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XP_826107 Trypanosoma brucei TREU927 AAX80025 Trypanosoma brucei AAZ13428 hypothetical protein Tb927.8.6640/hypothetical protein, conserved /hypothetical protein, conserved
XP_809421 Trypanosoma cruzi strain CL Brener EAN87570 Trypanosoma cruzi hypothetical protein/hypothetical protein, conserved84

CAJ05161 Leishmania major hypothetical protein, conserved100

EAS00429 Tetrahymena thermophila SB210 Male sterility protein
XP_636393 Dictyostelium discoideum AX4 EAL62890 Dictyostelium discoideum hypothetical protein DDB0188248/hypothetical protein DDB018824892

NP_650848 Drosophila melanogaster AAF55719 CG4770-PA/CG4770-PA
EAL29034 Drosophila pseudoobscura GA18419-PA100

EAL26629 Drosophila pseudoobscura GA18633-PA
NP_611143 Drosophila melanogaster AAF57974 CG5065-PA/CG5065-PA100
XP_623746 Apis mellifera XP_623708 XP_623666 XP_623629 PREDICTED: similar to CG5065-PA/PREDICTED: similar to CG5065-PA /PREDICTED: similar to CG5065-PA /PREDICTED: similar to CG5065-PA99

XP_623277 Apis mellifera XP_395449 PREDICTED: similar to ENSANGP00000014036/PREDICTED: similar to ENSANGP00000014036
NP_001027182 Drosophila melanogaster AAZ52528 CG10097-PB, isoform B/CG10097-PB, isoform B

NP_609241 Drosophila melanogaster AAL39377 AAF52692 CG13091-PA/GH27892p /CG13091-PA90
EAL27164 Drosophila pseudoobscura GA14402-PA74

NP_650566 Drosophila melanogaster AAF55342 AAQ22479 CG17562-PA/CG17562-PA /RE20520p
100

EAL27815 Drosophila pseudoobscura GA12977-PA
NP_651652 Drosophila melanogaster AAM50938 AAF56838 CG1443-PA/LP09631p /CG1443-PA100
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XP_307899 Anopheles gambiae str. PEST EAA03772 ENSANGP00000021753/ENSANGP00000021753
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21

CAE58814 Caenorhabditis briggsae Hypothetical protein CBG02021
NP_508505 Caenorhabditis elegans AAC67415 Y71H10A.2/Hypothetical protein Y71H10A.2100

XP_789936 Strongylocentrotus purpuratus PREDICTED: similar to male sterility domain containing 2
XP_614132 Bos taurus PREDICTED: similar to male sterility domain containing 1

XP_534853 Canis familiaris PREDICTED: similar to male sterility domain containing 146
NP_060569 Homo sapiens BAA91983 CAB66777 BAB55347 AAH22267 male sterility domain containing 1/unnamed protein product /hypothetical protein /unnamed protein product /Male sterility domain containing 1
BAA91625 Homo sapiens unnamed protein product100

87

NP_848912 Mus musculus BAC31532 BAC31590 AAH55759 male sterility domain containing 1/unnamed protein product /unnamed protein product /Mlstd1 protein
BAE36237 Mus musculus unnamed protein product84
BAC30056 Mus musculus unnamed protein product88

XP_575726 Rattus norvegicus PREDICTED: similar to male sterility domain containing 1
100

100

AAH45017 Xenopus laevis MGC53145 protein
AAH63737 Xenopus laevis MGC68717 protein100

CAB75890 Torpedo marmorata male sterility protein 2-like protein64

NP_001026350 Gallus gallus CAG31171 hypothetical protein LOC423028/hypothetical protein
NP_001011933 Rattus norvegicus XP_574540 AAH82015 male sterility domain containing 2 (predicted)/PREDICTED: similar to male sterility domain containing 2 /Male sterility domain containing 2 (predicted)
NP_081655 Mus musculus NP_080419 BAB29388 AAH07178 BAC26766 BAC28423 male sterility domain containing 2/male sterility domain containing 2 /unnamed protein product /Mlstd2 protein /unnamed protein product /unnamed protein product
BAB24102 Mus musculus unnamed protein product95

90

XP_864598 Canis familiaris XP_534066 PREDICTED: similar to male sterility domain containing 2 (predicted) isoform 2/PREDICTED: similar to male sterility domain containing 2 isoform 1
52

CAH91318 Pongo pygmaeus CAH92076 hypothetical protein/hypothetical protein
NP_115604 Homo sapiens AAH17377 AAQ89144 AAR84086 AAT42129 male sterility domain containing 2/Male sterility domain containing 2 /VSIP2423 /putative fatty acyl reductase /fatty acyl CoA reductase 1
CAI56762 Homo sapiens hypothetical protein80
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YP_436183 Hahella chejuensis KCTC 2396 ABC31758 putative dehydrogenase domain of multifunctional non-ribosomal peptide synthetases and related enzyme/putative dehydrogenase domain of multifunctional non-ribosomal peptide synthetases and related enzym
ZP_00820152 Marinobacter aquaeolei VT8 EAO96647 male sterility protein 2 (MS2)/male sterility protein 2 (MS2)100

ZP_00600439 Rubrobacter xylanophilus DSM 9941 EAN36540 HAD-superfamily hydrolase, subfamily IB (PSPase-like):HAD-superfamily subfamily IB hydrolase, hypothetical 2/HAD-superfamily hydrolase, subfamily IB (PSPase-like):HAD-superfamily subfamily IB hyd
CAD30696 Triticum aestivum CAD30697 fatty acyl coA reductase/fatty acyl coA reductase

CAD30692 Triticum aestivum CAD30693 fatty acyl coA reductase/fatty acyl coA reductase100
CAD30694 Triticum aestivum CAD30695 fatty acyl coA reductase/fatty acyl coA reductase98

XP_483753 Oryza sativa (japonica cultivar-group) BAD09088 putative fatty acyl coA reductase/putative fatty acyl coA reductase
61

BAD46254 Oryza sativa (japonica cultivar-group) putative fatty acyl coA reductase
96

XP_481392 Oryza sativa (japonica cultivar-group) BAD31814 BAD31294 putative fatty acyl coA reductase/putative fatty acyl coA reductase /putative fatty acyl coA reductase
71

XP_472031 Oryza sativa (japonica cultivar-group) CAE02214 OSJNBb0002N06.4/OSJNBb0002N06.4
XP_472038 Oryza sativa (japonica cultivar-group) CAE02220 OSJNBb0002N06.11/OSJNBb0002N06.11100

91

AT3G44540 = NP_190040 CAB88536 oxidoreductase, acting on the CH-CH group of donors/acyl CoA reductase-protein
AT5G22500 = NP_197642 CAA68191 BAB09122 AAK59547 AAK93752 oxidoreductase, acting on the CH-CH group of donors/male sterility 2-like protein /male sterility 2-like protein /putative male sterility 2 protein /putative male sterility 2 protein55

AT3G44560 = NP_190042 CAB88538 oxidoreductase, acting on the CH-CH group of donors/acyl CoA reductase-like protein100

AAD38039 Simmondsia chinensis AAD38040 synthetic construct acyl CoA reductase/acyl CoA reductase
AAL15288 Arabidopsis thaliana AAL49822 AT4g33790/T16L1_280 /putative male sterility 2 protein92

99

99

AT3G56700 = NP_191229 CAC00733 AAY78776 oxidoreductase, acting on the CH-CH group of donors, NAD or NADP as acceptor/putative protein /putative male sterility protein
Smo_MS2_16_2 Smo_MS2_13_3

Smo_MS2_9_272
Ppa_MS2_10_2

Ppa_MS2_4_2100
XP_470278 Oryza sativa (japonica cultivar-group) AAL84297 putative male sterility protein/putative male sterility protein

CAA68190 Brassica napus AAP81865 male sterility protein 2/male sterility protein 2
AAQ81302 Brassica napus male sterility protein 2-1 mutant79

AAZ06658 Brassica napus AAZ06659 male sterility protein 2-2/male sterility protein 2-299

AT3G11980 = NP_187805 Q08891 1916413A S33804 CAA52019 BAB03110 AAG51054 MS2 (MALE STERILITY 2)/MS2_ARATH Male sterility protein 2/1916413A male sterility 2 gene/S33804 male sterility protein 2 - Arabidopsis thaliana /male sterility 2 (MS2) protein /
100
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Ppa_MS2_2_1is likely a pseudo gene having internal stop codon in a conserved region

Smo_MS2_19_2 Smo_MS2_17_1 (Contig19 and Contig17 are both highly siilar to Contig9 and have little overlap; thus these three sequences are likely from two alleles)

Ppa_MS2_2_1
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