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XP_475692 Oryza sativa (japonica cultivar-group) AAT44141 putative protein kinase/putative protein kinase
BAD95893 Lotus japonicus Ser/Thr protein kinase
CAB82852 Mesembryanthemum crystallinum protein kinase MK694

96

BAC76896 Raphanus sativus protein kinase
89

AT1G30640 = NP_174352 AAD25751 kinase/protein kinase /Strong similarity to gb|X71057 protein kinase from Nicotiana tabacum and contains PF|00069 eukaryotic protein kinase domain.
100

AAA89096 Moneuplotes crassus protein kinase
99

EAS07845 Tetrahymena thermophila SB210 Protein kinase domain containing protein
EAR95329 Tetrahymena thermophila SB210 Protein kinase domain containing protein

EAS04177 Tetrahymena thermophila SB210 Protein kinase domain containing protein100
XP_794804 Strongylocentrotus purpuratus PREDICTED: similar to microtubule associated serine/threonine kinase 1

CAE62116 Caenorhabditis briggsae Hypothetical protein CBG06155
NP_502161 Caenorhabditis elegans CAJ31105 CAB05684 protein KINase family member (kin-4)/KIN-4 protein /Hypothetical protein C10C6.1100

XP_392717 Apis mellifera PREDICTED: similar to ENSANGP00000028593
NP_648778 Drosophila melanogaster AAF49616 CG6498-PA/CG6498-PA
EAL30644 Drosophila pseudoobscura GA19640-PA99
XP_309691 Anopheles gambiae str. PEST EAA05595 ENSANGP00000012571/ENSANGP00000012571
XP_563913 Anopheles gambiae str. PEST EAL41443 ENSANGP00000028593/ENSANGP0000002859397

56

100

XP_422443 Gallus gallus PREDICTED: similar to Mast2 protein
XP_684372 Danio rerio XP_685437 PREDICTED: similar to microtubule associated serine/threonine kinase 2 /PREDICTED: similar to microtubule associated serine/threonine kinase 2

CAF91644 Tetraodon nigroviridis unnamed protein product75
36

XP_615751 Bos taurus XP_233782 Rattus norvegicus NP_032667 Mus musculus Q60592 AAC04312 BAC41448 AAH60703 PREDICTED: similar to microtubule associated serine/threonine kinase 2 /PREDICTED: similar to Mast2 protein /microtubule associated serine/t
XP_539630 Canis familiaris PREDICTED: similar to Microtubule-associated serine/threonine-protein kinase 2
Q6P0Q8 Homo sapiens AAH65499 CAH73244 CAH73245 CAI16562 CAI16563 CAI16217 CAI21705 CAI21706 MAST2_HUMAN Microtubule-associated serine/threonine-protein kinase 2/MAST205 protein /microtubule associated serine/threonine kinase 2 /microtubule associated
NP_055927 Homo sapiens BAB40778 AAH15816 BAA34527 microtubule associated serine/threonine kinase 2 /MAST205 /MAST2 protein /KIAA0807 protein64

33
78

37

NP_055790 Homo sapiens Q9Y2H9 AAB51171 BAA76817 microtubule associated serine/threonine kinase 1 /MAST1_HUMAN Microtubule-associated serine/threonine-protein kinase 1 (Syntrophin-associated serine/threonine-protein kinase)/hypothetical human serine-t
NP_851603 Rattus norvegicus NP_064329 Mus musculus Q9R1L5 Q810W7 Rattus norvegicus AAD50548 Mus musculus AAO72535 Rattus norvegicus AAO72536 AAH54524 Mus musculus BAC65693 microtubule associated serine/threonine kinase 1 /microtubule associ59

CAF92582 Tetraodon nigroviridis unnamed protein product82

60

CAG01963 Tetraodon nigroviridis unnamed protein product
CAG00609 Tetraodon nigroviridis unnamed protein product9

XP_699584 Danio rerio XP_699875 PREDICTED: similar to Microtubule-associated serine/threonine-protein kinase 2, partial /PREDICTED: similar to Microtubule-associated serine/threonine-protein kinase 24

XP_226732 Rattus norvegicus XP_920400 Mus musculus XP_852392 Canis familiaris XP_424758 Gallus gallus XP_283179 Mus musculus BAA20762 Homo sapiens AAH42511 Mus musculus PREDICTED: similar to KIAA0303/PREDICTED: similar to microtubule asso
XP_699289 Danio rerio PREDICTED: similar to microtubule associated serine/threonine kinase 2, partial13

0

AAH79780 Xenopus laevis MGC86290 protein
XP_943100 Homo sapiens XP_038150 XP_512507 Pan troglodytes O60307 Homo sapiens BAA25487 PREDICTED: similar to microtubule associated serine/threonine kinase 2 /PREDICTED: microtubule associated serine/threonine kinase 3 /PREDICTED: similar to KIA
XP_613922 Bos taurus XP_886506 PREDICTED: similar to microtubule associated serine/threonine kinase 2 isoform 1 /PREDICTED: similar to microtubule associated serine/threonine kinase 2 isoform 249

XP_533875 Canis familiaris PREDICTED: similar to microtubule associated serine/threonine kinase 257

XP_918478 Mus musculus XP_903047 XP_903082 XP_903055 XP_903076 XP_893383 BAE33328 PREDICTED: similar to Microtubule-associated serine/threonine-protein kinase 2 isoform 7 /PREDICTED: similar to Microtubule-associated serine/threonine-protein kinase 2
70

34

XP_418247 Gallus gallus PREDICTED: similar to KIAA0561 protein

4

23

100

47

31

100

XP_569348 Cryptococcus neoformans var. neoformans JEC21 EAL21627 Cryptococcus neoformans var. neoformans B-3501A AAW42041 Cryptococcus neoformans var. neoformans JEC21 hypothetical protein/hypothetical protein CNBC6630 /conserved hypothetical pro
XP_645246 Dictyostelium discoideum AX4 AAS45329 Dictyostelium discoideum EAL71293 protein serine/threonine kinase /similar to cell wall biosynthesis kinase; Cbk1p /putative AGC family protein kinase

2494_Cre
XP_654471 Entamoeba histolytica HM-1:IMSS EAL49081 hypothetical protein 53.t00028/hypothetical protein 53.t00028

XP_651990 Entamoeba histolytica HM-1:IMSS EAL46604 hypothetical protein 137.t00011/hypothetical protein 137.t00011100
AT3G17850 = NP_188412 BAA89784 BAB02708 BAC41900 kinase/IRE homolog 1 /IRE homolog; protein kinase-like protein /putative protein kinase

XP_469518 Oryza sativa (japonica cultivar-group) AAK18843 putative protein kinase/putative protein kinase41
AT1G48490 = NP_001031155 NP_564529 AAF79714 AAK60333 AAN72259 kinase/kinase /T1N15.10 /At1g48490/T1N15_9 /At1g48490/T1N15_946
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AT1G45160 = NP_175130 AAF69167 kinase/F27F5.23

17

AAX11214 Medicago truncatula nodule-specific IRE-like protein
ABA99908 Oryza sativa (japonica cultivar-group) hypothetical protein LOC_Os12g42660

AT5G62310 = NP_201037 BAA89783 BAA97195 IRE (INCOMPLETE ROOT HAIR ELONGATION); kinase/IRE /IRE38
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(Contig5 and Contig2 comprise putative allile of Smo_IRE_1_1)
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