTHRGDAP VCRKDE .+ + v v vssasasnenenens
9 >PRDM7_panTro. prim  pseu  GAS8+  Pan........ troglodytes. genome chrls 0 0 0 VKDAFKDIST 1 2
1 12 0 1 2 2
YCEMCONFFT IGPSGI o 0 2 1 FYRTCRVI 12
EPKPET I TAK
VCRKDE. .+ vovevennnnnns .
>PRDM7_gorGor. _: prim  pseu  GAS8+ Gorilla.... gorilla.. (gorilla).. genome chrl5730 numerous frameshifts in terminal ZNF domain 0 MSPERSQEESPEGDTERTERKEM 0 0
KDAFKDIST 1 2 T 1 2 0 1 2 I 1
I 1GPSGI ‘GPYEGR o o 2 FYRTCRVT I 12
EPKPEIHPCPSCCLAFSSQKF] I VGVGISRIAK
YVCRECGRGFSWKSNLLSHORTHTGEKP
1 _ponabe prim  gene  GASB+  Pongo...... abelii... (orangutan) genome chrls 0 0 0 VKDAFKDIST 12
1 2 0 1 2 r 2
YCEMCONFFT 1GPSGI E: 2 1 FYRTCRVT 12
I I TSRTAK
VCRKDE. s
12 >PRDN7_nomLeu. _5 prim  pseu  gas8+ Nomascus. leucogenys..  (gibbon)... ADFV01125891  synteny implied by non-coding 0 --- 0 12 --- 1 2 IKSPWMAVRVEQSKHOK 0
12 L1 2 I 00T ANWMK 2 1
FYRTCQVI 1 2 EPKPET KERSKL NKRIWORKI
VCRKDE. ¢t svasasanenenenenes
13 >PRDM7_macMul. _: prim  pseu  GAS8+ Macaca..... mulatta. . (rhesus)...... genome chr20 frameshifts exon 5 and 10, exon 10 a to aa restores frame 0 --- 0 1 1
0 1 2 1 2 YCEMCQNFF 0
ITKGRNCYEYVDGKDKSWAKWMR 2 1 --- 1 2 EPKPET I VGVEISRIAK VKYGECGQGFSGKSDVITHQRTHTEGKR
YVCRGCGRRFSQKSSLLRHQRTHTGEKP VCKKKE.. ... ..
14 7_papHam. _2 prim  pseu  gas8+ Papio.. hamadryas genome contigs scattered 0 o 0 VKDAFKDIST 12
I 12 3 2 12
CEMCONFFT IGPSGT ‘GRYEGR o o1 2 1 FYRTCRVT I
EPKPET I TSRIAK I NLLRHQRIHTGEKP
15 >PRDN7_caljac. 12 prim  gene  GAS8+ Callithrix. jacchus.....  (marmoset).... XR_090591 chr20 one frameshift in repeat area chr20 terminus 0 MSPERSQEESPEGDTGRTEQKPH 0
KDAFKDI! 1 2 1 2 0 2 12
YCEICONF: o o 2 1 FYRTCRVI 12
ESKPET I P
IGEKP IHTGEKP YVRREDE....... U
16 >PRDN7_tarSyr. - prim  pseu  gas8+ Tarsius syrichta. (tarsier).. ABRT011082008  double frameshift in exon 5, ABRT010499286 0--12
: --- 0 0 GMPRAPLST: 1 2 EFRKKEI 1
YCEQCONFFIDSCATHGIPTFI IGPSGT 0 o1 2 1 FYRTCRIT I 12 -
17 >PRDM7_micMur. _8 prim  gene  gas8+ Microcebus. murinus. ... (lemur) . ABDC01433247  weak coverage 0 0 VKDAFKDIST 12
1 1 2 VKPP 0 0 1 2 2
YCEKCONF" o o 2 1 FYRTCQVI 12
EPKPET RISR
18 >PRDM7_otoGar. prim  geme  GASS+ Otolemur... garnettii...  (galago)...... genome good coverage 0 0 1
I 2 1 2 DLRIKET 12
I RTSGI 'E: 2 1 FYRTCRVT 12
EPKPET ISRI I IGISGIVK
19 >PRDM7_tupBel. prim  gene  noDet Tupaia..... belangeri...  (tree_shrew).. AAPY01316756  most exons from traces 0 0 0 VKDAFKDI ATl 2
122200 =---12 cevunsn 12 Gp 00 2 1
FYRTCRVI 1 2 EPRPET L
1 1 1 1 1 VCRKGE
20 >PRDM9_oryCun. glir  gene  other Oryctolagus cuniculus...  (rabbit)...... genome Un0161 exon 2 ttt to tt restores frame; ZNF717+ DCAF4+ YAP1+ PRDM9- qTer 0 MSAAAPAEPSPGADAGOARGKPE 0 o
/QDAFRDIST I 11 1 2 1 2 GLRRENT 2
1GPSGT LE: 2 1 FYRTCQVI 12
EPKPET IEEEPR 1AG I
I I I I YACRVDE. ..
21 >PRDM7_oryCun. glir  gene  other Oryctolagus cuniculus...  (rabbit)... genome synteny novel 0---12 o 0
GHPRL 2 12 1F Gp 00 2 1
FYRTCQVI 1 2 EPKPET R: A
ACRVDE .+« v vnvvenenensn
22 >PRDM7_ochPri. -- glir  geme  nobet  Ochotona... princeps....  (pika)........ AAYZ01312269  dubious fragment, no orthologous terminal exon 0 0= 12-—-1
EMCQNFFT IGPSGI 0o o 2 1 1
23 >PRDN7_ratNor. 10 glir  geme  PDCD2  Rattus..... norvegicus..  (rat). NM_001108903  chrl FM103467 single transcript from body fat 0 MNTNKPEENSTEGDAGKLEWKPK 0
KDEFKDIST I 11 2 KPQI 0
CEKCONFFI IGPSGT LE: 2 1 TFYRTCRVT! r 12
ELRTET FPGASART I IEDTAKSFIASETS  RI
1 s I I .
24 >PRDM7_mushus. 12 glir  gene  PDCD2  MuS........ musculus....  (MOUSe)....... NM_144809 chrl7 CN723438 eight transcripts, four from retina 0 MNTNKLEENSPEEDTGKFEWKPK 0
KDEFKDIST 11 2 1 2 0 1 2 12
CEKCONFFT ISPSGI 0o 0 2 1 IFYRTCRVI! 12
ELRTET FPGTSART I TASEIS ST 1
25 >PRDN7_musMol. 11 glir  geme  noDet Mus... molossinus..  (wild mouse).. GU216230 full length deposit o 0 0 VKDEFKDISI I 12
2 0 1 2 12
‘CEKCONFFT ISPSGT o o 2 1 IFYRTCRVI) 12
ELRTET P IASELS
YVCRECGWGFTQKSDLIQHQRTHTR . EK
>PRDM7_dipord. - glir  geme  nobet  Dipodomys.. rdii.......  (kangaroo_rat) genome dubious fragment, no orthologous terminal exon 0---12 1
2 ---00 2 el 1 2 yCEQCONFF IROSST 2 1
FYRTCRVI 1 p— -
>PRDN7_speTri. -- glir  geme  noDet  Spermophilu tridecemline  (squirrel). ARQQ01308561  plus exon by exon traces 0 -0 12 1 2
0 1 12 1GPSST o
1 FYRTCRVT I 12
EPKPEIHPCPSCSLAFSSQKF] ILVGVEMSRI
28 >PRDMIa_bosTau _7 laur  gene  mODet  BOS........ taurus......  (cattle)...... NW_003053109  chrl 0 0 1
T 2 1 2 12
COECQNFFT KLSGT INSGYSWL 0 0 2 1 F 12
ESKPKT TRLKRT: X
: CLOGV. 4 evevansnrarerananans
29 >PRDM9b_bosTau _5 laur  geme  noDet Bos... taurus... (cattle)... DAAR02065087  chrU aaaaa fixed to aaaaaa in exon 2 KRAB SSXRD SET C2H2 0 MSPNRSPENSTEGDAGRTEWKEM 0 0
AKDAFKDIST 1 2 1 2 0 1 12
CEECQNFFT IRPSGI ‘GPYEGOIT o o 2 1 T 12
KLKR K
. HLRGVWA + .« +vvvvvasenenans
30 >PRDMIC_bosTau —- laur  gene  nODEt  BOS........ taurus. .. (cattle)...... XM_002699750  chrX GO353654 4-cell embryo transcript no zinc downstream despite 43k bp 0 MSPNRSPENSTEGDAGRTEWKEM
0 0 A1 2 1 2 0 1 2
1 2 YCEECQNFF 1 00 2 1
1
31 >PRDM9A_bosTau _9 laur  gene  noDet genome chrx proximal tandem 0 o 0 AKDAFKDI I 11 2
I 2 1 2 12
YCEECOSFFT IRESST 0 o1 2 1 I 12
EPKPKT IRPKRI R ITHEKIHTGEKP
YVCHECE s+ et evenanansanananan
32 >PRDMIe_bosTau _9 laur  gene  nobet e taurus. .. (cattle)... genome chrX distal tandem 0 0 0 AKDAFKDIST 12
TKPQUNDI 2 1 2 1
YCEECQSFFT RLSGT 0 o1 2 1 I 12
EPKPKT RLKRI R ITHEKIHTGEKR
YVCMECE. .\ vevnns .
>PRDM9e_oviAri - laur  pseu  noDet ST . . genome chr 18 cow has PDRM7 pseudogene; sheep GASS is on sheep chrld 0 --- 0 0 12 GLRap
PPFNYHRRQVIKPQUDDIEDSDEEWTPRQQ 1 2 === 0 0 --- 1 2 ELRRKETEMKIYSLQKRKGHMYQEVSDPQDDNYL 1 2 ycEKCONE I RPSGI 00 ]



K 1
34 >PRDMOA_oviAri -- laur  gene aries... (sheep) . genome chrl near end chrl TKPQUDDT 1 2--00--12
2 -—-00 2 I 12 - - -
35 >PRDMIC_oviAri _4 laur  pseu  noDet aries... (sheep) . genome chrs middle of 108,514,869 bp 0 --- 0 IKPQUDDI 1 200
1 1 IRPSGI 2 1 YUNGAQD KEQNLVAFLTHRQIFY
1 2 PMCSCSLI VKYGDCG GSKDRSSLMTHORTHTGENP
YVCREYE. SFSEK
36 >PRDM9b_oviAri laur  pseu  nobet . .. (sheep).... genome chrX not tandem: 62 mbp 0 0 0
AKDAFKDIST 11 2 T 1 2 0o o 1 2 12
EECQNFFT RPSCI o o 2 1 12
I 1K T
>PRDM9a_oviAri _9 laur  geme  noDet aries... (sheep) . genome chrX not tandem 0 0 0 1 AT 1 2
T 2 HTROKV 1 2 ELGRKETDMKRYSLRERKGHVYQEVSEPQDDDYL 1 2
YCQECONFFI IRLSGT o 1 ¥ 1 12
EPKPKI
1L 1
YVCREC. +vevevanansnsanenannn
>PRDMIA_munMun _4 laur  geme  nobet Muntiacus.. muntjak.....  (muntjac)..... AC216498 frameshift exon 9 no syntenic loci; identities: 925b 89%a 90% 0 MRPNRSQEESTEGNAGRTERKPT 0 0
GKDAFKDI r 1 2 T 1 2 0 12
YCEECONFFT RLSGT! 0 o 2 1 102
EPKPKT IRLKR MK I
THLIRHQRTHTGE.P SVFRECE. . ... .vovenensnsnsnns
39 >PRDMIC_munMun 15 laur  geme  nobet Muntiacus.. muntjak.....  (muntjac)..... AC154919 no syntenic loci AC204173 99% identical 0 MRPNRSPEESTEGDAGRTEQKPT 0 0
AKDAFKDI AL 1 2 1 2 0 1 2 12
YCEKCONF" RLSGT o o 2 1 F 12
EPKPKI IRLKR MR
1 CRECG . SFSQKST
E.P YVCRECE..........
10 >PRDM9b_munMun 13 laur  geme  noDet Muntiacus.. muntjak. . (muntjac).. AC218859 no syntenic loci o 0 AKDAFKDT 11 2
T 2 0o o 1 2 12
CEECONFFT IRLSGT 0 o1 2 1 FYRTCOVT T 12
EPKPKT I MR
1 1 I T TQKSDF:
VCRECG. . SFSQKSHL YVCRECE 1+t vvvnvnarananens
a1 >PRDMIa_munMun _7 laur  geme  nobet Muntiacus.. nuntjak. . AC225653 unordered contigs htgs; no synteny tag stop instead of aag K 0 MRPNRSPEESTEGDAGRTEQKPT 0 0
AKDAFKDI: 11 2 T 0 GMSRAPLT 12
YCEECONFFT RLSGT 2 1 FYRTCOVT 102
EPKPKI on : MR
TRHORTHTGEKP I I RKSVLI P YVCRECE. .
42 >PRDM7_bosTau. GASB+  Bos.... taurus... (cattle)... genome missing C2H2 0 WEKT 12
1 2---12 00 - -
43 >PRDM7_turTru. gas8+ Tursiops. truncatus...  (dolphin)..... ABRNO1441536  no useful synteny 0 0 0 12
0 0 AvPP 2 12
YCEKCONFF" o o 2 1 F 12
DPKPK T
m >PRDM7_lamPac. laur  geme  nobet Lama....... pacos.......  (llama)....... scaffolds most exons from traces 0 --- 0 0 TFKDIST 2
I 2 - 1 2 1 2-—-00 2 1
FYRTCRVT 1 2 EPKT : I
45 >PRDM7_susScr. _9 laur  geme  GAS8+ scrofa... (pig). FP476134 unordered HTGS not wgs misassembly or inversion; not in genome browser 0 MRPDRRPEESPDPAAGSTERKAA 0 o
ATDAFKDIST 1 2 1 0 0 sDSRVE 1 2 2
YCEKCONFF: o o 2 F 11 2
EPKPKI TVAGES
YVCREGE .+ e v evevansnrenenannn
16 >PRDM7_canFam. _5 laur  pseu  GAS8+ Canis.. familiaris. (40g)......... genome frameshift fixed to 6 ZNF; synteny MNSI KIFIB intervening CDH3 oddity 0 --- 0 1 2
0 0 er 1 2 2 yCEK QTFFT IRTSSIPQAGLGVWN 00
2 1 I 1 2 EPNPEIHPCPSCSL
LER I 1R THRTNLIT TQRSNLST
. - KRSTWDPWVAQRFGACLWE.. .. ..
47 >PRDN7_felCat. 11 laur  gene  GAS8+ Felis...... (cat)......... genome two contigs GASS implied by downstream CAD1 0 MSPLRFPEQSAERGSRKARWKET 0 0
AKDAFKDIST 1 2 1 2 0 0 £ 12
EKCONFF o o 2 1 FYRTCRVI 12
EPQPDI KORR IVR I
.. NVATTHSIPOL. e
>PRDN7_ailkel. _6 laur  geme  GAS8+ Ailuropoda. melanoleuca.  (panda).... GL193502 first three exons from different contig 0 MSLNTSPEETPERDSGRIGWKPT 0 0
AKDAFKDIST I 1 2 b 2 12
I IRPSGI 0 2 1 FYRTCRVT I 12
EPKPEIHPCPSCSLAFSSQKF] RORR 1’ KKP
T TKEQH .+ v v evavenanens
49 >PRDMI_ptevam. 15 laur  pseu  nobet  Pteropus... vampyrus. (bat)...... ABRP01232219  frameshift ttt to tttt fixed in last zinc finger; no blastx synteny 0 12-—-12
0 0 1 2 12 NFFT 00
o 2 1 FYRTCRVT 12
EPKPET :
FVCREC. EGFSVKSSLI . FCRECER. GFTQKSHLI FVCRECA. .+ +vausnsnsnennns
50 >PRDN7_ptevam. _7 laur  geme  GASB+ Pteropus. ABRP01250178 4 distal exons of GAS8+-; unique F sweep in zinc finger; 15 ZNF dotplot no CAD1 0 MRPDRSPEEAPEGDTRRTGCKEK
0 0 1 12 I 1 2
YCEKCONFFT FVKDSEVDI IGPSGT 2 1 FYRTCRVI 12
EPKPATHPCPSCSLAFSGOKF] VI F
FVCRECERGF" FVCRECERGF" F
FVCRECERGF" FVCRECERGF" FVCRECERGF" VFRECERGE FVCRECERGF’ FVGRECE -+ + e vvnvvenenensnen
51 >PRDM7_myoLuc. _6 gene  gasg+  Myotis..... lucifugus...  (bat)......... AAPE02062260  TGA stop codon; CpG hotspot for R CGA; SXXRD implies missing KRAB no CADI 0 0-—-12
12 - 2 GLRRKEI 1GPSGT IANSGYSWL 0 0
2 1 12
EPKPET : 1 I .1
SGVCIEGE. v evsvrnrnrnnnnss
52 >PRDM7_equCab. _: laur  geme  GAS8+  Equus.. caballus. (horse). ... genome missing front exons, pre-terminal stop GAS8+- flanked right by EMR2- 0 —-- 0 1 12
0 0 RMRTAP 1 2 1 2 yCENCONFFI! IRPSGI 00
2 1 ¥ 12
EPKLET b
1 CFCREGK. 1+ vensnssenenanensn
53 >PRDM7_sorAra. laur  geme  noDet  Sorex...... araneus.....  (shrew)....... AALT01000095  no useful synteny; upstream spectrin, IgG; GAS8 contig has no sign of pseudogene 0
o 1 IST 1 2 o o 1 2
1 2 YCENCONFF : PEAGLGI! IXE: 2 1
FYRTCRIT 1 2 EPKPET I I IGMPRIIR
YVCRECGRGFSRKSSLLRHORTHTGEKP YVCES. . .
>PRDMIa_LOXAEX afro  gene  nobet Loxodonta.. africana....  (elephant).... genome chr 153 novel synteny THEG+ MIER2+ PPAP2C PRDM9- ZNF699- 0 MSPARAAKKNPRGDVGSAGRTPT 0 0
aKDTFRDIST 1 1 2 0 0 1 1 2 12
EKCONFF o o 2 1 F 12
EPKPET
Tooiaen
55 >PRDMOb_loxAfr _: afro  pseu  noDet Loxodonta.. africana. (elephant). genome approx seq after frameshift correction 0 --- 0 - 12--00
T 2 L1 2 IPEAGLRVR 0T 2 1
YVNCIOD FHWTCCTT KNGSR KKEL 1 2 EPKPETHPCPSCPL
1 Teueinanenens HLELPS. ..ovnennsns
56 >PRDM7_LOXAfr . afro  pseu  GAS8+ Loxodonta.. africana....  (elephant).... genome scaffold 57 several frameshifts; ZNF540 opposite strand upstream of N-terminus 0 --- 0 0 12
GLRASHPAF" 2 0 0 1 2 ERKGLVYQEIS PQDDDYL 1 2
‘CEKCONFFT r o o 21 FOYHRQTF 12
IAK KKP ITHORT
YVCKESGRGFSAKSNLIRPRRTHTGEKP YVCGERGG.FSVSGLIT I . +ees... AKSNLIRPRRKKCRHDTTPHEQL.....
>PRDM7_echTel. afro  pseu  noDet  Echinops. telfairi. (tenrec).. genome 2 frameshifts plus stop codon 0 --- 0 12 1 2 ---00
I 2 12 DTHI PMDRSNCST 001 2 1
12 I I IGISRIAK ITHORTHTGEKR RHQRIHTGEKP
IKHERTHS. .. .
58 >PRDM7a_proCap 17 afro  pseu  nobet  Procavia... capensis....  (hyrax)....... ABRQO1227339  two frameshift and three stop codons in exon 10 0 -0 0
AKDAFRDIST 11 2 1 2 0 L 1 2 12
IGASGT o o 2 1 F 12
EARPET ILFLRGGISEIAK
I 1 : YVCRDCG GF'
1 FVCREC RGFSVKSSLI I YICRECG GF
YVCRECGRAFSKKSSLISHHRTHPAEAV YVHRECG. -+ vevevsnsssnsns
>PRDN7b_proCap afro  pseu  nobet Procavia. capensis. (hyrax)... ABRQO1392668  CpG stop in ZNF1, daa insert exon 4, frameshift exon 5 c to cc, 4aa del exon 9 etc 0 0
AKEYFRDISMFFS 1 2 GIRVF! THPRKTI) 1 2 o ooce 12 12
YCEECRNFFT KDL ALTLPTGLRIGPSST o o 2 1 ¥ 12
EARPET v CVCKECG GF!
TSHQRTHSGEKP NHQRTH GKKP YVCRDGG. + 1+ vsvasenenenenens
60 >PRDM7_dasNov. _9 xena  pseu  TRAPP  Dasypus.... novemcinctus  (armadillo)... AAGV020462211 plus exon-by-exon traces, no GASE but facing TRAPEC3, frameshifts, tandem ZNF fragment 0 o
AQDAFRDT: 1 1 00 --- 1 2 EPRRKGIDVKMYSLRERKGLAYEEVSEPQDDDYL 1 2
¥ T IGPSGIPEAGL o 2 1 FYRTCRTT 12
ELKPET FKTEV T
YVCSECG GFf YVCRECG GFSVKSTLIT
YVCHKSEVVVSNKSHLNSHRRMKCGHRT PPPPQL
61 >PRDM7_chotof xena  geme  nobet  Choloepus.. hof fmanni.. . ate synteny 0 12-—-12

(sloth)....... ABVD01893961  fragmentary gene with indetermin:
0 0 2 1

FYRTCRAT

GLKPET
YVCRECGRGFG. . ... ..

VGVGILKTAR



