Additional file 1
Table S1 – Identification of SAL orthologs and co-orthologs

All access numbers refer to NCBI and Ensembl websites. Gene location was determined on MapViewer website from NCBI (http://www.ncbi.nlm.nih.gov/mapview/) [45] and Ensembl website (http://www.ensembl.org/index.html) [46]. Genes involved in gene conversion events are indicated in bold.
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Pig SAL1 1 266,548,070-266,552,930 ENSSSCT00000006020 ENSSSCP00000005870

LOC100053653 25 17,579,950-17,583,100 XM_001489445.1   XP_001489495.1  

LOC100056556 25 17,648,320-17,651,200 XM_001490249.2 XP_001490299.2  

LOC100053601 25 17,696,110-17,699,110 XM_001489323.1 XP_001489373.1  

LOC100056127 25 17,847,100-17,855,640 XM_001490001.2 XP_001490051.2  

LOC100034197 25 17,906,280-17,910,420 NM_001082497.1 NP_001075966.1  

LOC513329 8 107,460,600-107,465,830 XM_590993.3 XP_590993.1  

LOC783399 8 107,523,900-107,529,900 XM_001252015.3 XP_001252016.2  

Dog LOC481674 11 70,408,756-70,413,186 ENSCAFT00000036360 ENSCAFP00000031726

ENSCPOG00000027229 Scaffold 93 4,950,037-4,953,239 ENSCPOT00000026422 ENSCPOP00000016376

ENSCPOG00000027112 Scaffold 93 5,006,284-5,009,827 ENSCPOT00000021058 ENSCPOP00000015474

ENSCPOG00000023399 Scaffold 93 5,109,476-5,112,911 ENSCPOT00000021417 ENSCPOP00000020058

ENSCPOG00000019493 Scaffold 93 5,213,663-5,217,192 ENSCPOT00000022771 ENSCPOP00000015102

ENSCPOG00000024900 Scaffold 93 5,281,884-5,285,317 ENSCPOT00000026771 ENSCPOP00000014395

Obp3 5 78,088,876-78,092,317 NM_001033958.2 NP_001029130.2

LOC259244 5 78,163,491-78,166,847 NM_147212.1 NP_671745.1

Mup4 5 78,216,223-78,219,577 NM_198784.1 NP_942079.1

LOC688457 5 78,242,735-78,245,022 XM_001067036.2 XP_001067036.1  

Mup5 5 78,468,165-78,471,567 NM_203325.1 NP_976070.1  

LOC298116 5 78,488,099-78,491,472 NM_001003409.1 NP_001003409.1

LOC259245 5 78,681,441-78,684,760 NM_147213.1 NP_671746.1

LOC259246 5 78,707,324-78,710,745 NM_147214.1 NP_671747.1

LOC685482 5 78,803,948-78,806,235 XM_001061142.1 XP_001061142.1  

LOC298111 5 78,818,793-78,822,494 NM_001024248.1 NP_001019419.1

Mup4 4 59,969,676-59,973,997 ENSMUST00000075973 ENSMUSP00000075356

Mup6 4 59,977,166-60,020,146 ENSMUST00000107517 ENSMUSP00000103141

Mup7 4 60,079,342-60,083,283 ENSMUST00000079697 ENSMUSP00000078636

Mup2 4 60,080,259-60,167,161 ENSMUST00000074700 ENSMUSP00000074264

Mup8 4 60,231,494-60,235,452 ENSMUST00000095058 ENSMUSP00000092668

Mup9 4 60,430,918-60,434,824 ENSMUST00000118759 ENSMUSP00000113461

Mup1 4 60,510,884-60,514,832 ENSMUST00000084548 ENSMUSP00000081596

Mup10 4 60,591,132-60,736,146 ENSMUST00000098047 ENSMUSP00000095655

Mup11 4 60,671,338-60,675,283 ENSMUST00000098046 ENSMUSP00000095654

Mup12 4 60,732,255-60,736,198 ENSMUST00000107499 ENSMUSP00000103123

Mup13 4 60,885,342-60,889,303 ENSMUST00000072678 ENSMUSP00000072466

Mup14 4 60,961,055-60,965,032 ENSMUST00000075206 ENSMUSP00000074696

Mup15 4 61,096,822-61,256,792 ENSMUST00000095049 ENSMUSP00000092659

Mup16 4 61,176,624-61,180,563 ENSMUST00000107483 ENSMUSP00000103107

Mup17 4 61,252,961-61,256,903 ENSMUST00000107484 ENSMUSP00000103108

Mup18 4 61,331,211-61,335,170 ENSMUST00000098040 ENSMUSP00000095648

Mup19 4 61,439,358-61,443,303 ENSMUST00000107477 ENSMUSP00000103101

Mup5 4 61,492,353-61,496,267 ENSMUST00000082287 ENSMUSP00000080908

Mup20 4 61,711,268-61,715,192 ENSMUST00000074018 ENSMUSP00000073667

Mup3 4 61,744,510-61,748,376 ENSMUST00000107472 ENSMUSP00000103096

Mup21 4 61,808,966-61,811,897 ENSMUST00000077719 ENSMUSP00000076899

Rabbit LCN9 1 367,395-372,458 ENSOCUT00000025645 ENSOCUP00000024117

Macaque LOC710706 15 23,156,300-23,160,200 XM_001099373.2 XP_001099373.2  

Chimpanzee LOC473023 9 112,434,830-112,437,870 XM_528393.2 XP_528393.2  

Gorilla ENSGGOG00000024864 9 95,762,568-95,765,703 ENSGGOT00000034639 ENSGGOP00000020262

Marmoset ENSCJAG00000031800 1 156,419,248-156,422,760 ENSCJAT00000062079 ENSCJAP00000046421

Elephant ENSLAFG00000030623 Scaffold 6 46,990,924-46,994,299 ENSLAFT00000026127 ENSLAFP00000019788
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Figure S1 – Putative pseudogenes
Putative pseudogenes were identified by tBLASTn. The traces of pseudogenes with stop codons are listed below. Stop codons are in red and are highlighted in gray. Syntenic information supports the existence of pseudogenes in these genomes.

Mouse lemur (Microcebus murinus)

The tBLASTn search was performed using the mouse Mup4 protein sequence against the mouse lemur genome. 

Alignment score    : 182

E-value            : 1.8e-15

Alignment length   : 155

Percentage identity: 36.13 

Query:     24 QNLN-VEKINGEWFSILLASDKREKIEEHGSMRVFVEHIHVLENS-LAFKFHTV-I-DGE 79

              Q+ + V +++G+W+SI LASD +EKIEE+GSMRVFVE I+VLE+S L FK HT+   D  

Sbjct: 234745 QSFSYVLQLSGDWYSIYLASDNKEKIEENGSMRVFVERIYVLEHSSLYFKLHTM*A*DFF 234566

Query:     80 CSEIFLVADKTEKAGEYSVMY-D-GF-NTFTILK-TDYDNYIMFHLI-NEKDGKTFQLME 134

                ++ ++ +     G Y V +   GF +T   L        + FH   N     +  L+E

Sbjct: 234565 FIDLGVI-NAVLLHG-YIV*WLSLGF*HTHH-LNGVPCTQ*VSFHPSPN-LP-LS-HLLE 234404

Query:    135 LYGRKADL-NSDI----KEKFVKLCEEHGIIK-EN 163

                     + N +I    KEK +K  E +G+ K  N

Sbjct: 234403 P-PMLI-IPN*EIF*LGKEK-LK-AE-NGL-KYTN 234317
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Bushbaby (Otolemur garnettii)

The tBLASTn search was performed using the mouse Mup4 protein sequence against the bushbaby genome but no stop codons were identified.

Alignment score    : 154

E-value            : 1.1e-21

Alignment length   : 47

Percentage identity: 63.83 

Query:    30 KINGEWFSILLASDKREKIEEHGSMRVFVEHIHVLENS-LAFKFHTV 75

             +I+G W+SILLASD +EKI+E+GSMR+FVE I  L+NS L FK+HT+

Sbjct: 96740 QISGGWYSILLASDHKEKIKENGSMRIFVEQIQALKNSSLYFKYHTL 96600
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Orangutan (Pongo pygmaeus) 

The tBLASTn search was performed using the macaque XP_001099373.1 protein sequence against the orangutan genome. 

Alignment score    : 233

E-value            : 1.7e-23

Alignment length   : 121

Percentage identity: 48.76 

Query:        23 VTS-NFDLSKISGEWYSVLLASDCREKIEEDGSMRVFVEHIDYLGDSSLTFKLHEM-THY 80

                 +T  ++ L +ISGEWYSVLLASD REKIE DGSMRVFV+HIDYL +SSLTFKLHEM   +

Sbjct: 109433108 LTQWSY-LLQISGEWYSVLLASDRREKIE-DGSMRVFVKHIDYLRNSSLTFKLHEM*V-W 109432938

Query:        81 IPPQHFCLGTQWVPFIFPSVWSPVPSFASMTNTQDMAVTVTLPTARTPDVSSQLKERFVK 140

                  P   F +G +     +  VWS   +  S+   QD+ + + L  + T  VS+  K  F K

Sbjct: 109432937 -P---FLVG-EGKTEAW--VWS*THTH-SLI--QDL-MDLGL*DSETR-VSN--KN-F-K 109432806

Query:       141 Y 141

                 +

Sbjct: 109432805 F 109432803
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In other mammalian species, no significant match or no syntenic confirmation enabled accurate identification of pseudogenes.
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