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BAE31687 Mus musculus unnamed protein product
NP_032905 Mus musculus Q61233 AAH22943 BAC27205 BAC27208 BAC40207 BAE31707 BAE31806 BAE41332 BAE41398 BAE20456 BAE30161 BAE30488 BAE30639 BAE29087 BAE31403 BAE31574 lymphocyte cytosolic protein 1/PLSL_MOUSE Plastin-2 (L-plastin) (Lymphocyte cytosolic19
BAE39375 Mus musculus unnamed protein product17

BAA07085 Mus musculus 65-kDa macrophage protein
XP_573816 Rattus norvegicus NP_001012044 AAH83855 PREDICTED: lymphocyte cytosolic protein 1 (predicted)/lymphocyte cytosolic protein 1 (predicted) /Lymphocyte cytosolic protein 1 (predicted)23

27

BAE31583 Mus musculus unnamed protein product
80

NP_001029892 Bos taurus AAI03002 lymphocyte cytosolic protein 1 (L-plastin)/Lymphocyte cytosolic protein 1 (L-plastin)
BAD97025 Homo sapiens L-plastin variant

NP_002289 Homo sapiens P13796 AAA63236 AAB02845 CAB92621 AAH07673 AAH10271 L-plastin/PLSL_HUMAN Plastin-2 (L-plastin) (Lymphocyte cytosolic protein 1) (LCP-1) (LC64P) /phosphoprotein p65/L-plastin polypeptide/lymphocyte cytosolic protein 1 (L-plastin100
51

90

NP_001008440 Gallus gallus CAG31283 lymphocyte cytosolic protein 1 (L-plastin)/hypothetical protein

85

NP_001015721 Xenopus tropicalis AAH89653 MGC107867 protein/MGC107867 protein
AAH56055 Xenopus laevis Lcp1-prov protein100

59

NP_571395 Danio rerio Q6P698 AAH62381 lymphocyte cytosolic plastin 1/PLSL_BRARE Plastin-2 (L-plastin) (Lymphocyte cytosolic plastin 1)/Lymphocyte cytosolic plastin 1

100

NP_001002326 Danio rerio AAH76470 hypothetical protein LOC436598/Hypothetical protein LOC436598
AAH61655 Xenopus laevis MGC68681 protein

NP_001025699 Xenopus tropicalis AAH94886 CAJ82954 plastin 1 (I isoform)/Plastin 1 (I isoform) /plastin 3 (T isoform)100
NP_001006431 Gallus gallus CAG32604 plastin 3 (T isoform)/hypothetical protein

XP_343777 Rattus norvegicus Q63598 CAA50037 PREDICTED: plastin 3 (T-isoform)/PLST_RAT Plastin-3 (T-plastin)/T-plastin
BAE26890 Mus musculus unnamed protein product

NP_663604 Mus musculus O88818 Cricetulus griseus Q99K51 Mus musculus BAA32974 Cricetulus griseus AAH05459 Mus musculus BAD23918 BAE35826 BAE27186 plastin 3 precursor/PLST_CRIGR Plastin-3 (T-plastin)/PLST_MOUSE Plastin-3 (T-plastin)/T-plastin58
71

XP_881924 Bos taurus XP_582014 XP_863975 Canis familiaris XP_863865 XP_538147 XP_863890 XP_863953 NP_005023 Homo sapiens XP_863933 Canis familiaris P13797 Homo sapiens AAB02844 AAH39049 AAH56898 CAI39884 AAX36165 synthetic construct AAX42595
AAI05484 Bos taurus Unknown (protein for MGC:128570)
XP_863912 Canis familiaris PREDICTED: similar to plastin 3 isoform 449

67

100

76

65

82

100

NP_990678 Gallus gallus P19179 CAA36796 plastin 1 (I isoform)/PLSI_CHICK Plastin-1 (Fimbrin)/unnamed protein product
XP_542817 Canis familiaris PREDICTED: similar to I-plastin (Intestine-specific plastin) (Plastin-1)
NP_001028382 Mus musculus BAE21495 hypothetical protein LOC102502/unnamed protein product
XP_236560 Rattus norvegicus PREDICTED: similar to PLS1 protein100

72

NP_002661 Homo sapiens Q14651 AAA19869 plastin 1/PLSI_HUMAN Plastin-1 (I-plastin) (Intestine-specific plastin) /I-plastin
AAH31083 Homo sapiens CAH91005 Pongo pygmaeus PLS1 protein/hypothetical protein100

99

100

97

CAG13360 Tetraodon nigroviridis unnamed protein product

98

XP_392230 Apis mellifera PREDICTED: similar to ENSANGP00000011155
EAL31671 Drosophila pseudoobscura GA21237-PA
XP_309626 Anopheles gambiae str. PEST EAA05335 ENSANGP00000011155/ENSANGP0000001115599

100

100

XP_642085 Dictyostelium discoideum AX4 P54680 Dictyostelium discoideum AAA75489 EAL68100 fimbrin/FIMB_DICDI Fimbrin /fimbrin/fimbrin
AT4G26700 = NP_194400 NP_001031726 Q7G188 1PXY 1PXY AAB97846 AAC39359 CAB36516 CAB79525 ATFIM1; actin binding/calcium ion binding /ATFIM1; actin binding /calcium ion binding /FIMB1_ARATH Fimbrin 1 (AtFIM1)/A Chain A, Crystal Structure Of The Actin-C

AT5G55400 = NP_200351 Q9FJ70 BAB08557 calcium ion binding/FIMB3_ARATH Putative fimbrin-like protein 3/fimbrin100
XP_467498 Oryza sativa (japonica cultivar-group) BAD12861 BAD12911 putative fimbrin/putative fimbrin /putative fimbrin

AT2G04750 = NP_178552 AAD22331 unknown protein/putative fimbrin
AT5G35700 = NP_198420 Q9FKI0 BAB09267 AAK76454 AAN13139 unknown protein/FIMB2_ARATH Fimbrin-like protein 2/fimbrin /putative fimbrin protein /putative fimbrin protein90

37
30

XP_466449 Oryza sativa (japonica cultivar-group) BAD17449 BAD17501 putative fimbrin 1/putative fimbrin 1 /putative fimbrin 1

39

NP_918680 Oryza sativa (japonica cultivar-group) BAD73234 fimbrin-like protein (actin binding motif)/putative plastin 3
AT5G48460 = NP_199657 AAB97844 AAB97847 BAA96966 BAD44609 unknown protein/fimbrin 2 /fimbrin 2 /fimbrin 2 /fimbrin 271

92

Smo_ATFIM1_16_1 (Smo_ATFIM1_16_1 and Smo_ATFIM1_2_1 is likely allelic) 
Smo_ATFIM1_2_1 (Smo_ATFIM1_16_1 and Smo_ATFIM1_2_1 is likely allelic) 100

Ppa_ATFIM1_1_1
Ppa_ATFIM1_2_1100

Smo_ATFIM1_15_167

66

100

BAA88953 Tetrahymena thermophila EAR99487 Tetrahymena thermophila SB210 fimbrin/fimbrin-like 71 K protein

73

NP_596289 Schizosaccharomyces pombe 972h- 1RT8 Schizosaccharomyces pombe O59945 AAC14025 CAB39801 hypothetical protein SPBC1778.06c/A Chain A, Crystal Structure Of The Actin-Crosslinking Core Of Schizosaccharomyces Pombe Fimbrin/FIMB_SCHPO Fimbrin/
NP_986734 Eremothecium gossypii AAS54558 Ashbya gossypii ATCC 10895 AGR069Cp/AGR069Cp

XP_455968 Kluyveromyces lactis NRRL Y-1140 CAG98676 unnamed protein product/unnamed protein product
NP_010414 Saccharomyces cerevisiae P32599 1802390A CAA45346 CAA88210 Fimbrin, actin-bundling protein; cooperates with Scp1p (calponin/transgelin) in the organization and maintenance of the actin cytoskeleton; Sac6p /FIMB_YEAST Fimbrin (ABP67) /180239

XP_445058 Candida glabrata CBS 138 CAG57958 unnamed protein product/unnamed protein product86
50

47

XP_460160 Debaryomyces hansenii CBS767 CAG88433 hypothetical protein DEHA0E20757g/unnamed protein product
XP_501023 Yarrowia lipolytica CLIB122 CAG83276 hypothetical protein/unnamed protein product34

99

CAA10667 Gibberella pulicaris fimbrin
XP_956577 Neurospora crassa N150 XP_323311 Neurospora crassa EAA27341 hypothetical protein ( (AJ132432) fimbrin/hypothetical protein ( (AJ132432) fimbrin /hypothetical protein ( (AJ132432) fimbrin

EAQ84617 Chaetomium globosum CBS 148.51 hypothetical protein CHGG_08631100
XP_362033 Magnaporthe grisea 70-15 hypothetical protein MG04478.490

99

BAE65375 Aspergillus oryzae unnamed protein product
XP_663407 Aspergillus nidulans FGSC A4 EAA58312 hypothetical protein AN5803.2/hypothetical protein AN5803.2

XP_755078 Aspergillus fumigatus Af293 EAL93040 fimbrin/fimbrin70
95

100

34

XP_567345 Cryptococcus neoformans var. neoformans JEC21 EAL18536 Cryptococcus neoformans var. neoformans B-3501A AAW45828 Cryptococcus neoformans var. neoformans JEC21 hypothetical protein CNJ01680/hypothetical protein CNBJ1780 /hypothetical prot
XP_760915 Ustilago maydis 521 EAK86148 hypothetical protein UM04768.1/hypothetical protein UM04768.199

52

100

56

0.100

??? 14070_Cre (pt1)

 Following S.m. contigs and singlets have similar nucleic acid sequences 
with Smo_ATFIM1_16_1, but translated sequences have frameshifts 
and/or in-frame stop codons (indicating psudogenes): 
contig3, contig5, contig6, contig7, contig8, contig9, contig10, contig11, 
contig12, contig13, contig14, singlet915011877, singlet883599831, 
singlet890632973, singlet719860927. 

<-- Smo contig1+contig4 (regarded as one gene, because these contigs did not overlap each other). The two contigs are very similar with Smo_ATFIM1_15_1 based on nucleic acid sequences.  
      Partial tree was not constructed because of short translated sequence and very similar nucleic acid sequence. 


