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Table S1. The 74 Gold Standard Variants 
This table shows the 74 HCM variants we used as our gold standard. 
 
Gene NCBI mRNA 

accession 

NCBI protein 

accession 

cDNA change Amino acid 

change 

Classification 

MYBPC3 NM_000256.3 NP_000247.2 c.440C>T p.Pro147Leu Likely Benign 

MYBPC3 NM_000256.3 NP_000247.2 c.472G>A p.Val158Met Benign 

MYBPC3 NM_000256.3 NP_000247.2 c.565G>A p.Val189Ile Likely Benign 

MYBPC3 NM_000256.3 NP_000247.2 c.706A>G p.Ser236Gly Benign 

MYBPC3 NM_000256.3 NP_000247.2 c.772G>A p.Glu258Lys Pathogenic 

MYBPC3 NM_000256.3 NP_000247.2 c.833G>A p.Gly278Glu Likely Benign 

MYBPC3 NM_000256.3 NP_000247.2 c.842G>A p.Arg281Gln Likely Benign 

MYBPC3 NM_000256.3 NP_000247.2 c.977G>A p.Arg326Gln Benign 

MYBPC3 NM_000256.3 NP_000247.2 c.1144C>T p.Arg382Trp Benign 

MYBPC3 NM_000256.3 NP_000247.2 c.1147C>G p.Leu383Val Likely Benign 

MYBPC3 NM_000256.3 NP_000247.2 c.1246G>A p.Gly416Ser Likely Benign 

MYBPC3 NM_000256.3 NP_000247.2 c.1351G>C p.Glu451Gln Pathogenic 

MYBPC3 NM_000256.3 NP_000247.2 c.1484G>A p.Arg495Gln Pathogenic 

MYBPC3 NM_000256.3 NP_000247.2 c.1505G>A p.Arg502Gln Pathogenic 

MYBPC3 NM_000256.3 NP_000247.2 c.1504C>T p.Arg502Trp Pathogenic 

MYBPC3 NM_000256.3 NP_000247.2 c.1519G>A p.Gly507Arg Likely Benign 

MYBPC3 NM_000256.3 NP_000247.2 c.1564G>A p.Ala522Thr Likely Benign 

MYBPC3 NM_000256.3 NP_000247.2 c.1633C>A p.Leu545Met Likely Benign 

MYBPC3 NM_000256.3 NP_000247.2 c.2063C>A p.Thr688Lys Likely Benign 

MYBPC3 NM_000256.3 NP_000247.2 c.2265C>A p.Asn755Lys Pathogenic 

MYBPC3 NM_000256.3 NP_000247.2 c.2410C>A p.Leu804Met Likely Benign 

MYBPC3 NM_000256.3 NP_000247.2 c.2498C>T p.Ala833Val Benign 

MYBPC3 NM_000256.3 NP_000247.2 c.2686G>A p.Val896Met Likely Benign 

MYBPC3 NM_000256.3 NP_000247.2 c.3004C>T p.Arg1002Trp Likely Benign 

MYBPC3 NM_000256.3 NP_000247.2 c.3142C>T p.Arg1048Cys Likely Benign 

MYBPC3 NM_000256.3 NP_000247.2 c.3413G>A p.Arg1138His Likely Benign 

MYH7 NM_000257.2 NP_000248.2 c.8A>C p.Asp3Ala Likely Benign 

MYH7 NM_000257.2 NP_000248.2 c.321T>G p.Asp107Glu Likely Benign 

MYH7 NM_000257.2 NP_000248.2 c.438G>T  p.Lys146Asn Pathogenic 

MYH7 NM_000257.2 NP_000248.2 c.767G>A p.Gly256Glu Pathogenic 

MYH7 NM_000257.2 NP_000248.2 c.1208G>A p.Arg403Gln Pathogenic 

MYH7 NM_000257.2 NP_000248.2 c.1207C>T p.Arg403Trp Pathogenic 

MYH7 NM_000257.2 NP_000248.2 c.1357C>T p.Arg453Cys Pathogenic 

MYH7 NM_000257.2 NP_000248.2 c.1750G>C p.Gly584Arg Pathogenic 

MYH7 NM_000257.2 NP_000248.2 c.1816G>A p.Val606Met Pathogenic 

MYH7 NM_000257.2 NP_000248.2 c.1988G>A p.Arg663His Pathogenic 



 

 

MYH7 NM_000257.2 NP_000248.2 c.2146G>A p.Gly716Arg Pathogenic 

MYH7 NM_000257.2 NP_000248.2 c.2156G>A p.Arg719Gln Pathogenic 

MYH7 NM_000257.2 NP_000248.2 c.2155C>T p.Arg719Trp Pathogenic 

MYH7 NM_000257.2 NP_000248.2 c.2167C>T p.Arg723Cys Pathogenic 

MYH7 NM_000257.2 NP_000248.2 c.2167C>G p.Arg723Gly Pathogenic 

MYH7 NM_000257.2 NP_000248.2 c.2221G>T p.Gly741Trp Pathogenic 

MYH7 NM_000257.2 NP_000248.2 c.2389G>A p.Ala797Thr Pathogenic 

MYH7 NM_000257.2 NP_000248.2 c.2609G>A p.Arg870His Pathogenic 

MYH7 NM_000257.2 NP_000248.2 c.2717A>G p.Asp906Gly Pathogenic 

MYH7 NM_000257.2 NP_000248.2 c.2722C>G p.Leu908Val Pathogenic 

MYH7 NM_000257.2 NP_000248.2 c.2770G>A p.Glu924Lys Pathogenic 

MYH7 NM_000257.2 NP_000248.2 c.2788G>A p.Glu930Lys Pathogenic 

MYH7 NM_000257.2 NP_000248.2 c.3981C>A p.Asn1327Lys Likely Benign 

MYH7 NM_000257.2 NP_000248.2 c.4135G>A p.Ala1379Thr Pathogenic 

MYH7 NM_000257.2 NP_000248.2 c.4472C>G p.Ser1491Cys Benign 

MYH7 NM_000257.2 NP_000248.2 c.4555A>T p.Ser1519Cys Likely Benign 

MYL2 NM_000432.3 NP_000423.2 c.64G>A p.Glu22Lys Pathogenic 

MYL2 NM_000432.3 NP_000423.2 c.173G>A p.Arg58Gln Pathogenic 

TNNI3 NM_000363.4 NP_000354.4 c.235C>T p.Arg79Cys Likely Benign 

TNNI3 NM_000363.4 NP_000354.4 c.244C>T p.Pro82Ser Likely Benign 

TNNI3 NM_000363.4 NP_000354.4 c.244C>A p.Pro82Thr Likely Benign 

TNNI3 NM_000363.4 NP_000354.4 c.253T>A p.Leu85Met Likely Benign 

TNNI3 NM_000363.4 NP_000354.4 c.257C>A p.Ala86Asp Likely Benign 

TNNI3 NM_000363.4 NP_000354.4 c.433C>G p.Arg145Gly Pathogenic 

TNNI3 NM_000363.4 NP_000354.4 c.433C>T p.Arg145Trp Pathogenic 

TNNI3 NM_000363.4 NP_000354.4 c.470C>T  p.Ala157Val Pathogenic 

TNNI3 NM_000363.4 NP_000354.4 c.485G>A p.Arg162Gln Pathogenic 

TNNI3 NM_000363.4 NP_000354.4 c.557G>A  p.Arg186Gln Pathogenic 

TNNI3 NM_000363.4 NP_000354.4 c.575G>A p.Arg192His Pathogenic 

TNNT2 NM_001001430.1 NP_001001430.1   c.236T>A p.Ile79Asn Pathogenic 

TNNT2 NM_001001430.1 NP_001001430.1   c.275G>A p.Arg92Gln Pathogenic 

TNNT2 NM_001001430.1 NP_001001430.1   c.274C>T p.Arg92Trp Pathogenic 

TNNT2 NM_001001430.1 NP_001001430.1   c.421C>T p.Arg141Trp Pathogenic 

TNNT2 NM_001001430.1 NP_001001430.1   c.682C>G p.Gln228Glu Likely Benign 

TNNT2 NM_001001430.1 NP_001001430.1   c.758A>G p.Lys253Arg Benign 

TNNT2 NM_001001430.1 NP_001001430.1   c.805A>T p.Asn269Tyr Likely Benign 

TPM1 NM_000366.5 NP_000357.3 c.523G>A p.Asp175Asn Pathogenic 

TPM1 NM_000366.5 NP_000357.3 c.688G>A p.Asp230Asn Pathogenic 

 



 

 

 

 

 

Table S2. The Four Classification Scores 
This table shows the 74 gold standard variants with the four scores described in the 
text. 
 
Protien variant Classification PolyPhen 

score 

MrBayes 

score 

COILS 

score 

Structure 

score 

NP_000247.2:p.Pro147Leu Likely Benign 0.364 1.773516   

NP_000247.2:p.Val158Met Benign 0.038 1.831546   

NP_000247.2:p.Val189Ile Likely Benign 0.206 1.162951   

NP_000247.2:p.Ser236Gly Benign 0.001 1.430759   

NP_000247.2: p.Glu258Lys Pathogenic 0.196 1.118029   

NP_000247.2:p.Gly278Glu Likely Benign 0.66 1.212166   

NP_000247.2:p.Arg281Gln Likely Benign 0.049 1.654965   

NP_000247.2:p.Arg326Gln Benign 0.054 0.827841   

NP_000247.2:p.Arg382Trp Benign 0.894 1.103284   

NP_000247.2:p.Leu383Val Likely Benign 0.562 0.590754   

NP_000247.2:p.Gly416Ser Likely Benign 0.989 0.186616   

NP_000247.2:p.Glu451Gln Pathogenic 0.935 0.190564   

NP_000247.2:p.Arg495Gln Pathogenic 0.994 0.187814   

NP_000247.2:p.Arg502Gln Pathogenic 0.994 0.187814   

NP_000247.2:p.Arg502Trp Pathogenic 0.997 0.187814   

NP_000247.2:p.Gly507Arg Likely Benign 0.994 0.186616   

NP_000247.2:p.Ala522Thr Likely Benign 0.006 2.367328   

NP_000247.2:p.Leu545Met Likely Benign 0.919 0.1892   

NP_000247.2:p.Thr688Lys Likely Benign 0.008 2.221069   

NP_000247.2:p.Asn755Lys Pathogenic 0.997 0.185634   

NP_000247.2:p.Leu804Met Likely Benign 0.207 0.826993   

NP_000247.2:p.Ala833Val Benign 0.424 0.60121   

NP_000247.2:p.Val896Met Likely Benign 0.004 1.020041   

NP_000247.2:p.Arg1002Trp Likely Benign 0.998 0.187814   

NP_000247.2:p.Arg1048Cys Likely Benign 0.791 1.075026   

NP_000247.2:p.Arg1138His Likely Benign 0.993 0.187856   

NP_000248.2:p.Asp3Ala Likely Benign 0.985 0.40412   

NP_000248.2:p.Asp107Glu Likely Benign 0.011 0.817473  0.72368466

6666667 

NP_000248.2:p.Lys146Asn Pathogenic 0.578 0.349745  0.60734016

6666667 



 

 

NP_000248.2:p.Gly256Glu Pathogenic 0.999 0.064077  0.80517505

5555556 

NP_000248.2:p.Arg403Gln Pathogenic 0.99 0.232634  0.63606105

5555556 

NP_000248.2:p.Arg403Trp Pathogenic 0.999 0.232634  0.63606105

5555556 

NP_000248.2:p.Arg453Cys Pathogenic 0.999 0.259414  0.65229627

7777778 

NP_000248.2:p.Gly584Arg Pathogenic 0.998 0.064077  0.668971 

NP_000248.2:p.Val606Met Pathogenic 0.959 0.578037  0.70363694

4444445 

NP_000248.2:p.Arg663His Pathogenic 0.434 0.658202  0.76842466

6666667 

NP_000248.2:p.Gly716Arg Pathogenic 0.996 1.240913  0.88685983

3333333 

NP_000248.2:p.Arg719Gln Pathogenic 0.383 0.251198  0.919598 

NP_000248.2:p.Arg719Trp Pathogenic 0.888 0.251198  0.919598 

NP_000248.2:p.Arg723Cys Pathogenic 1 0.675437  0.92658494

4444444 

NP_000248.2:p.Arg723Gly Pathogenic 0.999 0.675437  0.92658494

4444444 

NP_000248.2:p.Gly741Trp Pathogenic 0.612 0.462298  0.93406116

6666667 

NP_000248.2:p.Ala797Thr Pathogenic 0.02 0.842704  0.89172761

1111111 

NP_000248.2:p.Arg870His Pathogenic 0.531 0.450972 0.049  

NP_000248.2:p.Asp906Gly Pathogenic 0.465 0.922319 0.188  

NP_000248.2:p.Leu908Val Pathogenic 0.917 0.13996 0.124  

NP_000248.2:p.Glu924Lys Pathogenic 0.96 0.267061 0.042  

NP_000248.2:p.Glu930Lys Pathogenic 0.96 0.065827 0.078  

NP_000248.2:p.Asn1327Lys Likely Benign 0.373 0.570145 0.02  

NP_000248.2:p.Ala1379Thr Pathogenic 0.153 0.268716 0.125  

NP_000248.2:p.Ser1491Cys Benign 0.001 2.133482 0.003  

NP_000248.2:p.Ser1519Cys Likely Benign 0.218 2.130523 0.002  

NP_000423.2:p.Glu22Lys Pathogenic 0.381   0.639643 

NP_000423.2:p.Arg58Gln Pathogenic 0.47   0.70376533

3333333 

NP_000354.4:p.Arg79Cys Likely Benign 0.874 1.560826  0.590948 

NP_000354.4:p.Pro82Ser Likely Benign 0.995 0.214355  0.519521 

NP_000354.4:p.Pro82Thr Likely Benign 0.995 0.214355  0.519521 

NP_000354.4:p.Leu85Met Likely Benign 0.373 0.679624  0.603625 

NP_000354.4:p.Ala86Asp Likely Benign 0.198 0.973472  0.597456 

NP_000354.4:p.Arg145Gly Pathogenic 0.954 0.63085  0.84635 

NP_000354.4:p.Arg145Trp Pathogenic 0.971 0.63085  0.84635 



 

 

NP_000354.4:p.Ala157Val Pathogenic 0.887 0.399959   

NP_000354.4:p.Arg162Gln Pathogenic 0.421 0.645396   

NP_000354.4:p.Arg186Gln Pathogenic 0.794 0.465974   

NP_000354.4:p.Arg192His Pathogenic 0.984 0.247463   

NP_001001430.1:p.Ile79Asn Pathogenic 0.985 0.151537   

NP_001001430.1:p.Arg92Gln Pathogenic 0.982 0.09613 0.091  

NP_001001430.1:p.Arg92Trp Pathogenic 0.997 0.09613 0.201  

NP_001001430.1:p.Arg141Trp Pathogenic 0.995 0.043148 0.232  

NP_001001430.1:p.Gln228Glu Likely Benign 0.024 0.319379  0.7008 

NP_001001430.1:p.Lys253Arg Benign 0.009 0.497708  0.612637 

NP_001001430.1:p.Asn269Tyr Likely Benign 0.599 0.507608  0.672594 

NP_000357.3:p.Asp175Asn Pathogenic 0.896 0.354401 0.031  

NP_000357.3:p.Asp230Asn Pathogenic 0.832 0.386874 0.038  



 

 

Table S3. List of Sequences in the MYH7 Alignment 
This table shows the 68 sequences chosen for the MYH7 alignment and the UniProt or 
UniParc accessions used to refer to them in figure S2, ordered by sequence similarity to 
human MYH7. “MyH” in the description column indicates myosin heavy chain. 



 

 

 Accession Species Description 

1 P12883 Homo sapiens (human) beta cardiac MyH 

2 UPI0000D9BB5C Macaca mulatta (Rhesus macaque) alpha cardiac MyH 

3 Q91973 Coturnix coturnix (quail) slow muscle MyH 

4 Q910C5 Gallus gallus (chicken) chick atrial MyH 

5 Q5EC16 Xenopus laevis (African clawed frog) alpha cardiac MyH 

6 UPI00015A4B13 Danio rerio (zebrafish) slow muscle MyH 

7 UPI00015A67FC Danio rerio (zebrafish) hypothetical protein 

8 B6IDE0 Danio rerio (zebrafish) slow muscle MyH 

9 UPI00016278FC Danio rerio (zebrafish) ventricular MyH 

10 B6IDE1 Danio rerio (zebrafish) slow MyH 

11 Q2HX56 Cyprinus carpio (common carp) embryonic muscle MyH 

12 B8JLS3 Danio rerio (zebrafish) alpha cardiac MyH 

13 UPI0000EB3EAF Canis lupus (dog) adult skeletal muscle MyH 

14 UPI0000DA357F Rattus norvegicus (rat) perinatal skeletal muscle 

MyH 

15 Q6DIX8 Xenopus tropicalis (Western clawed frog) adult skeletal muscle MyH 

16 Q4T2B5 Tetraodon nigroviridis hypothetical protein 

17 Q6DFQ6 Xenopus tropicalis (Western clawed frog) extrocular skeletal muscle 

MyH 

18 B4F6Y1 Xenopus tropicalis (Western clawed frog) hypothetical protein 

19 UPI00006A2578 Xenopus tropicalis (Western clawed frog) extraocular skeletal muscle 

MyH 

20 A6QPA6 Bos taurus (cattle) embryonic skeletal muscle 

MyH 

21 Q076A8 Canis lupus (dog) embryonic skeletal muscle 

MyH 

22 UPI0000D9E164 Macaca mulatta (Rhesus macaque) embryonic skeletal muscle 

MyH 

23 Q75UE1 Lampetra japonica (lamprey) unspecified MyH 

24 UPI0000E81268 Gallus gallus (chicken) extraocular skeletal muscle 

MyH 



 

 

 Accession Species Description 

25 Q90339 Cyprinus carpio (common carp) fast muscle MyH 

26 Q6NX33 Xenopus tropicalis (Western clawed frog) unspecified MyH 

27 UPI0000D9E163 Macaca mulatta (Rhesus macaque) embryonic skeletal muscle 

MyH 

28 A8R0Q4 Hypophthalmichthys molitrix (silver carp) fast muscle MyH 

29 UPI00015A3FB7 Danio rerio (zebrafish) fast muscle MyH 

30 UPI0001761474 Danio rerio (zebrafish) fast muscle MyH 

31 B1AR69 Mus musculus (mouse) extraocular skeletal muscle 

MyH 

32 UPI00015A3FF2 Danio rerio (zebrafish) skeletal muscle MyH 

33 UPI0000D9E161 Macaca mulatta (Rhesus macaque) extraocular skeletal muscle 

MyH 

34 Q9GJP9 Oryctolagus cuniculus (rabbit) extraocular skeletal muscle 

MyH 

35 UPI0000DA3582 Rattus norvegicus (rat) extraocular skeletal muscle 

MyH 

36 B8A569 Danio rerio (zebrafish) unspecified MyH 

37 Q05K05 Oryzias latipes (Japanese rice fish) smooth muscle MyH 

38 UPI00015A7E7F Danio rerio (zebrafish) fast muscle MyH 

39 Q9UKX3 Homo sapiens (human) extraocular skeletal muscle 

MyH 

40 Q508P7 Danio rerio (zebrafish) fast muscle MyH 

41 B8A561 Danio rerio (zebrafish) unspecified MyH 

42 UPI000175F75C Danio rerio (zebrafish) skeletal muscle MyH 

43 O42352 Cyprinus carpio (common carp) unspecified MyH 

44 UPI00015A7E8A Danio rerio (zebrafish) fast muscle MyH 

45 Q2HX58 Cyprinus carpio (common carp) embryonic muscle MyH 

46 A4GWV4 Siniperca kneri (Chinese perch) skeletal muscle MyH 

47 UPI0000EBDD42 Bos taurus (cattle) extraocular skeletal muscle 

MyH 

48 UPI0000DA33E7 Rattus norvegicus (rat) extraocular skeletal muscle 

MyH 



 

 

 Accession Species Description 

49 Q6SNT2 Siniperca chuatsi (Chinese perch) fast muscle MyH 

50 Q05K10 Oryzias latipes (Japanese rice fish) fast muscle MyH 

51 Q90YF6 Paracirrhites forsteri (freckled hawkfish) unspecified MyH 

52 UPI0001796E5B Equus caballus (horse) extraocular skeletal muscle 

MyH 

53 Q90337 Cyprinus carpio (common carp) unspecified MyH 

54 Q5NTZ3 Cyprinus carpio (common carp) unspecified MyH 

55 Q05K07 Oryzias latipes (Japanese rice fish) fast muscle MyH 

56 Q98TQ4 Notothenia coriiceps (black rockcod) unspecified MyH 

57 Q05K11 Oryzias latipes (Japanese rice fish) fast muscle MyH 

58 A4PDX4 Saurida undosquamis (brushtooth lizardfish) fast muscle MyH 

59 Q9DGD5 Pennahia argentata (silver croaker) unspecified MyH 

60 B2Z9Y7 Xenopus laevis (African clawed frog) laryngeal skeletal muscle 

MyH 

61 A8R0Q7 Hypophthalmichthys molitrix (silver carp) fast muscle MyH 

62 Q98TQ6 Notothenia coriiceps (black rockcod) unspecified MyH 

63 Q8JIP5 Oncorhynchus keta (chum salmon) unspecified MyH 

64 UPI000180BC7B Ciona intestinalis (sea squirt) embryonic muscle MyH 

65 Q25142 Halocynthia roretzi (sea pineapple) embryonic muscle MyH 

66 B2RFJ0 Oikopleura dioica embryonic muscle MyH 

67 UPI0000E47670 Strongylocentrotus purpuratus (sea urchin) unspecified MyH 

68 B1PS43 Homo sapiens (human) smooth muscle MyH 

 

 

 

 

 



 

 

Table S4. List of Sequences in the MYBPC3 Alignment 
This table shows the 50 sequences chosen for the MYBPC3 alignment and the UniProt 
or UniParc accessions used to refer to them in figure S2, ordered by sequence similarity 
to human MYBPC3. “MyBP-C” in the description column indicates myosin binding 
protein C. 



 

 

 Accession Species Description 

1 A8MXZ9 Homo sapiens (human) cardiac MyBP-C 

2 Q2Q1P6 Canis lupus (dog) cardiac MyBP-C 

3 UPI0001796E3C Equus caballus (horse) cardiac MyBP-C 

4 UPI0000EB1703 Canis lupus (dog) cardiac MyBP-C 

5 A2AGQ1 Mus musculus (mouse) cardiac MyBP-C 

6 B2FDF4 Mus musculus (mouse) cardiac MyBP-C 

7 A9JR55 Mus musculus (mouse) cardiac MyBP-C 

8 Q3UIK0 Mus musculus (mouse) cardiac MyBP-C 

9 Q0VD56 Bos taurus (cattle) cardiac MyBP-C 

10 UPI000179E0E8 Bos taurus (cattle) cardiac MyBP-C 

11 UPI0000DC0477 Rattus norvegicus (rat) cardiac MyBP-C 

12 UPI000154D9A3 Rattus norvegicus (rat) cardiac MyBP-C 

13 O70468 Mus musculus (mouse) cardiac MyBP-C 

14 UPI0000F2DAC3 Monodelphis domestica (opossum) hypothetical protein 

15 UPI0000ECB979 Gallus gallus (chicken) cardiac MyBP-C 

16 Q90688 Gallus gallus (chicken) cardiac MyBP-C 

17 UPI0000ECB97A Gallus gallus (chicken) cardiac MyBP-C 

18 Q90688-2 Gallus gallus (chicken) cardiac MyBP-C 

19 B7ZS41 Xenopus laevis (African clawed frog) hypothetical protein 

20 Q6IP30 Xenopus laevis (African clawed frog) hypothetical protein 

21 UPI00006A19A0 Xenopus tropicalis (Western clawed frog) cardiac MyBP-C 

22 Q90X86 Xenopus laevis (African clawed frog) cardiac MyBP-C 

23 Q498L6 Xenopus laevis (African clawed frog) hypothetical protein 

24 UPI0001722DB9 Danio rerio (zebrafish) cardiac MyBP-C 



 

 

 Accession Species Description 

25 A9JTS4 Xenopus tropicalis (Western clawed frog) cardiac MyBP-C 

26 UPI00015A7ACC Danio rerio (zebrafish) hypothetical protein 

27 UPI00015A7ACB Danio rerio (zebrafish) hypothetical protein 

28 Q4SI34 Tetraodon nigroviridis (pufferfish) hypothetical protein 

29 UPI00015A7ACA Danio rerio (zebrafish) hypothetical protein 

30 Q0IJ38 Danio rerio (zebrafish) fast MyBP-C 

31 UPI00015A7A35 Danio rerio (zebrafish) hypothetical protein 

32 UPI00015A7A37 Danio rerio (zebrafish) hypothetical protein 

33 UPI0000D8BC93 Danio rerio (zebrafish) hypothetical protein 

34 P16419 Gallus gallus (chicken) fast MyBP-C 

35 Q4T9D9 Tetraodon nigroviridis (pufferfish) hypothetical protein 

36 Q5BJ14 Danio rerio (zebrafish) fast MyBP-C 

37 UPI00015A4C30 Danio rerio (zebrafish) hypothetical protein 

38 UPI00015A4C2E Danio rerio (zebrafish) hypothetical protein 

39 UPI000059FDA5 Canis lupus (dog) fast MyBP-C 

40 UPI000059FDA7 Canis lupus (dog) fast MyBP-C 

41 UPI00015A4C4C Danio rerio (zebrafish) hypothetical protein 

42 UPI00015A4C31 Danio rerio (zebrafish) hypothetical protein 

43 UPI0000EB459A Canis lupus (dog) fast MyBP-C 

44 UPI000154F1E6 Rattus norvegicus (rat) fast MyBP-C 

45 A1L4G9 Homo sapiens (human) fast MyBP-C 

46 Q14324 Homo sapiens (human) fast MyBP-C 

47 UPI0000D617F3 Homo sapiens (human) fast MyBP-C 

48 Q5XKE0 Mus musculus (mouse) fast MyBP-C 



 

 

 Accession Species Description 

49 UPI00015DF070 Mus musculus (mouse) fast MyBP-C 

50 UPI00006A07B4 Xenopus tropicalis (Western clawed frog) fast MyBP-C 

 

 

 

 

 



 

 

Table S5. Pairwise Distances between Sequences in the MYH7 Alignment 
This table shows the pairwise alignment distances between sequences in the manual 
MYH7 alignment. Sequences are ordered and numbered as in table S2. 



 

 

 1 2 3 4 5 6 7 8 9 10 11 12 13 14 15 16 17 

1 1.00 0.93 0.89 0.88 0.88 0.87 0.86 0.86 0.86 0.86 0.85 0.83 0.82 0.81 0.80 0.80 0.80 

2 0.93 1.00 0.90 0.90 0.89 0.86 0.86 0.86 0.86 0.86 0.85 0.83 0.81 0.81 0.82 0.80 0.80 

3 0.89 0.90 1.00 0.98 0.86 0.83 0.83 0.83 0.83 0.84 0.83 0.81 0.79 0.79 0.79 0.79 0.78 

4 0.88 0.90 0.98 1.00 0.86 0.83 0.83 0.83 0.83 0.84 0.83 0.81 0.79 0.79 0.79 0.79 0.78 

5 0.88 0.89 0.86 0.86 1.00 0.85 0.86 0.85 0.85 0.85 0.84 0.83 0.79 0.79 0.80 0.80 0.79 

6 0.87 0.86 0.83 0.83 0.85 1.00 0.90 0.97 0.90 0.93 0.92 0.83 0.80 0.80 0.80 0.80 0.80 

7 0.86 0.86 0.83 0.83 0.86 0.90 1.00 0.90 1.00 0.89 0.88 0.83 0.80 0.79 0.80 0.80 0.80 

8 0.86 0.86 0.83 0.83 0.85 0.97 0.90 1.00 0.90 0.95 0.92 0.83 0.80 0.80 0.80 0.80 0.80 

9 0.86 0.86 0.83 0.83 0.85 0.90 1.00 0.90 1.00 0.89 0.87 0.83 0.79 0.79 0.79 0.80 0.80 

10 0.86 0.86 0.84 0.84 0.85 0.93 0.89 0.95 0.89 1.00 0.95 0.84 0.79 0.79 0.80 0.80 0.80 

11 0.85 0.85 0.83 0.83 0.84 0.92 0.88 0.92 0.87 0.95 1.00 0.83 0.80 0.79 0.80 0.80 0.80 

12 0.83 0.83 0.81 0.81 0.83 0.83 0.83 0.83 0.83 0.84 0.83 1.00 0.77 0.77 0.78 0.84 0.78 

13 0.82 0.81 0.79 0.79 0.79 0.80 0.80 0.80 0.79 0.79 0.80 0.77 1.00 0.94 0.88 0.74 0.84 

14 0.81 0.81 0.79 0.79 0.79 0.80 0.79 0.80 0.79 0.79 0.79 0.77 0.94 1.00 0.87 0.74 0.84 

15 0.80 0.82 0.79 0.79 0.80 0.80 0.80 0.80 0.79 0.80 0.80 0.78 0.88 0.87 1.00 0.75 0.86 

16 0.80 0.80 0.79 0.79 0.80 0.80 0.80 0.80 0.80 0.80 0.80 0.84 0.74 0.74 0.75 1.00 0.77 

17 0.80 0.80 0.78 0.78 0.79 0.80 0.80 0.80 0.80 0.80 0.80 0.78 0.84 0.84 0.86 0.77 1.00 

18 0.80 0.81 0.78 0.78 0.80 0.80 0.79 0.80 0.79 0.80 0.80 0.78 0.86 0.86 0.90 0.75 0.86 

19 0.80 0.80 0.78 0.78 0.79 0.80 0.80 0.79 0.80 0.79 0.80 0.77 0.83 0.83 0.85 0.76 0.99 

20 0.79 0.80 0.78 0.78 0.78 0.79 0.78 0.79 0.78 0.78 0.79 0.76 0.85 0.85 0.83 0.74 0.83 

21 0.79 0.80 0.78 0.78 0.78 0.79 0.78 0.79 0.78 0.79 0.79 0.76 0.86 0.85 0.84 0.74 0.83 

22 0.79 0.80 0.78 0.78 0.78 0.79 0.78 0.79 0.78 0.78 0.79 0.76 0.86 0.85 0.83 0.73 0.83 

23 0.79 0.79 0.78 0.77 0.79 0.78 0.78 0.78 0.78 0.79 0.79 0.77 0.79 0.78 0.81 0.76 0.80 

24 0.79 0.79 0.77 0.77 0.78 0.78 0.78 0.78 0.78 0.79 0.79 0.77 0.84 0.84 0.85 0.74 0.83 



 

 

 1 2 3 4 5 6 7 8 9 10 11 12 13 14 15 16 17 

25 0.79 0.79 0.76 0.76 0.77 0.79 0.78 0.79 0.78 0.80 0.79 0.76 0.83 0.82 0.84 0.74 0.83 

26 0.78 0.80 0.77 0.77 0.79 0.79 0.79 0.78 0.78 0.79 0.79 0.77 0.83 0.82 0.84 0.75 0.91 

27 0.78 0.79 0.77 0.76 0.77 0.78 0.77 0.78 0.77 0.77 0.78 0.75 0.84 0.84 0.82 0.73 0.82 

28 0.78 0.78 0.76 0.76 0.77 0.79 0.78 0.79 0.78 0.79 0.79 0.76 0.83 0.82 0.83 0.73 0.82 

29 0.78 0.78 0.76 0.76 0.77 0.79 0.78 0.79 0.78 0.79 0.79 0.76 0.83 0.82 0.84 0.74 0.83 

30 0.78 0.78 0.76 0.76 0.77 0.79 0.78 0.79 0.78 0.79 0.79 0.76 0.83 0.82 0.84 0.74 0.83 

31 0.78 0.78 0.76 0.76 0.77 0.77 0.77 0.76 0.77 0.77 0.77 0.75 0.83 0.83 0.82 0.73 0.82 

32 0.78 0.78 0.76 0.76 0.77 0.79 0.78 0.79 0.78 0.79 0.79 0.76 0.83 0.82 0.84 0.74 0.83 

33 0.78 0.78 0.76 0.76 0.77 0.76 0.77 0.76 0.77 0.76 0.77 0.75 0.82 0.83 0.82 0.72 0.81 

34 0.78 0.78 0.76 0.76 0.77 0.76 0.77 0.76 0.77 0.76 0.77 0.75 0.83 0.83 0.82 0.73 0.82 

35 0.78 0.78 0.76 0.76 0.77 0.77 0.77 0.76 0.77 0.76 0.77 0.75 0.83 0.83 0.82 0.73 0.82 

36 0.78 0.78 0.76 0.76 0.77 0.78 0.78 0.78 0.78 0.79 0.79 0.76 0.82 0.82 0.83 0.74 0.83 

37 0.78 0.78 0.76 0.76 0.77 0.78 0.78 0.79 0.78 0.79 0.79 0.76 0.83 0.81 0.83 0.74 0.83 

38 0.77 0.78 0.76 0.76 0.77 0.78 0.78 0.78 0.78 0.79 0.79 0.76 0.82 0.82 0.83 0.74 0.83 

39 0.77 0.77 0.76 0.76 0.76 0.76 0.77 0.76 0.76 0.76 0.77 0.74 0.82 0.82 0.82 0.72 0.81 

40 0.77 0.78 0.76 0.76 0.77 0.78 0.78 0.78 0.78 0.79 0.79 0.76 0.82 0.82 0.83 0.74 0.83 

41 0.77 0.78 0.76 0.76 0.77 0.78 0.78 0.79 0.78 0.79 0.79 0.76 0.82 0.82 0.83 0.74 0.83 

42 0.77 0.78 0.76 0.76 0.77 0.78 0.78 0.78 0.78 0.79 0.79 0.76 0.82 0.82 0.83 0.74 0.83 

43 0.77 0.77 0.74 0.75 0.76 0.77 0.77 0.78 0.77 0.78 0.78 0.74 0.81 0.80 0.83 0.73 0.82 

44 0.77 0.78 0.75 0.75 0.77 0.78 0.77 0.78 0.77 0.78 0.78 0.76 0.82 0.81 0.83 0.74 0.83 

45 0.77 0.78 0.76 0.75 0.77 0.78 0.78 0.78 0.77 0.79 0.79 0.75 0.82 0.82 0.83 0.74 0.83 

46 0.77 0.77 0.75 0.75 0.76 0.78 0.77 0.78 0.77 0.78 0.78 0.75 0.81 0.81 0.82 0.73 0.82 

47 0.77 0.77 0.76 0.76 0.76 0.76 0.77 0.76 0.76 0.76 0.76 0.74 0.82 0.82 0.81 0.72 0.81 

48 0.77 0.77 0.76 0.76 0.77 0.76 0.77 0.76 0.77 0.76 0.77 0.74 0.82 0.82 0.82 0.72 0.81 



 

 

 1 2 3 4 5 6 7 8 9 10 11 12 13 14 15 16 17 

49 0.77 0.77 0.75 0.75 0.76 0.78 0.77 0.78 0.77 0.78 0.78 0.75 0.81 0.81 0.82 0.73 0.82 

50 0.77 0.77 0.75 0.75 0.77 0.78 0.78 0.78 0.77 0.79 0.79 0.75 0.82 0.81 0.83 0.73 0.81 

51 0.77 0.77 0.75 0.75 0.76 0.78 0.77 0.78 0.77 0.79 0.79 0.76 0.82 0.81 0.83 0.73 0.82 

52 0.77 0.77 0.76 0.75 0.76 0.76 0.77 0.75 0.76 0.76 0.76 0.74 0.82 0.82 0.82 0.72 0.81 

53 0.77 0.77 0.74 0.74 0.76 0.77 0.77 0.78 0.77 0.78 0.78 0.74 0.81 0.80 0.82 0.73 0.81 

54 0.77 0.77 0.74 0.74 0.76 0.77 0.77 0.77 0.77 0.77 0.77 0.74 0.81 0.80 0.82 0.72 0.81 

55 0.77 0.77 0.75 0.75 0.76 0.78 0.77 0.78 0.77 0.79 0.79 0.75 0.82 0.80 0.83 0.73 0.82 

56 0.77 0.77 0.75 0.75 0.76 0.77 0.77 0.77 0.76 0.77 0.77 0.75 0.81 0.80 0.82 0.72 0.80 

57 0.77 0.77 0.75 0.75 0.76 0.78 0.77 0.78 0.77 0.78 0.78 0.75 0.81 0.80 0.83 0.73 0.82 

58 0.76 0.77 0.74 0.74 0.76 0.77 0.77 0.78 0.77 0.78 0.78 0.75 0.81 0.80 0.82 0.73 0.82 

59 0.76 0.77 0.74 0.74 0.76 0.77 0.77 0.77 0.77 0.78 0.78 0.75 0.81 0.80 0.82 0.73 0.82 

60 0.76 0.76 0.75 0.74 0.75 0.76 0.76 0.75 0.76 0.76 0.76 0.74 0.78 0.78 0.80 0.72 0.84 

61 0.75 0.76 0.74 0.73 0.75 0.76 0.76 0.76 0.76 0.77 0.77 0.74 0.81 0.80 0.81 0.72 0.80 

62 0.75 0.76 0.73 0.73 0.75 0.76 0.76 0.77 0.76 0.77 0.77 0.74 0.79 0.79 0.81 0.72 0.80 

63 0.75 0.75 0.73 0.73 0.74 0.75 0.75 0.76 0.75 0.76 0.76 0.73 0.79 0.78 0.80 0.72 0.80 

64 0.69 0.71 0.67 0.67 0.69 0.69 0.69 0.69 0.69 0.69 0.69 0.67 0.69 0.67 0.68 0.67 0.69 

65 0.69 0.71 0.67 0.68 0.69 0.70 0.69 0.70 0.69 0.70 0.70 0.68 0.68 0.67 0.68 0.67 0.69 

66 0.56 0.57 0.56 0.56 0.55 0.56 0.55 0.56 0.55 0.56 0.56 0.56 0.56 0.55 0.56 0.55 0.57 

67 0.55 0.55 0.54 0.54 0.54 0.55 0.54 0.55 0.54 0.55 0.54 0.54 0.54 0.53 0.54 0.54 0.54 

68 0.42 0.40 0.41 0.41 0.41 0.41 0.41 0.41 0.41 0.41 0.40 0.40 0.42 0.41 0.41 0.41 0.41 

 

 

 

 

 



 

 

 18 19 20 21 22 23 24 25 26 27 28 29 30 31 32 33 34 

1 0.80 0.80 0.79 0.79 0.79 0.79 0.79 0.79 0.78 0.78 0.78 0.78 0.78 0.78 0.78 0.78 0.78 

2 0.81 0.80 0.80 0.80 0.80 0.79 0.79 0.79 0.80 0.79 0.78 0.78 0.78 0.78 0.78 0.78 0.78 

3 0.78 0.78 0.78 0.78 0.78 0.78 0.77 0.76 0.77 0.77 0.76 0.76 0.76 0.76 0.76 0.76 0.76 

4 0.78 0.78 0.78 0.78 0.78 0.77 0.77 0.76 0.77 0.76 0.76 0.76 0.76 0.76 0.76 0.76 0.76 

5 0.80 0.79 0.78 0.78 0.78 0.79 0.78 0.77 0.79 0.77 0.77 0.77 0.77 0.77 0.77 0.77 0.77 

6 0.80 0.80 0.79 0.79 0.79 0.78 0.78 0.79 0.79 0.78 0.79 0.79 0.79 0.77 0.79 0.76 0.76 

7 0.79 0.80 0.78 0.78 0.78 0.78 0.78 0.78 0.79 0.77 0.78 0.78 0.78 0.77 0.78 0.77 0.77 

8 0.80 0.79 0.79 0.79 0.79 0.78 0.78 0.79 0.78 0.78 0.79 0.79 0.79 0.76 0.79 0.76 0.76 

9 0.79 0.80 0.78 0.78 0.78 0.78 0.78 0.78 0.78 0.77 0.78 0.78 0.78 0.77 0.78 0.77 0.77 

10 0.80 0.79 0.78 0.79 0.78 0.79 0.79 0.80 0.79 0.77 0.79 0.79 0.79 0.77 0.79 0.76 0.76 

11 0.80 0.80 0.79 0.79 0.79 0.79 0.79 0.79 0.79 0.78 0.79 0.79 0.79 0.77 0.79 0.77 0.77 

12 0.78 0.77 0.76 0.76 0.76 0.77 0.77 0.76 0.77 0.75 0.76 0.76 0.76 0.75 0.76 0.75 0.75 

13 0.86 0.83 0.85 0.86 0.86 0.79 0.84 0.83 0.83 0.84 0.83 0.83 0.83 0.83 0.83 0.82 0.83 

14 0.86 0.83 0.85 0.85 0.85 0.78 0.84 0.82 0.82 0.84 0.82 0.82 0.82 0.83 0.82 0.83 0.83 

15 0.90 0.85 0.83 0.84 0.83 0.81 0.85 0.84 0.84 0.82 0.83 0.84 0.84 0.82 0.84 0.82 0.82 

16 0.75 0.76 0.74 0.74 0.73 0.76 0.74 0.74 0.75 0.73 0.73 0.74 0.74 0.73 0.74 0.72 0.73 

17 0.86 0.99 0.83 0.83 0.83 0.80 0.83 0.83 0.91 0.82 0.82 0.83 0.83 0.82 0.83 0.81 0.82 

18 1.00 0.85 0.82 0.83 0.83 0.80 0.87 0.85 0.86 0.82 0.84 0.85 0.85 0.84 0.85 0.83 0.83 

19 0.85 1.00 0.82 0.82 0.82 0.79 0.82 0.83 0.90 0.81 0.82 0.83 0.83 0.81 0.83 0.81 0.81 

20 0.82 0.82 1.00 0.98 0.97 0.78 0.81 0.80 0.82 0.97 0.80 0.80 0.80 0.80 0.80 0.79 0.79 

21 0.83 0.82 0.98 1.00 0.98 0.79 0.81 0.81 0.81 0.98 0.81 0.81 0.80 0.80 0.80 0.80 0.80 

22 0.83 0.82 0.97 0.98 1.00 0.78 0.81 0.81 0.81 1.00 0.81 0.80 0.80 0.80 0.80 0.79 0.79 

23 0.80 0.79 0.78 0.79 0.78 1.00 0.78 0.79 0.79 0.77 0.78 0.78 0.78 0.77 0.79 0.77 0.77 

24 0.87 0.82 0.81 0.81 0.81 0.78 1.00 0.82 0.82 0.80 0.80 0.82 0.82 0.85 0.82 0.85 0.85 



 

 

 18 19 20 21 22 23 24 25 26 27 28 29 30 31 32 33 34 

25 0.85 0.83 0.80 0.81 0.81 0.79 0.82 1.00 0.84 0.79 0.91 0.95 0.95 0.80 0.97 0.79 0.80 

26 0.86 0.90 0.82 0.81 0.81 0.79 0.82 0.84 1.00 0.80 0.82 0.84 0.84 0.80 0.84 0.80 0.80 

27 0.82 0.81 0.97 0.98 1.00 0.77 0.80 0.79 0.80 1.00 0.80 0.79 0.79 0.79 0.79 0.78 0.79 

28 0.84 0.82 0.80 0.81 0.81 0.78 0.80 0.91 0.82 0.80 1.00 0.92 0.92 0.80 0.92 0.79 0.79 

29 0.85 0.83 0.80 0.81 0.80 0.78 0.82 0.95 0.84 0.79 0.92 1.00 1.00 0.80 0.97 0.80 0.80 

30 0.85 0.83 0.80 0.80 0.80 0.78 0.82 0.95 0.84 0.79 0.92 1.00 1.00 0.80 0.98 0.80 0.80 

31 0.84 0.81 0.80 0.80 0.80 0.77 0.85 0.80 0.80 0.79 0.80 0.80 0.80 1.00 0.80 0.96 0.97 

32 0.85 0.83 0.80 0.80 0.80 0.79 0.82 0.97 0.84 0.79 0.92 0.97 0.98 0.80 1.00 0.79 0.80 

33 0.83 0.81 0.79 0.80 0.79 0.77 0.85 0.79 0.80 0.78 0.79 0.80 0.80 0.96 0.79 1.00 0.96 

34 0.83 0.81 0.79 0.80 0.79 0.77 0.85 0.80 0.80 0.79 0.79 0.80 0.80 0.97 0.80 0.96 1.00 

35 0.84 0.81 0.80 0.80 0.80 0.77 0.85 0.80 0.80 0.79 0.80 0.81 0.80 0.99 0.80 0.96 0.97 

36 0.85 0.83 0.80 0.81 0.80 0.79 0.82 0.90 0.84 0.79 0.88 0.91 0.91 0.80 0.91 0.80 0.80 

37 0.84 0.83 0.80 0.81 0.81 0.78 0.81 0.93 0.83 0.80 0.91 0.93 0.93 0.79 0.93 0.79 0.79 

38 0.85 0.83 0.80 0.80 0.80 0.79 0.81 0.90 0.83 0.79 0.88 0.91 0.91 0.80 0.91 0.80 0.80 

39 0.83 0.81 0.79 0.80 0.79 0.76 0.85 0.79 0.80 0.78 0.79 0.80 0.80 0.96 0.79 0.98 0.96 

40 0.84 0.83 0.80 0.80 0.80 0.78 0.81 0.90 0.83 0.79 0.88 0.90 0.90 0.80 0.91 0.79 0.80 

41 0.84 0.83 0.80 0.80 0.80 0.78 0.81 0.90 0.83 0.79 0.88 0.91 0.90 0.80 0.91 0.80 0.80 

42 0.84 0.83 0.80 0.80 0.80 0.78 0.81 0.90 0.83 0.79 0.88 0.90 0.90 0.80 0.91 0.80 0.80 

43 0.83 0.81 0.78 0.79 0.78 0.78 0.80 0.94 0.82 0.77 0.89 0.93 0.93 0.78 0.93 0.78 0.78 

44 0.84 0.83 0.80 0.80 0.80 0.78 0.81 0.90 0.83 0.79 0.88 0.90 0.90 0.80 0.91 0.80 0.80 

45 0.84 0.82 0.80 0.80 0.80 0.78 0.81 0.90 0.83 0.79 0.87 0.90 0.90 0.80 0.90 0.79 0.79 

46 0.84 0.81 0.79 0.79 0.79 0.78 0.80 0.93 0.83 0.78 0.90 0.92 0.93 0.79 0.93 0.78 0.79 

47 0.82 0.81 0.79 0.79 0.79 0.76 0.84 0.79 0.80 0.78 0.79 0.80 0.79 0.95 0.79 0.94 0.95 

48 0.83 0.81 0.79 0.80 0.79 0.76 0.84 0.79 0.80 0.79 0.80 0.80 0.80 0.98 0.79 0.95 0.95 



 

 

 18 19 20 21 22 23 24 25 26 27 28 29 30 31 32 33 34 

49 0.84 0.81 0.79 0.79 0.79 0.78 0.80 0.93 0.83 0.78 0.90 0.93 0.93 0.79 0.93 0.78 0.79 

50 0.84 0.81 0.80 0.80 0.80 0.78 0.80 0.92 0.82 0.79 0.90 0.92 0.92 0.79 0.92 0.78 0.78 

51 0.84 0.82 0.79 0.79 0.79 0.78 0.80 0.93 0.83 0.78 0.90 0.92 0.92 0.79 0.93 0.78 0.78 

52 0.83 0.81 0.79 0.79 0.79 0.76 0.84 0.79 0.80 0.78 0.79 0.80 0.79 0.96 0.79 0.95 0.96 

53 0.83 0.81 0.78 0.79 0.78 0.78 0.80 0.94 0.82 0.77 0.89 0.93 0.93 0.78 0.93 0.77 0.78 

54 0.83 0.81 0.78 0.79 0.78 0.78 0.80 0.94 0.81 0.77 0.88 0.92 0.92 0.78 0.93 0.77 0.78 

55 0.84 0.81 0.79 0.80 0.80 0.78 0.80 0.92 0.82 0.79 0.89 0.92 0.92 0.79 0.93 0.78 0.79 

56 0.82 0.80 0.79 0.79 0.79 0.78 0.80 0.88 0.81 0.78 0.88 0.89 0.88 0.78 0.88 0.77 0.77 

57 0.84 0.81 0.79 0.79 0.80 0.78 0.80 0.92 0.82 0.78 0.89 0.92 0.92 0.79 0.92 0.78 0.78 

58 0.83 0.81 0.78 0.78 0.78 0.78 0.80 0.90 0.82 0.77 0.87 0.89 0.89 0.79 0.90 0.78 0.78 

59 0.83 0.82 0.78 0.78 0.78 0.78 0.80 0.89 0.82 0.77 0.87 0.89 0.89 0.79 0.89 0.78 0.78 

60 0.81 0.84 0.77 0.77 0.77 0.75 0.78 0.79 0.86 0.76 0.77 0.79 0.79 0.77 0.79 0.77 0.77 

61 0.82 0.80 0.78 0.78 0.78 0.76 0.79 0.88 0.81 0.77 0.86 0.88 0.88 0.78 0.88 0.77 0.77 

62 0.82 0.80 0.77 0.77 0.77 0.77 0.79 0.88 0.81 0.76 0.86 0.88 0.88 0.77 0.88 0.76 0.76 

63 0.81 0.80 0.76 0.77 0.77 0.76 0.77 0.86 0.80 0.76 0.84 0.86 0.86 0.76 0.86 0.76 0.76 

64 0.68 0.68 0.67 0.67 0.68 0.68 0.66 0.68 0.69 0.67 0.68 0.68 0.68 0.66 0.68 0.65 0.65 

65 0.68 0.68 0.67 0.67 0.68 0.69 0.67 0.68 0.69 0.67 0.67 0.68 0.68 0.66 0.68 0.66 0.66 

66 0.56 0.57 0.55 0.55 0.55 0.56 0.55 0.56 0.57 0.54 0.56 0.56 0.56 0.54 0.57 0.54 0.55 

67 0.54 0.54 0.53 0.53 0.53 0.54 0.53 0.54 0.54 0.53 0.54 0.54 0.54 0.53 0.54 0.53 0.53 

68 0.40 0.41 0.41 0.41 0.41 0.41 0.40 0.41 0.40 0.41 0.41 0.41 0.41 0.40 0.41 0.40 0.41 

 

 

 

 

 



 

 

 35 36 37 38 39 40 41 42 43 44 45 46 47 48 49 50 51 

1 0.78 0.78 0.78 0.77 0.77 0.77 0.77 0.77 0.77 0.77 0.77 0.77 0.77 0.77 0.77 0.77 0.77 

2 0.78 0.78 0.78 0.78 0.77 0.78 0.78 0.78 0.77 0.78 0.78 0.77 0.77 0.77 0.77 0.77 0.77 

3 0.76 0.76 0.76 0.76 0.76 0.76 0.76 0.76 0.74 0.75 0.76 0.75 0.76 0.76 0.75 0.75 0.75 

4 0.76 0.76 0.76 0.76 0.76 0.76 0.76 0.76 0.75 0.75 0.75 0.75 0.76 0.76 0.75 0.75 0.75 

5 0.77 0.77 0.77 0.77 0.76 0.77 0.77 0.77 0.76 0.77 0.77 0.76 0.76 0.77 0.76 0.77 0.76 

6 0.77 0.78 0.78 0.78 0.76 0.78 0.78 0.78 0.77 0.78 0.78 0.78 0.76 0.76 0.78 0.78 0.78 

7 0.77 0.78 0.78 0.78 0.77 0.78 0.78 0.78 0.77 0.77 0.78 0.77 0.77 0.77 0.77 0.78 0.77 

8 0.76 0.78 0.79 0.78 0.76 0.78 0.79 0.78 0.78 0.78 0.78 0.78 0.76 0.76 0.78 0.78 0.78 

9 0.77 0.78 0.78 0.78 0.76 0.78 0.78 0.78 0.77 0.77 0.77 0.77 0.76 0.77 0.77 0.77 0.77 

10 0.76 0.79 0.79 0.79 0.76 0.79 0.79 0.79 0.78 0.78 0.79 0.78 0.76 0.76 0.78 0.79 0.79 

11 0.77 0.79 0.79 0.79 0.77 0.79 0.79 0.79 0.78 0.78 0.79 0.78 0.76 0.77 0.78 0.79 0.79 

12 0.75 0.76 0.76 0.76 0.74 0.76 0.76 0.76 0.74 0.76 0.75 0.75 0.74 0.74 0.75 0.75 0.76 

13 0.83 0.82 0.83 0.82 0.82 0.82 0.82 0.82 0.81 0.82 0.82 0.81 0.82 0.82 0.81 0.82 0.82 

14 0.83 0.82 0.81 0.82 0.82 0.82 0.82 0.82 0.80 0.81 0.82 0.81 0.82 0.82 0.81 0.81 0.81 

15 0.82 0.83 0.83 0.83 0.82 0.83 0.83 0.83 0.83 0.83 0.83 0.82 0.81 0.82 0.82 0.83 0.83 

16 0.73 0.74 0.74 0.74 0.72 0.74 0.74 0.74 0.73 0.74 0.74 0.73 0.72 0.72 0.73 0.73 0.73 

17 0.82 0.83 0.83 0.83 0.81 0.83 0.83 0.83 0.82 0.83 0.83 0.82 0.81 0.81 0.82 0.81 0.82 

18 0.84 0.85 0.84 0.85 0.83 0.84 0.84 0.84 0.83 0.84 0.84 0.84 0.82 0.83 0.84 0.84 0.84 

19 0.81 0.83 0.83 0.83 0.81 0.83 0.83 0.83 0.81 0.83 0.82 0.81 0.81 0.81 0.81 0.81 0.82 

20 0.80 0.80 0.80 0.80 0.79 0.80 0.80 0.80 0.78 0.80 0.80 0.79 0.79 0.79 0.79 0.80 0.79 

21 0.80 0.81 0.81 0.80 0.80 0.80 0.80 0.80 0.79 0.80 0.80 0.79 0.79 0.80 0.79 0.80 0.79 

22 0.80 0.80 0.81 0.80 0.79 0.80 0.80 0.80 0.78 0.80 0.80 0.79 0.79 0.79 0.79 0.80 0.79 

23 0.77 0.79 0.78 0.79 0.76 0.78 0.78 0.78 0.78 0.78 0.78 0.78 0.76 0.76 0.78 0.78 0.78 

24 0.85 0.82 0.81 0.81 0.85 0.81 0.81 0.81 0.80 0.81 0.81 0.80 0.84 0.84 0.80 0.80 0.80 



 

 

 35 36 37 38 39 40 41 42 43 44 45 46 47 48 49 50 51 

25 0.80 0.90 0.93 0.90 0.79 0.90 0.90 0.90 0.94 0.90 0.90 0.93 0.79 0.79 0.93 0.92 0.93 

26 0.80 0.84 0.83 0.83 0.80 0.83 0.83 0.83 0.82 0.83 0.83 0.83 0.80 0.80 0.83 0.82 0.83 

27 0.79 0.79 0.80 0.79 0.78 0.79 0.79 0.79 0.77 0.79 0.79 0.78 0.78 0.79 0.78 0.79 0.78 

28 0.80 0.88 0.91 0.88 0.79 0.88 0.88 0.88 0.89 0.88 0.87 0.90 0.79 0.80 0.90 0.90 0.90 

29 0.81 0.91 0.93 0.91 0.80 0.90 0.91 0.90 0.93 0.90 0.90 0.92 0.80 0.80 0.93 0.92 0.92 

30 0.80 0.91 0.93 0.91 0.80 0.90 0.90 0.90 0.93 0.90 0.90 0.93 0.79 0.80 0.93 0.92 0.92 

31 0.99 0.80 0.79 0.80 0.96 0.80 0.80 0.80 0.78 0.80 0.80 0.79 0.95 0.98 0.79 0.79 0.79 

32 0.80 0.91 0.93 0.91 0.79 0.91 0.91 0.91 0.93 0.91 0.90 0.93 0.79 0.79 0.93 0.92 0.93 

33 0.96 0.80 0.79 0.80 0.98 0.79 0.80 0.80 0.78 0.80 0.79 0.78 0.94 0.95 0.78 0.78 0.78 

34 0.97 0.80 0.79 0.80 0.96 0.80 0.80 0.80 0.78 0.80 0.79 0.79 0.95 0.95 0.79 0.78 0.78 

35 1.00 0.80 0.80 0.80 0.96 0.80 0.80 0.80 0.78 0.80 0.80 0.79 0.95 0.99 0.79 0.78 0.78 

36 0.80 1.00 0.90 0.98 0.80 0.98 0.99 0.99 0.88 0.98 0.96 0.89 0.80 0.80 0.89 0.89 0.89 

37 0.80 0.90 1.00 0.90 0.79 0.90 0.90 0.90 0.90 0.90 0.90 0.94 0.79 0.79 0.94 0.96 0.94 

38 0.80 0.98 0.90 1.00 0.79 0.98 0.98 0.98 0.88 0.98 0.96 0.90 0.79 0.80 0.90 0.90 0.90 

39 0.96 0.80 0.79 0.79 1.00 0.79 0.80 0.80 0.77 0.80 0.79 0.78 0.94 0.95 0.78 0.78 0.78 

40 0.80 0.98 0.90 0.98 0.79 1.00 0.97 0.97 0.88 0.98 0.96 0.89 0.79 0.80 0.90 0.89 0.89 

41 0.80 0.99 0.90 0.98 0.80 0.97 1.00 1.00 0.88 0.97 0.96 0.89 0.79 0.80 0.89 0.89 0.89 

42 0.80 0.99 0.90 0.98 0.80 0.97 1.00 1.00 0.88 0.97 0.96 0.89 0.79 0.80 0.89 0.89 0.89 

43 0.78 0.88 0.90 0.88 0.77 0.88 0.88 0.88 1.00 0.88 0.88 0.90 0.77 0.78 0.90 0.90 0.90 

44 0.80 0.98 0.90 0.98 0.80 0.98 0.97 0.97 0.88 1.00 0.96 0.89 0.79 0.80 0.89 0.89 0.89 

45 0.80 0.96 0.90 0.96 0.79 0.96 0.96 0.96 0.88 0.96 1.00 0.89 0.79 0.79 0.89 0.89 0.89 

46 0.79 0.89 0.94 0.90 0.78 0.89 0.89 0.89 0.90 0.89 0.89 1.00 0.78 0.79 1.00 0.93 0.95 

47 0.95 0.80 0.79 0.79 0.94 0.79 0.79 0.79 0.77 0.79 0.79 0.78 1.00 0.94 0.78 0.78 0.78 

48 0.99 0.80 0.79 0.80 0.95 0.80 0.80 0.80 0.78 0.80 0.79 0.79 0.94 1.00 0.79 0.79 0.78 



 

 

 35 36 37 38 39 40 41 42 43 44 45 46 47 48 49 50 51 

49 0.79 0.89 0.94 0.90 0.78 0.90 0.89 0.89 0.90 0.89 0.89 1.00 0.78 0.79 1.00 0.93 0.95 

50 0.78 0.89 0.96 0.90 0.78 0.89 0.89 0.89 0.90 0.89 0.89 0.93 0.78 0.79 0.93 1.00 0.93 

51 0.78 0.89 0.94 0.90 0.78 0.89 0.89 0.89 0.90 0.89 0.89 0.95 0.78 0.78 0.95 0.93 1.00 

52 0.95 0.79 0.79 0.79 0.95 0.79 0.79 0.79 0.77 0.79 0.79 0.78 0.95 0.94 0.78 0.78 0.77 

53 0.78 0.88 0.90 0.89 0.77 0.88 0.88 0.88 0.97 0.88 0.88 0.90 0.77 0.78 0.90 0.90 0.90 

54 0.78 0.88 0.90 0.88 0.77 0.87 0.88 0.88 0.99 0.87 0.87 0.89 0.77 0.77 0.90 0.89 0.89 

55 0.79 0.89 0.96 0.90 0.78 0.89 0.89 0.89 0.90 0.89 0.89 0.93 0.78 0.79 0.93 0.95 0.93 

56 0.78 0.85 0.88 0.85 0.77 0.85 0.85 0.85 0.87 0.85 0.85 0.88 0.77 0.78 0.88 0.88 0.87 

57 0.79 0.89 0.95 0.89 0.78 0.89 0.89 0.89 0.90 0.89 0.89 0.93 0.78 0.79 0.93 0.95 0.93 

58 0.79 0.92 0.90 0.93 0.78 0.93 0.92 0.92 0.88 0.92 0.92 0.90 0.78 0.78 0.90 0.89 0.90 

59 0.79 0.92 0.90 0.92 0.78 0.91 0.92 0.92 0.87 0.91 0.91 0.89 0.78 0.78 0.89 0.89 0.89 

60 0.77 0.79 0.78 0.78 0.77 0.78 0.79 0.79 0.77 0.78 0.78 0.78 0.76 0.77 0.78 0.77 0.78 

61 0.78 0.93 0.88 0.94 0.77 0.93 0.93 0.93 0.86 0.93 0.93 0.88 0.77 0.78 0.88 0.88 0.87 

62 0.77 0.90 0.88 0.90 0.76 0.90 0.90 0.90 0.86 0.90 0.89 0.88 0.76 0.77 0.89 0.88 0.88 

63 0.76 0.88 0.87 0.88 0.76 0.88 0.88 0.88 0.85 0.88 0.87 0.87 0.75 0.76 0.88 0.87 0.87 

64 0.66 0.68 0.68 0.68 0.65 0.68 0.68 0.68 0.68 0.68 0.68 0.68 0.65 0.66 0.68 0.69 0.69 

65 0.66 0.68 0.68 0.68 0.65 0.68 0.68 0.68 0.67 0.68 0.67 0.68 0.65 0.66 0.68 0.68 0.68 

66 0.54 0.56 0.56 0.56 0.54 0.56 0.56 0.56 0.56 0.56 0.55 0.56 0.54 0.54 0.56 0.56 0.56 

67 0.53 0.54 0.54 0.54 0.53 0.54 0.54 0.54 0.53 0.54 0.53 0.53 0.52 0.52 0.53 0.53 0.53 

68 0.40 0.41 0.41 0.41 0.40 0.40 0.41 0.41 0.41 0.40 0.41 0.41 0.40 0.39 0.41 0.41 0.40 

 

 

 

 

 



 

 

 52 53 54 55 56 57 58 59 60 61 62 63 64 65 66 67 68 

1 0.77 0.77 0.77 0.77 0.77 0.77 0.76 0.76 0.76 0.75 0.75 0.75 0.69 0.69 0.56 0.55 0.42 

2 0.77 0.77 0.77 0.77 0.77 0.77 0.77 0.77 0.76 0.76 0.76 0.75 0.71 0.71 0.57 0.55 0.40 

3 0.76 0.74 0.74 0.75 0.75 0.75 0.74 0.74 0.75 0.74 0.73 0.73 0.67 0.67 0.56 0.54 0.41 

4 0.75 0.74 0.74 0.75 0.75 0.75 0.74 0.74 0.74 0.73 0.73 0.73 0.67 0.68 0.56 0.54 0.41 

5 0.76 0.76 0.76 0.76 0.76 0.76 0.76 0.76 0.75 0.75 0.75 0.74 0.69 0.69 0.55 0.54 0.41 

6 0.76 0.77 0.77 0.78 0.77 0.78 0.77 0.77 0.76 0.76 0.76 0.75 0.69 0.70 0.56 0.55 0.41 

7 0.77 0.77 0.77 0.77 0.77 0.77 0.77 0.77 0.76 0.76 0.76 0.75 0.69 0.69 0.55 0.54 0.41 

8 0.75 0.78 0.77 0.78 0.77 0.78 0.78 0.77 0.75 0.76 0.77 0.76 0.69 0.70 0.56 0.55 0.41 

9 0.76 0.77 0.77 0.77 0.76 0.77 0.77 0.77 0.76 0.76 0.76 0.75 0.69 0.69 0.55 0.54 0.41 

10 0.76 0.78 0.77 0.79 0.77 0.78 0.78 0.78 0.76 0.77 0.77 0.76 0.69 0.70 0.56 0.55 0.41 

11 0.76 0.78 0.77 0.79 0.77 0.78 0.78 0.78 0.76 0.77 0.77 0.76 0.69 0.70 0.56 0.54 0.40 

12 0.74 0.74 0.74 0.75 0.75 0.75 0.75 0.75 0.74 0.74 0.74 0.73 0.67 0.68 0.56 0.54 0.40 

13 0.82 0.81 0.81 0.82 0.81 0.81 0.81 0.81 0.78 0.81 0.79 0.79 0.69 0.68 0.56 0.54 0.42 

14 0.82 0.80 0.80 0.80 0.80 0.80 0.80 0.80 0.78 0.80 0.79 0.78 0.67 0.67 0.55 0.53 0.41 

15 0.82 0.82 0.82 0.83 0.82 0.83 0.82 0.82 0.80 0.81 0.81 0.80 0.68 0.68 0.56 0.54 0.41 

16 0.72 0.73 0.72 0.73 0.72 0.73 0.73 0.73 0.72 0.72 0.72 0.72 0.67 0.67 0.55 0.54 0.41 

17 0.81 0.81 0.81 0.82 0.80 0.82 0.82 0.82 0.84 0.80 0.80 0.80 0.69 0.69 0.57 0.54 0.41 

18 0.83 0.83 0.83 0.84 0.82 0.84 0.83 0.83 0.81 0.82 0.82 0.81 0.68 0.68 0.56 0.54 0.40 

19 0.81 0.81 0.81 0.81 0.80 0.81 0.81 0.82 0.84 0.80 0.80 0.80 0.68 0.68 0.57 0.54 0.41 

20 0.79 0.78 0.78 0.79 0.79 0.79 0.78 0.78 0.77 0.78 0.77 0.76 0.67 0.67 0.55 0.53 0.41 

21 0.79 0.79 0.79 0.80 0.79 0.79 0.78 0.78 0.77 0.78 0.77 0.77 0.67 0.67 0.55 0.53 0.41 

22 0.79 0.78 0.78 0.80 0.79 0.80 0.78 0.78 0.77 0.78 0.77 0.77 0.68 0.68 0.55 0.53 0.41 

23 0.76 0.78 0.78 0.78 0.78 0.78 0.78 0.78 0.75 0.76 0.77 0.76 0.68 0.69 0.56 0.54 0.41 

24 0.84 0.80 0.80 0.80 0.80 0.80 0.80 0.80 0.78 0.79 0.79 0.77 0.66 0.67 0.55 0.53 0.40 



 

 

 52 53 54 55 56 57 58 59 60 61 62 63 64 65 66 67 68 

25 0.79 0.94 0.94 0.92 0.88 0.92 0.90 0.89 0.79 0.88 0.88 0.86 0.68 0.68 0.56 0.54 0.41 

26 0.80 0.82 0.81 0.82 0.81 0.82 0.82 0.82 0.86 0.81 0.81 0.80 0.69 0.69 0.57 0.54 0.40 

27 0.78 0.77 0.77 0.79 0.78 0.78 0.77 0.77 0.76 0.77 0.76 0.76 0.67 0.67 0.54 0.53 0.41 

28 0.79 0.89 0.88 0.89 0.88 0.89 0.87 0.87 0.77 0.86 0.86 0.84 0.68 0.67 0.56 0.54 0.41 

29 0.80 0.93 0.92 0.92 0.89 0.92 0.89 0.89 0.79 0.88 0.88 0.86 0.68 0.68 0.56 0.54 0.41 

30 0.79 0.93 0.92 0.92 0.88 0.92 0.89 0.89 0.79 0.88 0.88 0.86 0.68 0.68 0.56 0.54 0.41 

31 0.96 0.78 0.78 0.79 0.78 0.79 0.79 0.79 0.77 0.78 0.77 0.76 0.66 0.66 0.54 0.53 0.40 

32 0.79 0.93 0.93 0.93 0.88 0.92 0.90 0.89 0.79 0.88 0.88 0.86 0.68 0.68 0.57 0.54 0.41 

33 0.95 0.77 0.77 0.78 0.77 0.78 0.78 0.78 0.77 0.77 0.76 0.76 0.65 0.66 0.54 0.53 0.40 

34 0.96 0.78 0.78 0.79 0.77 0.78 0.78 0.78 0.77 0.77 0.76 0.76 0.65 0.66 0.55 0.53 0.41 

35 0.95 0.78 0.78 0.79 0.78 0.79 0.79 0.79 0.77 0.78 0.77 0.76 0.66 0.66 0.54 0.53 0.40 

36 0.79 0.88 0.88 0.89 0.85 0.89 0.92 0.92 0.79 0.93 0.90 0.88 0.68 0.68 0.56 0.54 0.41 

37 0.79 0.90 0.90 0.96 0.88 0.95 0.90 0.90 0.78 0.88 0.88 0.87 0.68 0.68 0.56 0.54 0.41 

38 0.79 0.89 0.88 0.90 0.85 0.89 0.93 0.92 0.78 0.94 0.90 0.88 0.68 0.68 0.56 0.54 0.41 

39 0.95 0.77 0.77 0.78 0.77 0.78 0.78 0.78 0.77 0.77 0.76 0.76 0.65 0.65 0.54 0.53 0.40 

40 0.79 0.88 0.87 0.89 0.85 0.89 0.93 0.91 0.78 0.93 0.90 0.88 0.68 0.68 0.56 0.54 0.40 

41 0.79 0.88 0.88 0.89 0.85 0.89 0.92 0.92 0.79 0.93 0.90 0.88 0.68 0.68 0.56 0.54 0.41 

42 0.79 0.88 0.88 0.89 0.85 0.89 0.92 0.92 0.79 0.93 0.90 0.88 0.68 0.68 0.56 0.54 0.41 

43 0.77 0.97 0.99 0.90 0.87 0.90 0.88 0.87 0.77 0.86 0.86 0.85 0.68 0.67 0.56 0.53 0.41 

44 0.79 0.88 0.87 0.89 0.85 0.89 0.92 0.91 0.78 0.93 0.90 0.88 0.68 0.68 0.56 0.54 0.40 

45 0.79 0.88 0.87 0.89 0.85 0.89 0.92 0.91 0.78 0.93 0.89 0.87 0.68 0.67 0.55 0.53 0.41 

46 0.78 0.90 0.89 0.93 0.88 0.93 0.90 0.89 0.78 0.88 0.88 0.87 0.68 0.68 0.56 0.53 0.41 

47 0.95 0.77 0.77 0.78 0.77 0.78 0.78 0.78 0.76 0.77 0.76 0.75 0.65 0.65 0.54 0.52 0.40 

48 0.94 0.78 0.77 0.79 0.78 0.79 0.78 0.78 0.77 0.78 0.77 0.76 0.66 0.66 0.54 0.52 0.39 



 

 

 52 53 54 55 56 57 58 59 60 61 62 63 64 65 66 67 68 

49 0.78 0.90 0.90 0.93 0.88 0.93 0.90 0.89 0.78 0.88 0.89 0.88 0.68 0.68 0.56 0.53 0.41 

50 0.78 0.90 0.89 0.95 0.88 0.95 0.89 0.89 0.77 0.88 0.88 0.87 0.69 0.68 0.56 0.53 0.41 

51 0.77 0.90 0.89 0.93 0.87 0.93 0.90 0.89 0.78 0.87 0.88 0.87 0.69 0.68 0.56 0.53 0.40 

52 1.00 0.77 0.77 0.78 0.77 0.78 0.78 0.77 0.76 0.77 0.76 0.75 0.65 0.65 0.54 0.53 0.40 

53 0.77 1.00 0.96 0.90 0.87 0.90 0.88 0.87 0.77 0.86 0.86 0.85 0.67 0.67 0.56 0.53 0.40 

54 0.77 0.96 1.00 0.89 0.87 0.89 0.87 0.87 0.77 0.85 0.85 0.85 0.67 0.67 0.56 0.53 0.41 

55 0.78 0.90 0.89 1.00 0.87 0.99 0.90 0.89 0.78 0.88 0.88 0.87 0.69 0.68 0.56 0.54 0.41 

56 0.77 0.87 0.87 0.87 1.00 0.87 0.85 0.85 0.76 0.83 0.85 0.84 0.67 0.66 0.55 0.53 0.40 

57 0.78 0.90 0.89 0.99 0.87 1.00 0.90 0.89 0.77 0.88 0.88 0.87 0.68 0.67 0.56 0.54 0.41 

58 0.78 0.88 0.87 0.90 0.85 0.90 1.00 0.93 0.77 0.91 0.91 0.88 0.68 0.67 0.56 0.53 0.40 

59 0.77 0.87 0.87 0.89 0.85 0.89 0.93 1.00 0.77 0.90 0.92 0.88 0.67 0.67 0.56 0.53 0.40 

60 0.76 0.77 0.77 0.78 0.76 0.77 0.77 0.77 1.00 0.75 0.76 0.75 0.65 0.66 0.54 0.52 0.40 

61 0.77 0.86 0.85 0.88 0.83 0.88 0.91 0.90 0.75 1.00 0.89 0.86 0.67 0.66 0.55 0.53 0.40 

62 0.76 0.86 0.85 0.88 0.85 0.88 0.91 0.92 0.76 0.89 1.00 0.88 0.67 0.67 0.55 0.53 0.40 

63 0.75 0.85 0.85 0.87 0.84 0.87 0.88 0.88 0.75 0.86 0.88 1.00 0.67 0.66 0.55 0.52 0.39 

64 0.65 0.67 0.67 0.69 0.67 0.68 0.68 0.67 0.65 0.67 0.67 0.67 1.00 0.87 0.57 0.54 0.40 

65 0.65 0.67 0.67 0.68 0.66 0.67 0.67 0.67 0.66 0.66 0.67 0.66 0.87 1.00 0.58 0.54 0.40 

66 0.54 0.56 0.56 0.56 0.55 0.56 0.56 0.56 0.54 0.55 0.55 0.55 0.57 0.58 1.00 0.47 0.37 

67 0.53 0.53 0.53 0.54 0.53 0.54 0.53 0.53 0.52 0.53 0.53 0.52 0.54 0.54 0.47 1.00 0.43 

68 0.40 0.40 0.41 0.41 0.40 0.41 0.40 0.40 0.40 0.40 0.40 0.39 0.40 0.40 0.37 0.43 1.00 

 

 

 

 

 



 

 

Table S6. Pairwise Distances between Sequences in the MYBPC3 Alignment 
This table shows the pairwise alignment distances between sequences in the manual 
MYBPC3 alignment. Sequences are ordered and numbered as in table S3. 



 

 

 1 2 3 4 5 6 7 8 9 10 11 12 13 14 15 16 17 

1 1.00 0.92 0.92 0.92 0.90 0.90 0.90 0.90 0.90 0.90 0.90 0.90 0.89 0.87 0.72 0.71 0.71 

2 0.92 1.00 0.94 0.99 0.91 0.91 0.91 0.91 0.92 0.92 0.91 0.91 0.90 0.87 0.72 0.72 0.72 

3 0.92 0.94 1.00 0.94 0.91 0.91 0.91 0.91 0.91 0.91 0.90 0.90 0.90 0.87 0.73 0.73 0.73 

4 0.92 0.99 0.94 1.00 0.91 0.91 0.91 0.91 0.91 0.91 0.90 0.90 0.90 0.86 0.72 0.71 0.71 

5 0.90 0.91 0.91 0.91 1.00 1.00 1.00 1.00 0.88 0.88 0.97 0.97 0.99 0.87 0.72 0.72 0.72 

6 0.90 0.91 0.91 0.91 1.00 1.00 1.00 1.00 0.88 0.88 0.97 0.97 0.99 0.88 0.72 0.72 0.72 

7 0.90 0.91 0.91 0.91 1.00 1.00 1.00 1.00 0.88 0.88 0.97 0.97 0.99 0.88 0.72 0.72 0.72 

8 0.90 0.91 0.91 0.91 1.00 1.00 1.00 1.00 0.88 0.88 0.97 0.97 0.99 0.88 0.72 0.72 0.72 

9 0.90 0.92 0.91 0.91 0.88 0.88 0.88 0.88 1.00 1.00 0.88 0.88 0.88 0.86 0.72 0.72 0.72 

10 0.90 0.92 0.91 0.91 0.88 0.88 0.88 0.88 1.00 1.00 0.88 0.88 0.88 0.86 0.72 0.72 0.72 

11 0.90 0.91 0.90 0.90 0.97 0.97 0.97 0.97 0.88 0.88 1.00 1.00 0.96 0.88 0.72 0.72 0.72 

12 0.90 0.91 0.90 0.90 0.97 0.97 0.97 0.97 0.88 0.88 1.00 1.00 0.96 0.88 0.72 0.72 0.72 

13 0.89 0.90 0.90 0.90 0.99 0.99 0.99 0.99 0.88 0.88 0.96 0.96 1.00 0.87 0.71 0.72 0.71 

14 0.87 0.87 0.87 0.86 0.87 0.88 0.88 0.88 0.86 0.86 0.88 0.88 0.87 1.00 0.73 0.73 0.72 

15 0.72 0.72 0.73 0.72 0.72 0.72 0.72 0.72 0.72 0.72 0.72 0.72 0.71 0.73 1.00 1.00 1.00 

16 0.71 0.72 0.73 0.71 0.72 0.72 0.72 0.72 0.72 0.72 0.72 0.72 0.72 0.73 1.00 1.00 0.99 

17 0.71 0.72 0.73 0.71 0.72 0.72 0.72 0.72 0.72 0.72 0.72 0.72 0.71 0.72 1.00 0.99 1.00 

18 0.71 0.72 0.73 0.72 0.72 0.72 0.72 0.72 0.72 0.72 0.72 0.72 0.71 0.73 1.00 1.00 0.99 

19 0.68 0.68 0.69 0.68 0.69 0.70 0.70 0.70 0.68 0.68 0.69 0.69 0.69 0.69 0.77 0.77 0.76 

20 0.68 0.68 0.69 0.67 0.70 0.70 0.70 0.70 0.68 0.67 0.69 0.69 0.69 0.69 0.76 0.76 0.75 

21 0.68 0.69 0.70 0.69 0.70 0.70 0.70 0.70 0.68 0.68 0.69 0.69 0.69 0.70 0.77 0.76 0.76 

22 0.68 0.68 0.69 0.68 0.69 0.69 0.70 0.70 0.67 0.67 0.69 0.69 0.69 0.69 0.76 0.76 0.76 

23 0.68 0.68 0.69 0.68 0.69 0.69 0.70 0.70 0.67 0.67 0.69 0.69 0.69 0.69 0.77 0.76 0.76 

24 0.67 0.68 0.67 0.67 0.67 0.67 0.68 0.68 0.66 0.66 0.67 0.67 0.67 0.68 0.72 0.72 0.72 



 

 

 1 2 3 4 5 6 7 8 9 10 11 12 13 14 15 16 17 

25 0.67 0.67 0.68 0.67 0.69 0.69 0.69 0.69 0.66 0.66 0.68 0.68 0.68 0.71 0.77 0.77 0.77 

26 0.66 0.67 0.67 0.67 0.66 0.66 0.66 0.66 0.65 0.65 0.66 0.66 0.66 0.67 0.71 0.71 0.71 

27 0.65 0.66 0.66 0.66 0.65 0.65 0.65 0.65 0.64 0.64 0.65 0.65 0.65 0.66 0.70 0.70 0.70 

28 0.64 0.65 0.65 0.64 0.64 0.64 0.64 0.64 0.63 0.64 0.64 0.64 0.63 0.66 0.71 0.70 0.70 

29 0.63 0.63 0.63 0.63 0.63 0.63 0.63 0.63 0.62 0.62 0.63 0.63 0.62 0.66 0.71 0.70 0.70 

30 0.59 0.59 0.58 0.59 0.59 0.59 0.59 0.59 0.58 0.58 0.59 0.59 0.58 0.59 0.61 0.61 0.61 

31 0.59 0.59 0.58 0.59 0.59 0.59 0.59 0.59 0.58 0.58 0.59 0.59 0.58 0.59 0.61 0.61 0.61 

32 0.59 0.59 0.58 0.59 0.59 0.59 0.59 0.59 0.58 0.58 0.59 0.59 0.58 0.59 0.61 0.61 0.61 

33 0.58 0.59 0.58 0.59 0.59 0.59 0.59 0.59 0.58 0.58 0.58 0.58 0.58 0.59 0.61 0.61 0.61 

34 0.57 0.58 0.58 0.58 0.57 0.57 0.57 0.57 0.57 0.57 0.57 0.57 0.56 0.58 0.57 0.57 0.56 

35 0.57 0.58 0.57 0.58 0.58 0.58 0.58 0.58 0.57 0.57 0.58 0.58 0.57 0.59 0.60 0.60 0.60 

36 0.57 0.58 0.58 0.58 0.57 0.57 0.57 0.57 0.57 0.57 0.57 0.57 0.57 0.58 0.61 0.61 0.61 

37 0.57 0.58 0.58 0.58 0.58 0.58 0.58 0.58 0.57 0.57 0.57 0.57 0.57 0.58 0.61 0.60 0.60 

38 0.57 0.58 0.58 0.58 0.58 0.58 0.58 0.58 0.57 0.56 0.57 0.57 0.57 0.58 0.61 0.60 0.60 

39 0.57 0.57 0.57 0.57 0.57 0.57 0.57 0.57 0.56 0.56 0.57 0.57 0.56 0.57 0.58 0.58 0.58 

40 0.57 0.57 0.56 0.57 0.57 0.57 0.57 0.57 0.56 0.56 0.57 0.57 0.56 0.56 0.58 0.58 0.57 

41 0.57 0.57 0.57 0.57 0.57 0.57 0.57 0.57 0.56 0.56 0.57 0.57 0.56 0.57 0.60 0.60 0.60 

42 0.56 0.57 0.57 0.57 0.57 0.57 0.57 0.57 0.56 0.56 0.57 0.57 0.56 0.57 0.60 0.60 0.60 

43 0.56 0.57 0.56 0.57 0.57 0.57 0.57 0.57 0.56 0.56 0.57 0.57 0.56 0.56 0.58 0.58 0.57 

44 0.56 0.56 0.56 0.56 0.56 0.57 0.57 0.57 0.56 0.56 0.57 0.57 0.56 0.56 0.58 0.58 0.57 

45 0.56 0.56 0.56 0.56 0.56 0.56 0.56 0.56 0.56 0.56 0.56 0.56 0.56 0.56 0.57 0.57 0.57 

46 0.56 0.56 0.56 0.56 0.56 0.56 0.56 0.56 0.56 0.56 0.56 0.56 0.56 0.56 0.57 0.57 0.57 

47 0.56 0.56 0.56 0.56 0.56 0.56 0.56 0.56 0.56 0.55 0.56 0.56 0.56 0.56 0.57 0.57 0.57 

48 0.56 0.56 0.56 0.56 0.56 0.56 0.56 0.56 0.55 0.55 0.56 0.56 0.55 0.56 0.57 0.57 0.57 



 

 

 1 2 3 4 5 6 7 8 9 10 11 12 13 14 15 16 17 

49 0.56 0.56 0.56 0.56 0.56 0.56 0.56 0.56 0.55 0.55 0.56 0.56 0.55 0.56 0.57 0.57 0.57 

50 0.55 0.56 0.56 0.56 0.56 0.56 0.56 0.56 0.56 0.56 0.56 0.56 0.55 0.56 0.59 0.59 0.58 

 

 

 

 

 

 



 

 

 18 19 20 21 22 23 24 25 26 27 28 29 30 31 32 33 34 

1 0.71 0.68 0.68 0.68 0.68 0.68 0.67 0.67 0.66 0.65 0.64 0.63 0.59 0.59 0.59 0.58 0.57 

2 0.72 0.68 0.68 0.69 0.68 0.68 0.68 0.67 0.67 0.66 0.65 0.63 0.59 0.59 0.59 0.59 0.58 

3 0.73 0.69 0.69 0.70 0.69 0.69 0.67 0.68 0.67 0.66 0.65 0.63 0.58 0.58 0.58 0.58 0.58 

4 0.72 0.68 0.67 0.69 0.68 0.68 0.67 0.67 0.67 0.66 0.64 0.63 0.59 0.59 0.59 0.59 0.58 

5 0.72 0.69 0.70 0.70 0.69 0.69 0.67 0.69 0.66 0.65 0.64 0.63 0.59 0.59 0.59 0.59 0.57 

6 0.72 0.70 0.70 0.70 0.69 0.69 0.67 0.69 0.66 0.65 0.64 0.63 0.59 0.59 0.59 0.59 0.57 

7 0.72 0.70 0.70 0.70 0.70 0.70 0.68 0.69 0.66 0.65 0.64 0.63 0.59 0.59 0.59 0.59 0.57 

8 0.72 0.70 0.70 0.70 0.70 0.70 0.68 0.69 0.66 0.65 0.64 0.63 0.59 0.59 0.59 0.59 0.57 

9 0.72 0.68 0.68 0.68 0.67 0.67 0.66 0.66 0.65 0.64 0.63 0.62 0.58 0.58 0.58 0.58 0.57 

10 0.72 0.68 0.67 0.68 0.67 0.67 0.66 0.66 0.65 0.64 0.64 0.62 0.58 0.58 0.58 0.58 0.57 

11 0.72 0.69 0.69 0.69 0.69 0.69 0.67 0.68 0.66 0.65 0.64 0.63 0.59 0.59 0.59 0.58 0.57 

12 0.72 0.69 0.69 0.69 0.69 0.69 0.67 0.68 0.66 0.65 0.64 0.63 0.59 0.59 0.59 0.58 0.57 

13 0.71 0.69 0.69 0.69 0.69 0.69 0.67 0.68 0.66 0.65 0.63 0.62 0.58 0.58 0.58 0.58 0.56 

14 0.73 0.69 0.69 0.70 0.69 0.69 0.68 0.71 0.67 0.66 0.66 0.66 0.59 0.59 0.59 0.59 0.58 

15 1.00 0.77 0.76 0.77 0.76 0.77 0.72 0.77 0.71 0.70 0.71 0.71 0.61 0.61 0.61 0.61 0.57 

16 1.00 0.77 0.76 0.76 0.76 0.76 0.72 0.77 0.71 0.70 0.70 0.70 0.61 0.61 0.61 0.61 0.57 

17 0.99 0.76 0.75 0.76 0.76 0.76 0.72 0.77 0.71 0.70 0.70 0.70 0.61 0.61 0.61 0.61 0.56 

18 1.00 0.77 0.76 0.76 0.77 0.77 0.72 0.77 0.71 0.70 0.70 0.71 0.61 0.61 0.61 0.61 0.57 

19 0.77 1.00 1.00 0.95 1.00 1.00 0.74 0.95 0.73 0.72 0.70 0.72 0.62 0.62 0.62 0.62 0.59 

20 0.76 1.00 1.00 0.95 1.00 1.00 0.73 0.95 0.71 0.70 0.70 0.71 0.62 0.62 0.62 0.61 0.58 

21 0.76 0.95 0.95 1.00 0.95 0.95 0.74 0.99 0.72 0.71 0.72 0.72 0.63 0.63 0.63 0.62 0.59 

22 0.77 1.00 1.00 0.95 1.00 1.00 0.74 0.95 0.72 0.71 0.70 0.72 0.62 0.62 0.62 0.62 0.58 

23 0.77 1.00 1.00 0.95 1.00 1.00 0.74 0.95 0.72 0.71 0.70 0.72 0.62 0.62 0.62 0.62 0.58 

24 0.72 0.74 0.73 0.74 0.74 0.74 1.00 0.73 0.99 0.99 0.82 0.99 0.63 0.63 0.63 0.63 0.57 



 

 

 18 19 20 21 22 23 24 25 26 27 28 29 30 31 32 33 34 

25 0.77 0.95 0.95 0.99 0.95 0.95 0.73 1.00 0.74 0.73 0.69 0.70 0.62 0.62 0.62 0.62 0.59 

26 0.71 0.73 0.71 0.72 0.72 0.72 0.99 0.74 1.00 1.00 0.83 0.98 0.64 0.64 0.64 0.63 0.57 

27 0.70 0.72 0.70 0.71 0.71 0.71 0.99 0.73 1.00 1.00 0.82 0.97 0.63 0.63 0.63 0.63 0.57 

28 0.70 0.70 0.70 0.72 0.70 0.70 0.82 0.69 0.83 0.82 1.00 0.80 0.62 0.62 0.62 0.62 0.58 

29 0.71 0.72 0.71 0.72 0.72 0.72 0.99 0.70 0.98 0.97 0.80 1.00 0.63 0.63 0.63 0.63 0.57 

30 0.61 0.62 0.62 0.63 0.62 0.62 0.63 0.62 0.64 0.63 0.62 0.63 1.00 1.00 1.00 1.00 0.62 

31 0.61 0.62 0.62 0.63 0.62 0.62 0.63 0.62 0.64 0.63 0.62 0.63 1.00 1.00 1.00 1.00 0.62 

32 0.61 0.62 0.62 0.63 0.62 0.62 0.63 0.62 0.64 0.63 0.62 0.63 1.00 1.00 1.00 1.00 0.62 

33 0.61 0.62 0.61 0.62 0.62 0.62 0.63 0.62 0.63 0.63 0.62 0.63 1.00 1.00 1.00 1.00 0.62 

34 0.57 0.59 0.58 0.59 0.58 0.58 0.57 0.59 0.57 0.57 0.58 0.57 0.62 0.62 0.62 0.62 1.00 

35 0.60 0.61 0.61 0.62 0.61 0.61 0.63 0.63 0.62 0.62 0.63 0.61 0.78 0.78 0.78 0.78 0.63 

36 0.61 0.62 0.61 0.62 0.62 0.62 0.62 0.62 0.62 0.62 0.60 0.61 0.75 0.75 0.75 0.74 0.60 

37 0.60 0.62 0.62 0.62 0.61 0.61 0.61 0.62 0.61 0.61 0.61 0.61 0.74 0.74 0.74 0.74 0.60 

38 0.60 0.62 0.62 0.62 0.61 0.61 0.61 0.62 0.61 0.61 0.61 0.61 0.74 0.74 0.74 0.74 0.60 

39 0.58 0.59 0.57 0.60 0.58 0.58 0.60 0.59 0.60 0.60 0.58 0.60 0.64 0.64 0.64 0.64 0.71 

40 0.58 0.59 0.57 0.60 0.58 0.58 0.60 0.59 0.60 0.60 0.58 0.59 0.64 0.64 0.64 0.64 0.71 

41 0.60 0.61 0.61 0.61 0.61 0.61 0.61 0.61 0.61 0.61 0.59 0.60 0.73 0.73 0.73 0.73 0.59 

42 0.60 0.61 0.62 0.61 0.61 0.61 0.61 0.61 0.61 0.61 0.60 0.61 0.74 0.74 0.74 0.74 0.59 

43 0.58 0.58 0.57 0.60 0.58 0.58 0.60 0.59 0.60 0.59 0.57 0.59 0.64 0.64 0.64 0.64 0.71 

44.0

0 

0.58 0.59 0.57 0.60 0.58 0.58 0.59 0.59 0.59 0.59 0.57 0.59 0.65 0.65 0.65 0.65 0.72 

45.0

0 

0.57 0.58 0.56 0.59 0.58 0.58 0.59 0.58 0.60 0.59 0.57 0.59 0.64 0.64 0.64 0.64 0.72 

46.0

0 

0.57 0.58 0.56 0.59 0.57 0.57 0.59 0.58 0.60 0.59 0.57 0.59 0.64 0.64 0.64 0.64 0.72 

47.0

0 

0.57 0.58 0.56 0.59 0.57 0.57 0.59 0.58 0.60 0.59 0.57 0.59 0.64 0.64 0.64 0.64 0.72 



 

 

 18 19 20 21 22 23 24 25 26 27 28 29 30 31 32 33 34 

48.0

0 

0.57 0.58 0.57 0.59 0.58 0.58 0.59 0.58 0.59 0.59 0.57 0.59 0.64 0.64 0.64 0.65 0.72 

49.0

0 

0.57 0.58 0.57 0.59 0.58 0.58 0.59 0.58 0.59 0.59 0.57 0.59 0.64 0.64 0.64 0.65 0.72 

50.0

0 

0.59 0.60 0.58 0.61 0.59 0.59 0.61 0.61 0.61 0.60 0.60 0.60 0.66 0.66 0.66 0.67 0.66 

 

 

 

 

 

 



 

 

 35 36 37 38 39 40 41 42 43 44 45 46 47 48 49 50 

1 0.57 0.57 0.57 0.57 0.57 0.57 0.57 0.56 0.56 0.56 0.56 0.56 0.56 0.56 0.56 0.55 

2 0.58 0.58 0.58 0.58 0.57 0.57 0.57 0.57 0.57 0.56 0.56 0.56 0.56 0.56 0.56 0.56 

3 0.57 0.58 0.58 0.58 0.57 0.56 0.57 0.57 0.56 0.56 0.56 0.56 0.56 0.56 0.56 0.56 

4 0.58 0.58 0.58 0.58 0.57 0.57 0.57 0.57 0.57 0.56 0.56 0.56 0.56 0.56 0.56 0.56 

5 0.58 0.57 0.58 0.58 0.57 0.57 0.57 0.57 0.57 0.56 0.56 0.56 0.56 0.56 0.56 0.56 

6 0.58 0.57 0.58 0.58 0.57 0.57 0.57 0.57 0.57 0.57 0.56 0.56 0.56 0.56 0.56 0.56 

7 0.58 0.57 0.58 0.58 0.57 0.57 0.57 0.57 0.57 0.57 0.56 0.56 0.56 0.56 0.56 0.56 

8 0.58 0.57 0.58 0.58 0.57 0.57 0.57 0.57 0.57 0.57 0.56 0.56 0.56 0.56 0.56 0.56 

9 0.57 0.57 0.57 0.57 0.56 0.56 0.56 0.56 0.56 0.56 0.56 0.56 0.56 0.55 0.55 0.56 

10 0.57 0.57 0.57 0.56 0.56 0.56 0.56 0.56 0.56 0.56 0.56 0.56 0.55 0.55 0.55 0.56 

11 0.58 0.57 0.57 0.57 0.57 0.57 0.57 0.57 0.57 0.57 0.56 0.56 0.56 0.56 0.56 0.56 

12 0.58 0.57 0.57 0.57 0.57 0.57 0.57 0.57 0.57 0.57 0.56 0.56 0.56 0.56 0.56 0.56 

13 0.57 0.57 0.57 0.57 0.56 0.56 0.56 0.56 0.56 0.56 0.56 0.56 0.56 0.55 0.55 0.55 

14 0.59 0.58 0.58 0.58 0.57 0.56 0.57 0.57 0.56 0.56 0.56 0.56 0.56 0.56 0.56 0.56 

15 0.60 0.61 0.61 0.61 0.58 0.58 0.60 0.60 0.58 0.58 0.57 0.57 0.57 0.57 0.57 0.59 

16 0.60 0.61 0.60 0.60 0.58 0.58 0.60 0.60 0.58 0.58 0.57 0.57 0.57 0.57 0.57 0.59 

17 0.60 0.61 0.60 0.60 0.58 0.57 0.60 0.60 0.57 0.57 0.57 0.57 0.57 0.57 0.57 0.58 

18 0.60 0.61 0.60 0.60 0.58 0.58 0.60 0.60 0.58 0.58 0.57 0.57 0.57 0.57 0.57 0.59 

19 0.61 0.62 0.62 0.62 0.59 0.59 0.61 0.61 0.58 0.59 0.58 0.58 0.58 0.58 0.58 0.60 

20 0.61 0.61 0.62 0.62 0.57 0.57 0.61 0.62 0.57 0.57 0.56 0.56 0.56 0.57 0.57 0.58 

21 0.62 0.62 0.62 0.62 0.60 0.60 0.61 0.61 0.60 0.60 0.59 0.59 0.59 0.59 0.59 0.61 

22 0.61 0.62 0.61 0.61 0.58 0.58 0.61 0.61 0.58 0.58 0.58 0.57 0.57 0.58 0.58 0.59 

23 0.61 0.62 0.61 0.61 0.58 0.58 0.61 0.61 0.58 0.58 0.58 0.57 0.57 0.58 0.58 0.59 

24 0.63 0.62 0.61 0.61 0.60 0.60 0.61 0.61 0.60 0.59 0.59 0.59 0.59 0.59 0.59 0.61 



 

 

 35 36 37 38 39 40 41 42 43 44 45 46 47 48 49 50 

25 0.63 0.62 0.62 0.62 0.59 0.59 0.61 0.61 0.59 0.59 0.58 0.58 0.58 0.58 0.58 0.61 

26 0.62 0.62 0.61 0.61 0.60 0.60 0.61 0.61 0.60 0.59 0.60 0.60 0.60 0.59 0.59 0.61 

27 0.62 0.62 0.61 0.61 0.60 0.60 0.61 0.61 0.59 0.59 0.59 0.59 0.59 0.59 0.59 0.60 

28 0.63 0.60 0.61 0.61 0.58 0.58 0.59 0.60 0.57 0.57 0.57 0.57 0.57 0.57 0.57 0.60 

29 0.61 0.61 0.61 0.61 0.60 0.59 0.60 0.61 0.59 0.59 0.59 0.59 0.59 0.59 0.59 0.60 

30 0.78 0.75 0.74 0.74 0.64 0.64 0.73 0.74 0.64 0.65 0.64 0.64 0.64 0.64 0.64 0.66 

31 0.78 0.75 0.74 0.74 0.64 0.64 0.73 0.74 0.64 0.65 0.64 0.64 0.64 0.64 0.64 0.66 

32 0.78 0.75 0.74 0.74 0.64 0.64 0.73 0.74 0.64 0.65 0.64 0.64 0.64 0.64 0.64 0.66 

33 0.78 0.74 0.74 0.74 0.64 0.64 0.73 0.74 0.64 0.65 0.64 0.64 0.64 0.65 0.65 0.67 

34 0.63 0.60 0.60 0.60 0.71 0.71 0.59 0.59 0.71 0.72 0.72 0.72 0.72 0.72 0.72 0.66 

35 1.00 0.75 0.74 0.74 0.65 0.65 0.74 0.74 0.65 0.65 0.65 0.65 0.65 0.65 0.65 0.65 

36 0.75 1.00 0.98 0.98 0.63 0.63 0.97 0.98 0.63 0.63 0.63 0.63 0.63 0.63 0.63 0.64 

37 0.74 0.98 1.00 1.00 0.63 0.63 0.98 1.00 0.62 0.63 0.63 0.63 0.63 0.62 0.62 0.63 

38 0.74 0.98 1.00 1.00 0.62 0.63 0.98 1.00 0.62 0.63 0.63 0.62 0.63 0.62 0.62 0.63 

39 0.65 0.63 0.63 0.62 1.00 1.00 0.62 0.62 1.00 0.92 0.91 0.91 0.91 0.92 0.92 0.71 

40 0.65 0.63 0.63 0.63 1.00 1.00 0.62 0.62 1.00 0.92 0.91 0.91 0.91 0.92 0.92 0.71 

41 0.74 0.97 0.98 0.98 0.62 0.62 1.00 0.98 0.62 0.62 0.62 0.62 0.62 0.62 0.62 0.63 

42 0.74 0.98 1.00 1.00 0.62 0.62 0.98 1.00 0.62 0.62 0.62 0.62 0.62 0.62 0.62 0.63 

43 0.65 0.63 0.62 0.62 1.00 1.00 0.62 0.62 1.00 0.92 0.91 0.91 0.91 0.92 0.91 0.71 

44 0.65 0.63 0.63 0.63 0.92 0.92 0.62 0.62 0.92 1.00 0.93 0.93 0.93 0.98 0.98 0.71 

45 0.65 0.63 0.63 0.63 0.91 0.91 0.62 0.62 0.91 0.93 1.00 1.00 1.00 0.93 0.93 0.71 

46 0.65 0.63 0.63 0.62 0.91 0.91 0.62 0.62 0.91 0.93 1.00 1.00 1.00 0.93 0.93 0.71 

47 0.65 0.63 0.63 0.63 0.91 0.91 0.62 0.62 0.91 0.93 1.00 1.00 1.00 0.93 0.93 0.71 

48 0.65 0.63 0.62 0.62 0.92 0.92 0.62 0.62 0.92 0.98 0.93 0.93 0.93 1.00 1.00 0.71 



 

 

 35 36 37 38 39 40 41 42 43 44 45 46 47 48 49 50 

49 0.65 0.63 0.62 0.62 0.92 0.92 0.62 0.62 0.91 0.98 0.93 0.93 0.93 1.00 1.00 0.71 

50 0.65 0.64 0.63 0.63 0.71 0.71 0.63 0.63 0.71 0.71 0.71 0.71 0.71 0.71 0.71 1.00 

 

 

 

 

 



 

 

Figure S1. Age at Diagnostic Testing 
This figure (on the next page) shows the distribution of age of diagnostic testing among 
HCM patients. Age at testing is used as a proxy for age of onset, which is indicative of 
phenotypic severity. Black indicates all patients, while red indicates patients with 
variants classified “Pathogenic” by the manual classification process we used to 
generate our training set. Both have a similar distribution. If our manual classification 
process picked out the most phenotypically severe variants, we would expect the red 
distribution to be skewed towards the left compared to the black distribution. 



 

 



 

 

Figure S2. MrBayes Control File 
This control file was used in MrBayes to produce the MrBayes score. The file 
“sequences.nex” referenced in this file contains the multiple sequence alignment for the 
desired gene, in MrBayes Nexus file format. 
 
begin mrbayes; 

    execute sequences.nex; 

    prset aamodelpr=fixed(equalin); 

    lset rates=gamma; 

    report siterates=yes; 

    mcmc ngen=1000000 filename=mybpc3_tree; 

    sump printtofile=yes; 

    sumt showtreeprobs=yes; 

end; 

 



 

 

Figure S3. Multiple Sequence Alignments 
These are the three custom alignments we used, in FASTA format.  The first is an 
alignment of MYBPC3 used with PSIC, in ClustalW format. The second and third are 
alignments of MYBPC3 and MYH7 used with MrBayes, in MrBayes Nexus file format. 
All other alignments were produced using the PolyPhen-2 alignment pipeline. 
 
Alignment 1 (MYBPC3 for PSIC) 
CLUSTAL W (1.83) multiple sequence alignment 

 

 

gi|172072588|ref|NP_0 myosin binding protein C, cardiac [Danio 

reri   ---------------------------------------------------------

---------

MPEPTKKIVSAFSKKPKSQTAEIGARVIFEAETEKPGVKVKWQRESKDILPSHKYTISAEDNKH

SLTINNIIQEDAVGYAVIAGMSKVKFELKIKESEVKG---------

VEKAKSPDPAAVEHKPEESKPEESKPEPKEPPPAPTENSAPESTGPPSDGVAPEALPESHQPDT

RQDLTGLFTEKPHSGEVNVGENIIFIARVCGESLLKKPTVKWFKGKWMDLASKSGKHLQLKEHY

DRNT------------------------

KVYTFEMHIIAAKANFAGAYRCEVSSRDKFDSCNFDLIVHEART-TEGFDIRTAFRRTST----

----------DAGDDSGELDFSALLKKRDSFVKTG-Q-RAVHVSTEPDVDVWDILQK-

APPSEYEKIAFQYGITDLRGMLKRLKKMKKEEKKSAAFLKKLDPAYQVEKGHKIKLEIEVANPD

AEVKWLKNGQEIHPTGS--

KYIFESVGNKRFLTINNCSLSDDAAYMCVVGDEKTVTELFVKEPPVLIVRNLEDQMAMKGDRVE

FECEVSEEGAQVKWEKDGVELTRDESFK--

YRFKKDGCKHVLIINDVTKEDCGHYRVKTNGGQSLAELMVQEKQLEVYQSIADLTVKAKDQAVF

KCEVSDENVKGIWYKNGVEVKPDARTLITHIGRIHKLTIDDVKPEDEGDYTFVPEGFAF-

NLSAKLNFLEVKIDFVPRQDPPKIHLDCMGRTAESTILVVAGNKLRLDVPITGDPAPTVIWTK-

---------------------------

GEKVLTDSDGRVHVESTKGHCIFTIEGAERQDEGVYSVIVRNPAGEDTADINVKVVDVPDPPEA

PRILSVGEDSCVVQWDAPRFDGGQPVIGYVLERKKKKSYRWMRLNFDPYKETTFEAKKMIEGVP

YEMRVYAVNAIGMSRPSAASQPFVPVAPTSEPIGLCVDDISDTTISLKWRTPERIGSAELEGYG

VEYCKEG------------------

SDEWIPAFSGLTERTSVIIRDLPTGEKMQFRVRAYNMAGPSAPATLQQAVTIREIMQRPKIWLP

RNLRQTLIKKVGETINLVIPFQ-----

GKPRPQVSWTKNDEPLDPKSVSIRNSDTDTILFIRRSERKDSGKYDVQVQIENVEDKASVNIQI

V--------------------------

DVPGPPQNLKVMDVWGFNVALEWKPPKDNGNCDITGYNIQKADKKTMEWYTVFEQYRRTNCVVS

DLIMGNEYVFRVYAANMVGLSPEPCLSKDSAYIQKTG-----------

IVYKPPSYKDHDFSEAPKFTHPLKSRSVIAGYNATLSCSVRGIPKPKITWYKNKMDITNEAKYR

MFSNQGVLTLEIRKPCPFDGGVYMCKAVNDSGEDLVECKLEVRLPQVTKEDIKK----------

-------------------------------------------------------------- 

gi|47230505|emb|CAF99 unnamed protein product [Tetraodon 

nigrovirid   ---------------------------------------------------

---------------

MPETLKKAVSAFTKKPKTLEAAAGSSVVFEAETEKPDAKVKWQCNAKDIANGNKYTIAADGSKH

SLSIKAVTHQDANIYAVISGGSKVKFELKV----------------VSKPEAP----------

ADGPEEPGVQPEQAPAASTQN--------QSVAAGPEAPPAE----------------------



 

 

--

GQNITFVAKVNEESLLKKPSVKWFKGKWMDLASKSGKHLQLKESYDRNTKVADSQTSGNPVFLP

AYSVFLHLVQVYTFEMQILAAKANFAGAYRCEVSSKDKFDSCNFTLTVHDVCV-

EEGLDIRAAFRRTST--------------DGKEDSGELDFSTLLKKR-----------

AVHVSSEPEVDVWEILSK-

APSSEYEKIAFQHGITDLRGMLKRLKKMKKEEKKSAAFLRKLDPAYQVTKGHKIRLAVEVANAD

ADVKWLKNGQEFHPTG---

RYIFESVGNMRYLTINNCSLADDAAYCCVVGEEKSTSELFVKEPPVLIVKNLEDQMVMKGDRVE

LECEVSEEGANVKWEKDGVELTRDESFK--

YRFKKDGCKHILIINDATKEDCGHYKVKTNGGESMAELLVQEKELEIYQSIADLTVKAKDQALF

KCEVSDENVRGTWYKNGAEVKPDARINITHIGRIHKLTIDDVKPGDEGDYTFVPDGYAY-

NLSAKLNFLEVKIDYVPRQDPPKIHLDCMGRTAESTIVVVAGNKLRLDVPITGDPAPTVIWTK-

---------------------------

GEKVVTEGDGRVHVESTKGHCIFTIEGAERQDEGIYSVVVRNAAGEDTADINVKVVDVPDPPQE

VKILSVGEESCVVQWDPPAFDGGQPIIGYVLERKKKKSYRWMRLNFDPYPETTYEAKRMIEGVA

YEMRVYAVNSIGMSRHSQASQPFVPVAPTSEPVGLCVDDISDTSIVLKWRPPERMGSVDLEGYG

VEYCKEG------------------

TDEWIPAAQGLTERTSLIIRNLTTGDRLQFRVRAYNMAGPSPAATLAQPITIREIMQRPKILLP

RNLRQTLIRRVGDTVNLVIPFQ-----

GKPRPKVTWSKNGEPLSSTLASIRNSEGDTILFIRKTEKTHSGKYDLQVQIENVEDTASVTLQV

VGRSDSRVWTSGGGSTGTLIFLLIRVLDLPGPPEVLKIVDVWGFNVALEWKPPKDDGNCEITGY

TVQKADKKTMEWFTVYDQYRRTHCIVSDLIMGNEYVFRVFANNLVGPSPEPCGTKDSAYIQKTG

GQQPHVVTSSGVVYKPPTHKEHDLSEAPKFTRPLVSRSVIAGYTATLSCSVRGVPKPKVTWYKN

KMDLSNEAKYRMLSNHGVLTLEIRKPCPFDGGVYTCKAVNDSGEDTVECKLEVRS-

QIIKEDKKEESKKETHPAA---------------------------------------------

----------------- 

gi|224051064|ref|XR_0 PREDICTED: Taeniopygia guttata misc_RNA 

(LOC1   --------------------------------------------------------

----------

MPEPVKKTVSAFTKKPKTTEVTAGNTAVFEAETEKSGIKVKWQRAGTEITESEKYVIKTEGNKH

SLTINNVGKEDDVTYAVIAGSSKVKFELKVKE---------------

PEKSETVTPAEAVPAPAASESPAPPAESSQNT--------------EVSSAETQ------

PEEPLDPIGLFVARPQDGEVTVGGNITFTAKVAGESLLKKPSVKWFKGKWMDLGSKVGKHLQLH

DSYDRNT------------------------

KVYTFEMEIIEANMTFAGGYRCEVSTKDKFDSSNFSLTVNEAPV-

SGDLDIRAAFRRTSLAGGGRRMTSAFLSTEGHDDGAEFNFSSLLKKRDSFLRPS-

NRGEGKSESQSDVDVWDILRK-

APPTEYEKIAFQYGITDLRGMLKRLKRIKKEEKKSTAFLKKLDPAYQVDKGQKIKLMVEVANPD

ADVKWLKNGQEIQVSGS--

KYIFEAVGNKRILTINHCSLADDAAYECVVGDEKSFTELFVKEPPILIIHPLEDQMVMVGERVE

FECEVSEEGATVKWEKDGIELTREETFK--

YRFKKDGKKQYLIINESTKEDSGHYTVKTNGGVSVAELIVQEKKLEVYQSIADLTVKARDQAVF

KCEVSDENVKGIWLKNGKEVIPDERIKISHIGRIHKLIIEDVTPEDEADYSFIPQGFAY-

NLSAKLQFLEVKIDFVPREEPPKIHLDCLGQSPD-TIVVVAGNKLRLDVPVSGDPTPTVIWQK-

VNKRNDLLRNS-

EDSMTPSENSSDLNTDNKLLFESEGRVRVEMHEDHCVFIIEGAEKEDEGVYRVILKNPVGEDKA

DITVKVIDVPDPPEAPTISNIGEDYCTVQWQPPKYDGGQPVLGYILERKKKKSYRWMRLNFDLL



 

 

KELTYEAKRMIEGVVYEMRIYAVNSIGMSRPSPASQPFMPIAPPSEPTHFTVEDVSDSTVSLKW

RPPERIGAGGLDGYMVEYCKDG------------------

STEWIPALPGLTERTSALIKDLVTGDKLYFRVKAVNLAGESGAATIKEPVTVQEILQRPKFWLP

RQLRQTLVKKVGETINIVIPFQ-----

GKPRPKITWLKDGQTLDSKDVGIRNSNTDTILFIRKAELHHSGAYEVTLQIENMSDKVAITIQI

I--------------------------

DKPGPPQNIKLVDVWGFNAALEWTPPQDDGNAQILGYTVQKADKKTMEWYTVFDHYRRTNCIVS

DLIMGNEYFFRIFSENLCGLSETAATTKNPAHIQKTG-----------

TTYKPPCYKEHDFSEAPKFTHPLVNRSVIAGYNTTLSCAVRGIPKPKIFWFKNKMDLSGDAKYR

MFSKQGVLTLEIRKPTPFDGGIYTCKAVNECGEAEIECRLDVRGNQMNPMDNPNKAMKRVMGS-

-------------------------------------------------------------- 

sp|Q90688|MYPC3_CHICK Myosin-binding protein C, cardiac-type 

OS=Gal   -------------------------------------------------------

-----------

MPEPAKKAVSAFTKKPKTTEVAAGSTAVFEAETEKTGIKVKWQRAGTEITDSEKYAIKAEGNKH

SLTISNVGKDDEVTYAVIAGTSKVKFELKVKE---------------

PEKSEPVAPAEASPAPAASELPAPPVESNQNP--------------EVPPAETQ------

PEEPVDPIGLFVTRPQDGEVTVGGNITFTAKVAGESLLKKPSVKWFKGKWMDLASKVGKHLQLH

DNYDRNN------------------------

KVYTFEMEIIEANMTFAGGYRCEVSTKDKFDSSNFNLIVNEAPV-

SGEMDIRAAFRRTSLAGGGRRMTSAFLSTEGLEESGELNFSALLKKRDSFLRTA-

NRGDGKSDSQPDVDVWEILRK-

APPSEYEKIAFQYGITDLRGMLKRLKRIKKEEKKSTAFLKKLDPAYQVDKGQKIKLMVEVANPD

ADVKWLKNGQEIQVSGS--

KYIFEAIGNKRILTINHCSLADDAAYECVVAEEKSFTELFVKEPPILITHPLEDQMVMVGERVE

FECEVSEEGATVKWEKDGVELTREETFK--

YRFKKDGKKQYLIINESTKEDSGHYTVKTNGGVSVAELIVQEKKLEVYQSIADLTVKARDQAVF

KCEVSDENVKGIWLKNGKEVVPDERIKISHIGRIHKLTIEDVTPGDEADYSFIPQGFAY-

NLSAKLQFLEVKIDFVPREEPPKIHLDCLGQSPD-TIVVVAGNKLRLDVPISGDPTPTVIWQK-

VNKKGELVHQSNEDSLTPSENSSDLSTDSKLLFESEGRVRVEKHEDHCVFIIEGAEKEDEGVYR

VIVKNPVGEDKADITVKVIDVPDPPEAPKISNIGEDYCTVQWQPPTYDGGQPVLGYILERKKKK

SYRWMRLNFDLLKELTYEAKRMIEGVVYEMRIYAVNSIGMSRPSPASQPFMPIAPPSEPTHFTV

EDVSDTTVALKWRPPERIGAGGLDGYIVEYCKDG------------------

SAEWTPALPGLTERTSALIKDLVTGDKLYFRVKAINLAGESGAAIIKEPVTVQEIMQRPKICVP

RHLRQTLVKKVGETINIMIPFQ-----

GKPRPKISWMKDGQTLDSKDVGIRNSSTDTILFIRKAELHHSGAYEVTLQIENMTDTVAITIQI

I--------------------------

DKPGPPQNIKLADVWGFNVALEWTPPQDDGNAQILGYTVQKADKKTMEWYTVYDHYRRTNCVVS

DLIMGNEYFFRVFSENLCGLSETAATTKNPAYIQKTG-----------

TTYKPPSYKEHDFSEPPKFTHPLVNRSVIAGYNTTLSCAVRGIPKPKIFWYKNKVDLSGDAKYR

MFSKQGVLTLEIRKPTPLDGGFYTCKAVNERGEAEIECRLDVRVPQ------------------

-------------------------------------------------------------- 

tr|A9JTS4|A9JTS4_XENT Mybpc3 protein OS=Xenopus tropicalis 

GN=mybpc   -----------------------------------------------------

-------------MPEPVKK--

SAFTKKPKSEEVSVGGTVTFAAETDKPGLKVKWQRNNVDITANERFAIKSEGKQHSLTISNATA

EDEVVYAVIAGTSKVKFELKVKE---------------QEKTE-



 

 

EAPAPAPAAPEASEAPAPPAPDSSAPPPTETAEGEAKPPESAEATAIQ------

PEPPKDEIGLFLERPKDAEITVGSNIKFTARIAGANLIKKPVVKWFKGKWMDLTSKVGKHLQLH

EIYDRNT------------------------

KIYTFEIQIIQAKTTYAGGYRCEVSSKDKFDSCNFNLAVHEVST-SGEVDIRAAFRRTG-----

----------DGAEEAGELDFSALLKKRD---------NEPKQGAEPDVDVWDILKK-

APPSEYEKIAFQYGITDLRGLLKRLKKMKKEEKKSEAFLKKMDPAYQIDKGQKMKLVVEVANPD

AEVKWLKNGQEIRVSGS--

KYIFESIGNKRILTINNCSLADDAAYQCVIGEEKCFTELFVREPPVQILHSLEDQMVMVGERVE

FECEVSEEGAQVKWEKDGVELTREETFK--

YRFKKDGKKHFLIINETTLEDGGNYKVKTNGGESVAELMVQEKQLEVLQDVADLTVKAKEQAVF

KCEVSDETVTGIWVKNGKEVIPNNRIKITHIGRVHKLTIDDVVPQDEGDYSFIPNGFAF-

SLSAKLHFMEVKIDFVPRQEPPKIKLDCMSQCAD-TIIVVAGNKLRLDVPISGDPAPTVVWMK-

GDK---------------------------

LISEVDGRVHVETHADHCVFIIEGAEKSDEGAYTVLVKNEAGEDKANINVKVIEVPDPPESPKI

SNIGEDFCTVQWDPPKYDGGQPVLGYILERKKKKSYRWMRLNYDLVKELTYESKRMIEGVVYEM

RIYAVNSIGMSLPSQPSQPFMPIAPTSEPTQLVVEDVSDTSISLKWRPPERIGAGGLDGYTVEY

CKEG------------------

STEWVPALQGLTERNSVMIRDLPTGERLTFRVRAINLAGPSEPCTMKEPVTIREIMQRPKIWLP

RYLRQKLIKKVGETVNIVIPFQ-----

GKPRPVVTWLKDGQPVDPKQVGIRNSEADTILFIRKAERDHSGEYKVQIQIENCEDSATICIQI

V--------------------------

DKPSASQKLKIVEIWGFNVALEWAPPQDDGNTEITGYTVQKADKKTMEWFTVFEHYRRTHCVVS

DLIMGNEYYFRVFSENMCGLSEKPCTTKNSAYIQKTG-----------

TAYKPPTYKDHEFDEAPKFTHPLNDRSVVAGYNATLSCAVRGIPKPKITWYKNKMDLSMEARYR

SFSKQGVLTLEVRKPSPFDGGLYTCKAVNEHGVAETECRLEVRVPQ------------------

-------------------------------------------------------------- 

tr|A8MXZ9|A8MXZ9_HUMA Putative uncharacterized protein MYBPC3 

OS=Ho   --------------------------------------------------------

----------

MPEPGKKPVSAFSKKPRSVEVAAGSPAVFEAETERAGVKVRWQRGGSDISASNKYGLATEGTRH

TLTVREVGPADQGSYAVIAGSSKVKFDLKVIE---------------AEKAEPML------

APAPAPAEATGAPGEAPAPAAELGESAPSPKGSSSAALNGPT----

PGAPDDPIGLFVMRPQDGEVTVGGSITFSARVAGASLLKPPVVKWFKGKWVDLSSKVGQHLQLH

DSYDRAS------------------------

KVYLFELHITDAQPAFTGSYRCEVSTKDKFDCSNFNLTVHEAMG-

TGDLDLLSAFRRTSLAGGGRRIS------DSHEDTGILDFSSLLKKSSSFRTP----

RDSKLEAPAEEDVWEILRQ-

APPSEYERIAFQYGVTDLRGMLKRLKGMRRDEKKSTAFQKKLEPAYQVSKGHKIRLTVELADHD

AEVKWLKNGQEIQMSGS--

KYIFESIGAKRTLTISQCSLADDAAYQCVVGGEKCSTELFVKEPPVLITRPLEDQLVMVGQRVE

FECEVSEEGAQVKWLKDGVELTREETFK--

YRFKKDGQRHHLIINEAMLEDAGHYALCTSGGQALAELIVQEKKLEVYQSIADLMVGAKDQAVF

KCEVSDENVRGVWLKNGKELVPDSRIKVSHIGRVHKLTIDDVTPADEADYSFVPEGFAC-

NLSAKLHFMEVKIDFVPRQEPPKIHLDCPGRIPD-

TIVVVAGNKLRLDVPISGDPAPTVIWQKAITQGNKAPARPAPDAPEDTGDSDEWVFDKKLLCET

EGRVRVETTKDRSIFTVEGAEKEDEGVYTVTVKNPVGEDQVNLTVKVIDVPDAPAAPKISNVGE

DSCTVQWEPPAYDGGQPILGYILERKKKKSYRWMRLNFDLIQELSHEARRMIEGVVYEMRVYAV



 

 

NAIGMSRPSPASQPFMPIGPPSEPTHLAVEDVSDTTVSLKWRPPERVGAGGLDGYSVEYCPEG-

-----------------

CSEWVAALQGLTEHTSILVKDLPTGARLLFRVRAHNMAGPGAPVTTTEPVTVQEILQRPRLQLP

RHLRQTIQKKVGEPVNLLIPFQ-----

GKPRPQVTWTKEGQPLAGEEVSIRNSPTDTILFIRAARRVHSGTYQVTVRIENMEDKATLVLQV

V--------------------------

DKPSPPQDLRVTDAWGLNVALEWKPPQDVGNTELWGYTVQKADKKTMEWFTVLEHYRRTHCVVP

ELIIGNGYYFRVFSQNMVGFSDRAATTKEPVFIPRPG-----------

ITYEPPNYKALDFSEAPSFTQPLVNRSVIAGYTAMLCCAVRGSPKPKISWFKNGLDLGEDARFR

MFSKQGVLTLEIRKPCPFDGGIYVCRATNLQGEARCECRLEVRVPQ------------------

-------------------------------------------------------------- 

gi|114637607|ref|XP_5 PREDICTED: protein C, cardiac [Pan 

troglodyte   ---------------------------------------------------

---------------

MPEPGKKPVSAFSKKPRSVEVAAGSPAVFEAETERAGVKVRWQRGGSDISASNKYGLATEGTRH

TLTVREVGPADQGSYAVIAGSSKVKFDLKVIE---------------AEKAEPML------

APAPAPAEATGAPGEAPAPAAELGESAPSPKGSSSAALNGPT----

PGAPDDPIGLFVMRPQDGEVTVGGSITFSARVAGASLLKPPVVKWFKGKWVDLSSKVGQHLQLH

DSYDRAS------------------------

KVYLFELHITDAQPAFAGGYRCEVSTKDKFDCSNFNLTVHEAMG-TGDLDLLSAFRRT------

---------------------------------------DSKLEAPAEEDVWEILRQ-

APPSEYERIAFQYGVTDLRGMLKRLKGMRRDEKKS-------------

TEACLLPLSTCVSLTRFPATSLR-------PPP--

RYIFESIGAKRTLTISQCSLADDAAYQCVVGGEKCSTELFVKEPPVLITRPLEDQLVMVGQRVE

FECEVSEEGAQVKWLKDGVELTREETFK--

YRFKKDGRRHHLIINEATLEDAGHYALCTSGGQALAELIVQEKKLEVYQSIADLMVGAKDQAVF

KCEVSDENVRGVWLKNGKELVPDSRIKVSHIGRVHKLTIDDVTPADEADYSFVPEGFAC-

NLSAKLHFMEVKIDFVPRQEPPKIHLDCPGRIPD-

TIVVVAGNKLRLDVPISGDPAPTVIWQKAITQGNKAPARPAPDAPEDTGDSDEWVFDKKLLCET

EGRVRVETTKDRSIFTVEGAEKEDEGVYTVTVKNPVGEDQVNLTVKVIDVPDAPAAPKISNVGE

DSCTVQWEPPAYDGGQPILGYILERKKKKSYRWMRLNFDLIQELSHEARRMIEGVVYEMRVYAV

NAIGMSRPSPASQPFMPIGPPSEPTHLAVEDVSDTTVSLKWRPPERVGAGGLDGYSVEYCPEG-

-----------------

CSEWVAALQGLTEHTSILVKDLPTGARLLFRVRAHNMAGPGAPVTTTEPVTVQEILQRPRLQLP

RHLRQTIQKKVGEPVNLLIPFQ-----

GKPRPQVTWTKEGQPLAGEEVSIRNSPTDTILFIRAARRVHSGTYQVTVRIENMEDKATLVLQV

V--------------------------

DKPSPPQDLRVTDAWGLNVALEWKPPQDVGNTELWGYTVQKADKKTMEWFTVLEHYRRTHCVVP

ELIIGNGYYFRVFSQNMVGFSDRAATTKEPVFIPRPG-----------

ITYEPPNYKALDFSEAPSFTQPLVNRSIIAGYTAMLCCAVRGSPKPKISWFKNGLDLGEDARFR

MFSKQGVLTLEIRKPCP-----------------------------------------------

-------------------------------------------------------------- 

gi|109106380|ref|XR_0 PREDICTED: Macaca mulatta protein C, 

cardiac    -----------------------------------------------------

-------------

MPEPGKKPVSAFSKKPRSVEVAAGSPAVFEVETERAGVKVRWQRGGSDIGASSKYGLATEGTRH

TLTVREVGPADQGSYAVIAGSSKVKFDLKVTE---------------AEKAEPVL------



 

 

APAPAPAEATGTPGETLAPAAELGESAPSPEGSSSAARNDPT----

PGAPDDPIGLFVMRPQDGEVTVGGSITFSARVAGASLLKPPVVKWFKGKWVDLSSKVGQHLQLH

DSYDRAS------------------------

KVYLFELHITDAQPAFTGGYRCEVSTKDKFDCSNFNLTVHEAVG-

TGDLDLLSSFRRTSLAGGGRRIS------DSHEDAGILDFSSLLKKSSSFRTP----

RDSKLEAPAEEDVWEILRQ-

APPSEYERIAFQYGVTDLRGMLKRLKGMRRDEKKSTAFQKKLEPAYQVSKGHKIRLTVELADPD

AEVKWLKNGQEIQMSGS--

KYIFESIGAKRTLTISQCSLADDAAYQCVVGGEKCSTELFVKEPPVLITRPLEDQLVMVGQRVE

FECEVSEEGAQVKWLKDGVELTREETFK--

YRFKKDGRRHRLIINEATLEDMGHYALRTSGGQALAELIVQEKKLEVYQSIADLTVGAKDQAVF

KCEVSDENVRGVWLKNGKELVPDSRIKVSHIGRVHKLTIDDVTPADEADYSFVPEGFAC-

NLSAKLHFMEVKIDFVPRQEPPKIHLDCPGRIPD-

TIVVVAGNKLRLDVPISGDPAPTVIWQKAITQGNKSPARPAPDAPEDAGDSDEWVFDKKLLCET

EGRVRVETTKDRSIFTVEGAEKEDEGVYTVTVKNPVGEDRVNLTVKVIDVPDAPAAPKVSNVGE

DSCTVQWEPPAYDGGQPVLGYILERKKKKSYRWMRLNFDLIQELSHEARRMIEGVVYEMRVYAV

NAIGMSRPSPASQPFMPIGPPSEPTHLAVEDASDTTVSLKWRPPERVGAGGLDGYSVEYCPEGG

E----------------

CSEWVAALRGLTEHTSILVKDLPTGARLLFRVRAHNMAGPGAPVTTTEPVTVQEILQRPRLQLP

RHLRQTIQKKVREPVNLLIPFQLFLPSGQPRPQVTWTKEGQPLA-------------------

ARR-------------------------------------------------------------

----------------------------------------------------------------

----------------------------------------------------------------

----------------------------------------------------------------

----------------------------------------------------------------

------------------------------------- 

tr|Q2Q1P6|Q2Q1P6_CANF Cardiac myosin binding protein C OS=Canis 

fam   ----------------------------------------------------------

--------

MPEPGKKPVSAFSKKPRSAEVAAGSPAVFEAETERSGVKVRWQRGGSDISASDKYGLAAEGTRH

TLTVRDVGPADQGSYAVIAGSSKVKFDLKVIE---------------

AEKAETVPGPASVPAPAPAPAEAPGAPGEALASATEEKGGSSSPEGSSSAAPDG------

SGAPDDPIGLFVMRPQDGEVTAGGSITFSARVAGASLLKPPTVKWFKGKWVDLSSKAGQHLQLH

SSYDRTS------------------------

KVYLFELHITDAQPTSAGGYRCEVSTKDKFDSCNFNLTVHEAVG-

PGDLDLRSAFRRTSLAGSGRRIS------DSHEDAGTLDFSSLLKKRDSFR------

RDSRLEAPAEEDVWEILRQ-

ASPSEYERIAFQHGVTDLRGMLKRLKGMKRDEKKSTAFQKKLEPAYQVSKGHKIRLTVELADPD

ADVKWLKNGQEIQMSGS--

KYIFESVGAKRTLTISQCSLADDAAYQCVVGGEKCSTELFVKEPPVLITRPLEDQLVMVGQRVE

FECEVSEEGAQVKWLKDGVELTREETFK--

YRFKKDGQRHHLIINEATLEDAGHYALRTSGGQALAELIVQEKKLEVYQSIADLTVGAKDQAVF

KCEVSDENVRGVWLKNGKELVPDSRIKVSHIGRVHKLTIDDVTPADEADYSFVPEGFAC-

NLSAKLHFMEVKIDFVPRQEPPKIHLDCPGRKPD-

TIVVVAGNKLRLDVPISGDPAPTVIWQKTITQKNKVPAGPAPDASGDAAASDEWVFDKKLLCET

EGRVRVETTKDRSIFTVEGAEKEDEGVYVVTVKNPVGEDQVNLTVKVIDVPDAPAAPKISNVGE

DSCTVQWEPPAYDGGQPVLGYILERKKKKSYRWMRLNFDLLRELSHEARRMIEGVVYEMRVYAV



 

 

NAIGMSRPSPASQPFMPIGPPSEPTHLAVEDVTDTTVSLKWRPPERAGAGGLDGYSVEYCRED-

-----------------

CSEWVTALQGLTEHTAVLVKDLPTGARLQFRVRAHNMAGPGAPVTTQEPVTVQEILQRPRLQLP

RHLRQTIQRKVGEPVNLLIPFQ-----

GKPRPQVTWTKEGQPLAGEEVSIRNSPTDTILFIRAAHRAHSGTYQVMLRIENMEDKATLVLQI

V--------------------------

DKPSPPQDIRVAEAWGFNVALEWKPPQDYGNTEIWGYTVQKADTKTMEWFTVLEHYRRTHCVVS

ELIIGNGYYFRVFSHNMVGPSDKAATTKEPVFIPRPG-----------

ITYEPPSYKALDFSEAPSFTRPLVNRSVIAGYNATLCCAVRGSPKPKISWFKNGLDLGKDARFR

MFSKQGVLTLEIRKPCPFDGGIYVCRAINLQGEAQCECRLEVR-------------VPQ-----

-------------------------------------------------------------- 

gi|194217890|ref|XP_0 PREDICTED: similar to cardiac myosin 

binding    -----------------------------------------------------

-------------

MPEPGKKPVSAFSKKPRSAEVAAGSPAVFEAETERAGLKVRWQRAGSDISASDKYGLAAEGTRH

TLTVRDVGPADQGSYAVIAGSSKVKFDLKVIE---------------PEKTEPVP------

SPAPTPAEAPGAPREALASATEAEGGSPSPEGSSSAAPDG------

PGAPDDPIGLFVMRPQDGEVTVGGSITFSARVAGASLLKPPMVKWFKGKWVDLSSKVGQHLQLH

DSYDRAS------------------------

KVYLFELHITDAQATFTGGYRCEVSTKDKFDSCNFNLTVHEAIG-PGDLDLRSAFRRT------

---------------------------------------DSRLEAPAEEDVWEILRQ-

APPSEYERIAFQHGITDLRGMLKRLKGMRRDEKKSTAFQKKLEPAYQVSKGHKIRLTVELANPD

AEVKWLKNGQEIQMSGS--

KYIFESIGAKRTLTISQCSLADDAAYQCVVGGEKCSTELFVKEPPVLITRPLEDQLVMVGQRVE

FECEVSEEGAQVKWLKDGVELTREETFK--

YRFKKDGQRHHLIINEATLEDAGHYALHTSGGQALAELIVQEKKLEVYQSIADLTVGAKDQAVF

KCEVSDENVRGVWLKNGKELVPDSRIKVSHIGRVHKLTIDDVTPADEADYSFVPEGFAS-

NLSAKLHFMEVKIDFVPRQEPPKIHLDCPGRVPD-

TIVVVAGNKLRLDVPISGDPAPTVTWQKTITQGNKVPAGPAPDAPGDAGASDEWVFDKKLLCET

EGRVRVETTKDRSVFTLEGAEKEDEGVYIVTVKNPVGEDQVNLTVKVIDVPDAPAAPKISNVGE

DSCTVQWEPPAYDGGQPILGYILERKKKKSYRWMRLNFDLLRELSLEAKRMIEGVVYEMRVYAV

NAIGMSRPSPASQPFMPIGPPSEPTHLAVEDVSDTTVSLKWRPPERVGAGGLDGYSVEYCREG-

-----------------

GSEWVAALQGLTEHTSLLVKDLPTGARLLFRVRAHNVAGPGAPVTTKEPVTVQEILQRPRLQLP

RHLRQTIHRRVGEPVNLLIPFQ-----

GRPRPQVTWTKEGQPLAGEEVSIRNSPTDTILFIRAARRTHSGTYQVTLRIENMEDEATLVLQI

V--------------------------

DKPSPPQDIRVAEAWGFNVALEWKPPQDDGNTEIWGYTVQKADKKTMEWFTVLEHYRRTHCVVS

ELIIGNGYYFRVFSHNMVGPSDKAATTKEPVFIPKAG-----------

ITYESPSYKALDFLEAPSFTRPLVNRSVIAGYNATLSCAVRGSPKPNISWFKNGLDLRDDARFR

TFSKQGLLTLEIRKPCPFDGGIYVCRATNLQGEAQCECRLEVRGVKAQVGAPSSGQFPEEQPPG

GPEVP--------------------------------------------------------- 

tr|Q0VD56|Q0VD56_BOVI Myosin binding protein C, cardiac OS=Bos 

taur   ---------------------------------------------------------

---------

MPEPGKKPVSAFSKKPRSAEVAAGSSAVFEAETERAGLKVRWQRAGSDISASDKYSLAAEGTRH

TLTVRDVGPADQGSYAVIAGSSKVKFDLKVVD---------------AGKAEPVS------



 

 

APAPAPTEAPGAPGEAPTSAPEVEAGAPSPEESSSAAPEG------

PSAPGDPIGLFVMRPQDGEVTVGGTITFSARVAGASLLKPPVVKWFKGKWVDLSSKVGQHLQLH

DSYDRTS------------------------

KVYLFELRIMDAQTTFAGGYRCEVSTKDKFDSCNFNLTVHEAVG-

PGDVDLRSTFRRTSLAGGSRRIS------DSHEDAGTLDFSSLLRKSS----L----

RTPRLEAPAEEDVWEILRQ-

APPSEYERIAFQHGVTDLRGMLKRLKGIKRDEKKSTAFQKKLQPAYQVSKGHKIRLMVELADPD

AEVKWLKNGQEIQMSGS--

KYIFESIGAKRTLTISQCSLADDAAYQCVVGGEKCSTELFVKEPPVLITRPLEDQLVMVGQRVE

FECEVSEEGAQVKWLKDGVELTREETFK--

YRFKKDGQKHHLIINEATLEDAGHYALRTSGGQALAELIVQEKKLEVYQSIADLTVGSKDQAVF

KCEVSDENVRGVWLKNGKELVPDSRIKVSHIGRVHKLTIDDVTPADEADYSFVPEGFAC-

NLSAKLHFMEVKIDFVPRQEPPKIHLDCPGRVPD-

TIVVVAGNKLRLDVPISGDPAPTVIWQKAITKGNKVPAGPAPDASEESGAGDEWVFDKKLLCET

EGRVRVETTKDRSIFTVEGAEREDEGVYVVTVKNPVGEDQVSLTVKVIDVPDAPAAPEISKVGE

DSCTVCWEPPAYDGGQPVLGYILERKKKKSYRWMRLNFDLLRELSHEARRMIEGVIYEMRVYAV

NAVGMSRPSPASQPFMPIGPPSEPTHLAVEDISDTTVSLKWRPPERAGAGGLDGYSVEYRREGS

-----------------

GSAWVSALPGLIERTSLLVKDLPTGARVLFRVRAHNLAGAGPPVTTKEPVTVQELLQRPRLQLP

RHLRQTIQKKVGEPVNLLIPFQ-----

GKPRPQVTWTKEGQPLAGEEVSIRNSPTDTILFIRAAHRAHSGTYQVTLRVEDMEDKAQLVLQV

V--------------------------

DKPSPPQDIQVAEAWGFNVALEWKPPQDDGNTELWGYTVQKADKKTMEWFTVLEHYRHTHCVVS

ELIIGNSYYFRVFSHNTVGPSDTAATTKEPVLIPRPG-----------

ITYELPKYKALDFSEAPSFTRPLVNRSVIAGYNTTLCCAVRGSPKPKISWFKNGLDLGKDARFR

MFSKQGVLTLEIRKPCPFDGGIYACRATNLEGEAQCECRLEVRVPQ------------------

-------------------------------------------------------------- 

gi|157824043|ref|NP_0 myosin binding protein C, cardiac [Rattus 

nor   ----------------------------------------------------------

--------

MPEPGKRPVSAFTKKPRSVEVTAGSAAVFEAETERSGLKVQWQRDGSDIAANDKYGLAAEGKRH

TLTVRDVGPDDQGSYAVIAGSSKVKFDLKVTE---------------PAPPEKAES-----

AVAPTSMEAPETPKEVPALATQLEGNVSSPEGSVSVTQDGSVAGS-

QGAPDDPIGLFLMRPQDGEVTVGGSIVFSARVAGASLLKPPVVKWFKGKWVDLSSKVGQHLQLH

DSYDRAS------------------------

KVYLFELHITDAQATSAGGYRCEVSTKDKFDSCNFNLTVHEAIG-

SGDLDLRSAFRRTSLAGTGRRTS------DSHEDAGTLDFSSLLKK-SSFR------

RDSKLEAPAEEDVWEILRQ-

APPSEYERIAFQHGVTDLRGMLKRLKGMKHDEKKSTAFQKKLEPAYQVNKGHKIRLTVELADPD

AEVKWLKNGQEIQMSG---

RYIFESIGAKRTLTISQCSLADDAAYQCVVGGEKCSTELFVKEPPVLITRSLEDQLVMVGQRVE

FECEVSEEGAQVKWLKDGVELTREETFK--

YRFKKDGRKHHLIINEATLEDAGHYAVRTSGGQALAELIVQEKKLEVYQSIADLAVGAKDQAVF

KCEVSDENVRGVWLKNGKELVPDNRIKVSHIGRVHKLTIDDVTPADEADYSFVPEGFAC-

NLSAKLHFMEVKIDFVPRQEPPKIHLDCPGSTPD-

TIVVVAGNKLRLDVPISGDPAPTVIWQKTITQGKKASAGPPPGAPEDAGADEEWVFDKKLLCET

EGRVRVETTKDRSVFTVEGAEKEDEGVYTVTVKNPVGEDQVNLTVKVIDVPDAPAAPKISNVGE



 

 

DSCIVQWEPPAYDGGQPVLGYILERKKKKSYRWMRLNFDLLRELSHEARRMIEGVAYEMRVYAV

NAVGMSRPSPASQPFMPIGPPGEPTHLTVEDVSDTTVSLKWRPPERVGAGGLDGYSVEYCQEG-

-----------------

CSEWVTALQGLTERTSLLVKDLPTGARLLFRVRAHNVAGPGGPIITKEPVTVQEILQRPRLQLP

RHLRQTIQKKVGEPVNLLIPFQ-----

GKPRPQVTWTKEGQPLAGEEVSIRNSPTDTILFIRAAHRTHSGTYQVTVRIENMEDKATLVLQI

V--------------------------

DKPSPPLDIRVVETWGFSVALEWKPPQDDGNTEIWGYTVQKADKKTMEWFTVLEHYRQTHCVVS

ELIIGNGYYFRVFSHNMVGSSDRAAATKEPIFIPRPG-----------

ITYEPPKYKALDFSEAPSFTQPLTNRSIIAGYNAILCCAVRGSPKPKISWFKNGLDLGEDARFR

MFCKQGVLTLEIRKPCPYDGGVYVCRATNLQGEAQCECRLEVRVPQ------------------

-------------------------------------------------------------- 

sp|O70468|MYPC3_MOUSE Myosin-binding protein C, cardiac-type 

OS=Mus   -------------------------------------------------------

-----------

MPEPGKKPVSAFNKKPRSAEVTAGSAAVFEAETERSGVMVRWQRDGSDITANDKYGLAAEGKRH

TLTVRDASPDDQGSYAVIAGSSKVKFDLKVTE---------------PAPPEKAES-----

EVAPG------APEEVPAPATELEESVSSPEGSVSVTQDGSAAEH-

QGAPDDPIGLFLMRPQDGEVTVGGSIVFSARVAGASLLKPPVVKWFKGKWVDLSSKVGQHLQLH

DSYDRAS------------------------

KVYLFELHITDAQTTSAGGYRCEVSTKDKFDSCNFNLTVHEAIG-

SGDLDLRSAFRRTSLAGAGRRTS------DSHEDAGTPDFSSLLKKRDSFR------

RDSKLEAPAEEDVWEILRQ-

APPSEYERIAFQHGVEACHRPLKRLKGMKQDEKKSTAFQKKLEPAYQVNKGHKIRLTVELADPD

AEVKWLKNGQEIQMSGS--

KYIFESVGAKRTLTISQCSLADDAAYQCVVGGEKCSTELFVKEPPVLITRSLEDQLVMVGQRVE

FECEVSEEGAQVKWLKDGVELTREETFK--

YRFKKDGRKHHLIINEATLEDAGHYAVRTSGGQSLAELIVQEKKLEVYQSIADLAVGAKDQAVF

KCEVSDENVRGVWLKNGKELVPDNRIKVSHIGRVHKLTIDDVTPADEADYSFVPEGFAC-

NLSAKLHFMEVKIDFVPRQEPPKIHLDCPGSTPD-

TIVVVTGNKLRLDVPISGDPAPTVVWQKTVTQGKKASAGPHPDAPEDAGADEEWVFDKKLLCET

EGRVRVETTKDRSVFTVEGAEKEDEGVYTVTVKNPVGEDQVNLTVKVIDVPDAPAAPKISNVGE

DSCTVQWEPPAYDGGQPVLGYILERKKKKSYRWMRLNFDLLRELSHEARRMIEGVAYEMRVYAV

NAVGMSRPSPASQPFMPIGPPGEPTHLAVEDVSDTTVSLKWRPPERVGAGGLDGYSVEYCQEG-

-----------------

CSEWTPALQGLTERRSMLVKDLPTGARLLFRVRAHNVAGPGGPIVTKEPVTVQEILQRPRLQLP

RHLRQTIQKKVGEPVNLLIPFQ-----

GKPRPQVTWTKEGQPLAGEEVSIRNSPTDTILFIRAARRTHSGTYQVTVRIENMEDKATLILQI

V--------------------------

DKPSPPQDIRIVETWGFNVALEWKPPQDDGNTEIWGYTVQKADKKTMEWFTVLEHYRRTHCVVS

ELIIGNGYYFRVFSHNMVGSSDKAAATKEPVFIPRPG-----------

ITYEPPKYKALDFSEAPSFTQPLANRSIIAGYNAILCCAVRGSPKPKISWFKNGLDLGEDARFR

MFCKQGVLTLEIRKPCPYDGGVYVCRATNLQGEAQCECRLEVRVPQ------------------

-------------------------------------------------------------- 

gi|126332728|ref|XP_0 PREDICTED: hypothetical protein 

[Monodelphis    ------------------------------------------------

------------------



 

 

MPEPGKKAVSAFSKKPKSAEAAVGSSALFEAETERAGLKLRWQRAGSDISASDKYVLTSEGTRH

TLTVQDVQPDDQGLYAAIAGTSKVKFELKVKE---------------AAPGLSLG-----

QEAAPWAPKDTPSPGEGLLPSGPPVPGDASGPGSEGCPPNS------

EEASGDPIGLFVSRPQDGEVTVGDSITFSAQVAGASLLKPPVVKWFKGKWMDLSGKVGKNLQLH

DSYDRAS------------------------

KVYLFELHISEVQAAYAGGYRCEVSTKDKFDSCNFNLTVHEAIG-

PADLDLRSAFRRPSLPGGNRRTSG-----DGHDDAGSLDFSSLLKKRDLFRLVG-A-

RDPKLEAPAEEDVWEILRT-

APPSEYERIAFQHGVTDLRGMLKRLKGMKKDEKKSAAFLKKLEPAYQVNKGQKIRLVVEVADPD

AEVKWLKNGQPIQMSGS--

KYIFESAGNKRMLTISQCSLADDAAYQCMVGGDKCSTELFVKEPPVLITRGLEDQMVTVGQRVE

FECEVSEEGAPVKWLKDGVELTREETFK--

YRFKKDGRKHHLIINEATLEDSGHYAIRTSGGQALAELIVQEKTLEVYQNIADLTVGARDQAVF

KCEVSDENVKGVWLKNGRELVPDSRIKVSHIGRVHKLTIDDVTPADEADYSFVPEGFAC-

NLSAKLHFMEVKIDFVPRQEPPKIHLDCPGRTPD-

TIVVVAGNKLRLDVPISGDPAPTVIWQKASQESK------

TPDPATEVGDSSEWVFEKKLLCETEGRVRVETHKDRSIFTVEGAEKEDEGVYTVTVKNPVGEDQ

VNITVKVIDVPDPPAAPKISNVGEDSCTVQWQPPAYDGGQPILGYILERKKKKSYRWMRLNFDL

LRELSHEARRMIEGVVYEMRVYAVNAIGMSRPSPASQPFMPIGPPSEPTHLGVEDISDSSVTLK

WRPPERVGAGGLDGYSVEYCREG------------------

SSEWVSALQSLTERTSLLVKELPTGARLLFRVRAHNLAGPSAPAITKEAITVQEILERPRLRLP

RHLRQTVQRKVGEPVNILIPFQ-----

GKPRPQVTWTKEGQPLAGNDVSIRNSPTDTILFIRTAHRAHSGTYQVAVQIENMEDTATLVLQI

V--------------------------

DRPSPPQEVRVTETWGFNVALEWKPPQDDGNTELWGYTVQKADKKTMEWFTVLEHYRRTHCVVS

ELIMGNNYYFRVFSHNMVGASEKAATTKEPVFIPKIG-----------

LTYQPPTYKALDFSEAPSFTQPLVNRSVIAGYNAVLCCSVRGSPKPKISWFKNGLDLGEDARFR

MFSKQGVLTLEIRKPCPFDGGAYVCRATNAQGEAQCECRLEVRGKDVV----------------

-------------------------------------------------------------- 

gi|157823379|ref|NP_0 myosin binding protein C, fast-type 

[Rattus n   ----------------------------------------------------

--------------MPEAKPAAKKAP-KGKDAPKEAPA--------------------------

-----------------AKQTPP-----------------------------------------

-------------AEPPKEAPPEDQSPTVE--------------------------------

EPTGLFLKKPDSVSVETGKDTVILAKVNGKELPGKPSIKWFKGKWQELGSKSGARFTFKESHDS

ASNVRPPT---------

GPEPGLATEPVYTVELHIGKVVLGDRGDYRLEVKAKDVCDSCPFNVDVEAPRQ-

DSSGQSLESFKRSGD--------------GKSEDAGELDFSGLLKKREVVEEEKKKKK-

DDDDLGIPPEIWELLKG-

AKKSEYEKIAFQYGITDLRGMLKRLKKAKVEVKKSAAFTKKLDPAYQVDRGNKIKLVVEISDPD

LPLKWFKNGQEIKPSS---

KYVFENVGKKRILTINKCTLADDAAYEVAVKDEKCFTELFVKEPPVLIVTPLEDQQVFVGDRVE

MSVEVSEEGAQVMWMKDGVEMTREDSYKARYRFKKDGKRHILIYSDVAQEDGGRYQVITNGGQC

EAELIVEEKQLEVLQDIADLTVKASEQAVFKCEVSDEKVTGKWYKNGVEVRPSKRITISHVGRF

HKLVIDDVRPEDEGDYTFVPDGYAL-

SLSAKLNFLEIKVEYVPKQEPPKIHLDCSGKTSDNSIVVVAGNKLRLDVAITGEPPPTATWLK-

---------------------------



 

 

GDEVFTVSEGRTRIEQRPDCSSFVIESAERSDEGRYTIKVTNPAGEDVASIFLRVVDVPDPPEA

VRVTSVGEDWAILVWEPPKYDGGQPVTGYLMERKKKGSHRWMKLNFEVFTDTTYESTKMIEGVL

YEMRVFAVNAIGVSQPSMNTKPFMPIAPTSAPQHLTVEDVTDTTTTLKWRPPDRIGAGGIDGYL

VEYCLEG------------------

SEEWVSANKEPVERCGFTVKDLPTGARILFRVVGVNIAGRSEPATLLQPVTIREIVEQPKIRLP

RHLRQTYIRKVGEALNLVIPFQ-----

GKPRPQVVWTKGGAPLDTSRVNVRTSDFDTVFFVRQAARSDSGEYELSVQIENMKDTATIRIRV

V--------------------------

EKAGPAENVMVKEVWGTNALVEWQPPKDDGNSEITGYFVQKADKKTMEWFNVYEHNRHTSCTVS

DLIVGNEYYFRVFSENICGLSDSPGVSKNTARILKTG-----------

ITLKPMEYKEHDFRTAPKFLTPLMDRVVVAGYAAALNCAVRGHPKPKVVWMKNKMEIHEDPKFL

ITNYQGILTLNIRRPSPFDAGTYSCRAFNELGEALAECKLDVRVPQ------------------

-------------------------------------------------------------- 

gi|81910387|sp|Q5XKE0 RecName: Full=Myosin-binding protein C, 

fast-   --------------------------------------------------------

----------MPEAKPAAKKAS-KGKDAPKEAP-------------------------------

-------------AKQTP----------------------------------------------

---------EEPPKEAPPEDQSPTAE--------------------------------

EPTGIFLKKPDSVSVETGKDAVILAKVNGKELPGKPTIKWFKGKWQELGSKSGARFIFKESHDS

TSN------------------------

VYTVELHIGKVVLGDRGDYRLEIKAKDVCDSCSFNVDVEAPRQ-DSSGQSLESFKRSGD-----

---------GKSEDAGELDFSGLLKKREVVEEEKKKKK-DDDDLGIPPEIWELLKG-

AKKSEYEKIAFQYGITDLRGMLKRLKKAKVEVKKSAAFTKKLDPAYQVDRGNKIKLVVEISDPD

LPLKWFKNGQEIKPSS---

KYVFENVGKKRILTINKCTLADDAAYEVAVQDEKCFTELFVKEPPVLIVTPLEDQQVFVGDRVE

MSVEVSEEGAQVMWMKDGVEMTREDSYKARYRFKKDGKRHILIYSDVAQEDGGRYQVITNGGQC

EAELIVEEKQLEVLQDIADLTVKAAEQAVFKCEVSDEKVTGKWYKNGVEVRPSKRITISHVGRF

HKLVIDDVRPEDEGDYTFVPDGYAL-

SLSAKLNFLEIKVEYVPKQEPPKIHLDCSGKTSDNSIVVVAGNKLRLDVAITGEPPPTATWLR-

---------------------------

GDEVFTATEGRTHIEQRPDCSSFVIESAERSDEGRYTIKVTNPVGEDVASIFLRVVDVPDPPEA

VRVTSVGEDWAILVWEPPKYDGGQPVTGYLMERKKKGSQRWMKINFEVFTDTTYESTKMIEGVL

YEMRVFAVNAIGVSQPSMNTKPFMPIAPTSAPQHLTVEDVTDTTTTLKWRPPDRIGAGGIDGYL

VEYCLEG------------------

SEEWVPANKEPVERCGFTVKDLPTGARILFRVVGVNIAGRSEPATLLQPVTIREIVEQPKIRLP

RHLRQTYIRKVGEALNLVIPFQ-----

GKPRPQVVWTKGGAPLDTSRVNVRTSDFDTVFFVRQAARSDSGEYELSVQIENMKDTATIRIRV

V--------------------------

EKAGPAENVMVKEVWGTNALVEWQPPKDDGNSEITGYFVQKADKKTMEWFNVYEHNRHTSCTVS

DLIVGNEYYFRIFSENICGLSDSPGVSKNTARILKTG-----------

ITLKPLEYKEHDFRTAPKFLTPLMDRVVVAGYTAALNCAVRGHPKPKVVWMKNKMEIHEDPKFL

ITNYQGILTLNIRRPSPFDAGTYSCRAFNELGEALAECKLDVRVPQ------------------

-------------------------------------------------------------- 

gi|6093456|sp|Q14324. RecName: Full=Myosin-binding protein C, 

fast-   --------------------------------------------------------

----------MPEAKPAAKKAP-KGKDAPKGAP-------------------------------

--------------KEAPPKE-------------------------------------------



 

 

-------APAEAPKEAPPEDQSPTAE--------------------------------

EPTGVFLKKPDSVSVETGKDAVVVAKVNGKELPDKPTIKWFKGKWLELGSKSGARFSFKESHNS

ASN------------------------

VYTVELHIGKVVLGDRGYYRLEVKAKDTCDSCGFNIDVEAPRQ-DASGQSLESFKRTSE-----

---------KKSDTAGELDFSGLLKKREVVEEEKKKKKKDDDDLGIPPEIWELLKG-

AKKSEYEKIAFQYGITDLRGMLKRLKKAKVEVKKSAAFTKKLDPAYQVDRGNKIKLMVEISDPD

LTLKWFKNGQEIKPSS---

KYVFENVGKKRILTINKCTLADDAAYEVAVKDEKCFTELFVKEPPVLIVTPLEDQQVFVGDRVE

MAVEVSEEGAQVMWMKDGVELTREDSFKARYRFKKDGKRHILIFSDVVQEDRGRYQVITNGGQC

EAELIVEEKQLEVLQDIADLTVKASEQAVFKCEVSDEKVTGKWYKNGVEVRPSKRITISHVGRF

HKLVIDDVRPEDEGDYTFVPDGYALGSLSAKLNFLEIKVEYVPKQEPPKIHLDCSGKTSENAIV

VVAGNKLRLDVSITGEPPPVATWLK----------------------------

GDEVFTTTEGRTRIEKRVDCSSFVIESAQREDEGRYTIKVTNPVGEDVASIFLQVVDVPDPPEA

VRITSVGEDWAILVWEPPMYDGGKPVTGYLVERKKKGSQRWMKLNFEVFTETTYESTKMIEGIL

YEMRVFAVNAIGVSQPSMNTKPFMPIAPTSEPLHLIVEDVTDTTTTLKWRPPNRIGAGGIDGYL

VEYCLEG------------------

SEEWVPANTEPVERCGFTVKNLPTGARILFRVVGVNIAGRTEPATLAQPVTIREIAEPPKIRLP

RHLRQTYIRKVGEQLNLVVPFQ-----

GKPRPQVVWTKGGAPLDTSRVHVRTSDFDTVFFVRQAARSDSGEYELSVQIENMKDTATIRIRV

V--------------------------

EKAGPPINVMVKEVWGTNALVEWQAPKDDGNSEIMGYFVQKADKKTMEWFNVYERNRHTSCTVS

DLIVGNEYYFRVYTENICGLSDSPGVSKNTARILKTG-----------

ITFKPFEYKEHDFRMAPKFLTPLIDRVVVAGYSAALNCAVRGHPKPKVVWMKNKMEIREDPKFL

ITNYQGVLTLNIRRPSPFDAGTYTCRAVNELGEALAECKLEVRVPQ------------------

-------------------------------------------------------------- 

gi|73946990|ref|XP_53 PREDICTED: similar to myosin binding 

protein    -----------------------------------------------------

-------------MPEAKPVAKKAPAKGKDAAQPAP----------------------------

-----------------KEAPPEA----------------------------------------

----------APAQPPEEAPPEDQSPTAE--------------------------------

EPTGIFLKKPDSVSVENGKDTHIVAKVNGKELPGKPTIKWFKGKWLELGSKSGARFSFKESHDS

ASN------------------------

VYTVELHIGKVVLGDRGNYRLEVKAKDFCDSCAFNIDVEAPRH-NTSVQGLESFKRTGE-----

---------GKSEDGGELDFSSLLKKREVVEEEKKKKK-DDDDLGIPPEIWELLKG-

AKKSEYEKIAFQYGITDLRGMLKRLKKAKVEVKKSAAFTKKLDPAYQVDRGNKIKLVVEISDPD

LPLKWYKNGQEIKPSS---

KYVFENVGKKRILTINKCTLADDAAYEVAVKDEKCFTELFVKEPPVLIVKPLEDQQVFVGDRVE

MSVEVSEDGAQVMWMKDGVELTREDSFKARYRFKKDGKRHILIYSDVTLEDGGRYQVMTNGDQC

EADLIVEEKQLEVLQDIADLTVKASEQAVFKCEVSDEKVTGKWYKNGIEVRPSKRITISHVGRF

HKLVIDDVRPEDEGDYTFVPDGYAL-

SLSAKLNFLEIKVEYVPKQEPPKIHLDCSGKTSENSLVVVAGNKLRLDVSITGEPRPVATWLK-

---------------------------

GDEVFTATEGRIRLEHQTDSSSFVIESADRADEGRYTIKVTNPVGEDVASIFLRVVDVPDPPEA

VRVTSVGEDWAILVWEPPKYDGGQPVTGYLLERKKKGSQRWMKLNFEVFTETTYESTKMIEGIL

YEMRVFAVNAIGVSQPSMNTKPFMPIAPTSEPLHLMVEDVTDTTTTLKWRPPDRIGAGGIDGYL

VEYCLEG------------------

SEDWVPANTELTERCGFTVKNLPTGAKILFRVVAINIAGRSQPASLFQPVTIREIVQQPKIRLP



 

 

RHLRQTYIRKVGEHLNLVIPFQ-----

GKPRPQVVWTKGGAPVDPARVHVRTSDFDTVFFVRQAARSDSGEYELTVQIENMKDTATIHIQV

V--------------------------

EKAGPAENVMVKEVWGTNALVEWQPPKDNGNSEITGYFVQKADKKTMEWFTVYEHNRHTSCTVP

DLIVGNEYYFRVFSENICGLSDSPGVSKNTARILKTG-----------

ITFKPLEYKEHDFRTPPKFLTPLPDRVVVAGYAAALNCAVRGYPKPKVVWMKNQMEIREDPKFL

MTNYQGVLTLNIRRPSPFDAGTYSCRAVNELGEALAECKLEVRVPQ------------------

-------------------------------------------------------------- 

gi|194215816|ref|XP_0 PREDICTED: similar to Myosin binding 

protein    -----------------------------------------------------

-------------MPEAKPAAKKAP-EKKDAAKPAP----------------------------

-----------------KEAPPKE----------------------------------------

----------APAEPPKEAPPEDQSPTAE--------------------------------

EPTGIFLKKPDSVSVENGKDTVIVAKVNGKELQGKPTFKWIKGKWLELGSKSGARFTFKESHDP

ASN------------------------

VYTLELHIGKVVLGDRGDYRLEVKAKDFSDSCGFNIDVEAPRQ-DSSGQSLESFKRSGE-----

---------GKMKDAGELDFSGLLRKREVVEEENKKKKKDDDDLGIPPEVWELLKG-

AKKSEYERIAFQYGITDLRGMLKRLKKAKVEVKKSAAFTKKLDPAYQVDKGNKIKLVVEISDPD

LPLKWFKNGQEIKPSS---

KYVFENVGKKRILTINKCTLADDAAYEVVVKDEKCFTELFVREPPVLIITPLEDQQVFVGDRVE

MSVEVSEEGAQVMWMKDGVEMTREDSYKAQYRFKKDGKRHILIYSEVTLEDKGRYRVMTNGGQC

EADLIVEEKQLEVLQDIADLTVKASEQAEFKCEVSDEKVTGKWYKNGVEVRPSKRITISHIGRV

HKLVIDDVRPEDEGDYMFVPDGYAL-

SLSAKLNFLEIKVEYVPKQEPPKIHLDCSGKTSENAIVVVAGNKLRLDVSITGEPLPVATWLK-

---------------------------

EDQVFSATEGRVRIEQREGSSSFLIESAERGDEGRYTIKVTNPAGEDVASIFLRVVDVPDPPEA

VRVTSVGEDWAVLVWEPPKYDGGQPLT-------------------------------------

----------------------------------------------------------------

----------------------------------------------------------------

-----------------EQPKIRLPRHLRETYVRKVGEHLNLVIPFQ-----

GKPRPQVVWTKGGAPVDTSRVHVRTSDFDTVFFVREAARSDSGEYELSVQIENMKDTATIRIRV

V--------------------------

EKAGPPEHVMVKEVWGTNALVEWQPPKDDGNSEITGYLVQKADKKTMEWFTVYEHNRHTCCTVS

DLIMGNEYYFRVYSENFCGLSDLPGVSKNTARIVKTG-----------

ITFKPFEYKEHDFRMAPRFLTPLPDRVVVAGYAAALNCAVRGHPKPKVVWMKNNMEIREDPKFL

MTNYQGVLTLNIRRPSPFDAGTYSCRAVNELGEALAECKLEVRVIPGTMMLVDRPPETRAGRGA

AEGDLGSLLCRSETVFRLPRLVAAESYPDPPRCVPFRSCH---------------------- 

gi|113206110|ref|NP_0 myosin binding protein C, fast type 

[Gallus g   ----------------------------------------------------

--------------MPEPSKAAPKKEAKKKEEKKEEK---------------------------

------------------KEAPP-----------------------------------------

------------PQEHKDEAPDDVHPPETP--------------------------------

DPEGLFLSKPQNVMVESGRDVTVSARVAGAALPCAPAVKWFKGKWAELGDKS-ARCRLRHSVD-

DDK------------------------

VHTFELTITKVAMGDRGDYRCEVTAKEQKDSCSFSIDVEAPR--SSEGNVLQAFKRTGE-----

---------GKDDTAGELDFSGLLKKREVQVEEKKKKK-DEDDQ-

FPPEIWELLKGVTKKSEYERIAFQYGITDLRGMLKRLKKVHVEPKKSEAFIRKLDPAYQVDKGN



 

 

KIKLVVELSDPDLPLKWYKNGQLLKPST---

KYVFENVGLKRILTIHKCSLADDAAYECRVNDEKCFTEVFVKEPPVTVVRGLEDQQVVVGDRVV

LEAEVSEEGAQVMWLKDGVDVTRDDAFK--

YRFKKDGKKHFLIINEAELSDSAHYKIMTNGGESEAELSVEEKQLEVLQDMADLTVKASEQAVF

KCEVSDEKVTGRWFRNGVEVKPSKRIHISHNGRFHKLVIDDVRPEDEGDYTFIPDGYAL-

SLSAKLNFLEIKVEYVPKQEPPKIHLDCSGKAAENTIVVVAGNKVRLDVPISGEPAPTVTWKR-

---------------------------

GDQLFTATEGRVHIDSQADLSSFVIESAERSDEGRYCITVTNPVGEDSATLHVRVVDVPDPPQS

VRVTSVGEDWAVLSWEAPPFDGGMPITGYLMERKKKGSMRWMKLNFEVFPDTTYESTKMIEGVF

YEMRVFAVNAIGVSQPSLNTQPFMPIAPTSEPTHVVLEDVTDTTATIKWRPPERIGAGGVDGYL

VEWCREG------------------

SNEWVAANTELVERCGLTARGLPTGERLLFRVISVNMAGKSPPATMAQPVTIREIVERPKIRLP

RHLRQTYIRRVGEQVNLVIPFQ-----GKPRPQVTWSREGGALP-

AEVQTRTSDVDSVFFIRSAARPLSGNYEMRVRIDNMEDCATLRLRVV-----------------

---------

ERPGPPQAVRVMEVWGSNALLQWEPPKDDGNAEISGYTVQKADTRTMEWFTVLEHSRPTRCTVS

ELVMGNEYRFRVYSENVCGTSQEPATSHNTARIAKEG-----------

LTLKMVPYKERDLRAAPQFLTPLVDRSVVAGYTVTLNCAVRGHPKPKVTWLKNSVEIGADPKFL

SRHGLGVLSLLIRRPGPFDGGTYGCRAVNEMGEATTECRLDVRVPQ------------------

-------------------------------------------------------------- 

gi|6166597|sp|Q00872. RecName: Full=Myosin-binding protein C, 

slow-   --------------------------------------------------------

----------MPEPT----------KKE--------------------------ENE--

VPAPAPPPEEPSKEKEAGTTPAKD----------------------------------------

---------------WTLVETPPG-EEQAKQNA----------------------------

NSQLSILFIEKPQGGTVKVGEDITFIAKVKAEDLLRKPTIKWFKGKWMDLASKAGKHLQLKETF

ERHS------------------------

RVYTFEMQIIKAKDNFAGNYRCEVTYKDKFDSCSFDLEVHESTGTTPNIDIRSAFKRSGE----

-----------GQEDAGELDFSGLLKR----------REVKQQEEEPQVDVWELLKN-

AKPSEYEKIAFQYGITDLRGMLKRLKRMRREEKKSAAFAKILDPAYQVDKGGRVRFVVELADPK

LEVKWYKNGQEIRPS---

TKYIFEHKGCQRILFINNCQMTDDSEYYVTAGDEKCSTELFVREPPIMVTKQLEDTTAYCGERV

ELECEVSEDDANVKWFKNGEEIIPGPKSR--

YRIRVEGKKHILIIEGATKADAAEYSVMTTGGQSSAKLSVDLKPLKILTPLTDQTVNLGKEICL

KCEIS-ENIPGKWTKNGLPVQESDRLKVVHKGRIHKLVIANALTEDEGDYVFAPDAYNV-

TLPAKVHVID----------PPKIILDG-LDA-DNTVTVIAGNKLRLEIPISGEPPPKAMWSR-

---------------------------

GDKAIMEGSGRIRTESYPDSSTLVIDIAERDDSGVYHINLKNEAGEAHASIKVKVVDFPDPPVA

PTVTEVGDDWCIMNWEPPAYDGGSPILGYFIERKKKQSSRWMRLNFDLCKETTFEPKKMIEGVA

YEVRIFAVNAIGISKPSMPSRPFVPLAVTSPPTLLTVDSVTDTTVTMRWRPPDHIGAAGLDGYV

LEYCFEGSTSAKQSDENGEAAYDLPAEDWIVANKDLIDKTKFTITGLPTDAKIFVRVKAVNAAG

ASEPKYYSQPILVKEIIEPPKIRIPRHLKQTYIRRVGEAVNLVIPFQ-----

GKPRPELTWKKDGAEIDKNQINIRNSETDTIIFIRKAERSHSGKYDLQVKVDKFVETASIDIQI

I--------------------------

DRPGPPQIVKIEDVWGENVALTWTPPKDDGNAAITGYTIQKADKKSMEWFTVIEHYHRTSATIT

ELVIGNEYYFRVFSENMCGLSEDATMTKESAVIARDG-----------

KIYKNPVYEDFDFSEAPMFTQPLVNTYAIAGYNATLNCSVRGNPKPKITWMKNKVAIVDDPRYR



 

 

MFSNQGVCTLEIRKPSPYDGGTYCCKAVNDLGTVEIECKLEVK-------VIAQ----------

-------------------------------------------------------------- 

gi|160425243|ref|NP_0 myosin binding protein C, slow type [Bos 

taur   ---------------------------------------------------------

---------MPEPT----------KKE--------------------------

ENEVLAPAPAPPPEEPNKEKEAGTAPVKEPNKEKEAGTAPAKEPNKEKEAGTAPAKEPNKEKEA

GTSPGKDEEDASPPGGLPPEWSIGESPAG-EEQDKQNA--------------------------

--

NSQLSILFVEKPQGGTVKVGENITFIAKVKAEDLLRKPTVKWFKGKWMDLASKAGKHLQLKETF

ERHS------------------------

RVYTFEMQIIKAKENYAGNYRCEVTYKDKFDSCSFDLEVLESTGTTPNIDIRSAFKRSGE----

-----------GQDDAGELDFSGLLKR----------REVKPQEEQPEVDVWELLKN-

AKPSEYEKIAFQYGITDLRGMLRRLKRMRRVEKKSAAFARILDPAYQVDKGGRVRFVVELADPK

LEVKWYKNGQEIRPS---

TKYIFEHKGCERIMFINNCVLTDDSEYYVTAGDEKCSTELFVREPPVMVTKQLEDTKAYCGERV

ELECEVSEDDANVKWFKNGEEIIPGPKSR--

YHIRVEGKKHILIIDGATKADSAEYSVMTTGGQSSAKLSVDLKPLKILTPLTDQTVNLGKEICL

KCEVS-ENITGKWTKNGLPVQETDHLKIVHKGRIHKLVIANALVEDEGDYVFTPDDYSV-

TLPAKVHVVD----------PPKINLDG-LDA-DNTVTVIAGNKLRLEIPISGEPPPKALWSR-

---------------------------

ADKAIMEGSGRIRSENYPDSTTLVIDIAEKDDSGVYHINLKNEAGEAHASIKIKVVDIPDPPVA

PNVTDVGDDWCIMTWDPPLYDGGSPILGYFIERKKKQSSRWMRLNFDLCKETIFEPKKMIEGVA

YEVRIFAVNAVGISKPSMPSKPFVPLAVTSPPTLLTVDSVTDTTVTMKWRPPDQIGAAGLDGYV

LEYCFEGSTSAKQSDENGEAAYDLPADDWIAANTELIEKTKFTITGLPTDSRIYVRVKAVNAAG

ASEPKYYSQPILVKEIIEAPKIRIPRHLKQTYIRRVGEAINLVIPFQ-----

GKPRPELIWTKDGAPIDKNQINIRNSETDTIVFIRKAERSHSGKYDLQVKVEKFVETASIDIRV

I--------------------------

DRPGPPQLVKIEDVWGENVALSWTPPRDDGNTAITGYTIQKADKKSMEWFTVIEHYHRTSATIT

ELVIGNEYYFRVFAENMCGLSEDATMTKESAVIAKDG-----------

KIYKNPVYEDFDFTEAPMFTQPLVNTYAVAGYNATLNCSVRGNPKPKITWMKNKVVIKDDPRYR

MFSNQGVCTLEIRKPSPYDGGTYCCKAVNDLGTVEIECKLEVK-------VVAQ----------

-------------------------------------------------------------- 

gi|194226708|ref|XP_0 PREDICTED: myosin binding protein C, slow 

typ   ----------------------------------------------------------

--------MPEPT----------KKE--------------------------ENE--

APAPAPAPAEPNKEKEAGTAPAKDEEETFPPSALPPGLGSRALERKDS----------------

--------------EWSLGDSPAG-EDQDKQNA----------------------------

NSQLSTLLVEKPQSGAVKVGENITFIAKVKAEDLLRKPTIKWFKGKWMDLASKAGKHLQLKETF

ERHS------------------------

RVYTFEMQIIKAKENFAGNYRCEVTYKDKFDSCSFDLEVHESTGTTPNIDIRSAFKRSGE----

-----------GQEDAGELDFSGLLKR----------REVKQQEETPEVDVWELLKN-

AKPSEYEKIAFQYGITDLRGMLKRLKRMRRVEKKSAAFARILDPAYQVDKGGRVRFVVELADPK

LEVKWYKNGQEIRPS---

TKYIFEHKGCERIMFINNCLLTDDSEYYVTAGDEKCSTELFVREPPVMVTKQLEDTKAYCGERV

ELECEVSEDDANVKWFKNGEEIIPGPKSR--

YRIKVDGKKHILIIEGATKADTAEYSVMTTGGQSSAKLSVDLKPLKVLTPLTDQTVKLGNEICL

KCEIS-ENITGKWTKNGLPIQESDRLKVVHKGRIHKLVIANALVEDEGDYVFTPDSYSI-



 

 

TLPAKVHVVD----------PPRIILDG-LDA-DNTVTVIAGNKLRLEIPISGEPPPKALWSR-

---------------------------

ADKAIMEGSGRIRAESYPDSSTLVIDVAEKEDSGVYHINLKNEAGEAHASIRIKVVDIPDPPVA

PTVTEVGDDWCIMNWEPPAYDGGSPILGYFIERKKKQSSRWMRLNFDLIKETTFEPKKMIEGVA

YEVRIFAVNAVGISKPSTPSRPFVPLAVTSPPTLLAVDSVTDNSVTMKWRPPDHIGAAGLDGYV

LEYCFEGS------------------

DNWLAANKDLIDKTKFTITDLPTDAKIFVRVKAVNKAGASEPKYYSQPILVKQIIEPPKIRIPR

HLKQTYIRRVGEAVNLVIPFQ-----

GKPKPELTWKKDGAEIDKNQVNIRNSETDTIIFIRKAERSHSGKYDLQVKVEKFVERATIDIQI

I--------------------------

DRPGPPQVVKIEDVWGENVALSWTPPKDDGNAAITGYTIQKADKKSMEWFTVIEHYHRTSATIS

ELVIGNEYYFRVFAENMCGLSEDATMTKESAVIAKDG-----------

KIYKNPVYEDFDFTEAPMFTQPLVNTYAVAGYNATLNCSVRGNPKPKITWMKNKVTIVDDPRYR

MFSNQGVCTLEIRKPSPYDGGTYSCKAVNDLGTVEIECKLEVK-------VVAQ----------

-------------------------------------------------------------- 

gi|109481744|ref|XP_0 PREDICTED: similar to myosin binding 

protein    -----------------------------------------------------

-------------MPEPT----------KKE----------------------------

ENEVPAPAPPPEEPNKDKEAGTTPAKEEDEASPPSALPPGLGSRALERKDS-------------

-----------------EWSLGESPAGGEEQDKQNA----------------------------

NSQLSTLFVEKPQTGSVKVGANITFIAKVKAEDLLRKPTVKWFKGKWMDLASKAGKHLQLKETF

ERQT------------------------

RIYTFEMQIIKAKENYAGNYRCEVTYKDKFDSCSFDLEVHESTGTTPNIDIRSAFKRSGE----

-----------GQEDAGELDFSGLLKR----------REVKQQEEEPEIDVWELLKN-

ANPNEYEKIAFQYGITDLRGMLKRLKRMRRVEKKSAAFAKILDPAYQIDKGGRVRFVVELADPK

LEVKWFKNGQEIRPS---

TKYIFEHKGNERIMFINNCALTDDSEYYVTAGDEKCSTELFVREPPIMVTKQLEDMNAYCGERV

ELEVEVSEDDANVKWFKNGEEIVPGPKSR--

YRIKVEGKKHTLIIEGATKADSAEYSVMTTGGQSSAKLSVDLRPLKITTPLTDQTVKLGKEVCL

KCEIS-ENVPGKWTKNGLPVQEGERLKVVHKGRIHKLVIANALIEDEGEYVFTPDAYNV-

PLSAKVHVID----------PPKIILDG-LDA-DNTVTVIAGSKLRLEIPVTGEPPPKAIWSR-

---------------------------

ADKAIMEGSGRIRAESYPDSSTLVIDVAERDDSGVYNINLKNEAGEAHASIKIKVVDIPDPPVA

PNVTEVGDDWCIMNWEPPVYDGGSPILGYFIERKKKQSSRWMRLNFDLCKETTFEPKKMIEGVA

YEVRIFAVNAIGISKPSMPSKPFVPLAVTSPPTLLAVDSVTDSSVTMKWRPPDQIGAAGLDGYV

LEYCFEGT------------------

EDWITANTDLIDKTKFTITGLPTDAKIFVRVKAINAAGASEPKYYSQPILVKEIIEPPKIRIPR

HLKQTYIRRVGEAVNLVIPFQ-----

GKPRPELTWKKDGAEIDKNQINIRNSETDTIIFIRKAERSHSGKYDLEVKVDKYVENASIDIQI

V--------------------------

DRPGPPQAVTIEDVWGENVALTWTPPKDDGNAAITGYTIQKADKKSMEWFTVIEHYHRTNATIT

ELVIGNEYYFRVFAENMCGLSEDATMTKESAVIAKDG-----------

KIYKNPVYEDFDFTEAPMFTQPLVNTYAIAGYNATLNCSVRGNPKPKITWMKNKVAIVDDPRYR

MFSNQGVCTLEIRKPSPYDGGTYCCKAVNDLGTVEIECKLEVKGGLSFCRLLLQGVPPNIIDSY

LRDLQSSNPEEY-------------------------------------------------- 

gi|40254303|ref|NP_78 myosin binding protein C, slow type [Mus 

musc   ---------------------------------------------------------



 

 

---------MPEPT----------KKE----------------------------

ENEVSAPAPPPEEPNKEKEAGTAPAK--------------------------------------

-----------------EWSLGESPAGGEEQDKQNA----------------------------

NSQLSTLFVEKPQTGSVKVGANITFVAKVRAEDLLRKPTVKWFKGKWMDLASKAGKHLQLKETF

ERQT------------------------

RVYTFEMQIIKAKENYAGNYRCEVTYKDKFDSCSFDLEVHESTGTTPNIDIRSAFKRSGE----

-----------GQEDAGELDFSGLLKR----------REVKQQEEEPEIDVWELLKN-

ANPNEYEKIAFQYGITDLRGMLKRLKRMRRVEKKSAAFAKILDPAYQVDKGGKVRFVVELADPK

LEVKWFKNGQEIRPS---

TKYIFEHKGNERIMFINNCSLTDDSEYYVTAGDEKCSTELFVREPPIMVTKQLEDMNAYCGERV

EMEVEVSEDDANVKWFKNGEEIFPGPKSR--

YKIKVEGKKHTLIIEGATKADSAEYSAMTTGGQSSAKLSVDLRPLKITTPLTDQTVKLGKEVCL

KCEIS-ENVPGKWTKNGLPVQEGERLKVVHKGRIHKLVIANALIEDEGEYVFTPDAYNV-

PLSAKVHVID----------PPKIILDG-LDA-DNTVTVIAGSKLRLEIPVTGEPPPKAIWSR-

---------------------------

ADKAIMEGSGRIRAESYPDSSTLVIDVAERDDSGVYNINLKNEAGEAHASIKIKVVDIPDPPVA

PNVTEVGDDWCIMNWEPPAYDGGSPILGYFIERKKKQSSRWMRLNFDLCKETTFEPKKMIEGVA

YEVRIFAVNAIGISKPSMPSKPFVPLAVTSPPTLLAVDSVTDSSVTMKWRPPDQIGAAGLDGYV

LEYCFEGT------------------

EDWIVANTDLIDKTKFTINGLPTDAKIFVRVKAINAAGASEPKYYSQPILVKEIIEPPKIRIPR

HLKQTYIRRVGEAVNLVIPFQ-----

GKPRPELTWKKDGEEIDKNQINIRNSETDTIIFIRKAERSHSGKYDLQVKVDKYVENASIDIQI

V--------------------------

DRPGPPQTVTIEDVWGENVALTWTPPKDDGNAAITGYTIQKADKKSMEWFTVIEHYHRTNATIT

ELVIGNEYYFRVFAENMCGLSEDATMTKESAVIAKDG-----------

KIYKNPVYEDFNFTEAPMFTQPLVNTYAIAGYNATLNCSVRGNPKPKITWMKNKVAIVDDPRYR

MFSNQGVCTLEIRKPSPYDGGTYCCKAVNDLGTVEIECKLEVK-------VVAQ----------

-------------------------------------------------------------- 

gi|126339738|ref|XP_0 PREDICTED: similar to RIKEN cDNA 

8030451F13 g   ---------------------------------------

MDTFTSQWSVGGLLWNDDNINKNKTITMMEDN----------

DNDEFSQHPDNKLAELFRFRCGNGKVYDDNSEPENEAPAPPPEEPSKEKEGGSGPPKGEGDVSP

PSALPADINARALARKDS------------------------------EWSLGESPVG-

EEQDKQNS----------------------------

NTSQSALFVEKPQNGTVKVGENITFIAKVEAKDLLRKPTVKWFKGKWMDLASKAGKHLQLKETF

ERQT------------------------

RMYTFEMQIIKAKENYAGNYRCEVSYKDKFDSCSFDLEVHESTGTTPNIDIRSAFKRSGE----

-----------GQEDAGELDFSGLLKR----------REVKQQEEEPEIDVWELLKN-

ANPNEYEKIAFQYGITDLRGMLKRLKRMRRVEKKSAAFSKILDPAYQVDKGGKVRFVVELADPK

LEVKWYKNGQEIRPS---

TKYIFEHKGNQRIMFINNCQMTDDSEYYVTAGDEKCSTELFVREPPIMVTKQLEDTNAYCGERI

ELECEVSEDDANVKWFKNGEEIVIGPKSR--

YKVKVEGKKHTLIIEGATKADSAEYSVMTTGGQSSCKLSVDLRPLKILQPLTDVTVKLGKEICL

KCEIS-ENISGKWTKNGLPVQEGERLKVVHKGKIHKLVIANALIEDEGEYVFAPDAYTV-

TLPAKVHVID----------PPKIYLDG-LEA-DNTVTVIAGSKLRLEIPVSGEPAPKALWSR-

---------------------------

ADKAIAEGGGRIRAESYPDSSTLVIDVAEREDSGVYNINLKNEAGEAHASIKIKVVDIPDPPLA



 

 

PNVSDVGDDWCIMNWEPPANDGGSPILGYFIERKKKQSSRWMRLNFDLIKETTFEPKKMIEGVA

YEVRIFAVNAIGISKPSMPSKPFVPLAVTSPPTLLAVDSVTDSTVTMKWRPPDQIGAAGLDGYV

LEYCFEGT------------------

EDWIVANPELTDKTKFTITGLPTDAKIFVRVKAVNAAGASEPKYYGQPILVKEIIEPPKIRIPR

HLKQTYLRRVGEAVNLVIPFQ-----

GKPRPELTWKKDGADIDKNQINIRNSETDTIIFIRKAERSHSGKYDLEVKVDKYVDSASIDIQI

V--------------------------

DRPGPPQSVKIEDVWGENAALVWTPPKDDGNAAITGYTIQKADKKSMEWFTVIEHYHRTNATIT

ELVIGNEYYFRVFAENMCGLSEEATMTKESAVIAKDG-----------

KVYKNPVYDDFDFTEAPMFTQPLVNTYAIAGYNATLNCSVRGNPKPKITWMKNKVAIVNDPRYR

MFSNQGVCTLEIRKPSPYDGGTYCCKAVNELGTVEIECKLEVK-------VVAQ----------

-------------------------------------------------------------- 

gi|149637879|ref|XP_0 PREDICTED: similar to myosin binding 

protein    

MAVTNRYSPLHPLCDWGSWNDPAAKLWGEIPCRWQEMPLCHWGRVAPPLSPSAWLKILISQGSG

SSSPSPAGLSPPPFHGLQKE------------------------

GRLKNEAPPAPPAPPEGQNKEKEGGSGQAKDEDEATPPNALPKDGNLQSLERKDS---------

---------------------EWSLGEGPPA-EEQDKQNA------------------------

----

NSQLSTLFVEKPQSGTVKVGGDITFLAKVEAKDLLRKPTVKWFKGKWMDLASKAGKHLQLKETF

ERQT------------------------

RMYTFEMQIIKAKENYAGNYRCEVSYKDKFDSCSFDLEVKESTGTTPSIDIRSAFKRSGE----

-----------GQEDAGELDFSGLLKR----------REIK-QEEEPDIDVWELLKN-

ANPNEYEKIAFQYGITDLRGMLKRLKRMRRVEKKSAAFAKILDPAYQVDKGGKVRFVVELTDPK

VELKWYKNGQEIRPS---

TKYIFEHKGNQRILFINNCTLADDSEYYVSAGDEKCSTELFVREPPILVTKQLEDTNTYCGERV

ELDCEVSEEGANVKWFKNGEEIDTGPRSR--

YKVKVDGKKHILIIDGATKADNAEYSVMTTGGQSSAKLSVDLRPLKIVQPLTDTTVKLGKEITL

RCELS-ENITGKWTKNGLPVQESDRLKIQHKGRIHKLVIGTSAVEDEGEYVFTPDAYSV-

TLSAKVHVID----------PPKLYLDG-LDA-DNTVTVVAGSKLRLEIPVTGEPPPKAIWSR-

---------------------------

ADKCIMESGGRIRAESYPDSSTLVIDVAEREDSGIYKINLKNEAGEAQASIKIKVVDIPDPPVA

PSVADVGDDWCIMNWEPPVNDGGSPILGYFIERKKKQSSRWMRLNFDLCKETTFEPKKMIEGVA

YEVRIFAVNAIGISKPSMPSKPFVPLAVTSPPTLLAVDSITDTTVTMKWRPPDQIGAAGLDGYV

VEYCLEGS------------------

EEWIVANPELTDKTKYTITGLQTDSRIFVRVKAVNAAGASEPKYYAQPILVKEIIEHPKIRIPR

HLKQTYIRRVGEAVNLVIPFQ-----

GKPRPKLSWNKNGVPVDKNEINIRNSETDTIIFIRKAERSHSGKYDLKVEVDTFVDSASIDIQI

V--------------------------

DRPGPPQVVKIEDVWGENVALTWTPPKDDGNAAITGYTIQKADKKSMEWFTVIEHYHRTNATIT

ELVIGNEYYFRVFAENMCGLSEEVTMTKESAVIAKDG-----------

KVYKNPIYEDFNFTEAPMFTQPLVNTYAIAGYNATLNCSVRGNPKPKITWMKNKVAILNDPRYR

MFSNQGVCTLEIRKPSPYDGGTYSCKAVNELGEEEIECKLEVK-------VVAQ----------

-------------------------------------------------------------- 

gi|118082876|ref|XP_4 PREDICTED: similar to Myosin-binding 

protein    -----------------------------------------------------

-------------MPEPT----------KKD-----------------------------



 

 

ETETENALPPPEQKTPQDGGTEKGK---------------------------------------

----------------VWSIGETAPE--EAEKRD-----------------------------

DSQRSTLFIEKPQSGTVSVGGNITFIAKVEAKDLLRKPNVKWFKGKWMDLASKAGKHLQLKESF

ERHT------------------------

KIHTFEMHIIQAKENYAGNYRCEVSYKDKFDSCSFDLEVTESSQAAPSIDIRSAFKRSGD----

-----------GQDDAGELDFSGLLKR----------REVKQQEEEPEVDVWELLKN-

ANPSEYEKIAFQYGITDLRGMLKRLKRMRREVKKSAAFAKGLDPAYQVDKGGKVRFMVELADPT

VELKWYKNGQEIRPS---

AKYIFEHKGNQRILFINNCTMTDDARYYVTAGDEKCSTELFVRDPPILVTKGLEDTSTYVGERV

ELSCEVSEDDANVKWFKNGVELTNEPKSR--

YRIKVEGKKHTLIIEEAAKNDNATYSVMTTGGQSEAKLSVDLRPLKISLALEDQTVRLGQEIHL

KCEIS-ENVEGKWYKNGQLVEASDRVKLYHKGRIHRFIIASAAVDDEGEYMFVPDAYNI-

NIPCKVHVVD----------PPKLHLDG-LGE-NNTVTVVAGTKLRLEIPITGEPTPKVMWSK-

---------------------------GDKWITD-

SGRIRAETYSDSSCLVIDTAEREDSGPFRITLKNEAGEDSALINIKVVDVPDPPQAPNVTEVGE

DWCVMTWDPPANDGGSPILGYFIERKKKQSSRWMRLNFELCKETTFEPKKMIEGVAYEVRVFAV

NAIGTSKPSMPSKSFVPLAVTSPPTLLAVDSVTDTSVTMKWRPPDHIGAAGLDGYVVEYCFEGS

ISTDQSEELMEPPFNLEADEWIVANPELTDKTKFTITGLPTGSKILVRVKAVNAAGESEPRYHP

QPILVKEVIEPPKIRLPRHLKQTYTRRVGETVNLVIPFQ-----

GRPRAKVSWQKNGSPIDKNQINIRNTENDTIIFIRKAERSHSGEYDMKVEVENLVDKATIDIQI

V--------------------------

DRPGPPEVVTIEDVWGENVNLSWKPPKDDGNAAITGYTIQKADKKSMEWFTVIEHYHRTSATIN

ELVIGNEYYFRVFAENMCGLSEDATMTKESALIAKDG-----------

KVYKYPVYDDFDFTERPLFTQPLVNTFAVAGYNATLNCSVRGNPKPKITWLKNKVAILNDPRYR

MFGNQGVCTLEIRKPSPYDGGTYTCRAVNELGEAEVDCKLEVK-------VIAR---------

TLS---QVIKW---------------------------------------------------- 

gi|224095487|ref|XP_0 PREDICTED: myosin binding protein C, slow 

typ   ----------------------------------------------------------

--------MPEPT----------KKD-----------------------------

ETENESAPPPPEQKTPQEGGNEKGK---------------------------------------

----------------VWSLGEGAPE--ESEKRD-----------------------------

DSQRSTLFVEKPQSGTVSVGGNITFIAKVEAKDLLRKPNVKWFKGKWMDLASKAGKHLQLKESF

ERHT------------------------

KIHTFEMQIIKAKENYAGNYRCEVSYKDKFDSCSFDLEVTESSQAAPSIDIRSAFKRSGE----

-----------GQEDAGELDFSGLLKR----------REVKQQEEEPEVDVWDLLKN-

ANPSEYEKIAFQYGITDLRGMLKRLKRMRREPKKSAAFAKGLDPAYQVDKGGKVRFMVELADPT

VELKWYKNGQEIRPS---

AKYIFEHKGNQRILFINNCTMTDDARYYVTAGDEKCSTELFVRDPPILVTKGLEDTSTYVGERV

ELSCEVSEDDANVKWFRNGVELSNDPKSR--

YRIKVEGKKHTLVIEEAAKNDTATYSVMTTGGQSEAKLSVDLRPLKISLALEDQTVRLGQEIHL

KCEIS-ENVEGKWYKNGQLIEASDRVKLYHKGRIHRFVIPVSAVDDEGEYMFVPDAYNI-

NIPCKVHIVD----------PPKLHLDG-LGE-NNTVTVVAGNKLRLEIPITGEPPPKVFWSR-

---------------------------

GDKVPCHYSGRIRAESYPDSSCLVIDAAEREDSGPFRITLKNEAGEDTALINIKVVDVPDPPQA

PNVTEVGEDWCIMTWEPPANDGGSPILGYFIERKKKQSSRWMRLNFELCKETTFEPKKMIEGVA

YEVRVFAVNAIGMSKPSMPSKSFVPLAVTSPPTMLAVDSVTDTSVTMKWRPPDQIGAAGLDGYV

VEYCFEGSISTDLSEDLGEPPFNLEADEWIVANPELTDKTKFTINGLPTGSKILVRVKAVNAAG



 

 

ESEPKYHPQPILVKEVIEPPKIRLPRHLKQTYTRRVGETVNLVIPFQ-----

GKPRAKVSWEKNGSPIDKNDINIRNTEQDTIIFIRKAERGHSGEYDMKVEVENLVDKATIDIQI

I--------------------------

DRPGPPEVVTIEDVWGENVNLSWKPPKDDGNAAITGYTIQKADKKSMEWFTVIEHYHRTSATIN

ELVIGNEYYFRVFAENMCGLSEDATMTKESALIAKDG-----------

KVYKYPVYDDFDFSERPLFTQPLVNTFAVAGYNATLNCSVRGNPKPKITWMKNKVLIMNDPRYR

MFSNQGVCTLEIRKPSPYDGGTYTCRAVNELGEAEVDCKLEVR-------

VIYHGVINPGEPLSLAGDNQVYNAPFGVSQKKLRSHYVHDKTCERGVSGTRQGAGESGTRSPRR

DERGAHGRLSPG 

gi|55925504|ref|NP_00 myosin binding protein C, slow type [Danio 

re   -----------------------------------------------------------

-------MPEPT----------KKD----------------------------

DGQPEEDGSTPKKLSIDLPNDSDPESTRGRKDS-------------------------------

-----------------VWSLGDGQPP-EEIDKQTE----------------------------

NPPLSTLLIEKPQSGSITVGGDITFIAKVEAKDLLRKPTVKWFKGKWMDLASKTGKHLQLKESF

ERLS------------------------

KIHTFEMHIIKAKENYAGNYRCEVTYKDKFDSCSFDLEVKEVPEVSQSIDIRSAFKRSSE----

-----------GQDDAGELDFSGLLKHRHG-------REVK-QEETPEVDVWEILKN-

ARPDEYEKIAFTYGITDLRGLLKRLKKTKKEEKKSEAFAKRLEPAYQVDKGGKIRLIVDLADPT

VELKWYKNGQEIRPTPNNRKFIFEHKGTQRIMVINNCQMSDDAAYSVTAGEEKCTTELFVKELP

VNIVKELEPVKTTVNERIELECEVSEEGAKVKWMKNGVEVPTGVRSR--

YRVKSEGTKHWLIIDDASKDDTGTYSLMATGGTSQAHVQVDLKPLKVLMDLQSVTVLLGQPLKL

NCEIYPGNVPGRWYKNGQLVQPNDRISITHKTKNHSLDVESSTIHDAGDYTFVPEGYTQ-

TLSAKVHIID----------PPRVHLEA-LNVQDNTVTIVAGNKLRLEIPISGEPAPRVVWMK-

---------------------------

GERVILDTGSRVHAETFADHTCLTIDITEREDTGNYKIVLQNEAGEDTASVKVKVVDIPDPPEA

PLVTEVGGDWCTMTWEPPRYDGGSPILGYFIERKKKQSSRWMRLNFDLCKETTFEPKKMIEGVP

YEVRIFAVNAIGVSKPSEPSKPFIPLAVTSEPTMLVVDDVTDTTVTMKWRPPDTIGAAGLDGYQ

IEYCIEGT------------------

DDWIVANKELTKKTKYTITGLPVEAKILVRVKAINAAGASQPRTTQHSILVKEVIEPPKIRIPR

HLKQTYIRKVGEVVNLVVPFV-----GKPRPKVTWLKEGQPIDP-

TISIRNSDCDSIMFIRKAERKHSGKYELSVQVENHIDTAMLDIQIV------------------

--------

DLPGPPQAVKIEEIWGNNVALDWSPPKDSGNAPITGYTIQKADKKTMEWYTCVEHYHRTCITIS

DLVVGNEYFFRIYSENMVGLSEDATATKDSALIVKEG-----------

LHLKNPEYNDRDFTEPPRFTQPLINTFAIAGYNATLNCSVRANPRPKVVWMKNKITIIDDPRYR

MFHNQGVCTLEIRKPSPFDGGVYTCKAVNDLGEAQVDCKLEVKGGFTFFELMKRGVPLHLIDKY

MNESKTSESEKKGSD----------------------------------------------- 



 

 

 

 

 

 

 

 
Alignment 2 (MYBPC3 for MrBayes) 
#NEXUS 

 

begin data; 

 dimensions ntax=50 nchar=1274; 

 format datatype=protein missing=? gap=- matchchar=.; 

 

matrix 

 Human_cardiac_myosin_bin        

MPEPGKKPVSAFSKKPRSVEVAAGSPAVFEAETERAGVKVRWQRGGSDISASNKYGLATEGTRH

TLTVREVGPADQGSYAVIAGSSKVKFDLKVIEAEKAEPMLAPAPAPAEATGAPGEAPAPAAELG

ESAPSPKGSSSAALNGPTPGAPDDPIGLFVMRPQDGEVTVGGSITFSARVAGASLLKPPVVKWF

KGKWVDLSSKVGQHLQLHDSYDRASKVYLFELHITDAQPAFTGSYRCEVSTKDKFDCSNFNLTV

HEAMGTGDLDLLSAFRRTSLAGGGRRISDSHEDTGILDFSSLLKKSSSFRTPRDSKLEAPAEED

VWEILRQAPPSEYERIAFQYGVTDLRGMLKRLKGMRRDEKKSTAFQKKLEPAYQVSKGHKIRLT

VELADHDAEVKWLKNGQEIQMSGSKYIFESIGAKRTLTISQCSLADDAAYQCVVGGEKCSTELF

VKEPPVLITRPLEDQLVMVGQRVEFECEVSEEGAQVKWLKDGVELTREETFKYRFKKDGQRHHL

IINEAMLEDAGHYALCTSGGQALAELIVQEKKLEVYQSIADLMVGAKDQAVFKCEVSDENVRGV

WLKNGKELVPDSRIKVSHIGRVHKLTIDDVTPADEADYSFVPEGFACNLSAKLHFMEVKIDFVP

RQEPPKIHLDCPGRIPDTIVVVAGNKLRLDVPISGDPAPTVIWQKAITQGNKAPARPAPDAPED

TGDSDEWVFDKKLLCETEGRVRVETTKDRSIFTVEGAEKEDEGVYTVTVKNPVGEDQVNLTVKV

IDVPDAPAAPKISNVGEDSCTVQWEPPAYDGGQPILGYILERKKKKSYRWMRLNFDLIQELSHE

ARRMIEGVVYEMRVYAVNAIGMSRPSPASQPFMPIGPPSEPTHLAVEDVSDTTVSLKWRPPERV

GAGGLDGYSVEYCPEGCSEWVAALQGLTEHTSILVKDLPTGARLLFRVRAHNMAGPGAPVTTTE

PVTVQEILQRPRLQLPRHLRQTIQKKVGEPVNLLIPFQGKPRPQVTWTKEGQPLAGEEVSIRNS

PTDTILFIRAARRVHSGTYQVTVRIENMEDKATLVLQVVDKPSPPQDLRVTDAWGLNVALEWKP

PQDVGNTELWGYTVQKADKKTMEWFTVLEHYRRTHCVVPELIIGNGYYFRVFSQNMVGFSDRAA

TTKEPVFIPRPGITYEPPNYKALDFSEAPSFTQPLVNRSVIAGYTAMLCCAVRGSPKPKISWFK

NGLDLGEDARFRMFSKQGVLTLEIRKPCPFDGGIYVCRATNLQGEARCECRLEVRVPQ 

 Q2Q1P6_Canis_lupus_Cardi        

MPEPGKKPVSAFSKKPRSAEVAAGSPAVFEAETERSGVKVRWQRGGSDISASDKYGLAAEGTRH

TLTVRDVGPADQGSYAVIAGSSKVKFDLKVIEAEKAESVPAPAPAPAEAPGAPGEALASATEEK

GGSSSPEGSSSAAPDG--

SGAPDDPIGLFVMRPQDGEVTAGGSITFSARVAGASLLKPPTVKWFKGKWVDLSSKAGQHLQLH

SSYDRTSKVYLFELHITDAQPTSAGGYRCEVSTKDKFDSCNFNLTVHEAVGPGDLDLRSAFRRT

SLAGSGRRISDSHEDAGTLDFSSLLKKRDSFR--

RDSRLEAPAEEDVWEILRQASPSEYERIAFQHGVTDLRGMLKRLKGMKRDEKKSTAFQKKLEPA

YQVSKGHKIRLTVELADPDADVKWLKNGQEIQMSGSKYIFESVGAKRTLTISQCSLADDAAYQC

VVGGEKCSTELFVKEPPVLITRPLEDQLVMVGQRVEFECEVSEEGAQVKWLKDGVELTREETFK

YRFKKDGQRHHLIINEATLEDAGHYALRTSGGQALAELIVQEKKLEVYQSIADLTVGAKDQAVF

KCEVSDENVRGVWLKNGKELVPDSRIKVSHIGRVHKLTIDDVTPADEADYSFVPEGFACNLSAK



 

 

LHFMEVKIDFVPRQEPPKIHLDCPGRKPDTIVVVAGNKLRLDVPISGDPAPTVIWQKTITQKNK

VPAGPAPDASGDAAASDEWVFDKKLLCETEGRVRVETTKDRSIFTVEGAEKEDEGVYVVTVKNP

VGEDQVNLTVKVIDVPDAPAAPKISNVGEDSCTVQWEPPAYDGGQPVLGYILERKKKKSYRWMR

LNFDLLRELSHEARRMIEGVVYEMRVYAVNAIGMSRPSPASQPFMPIGPPSEPTHLAVEDVTDT

TVSLKWRPPERAGAGGLDGYSVEYCREDCSEWVTALQGLTEHTAVLVKDLPTGARLQFRVRAHN

MAGPGAPVTTQEPVTVQEILQRPRLQLPRHLRQTIQRKVGEPVNLLIPFQGKPRPQVTWTKEGQ

PLAGEEVSIRNSPTDTILFIRAAHRAHSGTYQVMLRIENMEDKATLVLQIVDKPSPPQDIRVAE

AWGFNVALEWKPPQDYGNTEIWGYTVQKADTKTMEWFTVLEHYRRTHCVVSELIIGNGYYFRVF

SHNMVGPSDKAATTKEPVFIPRPGITYEPPSYKALDFSEAPSFTRPLVNRSVIAGYNATLCCAV

RGSPKPKISWFKNGLDLGKDARFRMFSKQGVLTLEIRKPCPFDGGIYVCRAINLQGEAQCECRL

EVRVPQ 

 UPI0000EB1703_Canis_lupu        

MPEPGKKPVSAFSKKPRSAEVAAGSPAVFEAETERSGVKVRWQRGGSDISASDKYGLAAEGTRH

TLTVRDVGPADQGSYAVIAGSSKVKFDLKVIEAEKAESVPAPAPAPAEAPGAPGEALASATEEK

GGSSSPEGSSSAAPDG--

SGAPDDPIGLFVMRPQDGEVTAGGSITFSARVAGASLLKPPTVKWFKGKWVDLSSKAGQHLQLH

SSYDRTSKVYLFELHITDAQPTSAGGYRCEVSTKDKFDSCNFNLTVHEAVGPGDLDLRSAFRRT

ANAGAGGPLGDSHEDAGTLDFSSLLKKSSSFR--

RDSRLEAPAEEDVWEILRQASPSEYERIAFQHGVTDLRGMLKRLKGMKRDEKKSTAFQKKLEPA

YQVSKGHKIRLTVELADPDADVKWLKNGQEIQMSG-

RYIFESVGAKRTLTISQCSLADDAAYQCVVGGEKCSTELFVKEPPVLITRPLEDQLVMVGQRVE

FECEVSEEGAQVKWLKDGVELTREETFKYRFKKDGQRHHLIINEATLEDAGHYALRTSGGQALA

ELIVQEKKLEVYQSIADLTVGAKDQAVFKCEVSDENVRGVWLKNGKELVPDSRIKVSHIGRVHK

LTIDDVTPADEADYSFVPEGFACNLSAKLHFMEVKIDFVPRQEPPKIHLDCPGRKPDTIVVVAG

NKLRLDVPISGDPAPTVIWQKTITQKNKVPAGPAPDASGDAAASDEWVFDKKLLCETEGRVRVE

TTKDRSIFTVEGAEKEDEGVYVVTVKNPVGEDQVNLTVKVIDVPDAPAAPKISNVGEDSCTVQW

EPPAYDGGQPVLGYILERKKKKSYRWMRLNFDLLRELSHEARRMIEGVVYEMRVYAVNAIGMSR

PSPASQPFMPIGPPSEPTHLAVEDVTDTTVSLKWRPPERAGAGGLDGYSVEYCREDCSEWVTAL

QGLTEHTAVLVKDLPTGARLQFRVRAHNMAGPGAPVTTQEPVTVQEILQRPRLQLPRHLRQTIQ

RKVGEPVNLLIPFQGKPRPQVTWTKEGQPLAGEEVSIRNSPTDTILFIRAAHRAHSGTYQVMLR

IENMEDKATLVLQIVDKPSPPQDIRVAEAWGFNVALEWKPPQDYGNTEIWGYTVQKADTKTMEW

FTVLEHYRRTHCVVSELIIGNGYYFRVFSHNMVGPSDKAATTKEPVFIPRPGITYEPPSYKALD

FSEAPSFTRPLVNRSVIAGYNATLCCAVRGSPKPKISWFKNGLDLGKDARFRMFSKQGVLTLEI

RKPCPFDGGIYVCRAINLQGEAQCECRLEVRVPQ 

 A9JR55_Mus_musculus_Mybp        

MPEPGKKPVSAFNKKPRSAEVTAGSAAVFEAETERSGVKVRWQRDGSDITANDKYGLAAEGKRH

TLTVRDAGPDDQGSYAVIAGSSKVKFDLKVTEPEKAE--SEV------

APEAPKEVPAPATELEESVSSPEGSVSVTQDGSHQGAPDDPIGLFLMRPQDGEVTVGGSIVFSA

RVAGASLLKPPVVKWFKGKWVDLSSKVGQHLQLHDSYDRASKVYLFELHITDAQTTSAGGYRCE

VSTKDKFDSCNFNLTVHEAIGSGDLDLRSAFRRTSLAGAGRRTSDSHEDAGTLDFSSLLKKRDS

FR--

RDSKLEAPAEEDVWEILRQAPPSEYERIAFQHGVTDLRGMLKRLKGMKQDEKKSTAFQKKLEPA

YQVNKGHKIRLTVELADPDAEVKWLKNGQEIQMSGSKYIFESVGAKRTLTISQCSLADDAAYQC

VVGGEKCSTELFVKEPPVLITRSLEDQLVMVGQRVEFECEVSEEGAQVKWLKDGVELTREETFK

YRFKKDGRKHHLIINEATLEDAGHYAVRTSGGQSLAELIVQEKKLEVYQSIADLAVGAKDQAVF

KCEVSDENVRGVWLKNGKELVPDNRIKVSHIGRVHKLTIDDVTPADEADYSFVPEGFACNLSAK

LHFMEVKIDFVPRQEPPKIHLDCPGSTPDTIVVVAGNKLRLDVPISGDPAPTVVWQKTVTQGKK



 

 

ASAGPHPDAPEDAGADEEWVFDKKLLCETEGRVRVETTKDRSVFTVEGAEKEDEGVYTVTVKNP

VGEDQVNLTVKVIDVPDAPAAPKISNVGEDSCTVQWEPPAYDGGQPVLGYILERKKKKSYRWMR

LNFDLLRELSHEARRMIEGVAYEMRVYAVNAVGMSRPSPASQPFMPIGPPGEPTHLAVEDVSDT

TVSLKWRPPERVGAGGLDGYSVEYCQEGCSEWTPALQGLTERTSMLVKDLPTGARLLFRVRAHN

VAGPGGPIVTKEPVTVQEILQRPRLQLPRHLRQTIQKKVGEPVNLLIPFQGKPRPQVTWTKEGQ

PLAGEEVSIRNSPTDTILFIRAARRTHSGTYQVTVRIENMEDKATLILQIVDKPSPPQDIRIVE

TWGFNVALEWKPPQDDGNTEIWGYTVQKADKKTMEWFTVLEHYRRTHCVVSELIIGNGYYFRVF

SHNMVGSSDKAAATKEPVFIPRPGITYEPPKYKALDFSEAPSFTQPLANRSIIAGYNAILCCAV

RGSPKPKISWFKNGLDLGEDARFRMFCKQGVLTLEIRKPCPYDGGVYVCRATNLQGEAQCECRL

EVRVPQ 

 A2AGQ1_Mus_musculus_Myos        

MPEPGKKPVSAFNKKPRSAEVTAGSAAVFEAETERSGVKVRWQRDGSDITANDKYGLAAEGKRH

TLTVRDASPDDQGSYAVIAGSSKVKFDLKVTEPEKAE--SEV------

APGAPKEVPAPATELEESVSSPEGSVSVTQDGSHQGAPDDPIGLFLMRPQDGEVTVGGSIVFSA

RVAGASLLKPPVVKWFKGKWVDLSSKVGQHLQLHDSYDRASKVYLFELHITDAQTTSAGGYRCE

VSTKDKFDSCNFNLTVHEAIGSGDLDLRSAFRRTSLAGAGRRTSDSHEDAGTLDFSSLLKKSSS

FR--

RDSKLEAPAEEDVWEILRQAPPSEYERIAFQHGVTDLRGMLKRLKGMKQDEKKSTAFQKKLEPA

YQVNKGHKIRLTVELADPDAEVKWLKNGQEIQMSGSKYIFESVGAKRTLTISQCSLADDAAYQC

VVGGEKCSTELFVKEPPVLITRSLEDQLVMVGQRVEFECEVSEEGAQVKWLKDGVELTREETFK

YRFKKDGRKHHLIINEATLEDAGHYAVRTSGGQSLAELIVQEKKLEVYQSIADLAVGAKDQAVF

KCEVSDENVRGVWLKNGKELVPDNRIKVSHIGRVHKLTIDDVTPADEADYSFVPEGFACNLSAK

LHFMEVKIDFVPRQEPPKIHLDCPGSTPDTIVVVAGNKLRLDVPISGDPAPTVVWQKTVTQGKK

ASTGPHPDAPEDAGADEEWVFDKKLLCETEGRVRVETTKDRSVFTVEGAEKEDEGVYTVTVKNP

VGEDQVNLTVKVIDVPDAPAAPKISNVGEDSCTVQWEPPAYDGGQPVLGYILERKKKKSYRWMR

LNFDLLRELSHEARRMIEGVAYEMRVYAVNAVGMSRPSPASQPFMPIGPPGEPTHLAVEDVSDT

TVSLKWRPPERVGAGGLDGYSVEYCQEGCSEWTPALQGLTERTSMLVKDLPTGARLLFRVRAHN

VAGPGGPIVTKEPVTVQEILQRPRLQLPRHLRQTIQKKVGEPVNLLIPFQGKPRPQVTWTKEGQ

PLAGEEVSIRNSPTDTILFIRAARRTHSGTYQVTVRIENMEDKATLILQIVDKPSPPQDIRIVE

TWGFNVALEWKPPQDDGNTEIWGYTVQKADKKTMEWFTVLEHYRRTHCVVSELIIGNGYYFRVF

SHNMVGSSDKAAATKEPVFIPRPGITYEPPKYKALDFSEAPSFTQPLANRSIIAGYNAILCCAV

RGSPKPKISWFKNGLDLGEDARFRMFCKQGVLTLEIRKPCPYDGGVYVCRATNLQGEAQCECRL

EVRVPQ 

 B2FDF4_Mus_musculus_Myos        

MPEPGKKPVSAFNKKPRSAEVTAGSAAVFEAETERSGVKVRWQRDGSDITANDKYGLAAEGKRH

TLTVRDASPDDQGSYAVIAGSSKVKFDLKVTEPEKAE--SEV------

APGAPKEVPAPATELEESVSSPEGSVSVTQDGSHQGAPDDPIGLFLMRPQDGEVTVGGSIVFSA

RVAGASLLKPPVVKWFKGKWVDLSSKVGQHLQLHDSYDRASKVYLFELHITDAQTTSAGGYRCE

VSTKDKFDSCNFNLTVHEAIGSGDLDLRSAFRRTSLAGAGRRTSDSHEDAGTLDFSSLLKK-

SSFR--

RDSKLEAPAEEDVWEILRQAPPSEYERIAFQHGVTDLRGMLKRLKGMKQDEKKSTAFQKKLEPA

YQVNKGHKIRLTVELADPDAEVKWLKNGQEIQMSGSKYIFESVGAKRTLTISQCSLADDAAYQC

VVGGEKCSTELFVKEPPVLITRSLEDQLVMVGQRVEFECEVSEEGAQVKWLKDGVELTREETFK

YRFKKDGRKHHLIINEATLEDAGHYAVRTSGGQSLAELIVQEKKLEVYQSIADLAVGAKDQAVF

KCEVSDENVRGVWLKNGKELVPDNRIKVSHIGRVHKLTIDDVTPADEADYSFVPEGFACNLSAK

LHFMEVKIDFVPRQEPPKIHLDCPGSTPDTIVVVAGNKLRLDVPISGDPAPTVVWQKTVTQGKK

ASTGPHPDAPEDAGADEEWVFDKKLLCETEGRVRVETTKDRSVFTVEGAEKEDEGVYTVTVKNP



 

 

VGEDQVNLTVKVIDVPDAPAAPKISNVGEDSCTVQWEPPAYDGGQPVLGYILERKKKKSYRWMR

LNFDLLRELSHEARRMIEGVAYEMRVYAVNAVGMSRPSPASQPFMPIGPPGEPTHLAVEDVSDT

TVSLKWRPPERVGAGGLDGYSVEYCQEGCSEWTPALQGLTERTSMLVKDLPTGARLLFRVRAHN

VAGPGGPIVTKEPVTVQEILQRPRLQLPRHLRQTIQKKVGEPVNLLIPFQGKPRPQVTWTKEGQ

PLAGEEVSIRNSPTDTILFIRAARRTHSGTYQVTVRIENMEDKATLILQIVDKPSPPQDIRIVE

TWGFNVALEWKPPQDDGNTEIWGYTVQKADKKTMEWFTVLEHYRRTHCVVSELIIGNGYYFRVF

SHNMVGSSDKAAATKEPVFIPRPGITYEPPKYKALDFSEAPSFTQPLANRSIIAGYNAILCCAV

RGSPKPKISWFKNGLDLGEDARFRMFCKQGVLTLEIRKPCPYDGGVYVCRATNLQGEAQCECRL

EVRVPQ 

 Q0VD56_Bos_taurus_Myosin        

MPEPGKKPVSAFSKKPRSAEVAAGSSAVFEAETERAGLKVRWQRAGSDISASDKYSLAAEGTRH

TLTVRDVGPADQGSYAVIAGSSKVKFDLKVVDAGKAEPVSAPAPAPTEAPGAPGEAPTSAPEVE

AGAPSPEESSSAAPEG--

PSAPGDPIGLFVMRPQDGEVTVGGTITFSARVAGASLLKPPVVKWFKGKWVDLSSKVGQHLQLH

DSYDRTSKVYLFELRIMDAQTTFAGGYRCEVSTKDKFDSCNFNLTVHEAVGPGDVDLRSTFRRT

SLAGGSRRISDSHEDAGTLDFSSLLRKS-SLR---

TPRLEAPAEEDVWEILRQAPPSEYERIAFQHGVTDLRGMLKRLKGIKRDEKKSTAFQKKLQPAY

QVSKGHKIRLMVELADPDAEVKWLKNGQEIQMSGSKYIFESIGAKRTLTISQCSLADDAAYQCV

VGGEKCSTELFVKEPPVLITRPLEDQLVMVGQRVEFECEVSEEGAQVKWLKDGVELTREETFKY

RFKKDGQKHHLIINEATLEDAGHYALRTSGGQALAELIVQEKKLEVYQSIADLTVGSKDQAVFK

CEVSDENVRGVWLKNGKELVPDSRIKVSHIGRVHKLTIDDVTPADEADYSFVPEGFACNLSAKL

HFMEVKIDFVPRQEPPKIHLDCPGRVPDTIVVVAGNKLRLDVPISGDPAPTVIWQKAITKGNKV

PAGPAPDASEESGAGDEWVFDKKLLCETEGRVRVETTKDRSIFTVEGAEREDEGVYVVTVKNPV

GEDQVSLTVKVIDVPDAPAAPEISKVGEDSCTVCWEPPAYDGGQPVLGYILERKKKKSYRWMRL

NFDLLRELSHEARRMIEGVIYEMRVYAVNAVGMSRPSPASQPFMPIGPPSEPTHLAVEDISDTT

VSLKWRPPERAGAGGLDGYSVEYRREGSSAWVSALPGLIERTSLLVKDLPTGARVLFRVRAHNL

AGAGPPVTTKEPVTVQELLQRPRLQLPRHLRQTIQKKVGEPVNLLIPFQGKPRPQVTWTKEGQP

LAGEEVSIRNSPTDTILFIRAAHRAHSGTYQVTLRVEDMEDKAQLVLQVVDKPSPPQDIQVAEA

WGFNVALEWKPPQDDGNTELWGYTVQKADKKTMEWFTVLEHYRHTHCVVSELIIGNSYYFRVFS

HNTVGPSDTAATTKEPVLIPRPGITYELPKYKALDFSEAPSFTRPLVNRSVIAGYNTTLCCAVR

GSPKPKISWFKNGLDLGKDARFRMFSKQGVLTLEIRKPCPFDGGIYACRATNLEGEAQCECRLE

VRVPQ 

 Q3UIK0_Mus_musculus_Puta        

MPEPGKKPVSAFNKKPRSAEVTAGSAAVFEAETERSGVKVRWQRDGSDITANDKYGLAAEGKRH

TLTVRDASPDDQGSYAVIAGSSKVKFDLKVTEPEKAE--SEV------

APGAPKEVPAPATELEESVSSPEGSVSVTQDGSHQGAPDDPIGLFLMRPQDGEVTVGGSIVFSA

RVAGASLLKPPVVKWFKGKWVDLSSKVGQHLQLHDSYDRASKVYLFELHITDAQTTSAGGYRCE

VSTKDKFDSCNFNLTVHEAIGSGDLDLRSAFRRTSLAGAGRRTSDSHEDAGTLDFSSLLKKRDS

FR--

RDSKLEAPAEEDVWEILRQAPPSEYERIAFQHGVTDLRGMLKRLKGMKQDEKKSTAFQKKLEPA

YQVNKGHKIRLTVELADPDAEVKWLKNGQEIQMSGSKYIFESVGAKRTLTISQCSLADDAAYQC

VVGGEKCSTELFVKEPPVLITRSLEDQLVMVGQRVEFECEVSEEGAQVKWLKDGVELTREETFK

YRFKKDGRKHHLIINEATLEDAGHYAVRTSGGQSLAELIVQEKKLEVYQSIADLAVGAKDQAVF

KCEVSDENVRGVWLKNGKELVPDNRIKVSHIGRVHKLTIDDVTPADEADYSFVPEGFACNLSAK

LHFMEVKIDFVPRQEPPKIHLDCPGSTPDTIVVVAGNKLRLDVPISGDPAPTVVWQKTVTQGKK

ASTGPHPDAPEDAGADEEWVFDKKLLCETEGRVRVETTKDRSVFTVEGAEKEDEGVYTVTVKNP

VGEDQVNLTVKVIDVPDAPAAPKISNVGEDSCTVQWEPPAYDGGQPVLGYILERKKKKSYRWMR



 

 

LNFDLLRELSHEARRMIEGVAYEMRVYAVNAVGMSRPSPASQPFMPIGPPGEPTHLAVEDVSDT

TVSLKWRPPERVGAGGLDGYSVEYCQEGCSEWTPALQGLTERTSMLVKDLPTGARLLFRVRAHN

VAGPGGPIVTKEPVTVQEILQRPRLQLPRHLRQTIQKKVGEPVNLLIPFQGKPRPQVTWTKEGQ

PLAGEEVSIRNSPTDTILFIRAARRTHSGTYQVTVRIENMEDKATLILQIVDKPSPPQDIRIVE

TWGFNVALEWKPPQDDGNTEIWGYTVQKADKKTMEWFTVLEHYRRTHCVVSELIIGNGYYFRVF

SHNMVGSSDKAAATKEPVFIPRPGITYEPPKYKALDFSEAPSFTQPLANRSIIAGYNAILCCAV

RGSPKPKISWFKNGLDLGEDARFRMFCKQGVLTLEIRKPCPYDGGVYVCRATNLQGEAQCECRL

EVRVPQ 

 UPI0000DC0477_R__norvegi        

MPEPGKRPVSAFTKKPRSVEVTAGSAAVFEAETERSGLKVQWQRDGSDIAANDKYGLAAEGKRH

TLTVRDVGPDDQGSYAVIAGSSKVKFDLKVTEPEKAE--

SAVAPTSMEAPETPKEVPALATQLEGNVSSPEGSVSVTQDGSSQGAPDDPIGLFLMRPQDGEVT

VGGSIVFSARVAGASLLKPPVVKWFKGKWVDLSSKVGQHLQLHDSYDRASKVYLFELHITDAQA

TSAGGYRCEVSTKDKFDSCNFNLTVHEAIGSGDLDLRSAFRRTSLAGTGRRTSDSHEDAGTLDF

SSLLKKSSSFR--

RDSKLEAPAEEDVWEILRQAPPSEYERIAFQHGVTDLRGMLKRLKGMKHDEKKSTAFQKKLEPA

YQVNKGHKIRLTVELADPDAEVKWLKNGQEIQMSG-

RYIFESIGAKRTLTISQCSLADDAAYQCVVGGEKCSTELFVKEPPVLITRSLEDQLVMVGQRVE

FECEVSEEGAQVKWLKDGVELTREETFKYRFKKDGRKHHLIINEATLEDAGHYAVRTSGGQALA

ELIVQEKKLEVYQSIADLAVGAKDQAVFKCEVSDENVRGVWLKNGKELVPDNRIKVSHIGRVHK

LTIDDVTPADEADYSFVPEGFACNLSAKLHFMEVKIDFVPRQEPPKIHLDCPGSTPDTIVVVAG

NKLRLDVPISGDPAPTVIWQKTITQGKKASAGPPPGAPEDAGADEEWVFDKKLLCETEGRVRVE

TTKDRSVFTVEGAEKEDEGVYTVTVKNPVGEDQVNLTVKVIDVPDAPAAPKISNVGEDSCIVQW

EPPAYDGGQPVLGYILERKKKKSYRWMRLNFDLLRELSHEARRMIEGVAYEMRVYAVNAVGMSR

PSPASQPFMPIGPPGEPTHLTVEDVSDTTVSLKWRPPERVGAGGLDGYSVEYCQEGCSEWVTAL

QGLTERTSLLVKDLPTGARLLFRVRAHNVAGPGGPIITKEPVTVQEILQRPRLQLPRHLRQTIQ

KKVGEPVNLLIPFQGKPRPQVTWTKEGQPLAGEEVSIRNSPTDTILFIRAAHRTHSGTYQVTVR

IENMEDKATLVLQIVDKPSPPLDIRVVETWGFSVALEWKPPQDDGNTEIWGYTVQKADKKTMEW

FTVLEHYRQTHCVVSELIIGNGYYFRVFSHNMVGSSDRAAATKEPIFIPRPGITYEPPKYKALD

FSEAPSFTQPLTNRSIIAGYNAILCCAVRGSPKPKISWFKNGLDLGEDARFRMFCKQGVLTLEI

RKPCPYDGGVYVCRATNLQGEAQCECRLEVRVPQ 

 UPI000179E0E8_Bos_taurus        

MPEPGKKPVSAFSKKPRSAEVAAGSSAVFEAETERAGLKVRWQRAGSDISASDKYSLAAEGTRH

TLTVRDVGPADQGSYAVIAGSSKVKFDLKVVDAGKAEPVSAPAPAPTEAPGAPGEAPTSAPEVE

AGAPSPEESSSAAPEG--

PSAPGDPIGLFVMRPQDGEVTVGGTITFSARVAGASLLKPPVVKWFKGKWVDLSSKVGQHLQLH

DSYDRTSKVYLFELRIMDAQTTFAGGYRCEVSTKDKFDSCNFNLTVHEAVGPGDVDLRSTFRRT

SLAGGSRRISDSHEDAGTLDFSSLLRKS-SLR---

TPRLEAPAEEDVWEILRQAPPSEYERIAFQHGVTDLRGMLKRLKGIKRDEKKSTAFQKKLQPAY

QVSKGHKIRLMVELADPDAEVKWLKNGQEIQMSGSRYIFESIGAKRTLTISQCSLADDAAYQCV

VGGEKCSTELFVKEPPVLITRPLEDQLVMVGQRVEFECEVSEEGAQVKWLKDGVELTREETFKY

RFKKDGQKHHLIINEATLEDAGHYALRTSGGQALAELIVQEKKLEVYQSIADLTVGSKDQAVFK

CEVSDENVRGVWLKNGKELVPDSRIKVSHIGRVHKLTIDDVTPADEADYSFVPEGFACNLSAKL

HFMEVKIDFVPRQEPPKIHLDCPGRVPDTIVVVAGNKLRLDVPISGDPAPTVIWQKAITKGNKV

PAGPAPDASEESGAGDEWVFDKKLLCETEGRVRVETTKDRSIFTVEGAEREDEGVYVVTVKNPV

GEDQVSLTVKVIDVPDAPAAPEISKVGEDSCTVCWEPPAYDGGQPVLGYILERKKKKSYRWMRL

NFDLLRELSHEARRMIEGVIYEMRVYAVNAVGMSRPSPASQPFMPIGPPSEPTHLAVEDISDTT



 

 

VSLKWRPPERAGAGGLDGYSVEYRREGSSAWVSALPGLIERTSLLVKDLPTGARVLFRVRAHNL

AGAGPPVTTKEPVTVQELLQRPRLQLPRHLRQTIQKKVGEPVNLLIPFQGKPRPQVTWTKEGQP

LAGEEVSIRNSPTDTILFIRAAHRAHSGTYQVTLRVEDMEDKAQLVLQVVDKPSPPQDIQVAEA

WGFNVALEWKPPQDDGNTELWGYTVQKADKKTMEWFTVLEHYRHTHCVVSELIIGNSYYFRVFS

HNTVGPSDTAATTKEPVLIPRPGITYELPKYKALDFSEAPSFTRPLVNRSVIAGYNTTLCCAVR

GSPKPKISWFKNGLDLGKDARFRMFSKQGVLTLEIRKPCPFDGGIYACRATNLEGEAQCECRLE

VRVPQ 

 UPI0001796E3C_E__caballu        

MPEPGKKPVSAFSKKPRSAEVAAGSPAVFEAETERAGLKVRWQRAGSDISASDKYGLAAEGTRH

TLTVRDVGPADQGSYAVIAGSSKVKFDLKVIEPEKTEPVPSPAPTPAEAPGAPREALASATEAE

GGSPSPEGSSSAAPDG--

PGAPDDPIGLFVMRPQDGEVTVGGSITFSARVAGASLLKPPMVKWFKGKWVDLSSKVGQHLQLH

DSYDRASKVYLFELHITDAQATFTGGYRCEVSTKDKFDSCNFNLTVHEAIGPGDLDLRSAFRRT

-----------------------------------

DSRLEAPAEEDVWEILRQAPPSEYERIAFQHGITDLRGMLKRLKGMRRDEKKSTAFQKKLEPAY

QVSKGHKIRLTVELANPDAEVKWLKNGQEIQMSGSKYIFESIGAKRTLTISQCSLADDAAYQCV

VGGEKCSTELFVKEPPVLITRPLEDQLVMVGQRVEFECEVSEEGAQVKWLKDGVELTREETFKY

RFKKDGQRHHLIINEATLEDAGHYALHTSGGQALAELIVQEKKLEVYQSIADLTVGAKDQAVFK

CEVSDENVRGVWLKNGKELVPDSRIKVSHIGRVHKLTIDDVTPADEADYSFVPEGFASNLSAKL

HFMEVKIDFVPRQEPPKIHLDCPGRVPDTIVVVAGNKLRLDVPISGDPAPTVTWQKTITQGNKV

PAGPAPDAPGDAGASDEWVFDKKLLCETEGRVRVETTKDRSVFTLEGAEKEDEGVYIVTVKNPV

GEDQVNLTVKVIDVPDAPAAPKISNVGEDSCTVQWEPPAYDGGQPILGYILERKKKKSYRWMRL

NFDLLRELSLEAKRMIEGVVYEMRVYAVNAIGMSRPSPASQPFMPIGPPSEPTHLAVEDVSDTT

VSLKWRPPERVGAGGLDGYSVEYCREGGSEWVAALQGLTEHTSLLVKDLPTGARLLFRVRAHNV

AGPGAPVTTKEPVTVQEILQRPRLQLPRHLRQTIHRRVGEPVNLLIPFQGRPRPQVTWTKEGQP

LAGEEVSIRNSPTDTILFIRAARRTHSGTYQVTLRIENMEDEATLVLQIVDKPSPPQDIRVAEA

WGFNVALEWKPPQDDGNTEIWGYTVQKADKKTMEWFTVLEHYRRTHCVVSELIIGNGYYFRVFS

HNMVGPSDKAATTKEPVFIPKAGITYESPSYKALDFLEAPSFTRPLVNRSVIAGYNATLSCAVR

GSPKPNISWFKNGLDLRDDARFRTFSKQGLLTLEIRKPCPFDGGIYVCRATNLQGEAQCECRLE

VR--- 

 UPI000154D9A3_R__norvegi        

MPEPGKRPVSAFTKKPRSVEVTAGSAAVFEAETERSGLKVQWQRDGSDIAANDKYGLAAEGKRH

TLTVRDVGPDDQGSYAVIAGSSKVKFDLKVTEPEKAE--

SAVAPTSMEAPETPKEVPALATQLEGNVSSPEGSVSVTQDGSSQGAPDDPIGLFLMRPQDGEVT

VGGSIVFSARVAGASLLKPPVVKWFKGKWVDLSSKVGQHLQLHDSYDRASKVYLFELHITDAQA

TSAGGYRCEVSTKDKFDSCNFNLTVHEAIGSGDLDLRSAFRRTSLAGTGRRTSDSHEDAGTLDF

SSLLKK-SSFR--

RDSKLEAPAEEDVWEILRQAPPSEYERIAFQHGVTDLRGMLKRLKGMKHDEKKSTAFQKKLEPA

YQVNKGHKIRLTVELADPDAEVKWLKNGQEIQMSG-

RYIFESIGAKRTLTISQCSLADDAAYQCVVGGEKCSTELFVKEPPVLITRSLEDQLVMVGQRVE

FECEVSEEGAQVKWLKDGVELTREETFKYRFKKDGRKHHLIINEATLEDAGHYAVRTSGGQALA

ELIVQEKKLEVYQSIADLAVGAKDQAVFKCEVSDENVRGVWLKNGKELVPDNRIKVSHIGRVHK

LTIDDVTPADEADYSFVPEGFACNLSAKLHFMEVKIDFVPRQEPPKIHLDCPGSTPDTIVVVAG

NKLRLDVPISGDPAPTVIWQKTITQGKKASAGPPPGAPEDAGADEEWVFDKKLLCETEGRVRVE

TTKDRSVFTVEGAEKEDEGVYTVTVKNPVGEDQVNLTVKVIDVPDAPAAPKISNVGEDSCIVQW

EPPAYDGGQPVLGYILERKKKKSYRWMRLNFDLLRELSHEARRMIEGVAYEMRVYAVNAVGMSR

PSPASQPFMPIGPPGEPTHLTVEDVSDTTVSLKWRPPERVGAGGLDGYSVEYCQEGCSEWVTAL



 

 

QGLTERTSLLVKDLPTGARLLFRVRAHNVAGPGGPIITKEPVTVQEILQRPRLQLPRHLRQTIQ

KKVGEPVNLLIPFQGKPRPQVTWTKEGQPLAGEEVSIRNSPTDTILFIRAAHRTHSGTYQVTVR

IENMEDKATLVLQIVDKPSPPLDIRVVETWGFSVALEWKPPQDDGNTEIWGYTVQKADKKTMEW

FTVLEHYRQTHCVVSELIIGNGYYFRVFSHNMVGSSDRAAATKEPIFIPRPGITYEPPKYKALD

FSEAPSFTQPLTNRSIIAGYNAILCCAVRGSPKPKISWFKNGLDLGEDARFRMFCKQGVLTLEI

RKPCPYDGGVYVCRATNLQGEAQCECRLEVRVPQ 

 O70468_Mus_musculus_Myos        

MPEPGKKPVSAFNKKPRSAEVTAGSAAVFEAETERSGVMVRWQRDGSDITANDKYGLAAEGKRH

TLTVRDASPDDQGSYAVIAGSSKVKFDLKVTEPEKAE--SEV------

APGAPEEVPAPATELEESVSSPEGSVSVTQDGSHQGAPDDPIGLFLMRPQDGEVTVGGSIVFSA

RVAGASLLKPPVVKWFKGKWVDLSSKVGQHLQLHDSYDRASKVYLFELHITDAQTTSAGGYRCE

VSTKDKFDSCNFNLTVHEAIGSGDLDLRSAFRRTSLAGAGRRTSDSHEDAGTPDFSSLLKKRDS

FR--

RDSKLEAPAEEDVWEILRQAPPSEYERIAFQHGVEACHRPLKRLKGMKQDEKKSTAFQKKLEPA

YQVNKGHKIRLTVELADPDAEVKWLKNGQEIQMSGSKYIFESVGAKRTLTISQCSLADDAAYQC

VVGGEKCSTELFVKEPPVLITRSLEDQLVMVGQRVEFECEVSEEGAQVKWLKDGVELTREETFK

YRFKKDGRKHHLIINEATLEDAGHYAVRTSGGQSLAELIVQEKKLEVYQSIADLAVGAKDQAVF

KCEVSDENVRGVWLKNGKELVPDNRIKVSHIGRVHKLTIDDVTPADEADYSFVPEGFACNLSAK

LHFMEVKIDFVPRQEPPKIHLDCPGSTPDTIVVVTGNKLRLDVPISGDPAPTVVWQKTVTQGKK

ASAGPHPDAPEDAGADEEWVFDKKLLCETEGRVRVETTKDRSVFTVEGAEKEDEGVYTVTVKNP

VGEDQVNLTVKVIDVPDAPAAPKISNVGEDSCTVQWEPPAYDGGQPVLGYILERKKKKSYRWMR

LNFDLLRELSHEARRMIEGVAYEMRVYAVNAVGMSRPSPASQPFMPIGPPGEPTHLAVEDVSDT

TVSLKWRPPERVGAGGLDGYSVEYCQEGCSEWTPALQGLTERRSMLVKDLPTGARLLFRVRAHN

VAGPGGPIVTKEPVTVQEILQRPRLQLPRHLRQTIQKKVGEPVNLLIPFQGKPRPQVTWTKEGQ

PLAGEEVSIRNSPTDTILFIRAARRTHSGTYQVTVRIENMEDKATLILQIVDKPSPPQDIRIVE

TWGFNVALEWKPPQDDGNTEIWGYTVQKADKKTMEWFTVLEHYRRTHCVVSELIIGNGYYFRVF

SHNMVGSSDKAAATKEPVFIPRPGITYEPPKYKALDFSEAPSFTQPLANRSIIAGYNAILCCAV

RGSPKPKISWFKNGLDLGEDARFRMFCKQGVLTLEIRKPCPYDGGVYVCRATNLQGEAQCECRL

EVRVPQ 

 UPI0000F2DAC3_M__domesti        ---------------------------

----------------------------------------------------------------

---------------------------------------------------------

ASGDPIGLFVSRPQDGEVTVGDSITFSAQVAGASLLKPPVVKWFKGKWMDLSGKVGKNLQLHDS

YDRASKVYLFELHISEVQAAYAGGYRCEVSTKDKFDSCNFNLTVHEAIGPADLDLRSAFRRPSL

PGGNRRTSDGHDDAGSLDFSSLLKKRDLFRGARDPKLEAPAEEDVWEILRTAPPSEYERIAFQH

GVTDLRGMLKRLKGMKKDEKKSAAFLKKLEPAYQVNKGQKIRLVVEVADPDAEVKWLKNGQPIQ

MSGSKYIFESAGNKRMLTISQCSLADDAAYQCMVGGDKCSTELFVKEPPVLITRGLEDQMVTVG

QRVEFECEVSEEGAPVKWLKDGVELTREETFKYRFKKDGRKHHLIINEATLEDSGHYAIRTSGG

QALAELIVQEKTLEVYQNIADLTVGARDQAVFKCEVSDENVKGVWLKNGRELVPDSRIKVSHIG

RVHKLTIDDVTPADEADYSFVPEGFACNLSAKLHFMEVKIDFVPRQEPPKIHLDCPGRTPDTIV

VVAGNKLRLDVPISGDPAPTVIWQKASQESK------

TPDPATEVGDSSEWVFEKKLLCETEGRVRVETHKDRSIFTVEGAEKEDEGVYTVTVKNPVGEDQ

VNITVKVIDVPDPPAAPKISNVGEDSCTVQWQPPAYDGGQPILGYILERKKKKSYRWMRLNFDL

LRELSHEARRMIEGVVYEMRVYAVNAIGMSRPSPASQPFMPIGPPSEPTHLGVEDISDSSVTLK

WRPPERVGAGGLDGYSVEYCREGSSEWVSALQSLTERTSLLVKELPTGARLLFRVRAHNLAGPS

APAITKEAITVQEILERPRLRLPRHLRQTVQRKVGEPVNILIPFQGKPRPQVTWTKEGQPLAGN

DVSIRNSPTDTILFIRTAHRAHSGTYQVAVQIENMEDTATLVLQIVDRPSPPQEVRVTETWGFN



 

 

VALEWKPPQDDGNTELWGYTVQKADKKTMEWFTVLEHYRRTHCVVSELIMGNNYYFRVFSHNMV

GASEKAATTKEPVFIPKIGLTYQPPTYKALDFSEAPSFTQPLVNRSVIAGYNAVLCCSVRGSPK

PKISWFKNGLDLGEDARFRMFSKQGVLTLEIRKPCPFDGGAYVCRATNAQGEAQCECRLEVR--

- 

 A9JTS4_Mybpc3_protein_n_        MPEPVKK--

SAFTKKPKSEEVSVGGTVTFAAETDKPGLKVKWQRNNVDITANERFAIKSEGKQHSLTISNATA

EDEVVYAVIAGTSKVKFELKVKETEEAPAPAAPEASEAPAPPAPDSSAPPPTETAEGEAKPPES

AEATAIQ--

PEPPKDEIGLFLERPKDAEITVGSNIKFTARIAGANLIKKPVVKWFKGKWMDLTSKVGKHLQLH

EIYDRNTKIYTFEIQIIQAKTTYAGGYRCEVSSKDKFDSCNFNLAVHEVSTSGEVDIRAAFRRT

----------DGAEEAGELDFSALLKKRD------

EPKQGAEPDVDVWDILKKAPPSEYEKIAFQYGITDLRGLLKRLKKMKKEEKKSEAFLKKMDPAY

QIDKGQKMKLVVEVANPDAEVKWLKNGQEIRVSGSKYIFESIGNKRILTINNCSLADDAAYQCV

IGEEKCFTELFVREPPVQILHSLEDQMVMVGERVEFECEVSEEGAQVKWEKDGVELTREETFKY

RFKKDGKKHFLIINETTLEDGGNYKVKTNGGESVAELMVQEKQLEVLQDVADLTVKAKEQAVFK

CEVSDETVTGIWVKNGKEVIPNNRIKITHIGRVHKLTIDDVVPQDEGDYSFIPNGFAFSLSAKL

HFMEVKIDFVPRQEPPKIKLDCMSQCADTIIVVAGNKLRLDVPISGDPAPTVVWMKGDK-----

-----------------------

LISEVDGRVHVETHADHCVFIIEGAEKSDEGAYTVLVKNEAGEDKANINVKVIEVPDPPESPKI

SNIGEDFCTVQWDPPKYDGGQPVLGYILERKKKKSYRWMRLNYDLVKELTYESKRMIEGVVYEM

RIYAVNSIGMSLPSQPSQPFMPIAPTSEPTQLVVEDVSDTSISLKWRPPERIGAGGLDGYTVEY

CKEGSTEWVPALQGLTERNSVMIRDLPTGERLTFRVRAINLAGPSEPCTMKEPVTIREIMQRPK

IWLPRYLRQKLIKKVGETVNIVIPFQGKPRPVVTWLKDGQPVDPKQVGIRNSEADTILFIRKAE

RDHSGEYKVQIQIENCEDSATICIQIVDKPSASQKLKIVEIWGFNVALEWAPPQDDGNTEITGY

TVQKADKKTMEWFTVFEHYRRTHCVVSDLIMGNEYYFRVFSENMCGLSEKPCTTKNSAYIQKTG

TAYKPPTYKDHEFDEAPKFTHPLNDRSVVAGYNATLSCAVRGIPKPKITWYKNKMDLSMEARYR

SFSKQGVLTLEVRKPSPFDGGLYTCKAVNEHGVAETECRLEVRVPQ 

 UPI0000ECB979_G__gallus_        ---------------------------

----------------------------------------------------------------

-------------------------------------------------------

PEEPVDPIGLFVTRPQDGEVTVGGNITFTAKVAGESLLKKPSVKWFKGKWMDLASKVGKHLQLH

DNYDRNNKVYTFEMEIIEANMTFAGGYRCEVSTKDKFDSSNFNLIVNEAPVSGEMDIRAAFRRT

SLAGGGRRMSEGLEESGELNFSALLKK-

SSFLANRDGKSDSQPDVDVWEILRKAPPSEYEKIAFQYGITDLRGMLKRLKRIKKEEKKSTAFL

KKLDPAYQVDKGQKIKLMVEVANPDADVKWLKNGQEIQVSG-

RYIFEAIGNKRILTINHCSLADDAAYECVVAEEKSFTELFVKEPPILITHPLEDQMVMVGERVE

FECEVSEEGATVKWEKDGVELTREETFKYRFKKDGKKQYLIINESTKEDSGHYTVKTNGGVSVA

ELIVQEKKLEVYQSIADLTVKARDQAVFKCEVSDENVKGIWLKNGKEVVPDERIKISHIGRIHK

LTIEDVTPGDEADYSFIPQGFAYNLSAKLQFLEVKIDFVPREEPPKIHLDCLGQSPDTIVVVAG

NKLRLDVPISGDPTPTVIWQKVNKKGELVHQSNE-

DSLTPSENSSDLSTDSKLLFESEGRVRVEKHEDHCVFIIEGAEKEDEGVYRVIVKNPVGEDKAD

ITVKVIDVPDPPEAPKISNIGEDYCTVQWQPPTYDGGQPVLGYILERKKKKSYRWMRLNFDLLK

ELTYEAKRMIEGVVYEMRIYAVNSIGMSRPSPASQPFMPIAPPSEPTHFTVEDVSDTTVALKWR

PPERIGAGGLDGYIVEYCKDGSAEWTPALPGLTERTSALIKDLVTGDKLYFRVKAINLAGESGA

AIIKEPVTVQEIMQRPKIWLPRHLRQTLVKKVGETINIMIPFQGKPRPKISWMKDGQTLDSKDV

GIRNSSTDTILFIRKAELHHSGAYEVTLQIENMTDTVAITIQIIDKPGPPQNIKLADVWGFNVA

LEWTPPQDDGNAQILGYTVQKADKKTMEWYTVYDHYRRTNCVVSDLIMGNEYFFRVFSENLCGL



 

 

SETAATTKNPAYIQKTGTTYKPPSYKEHDFSEPPKFTHPLVNRSVIAGYNTTLSCAVRGIPKPK

IFWYKNKVDLSGDAKYRMFSKQGVLTLEIRKPTPFDGGFYTCKAVNERGEAEIECRLDVRVPQ 

 Q90688_G__gallus_Myosin_        ---------------------------

----------------------------------------------------------------

-------------------------------------------------------

PEEPVDPIGLFVTRPQDGEVTVGGNITFTAKVAGESLLKKPSVKWFKGKWMDLASKVGKHLQLH

DNYDRNNKVYTFEMEIIEANMTFAGGYRCEVSTKDKFDSSNFNLIVNEAPVSGEMDIRAAFRRT

SLAGGGRRMSEGLEESGELNFSALLKKRDSFLANRDGKSDSQPDVDVWEILRKAPPSEYEKIAF

QYGITDLRGMLKRLKRIKKEEKKSTAFLKKLDPAYQVDKGQKIKLMVEVANPDADVKWLKNGQE

IQVSGSKYIFEAIGNKRILTINHCSLADDAAYECVVAEEKSFTELFVKEPPILITHPLEDQMVM

VGERVEFECEVSEEGATVKWEKDGVELTREETFKYRFKKDGKKQYLIINESTKEDSGHYTVKTN

GGVSVAELIVQEKKLEVYQSIADLTVKARDQAVFKCEVSDENVKGIWLKNGKEVVPDERIKISH

IGRIHKLTIEDVTPGDEADYSFIPQGFAYNLSAKLQFLEVKIDFVPREEPPKIHLDCLGQSPDT

IVVVAGNKLRLDVPISGDPTPTVIWQKVNKKGELVHQSNE-

DSLTPSENSSDLSTDSKLLFESEGRVRVEKHEDHCVFIIEGAEKEDEGVYRVIVKNPVGEDKAD

ITVKVIDVPDPPEAPKISNIGEDYCTVQWQPPTYDGGQPVLGYILERKKKKSYRWMRLNFDLLK

ELTYEAKRMIEGVVYEMRIYAVNSIGMSRPSPASQPFMPIAPPSEPTHFTVEDVSDTTVALKWR

PPERIGAGGLDGYIVEYCKDGSAEWTPALPGLTERTSALIKDLVTGDKLYFRVKAINLAGESGA

AIIKEPVTVQEIMQRPKICVPRHLRQTLVKKVGETINIMIPFQGKPRPKISWMKDGQTLDSKDV

GIRNSSTDTILFIRKAELHHSGAYEVTLQIENMTDTVAITIQIIDKPGPPQNIKLADVWGFNVA

LEWTPPQDDGNAQILGYTVQKADKKTMEWYTVYDHYRRTNCVVSDLIMGNEYFFRVFSENLCGL

SETAATTKNPAYIQKTGTTYKPPSYKEHDFSEPPKFTHPLVNRSVIAGYNTTLSCAVRGIPKPK

IFWYKNKVDLSGDAKYRMFSKQGVLTLEIRKPTPLDGGFYTCKAVNERGEAEIECRLDVRVPQ 

 Q90688_2_G__gallus_Isofo        ---------------------------

----------------------------------------------------------------

-------------------------------------------------------

PEEPVDPIGLFVTRPQDGEVTVGGNITFTAKVAGESLLKKPSVKWFKGKWMDLASKVGKHLQLH

DNYDRNNKVYTFEMEIIEANMTFAGGYRCEVSTKDKFDSSNFNLIVNEAPVSGEMDIRAAFRRT

----------

EGLEESGELNFSALLKKRDSFLANRDGKSDSQPDVDVWEILRKAPPSEYEKIAFQYGITDLRGM

LKRLKRIKKEEKKSTAFLKKLDPAYQVDKGQKIKLMVEVANPDADVKWLKNGQEIQVSGSKYIF

EAIGNKRILTINHCSLADDAAYECVVAEEKSFTELFVKEPPILITHPLEDQMVMVGERVEFECE

VSEEGATVKWEKDGVELTREETFKYRFKKDGKKQYLIINESTKEDSGHYTVKTNGGVSVAELIV

QEKKLEVYQSIADLTVKARDQAVFKCEVSDENVKGIWLKNGKEVVPDERIKISHIGRIHKLTIE

DVTPGDEADYSFIPQGFAYNLSAKLQFLEVKIDFVPREEPPKIHLDCLGQSPDTIVVVAGNKLR

LDVPISGDPTPTVIWQKVNKKGELVHQSNE-

DSLTPSENSSDLSTDSKLLFESEGRVRVEKHEDHCVFIIEGAEKEDEGVYRVIVKNPVGEDKAD

ITVKVIDVPDPPEAPKISNIGEDYCTVQWQPPTYDGGQPVLGYILERKKKKSYRWMRLNFDLLK

ELTYEAKRMIEGVVYEMRIYAVNSIGMSRPSPASQPFMPIAPPSEPTHFTVEDVSDTTVALKWR

PPERIGAGGLDGYIVEYCKDGSAEWTPALPGLTERTSALIKDLVTGDKLYFRVKAINLAGESGA

AIIKEPVTVQEIMQRPKICVPRHLRQTLVKKVGETINIMIPFQGKPRPKISWMKDGQTLDSKDV

GIRNSSTDTILFIRKAELHHSGAYEVTLQIENMTDTVAITIQIIDKPGPPQNIKLADVWGFNVA

LEWTPPQDDGNAQILGYTVQKADKKTMEWYTVYDHYRRTNCVVSDLIMGNEYFFRVFSENLCGL

SETAATTKNPAYIQKTGTTYKPPSYKEHDFSEPPKFTHPLVNRSVIAGYNTTLSCAVRGIPKPK

IFWYKNKVDLSGDAKYRMFSKQGVLTLEIRKPTPLDGGFYTCKAVNERGEAEIECRLDVRVPQ 

 UPI00015A7ACA_Danio_reri        --------

VSAFSKKPKSQTAEIGARVIFEAETEKPGVKVKWQRESKDILPSHKYTISAEDNKHSLTINNII



 

 

QEDAVGYAVIAGMSKVKFELKIKEKGVEKAAVEHKPEESKPEESKPEPKEPPPAPTENSAPEST

GP--------

PSDGVAPEGLFTEKPHSGEVNVGENIIFIARVCGESLLKKPTVKWFKGKWMDLASKSGKHLQLK

EHYDRNTKVYTFEMHIIAAKANFAGAYRCEVSSRDKFDSCNFDLIVHEARTTEGFDIRTAFRRT

STS------IDAGDDSGELDFSALLKKRLTY-

SSVAVHVSTEPDVDVWDILQKAPPSEYEKIAFQYGITDLRGMLKRLKKMKKEEKKSAAFLKKLD

PAYQVEKGHKIKLEIEVANPDAEVKWLKNGQEIHPTG-

RYIFESVGNKRFLTINNCSLSDDAAYMCVVGDEKTVTELFVKEPPVLIVRNLEDQMAMKGDRVE

FECEVSEEGAQVKWEKDGVELTRDESFKYRFKKDGCKHVLIINDVTKEDCGHYRVKTNGGQSLA

ELMVQEKQLEVYQSIADLTVKAKDQAVFKCEVSDENVKGIWYKNGVEVKPDARTLITHIGRIHK

LTIDDVKPEDEGDYTFVPEGFAFNLSAKLNFLEVKIDFVPRQDPPKIHLDCMGRTAETILVVAG

NKLRLDVPITGDPAPTVIWTKGEKVGVRPVSRGVGSKDPPFTDKVFID--

TKILCDSDGRVHVESTKGHCIFTIEGAERQDEGVYSVIVRNPAGEDTADINVKVVDVPDPPEAP

RILSVGEDSCVVQWDAPRFDGGQPVIGYVLERKKKKSYRWMRLNFDPYKETTFEAKKMIEGVPY

EMRVYAVNAIGMSRPSAASQPFVPVAPTSEPIGLCVDDISDTTISLKWRTPERIGSAELEGYGV

EYCKEGSDEWIPAFSGLTERTSVIIRDLPTGEKMQFRVRAYNMAGPSAPATLQQAVTIREIMQR

PKIWLPRNLRQTLIKKVGETINLVIPFQGKPRPQVSWTKNDEPLDPKSVSIRNSDTDTILFIRR

SERKDSGKYDVQVQIENVEDKASVNIQIVDVPGPPQNLKVMDVWGFNVALEWKPPKDNGNCDIT

GYNIQKADKKTMEWYTVFEQYRRTNCVVSDLIMGNEYVFRVYAANMVGLSPEPCLSKDSAYIQK

TGIVYKPPSYKDHDFSEAPKFTHPLKSRSVIAGYNATLSCSVRGIPKPKITWYKNKMDITNEAK

YRMFSNQGVLTLEIRKPCPFDGGVYMCKAVNDSGEDLVECKLEVR--- 

 UPI0000ECB97A_G__gallus_        ---------------------------

----------------------------------------------------------------

-------------------------------------------------------

PEEPVDPIGLFVTRPQDGEVTVGGNITFTAKVAGESLLKKPSVKWFKGKWMDLASKVGKHLQLH

DNYDRNNKVYTFEMEIIEANMTFAGGYRCEVSTKDKFDSSNFNLIVNEAPVSGEMDIRAAFRRT

SLAGGGRRMSEGLEESGELNFSALLKKSSSFLANRDGKSDSQPDVDVWEILRKAPPSEYEKIAF

QYGITDLRGMLKRLKRIKKEEKKSTAFLKKLDPAYQVDKGQKIKLMVEVANPDADVKWLKNGQE

IQVSGRTYIFEAIGNKRILTINHCSLADDAAYECVVAEEKSFTELFVKEPPILITHPLEDQMVM

VGERVEFECEVSEEGATVKWEKDGVELTREETFKYRFKKDGKKQYLIINESTKEDSGHYTVKTN

GGVSVAELIVQEKKLEVYQSIADLTVKARDQAVFKCEVSDENVKGIWLKNGKEVVPDERIKISH

IGRIHKLTIEDVTPGDEADYSFIPQGFAYNLSAKLQFLEVKIDFVPREEPPKIHLDCLGQSPDT

IVVVAGNKLRLDVPISGDPTPTVIWQKVNKKGELVHQSNE-

DSLTPSENSSDLSTDSKLLFESEGRVRVEKHEDHCVFIIEGAEKEDEGVYRVIVKNPVGEDKAD

ITVKVIDVPDPPEAPKISNIGEDYCTVQWQPPTYDGGQPVLGYILERKKKKSYRWMRLNFDLLK

ELTYEAKRMIEGVVYEMRIYAVNSIGMSRPSPASQPFMPIAPPSEPTHFTVEDVSDTTVALKWR

PPERIGAGGLDGYIVEYCKDGSAEWTPALPGLTERTSALIKDLVTGDKLYFRVKAINLAGESGA

AIIKEPVTVQEIMQRPKIWLPRHLRQTLVKKVGETINIMIPFQGKPRPKISWMKDGQTLDSKDV

GIRNSSTDTILFIRKAELHHSGAYEVTLQIENMTDTVAITIQIIDKPGPPQNIKLADVWGFNVA

LEWTPPQDDGNAQILGYTVQKADKKTMEWYTVYDHYRRTNCVVSDLIMGNEYFFRVFSENLCGL

SETAATTKNPAYIQKTGTTYKPPSYKEHDFSEPPKFTHPLVNRSVIAGYNTTLSCAVRGIPKPK

IFWYKNKVDLSGDAKYRMFS------------------------------------------- 

 Q90X86_X__laevis_Cardiac        ---------------------------

----------------------------------------------------------------

-------------------------------------------------------

PEPPKDEIGLFLERPQDGEITVGTNIKFTARIAGANLIKKPVVKWFKGKWMDLTSKVGKHLQLH

ESYDRNTKIYTFEIQIIGAKTTYAGGYRCEVSSKDKFDSCNFNLAVHEAASSGEVDIRAAFRRT



 

 

SLVGAAKRRSDGTEEAGELDFSALLKKRDSFLVNREPKQGTEPDVDVWEILKKAPPSEYEKIAF

QYGITDLRGLLKRLKKMKKEEKKSEAFLKKMDPAYQIDKGQKMKLVVEVANPDAEVKWLKNGQE

IRVSGSKYIFESIGNKRILTINNCSLADDAAYTCVIGEEKCFTELFVREPPIQILHPLEDQMVM

VGERVEFMCEVSEEGAQVKWEKDGVELTREETFKYRFKKDGKKHYLIINETTVEDGGHYKVKTN

GGDSLAELMVQEKQLEVLQDVADLTVRAKEQAVFKCEVSDETVTGIWVKNGKEVIANNRIKITH

IGRVHKLTIDDVVPQDEGDYSFIPNGFAFSLSAKLHFMEVKIDFVPRQEPPKIKLDCMSQCADT

IIVVAGNKLRLDVPISGDPAPTVVWMKGDKVIEQIKVRTE------

TESQHDLYRDVDLISEVDGRVHVETHPDHCVFTIEGAEKSDEGAYTVVVKNEAGEDKANINVKV

IEVPDPPEAPRISNIGEDFCTVQWDPPKYDGGQPILGYILERKKKKSYRWMRLNYDLVQELTYE

SKRMIEGVVYEMRIYAVNSIGMSIPSQHSQPFMPIAPTSEPTMLVVDDVSDTSISLKWRPPERI

GAGGLDGYTVEYCKEGSTEWVPALLGLTERTSVMIRDLPTGERLAFRVRAINLAGPSEPCTMKE

PVTIREIMQRPKIWLPRYLRQKLIKKVGETVNIVIPFQGKPRPVVTWLKDGQPVDPKQIGIRNS

EADSILFIRKAERDHSGEYKVQIQIENCEDSATIHIQIVDKPSAPQNLKLVEIWGFNVALEWVP

PKDDGNTEITGYTVQKADKKTMEWFTVFEHYRRTHCVVSDLIMGNEYFFRVFSENMCGLSENPC

TSKNSAYIQKTGTAYKPPSYKDHEFEEAPKFTHPLNDRSVIAGYNATLSCALRGIPKPKITWYK

NKMDLSMEARYRSFSKQGVLTLELRKPSPFDGGVYTCKAVNEHGVAETECRLEVRVPQ 

 Q498L6_X__laevis_Putativ        ---------------------------

----------------------------------------------------------------

-------------------------------------------------------

PEPPKDEIGLFLERPQDGEITVGTNIKFTARIAGANLIKKPVVKWFKGKWMDLTSKVGKHLQLH

ESYDRNTKIYTFEIQIIGAKTTYAGGYRCEVSSKDKFDSCNFNLAVHEAASSGEVDIRAAFRRT

SLVGAAKRRSDGTEEAGELDFSALLKKRDSFLVNREPKQGTEPDVDVWEILKKAPPSEYEKIAF

QYGITDLRGLLKRLKKMKKEEKKSEAFLKKMDPAYQIDKGQKMKLVVEVANPDAEVKWLKNGQE

IRVSGSKYIFESIGNKRILTINNCSLADDAAYTCVIGEEKCFTELFVREPPIQILHPLEDQMVM

VGERVEFMCEVSEEGAQVKWEKDGVELTREETFKYRFKKDGKKHYLIINETTVEDGGHYKVKTN

GGDSLAELMVQEKQLEVLQDVADLTVRAKEQAVFKCEVSDETVTGIWVKNGKEVIANNRIKITH

IGRVHKLTIDDVVPQDEGDYSFIPNGFAFSLSAKLHFMEVKIDFVPRQEPPKIKLDCMSQCADT

IIVVAGNKLRLDVPISGDPAPTVVWMKGDKVIEQIKVRTE------

TESQHDLYRDVDLISEVDGRVHVETHPDHCVFTIEGAEKSDEGAYTVVVKNEAGEDKANINVKV

IEVPDPPEAPRISNIGEDFCTVQWDPPKYDGGQPILGYILERKKKKSYRWMRLNYDLVKELTYE

SKRMIEGVVYEMRIYAVNSIGMSIPSQHSQPFMPIAPTSEPTMLVVDDVSDTSISLKWRPPERI

GAGGLDGYTVEYCKEGSTEWVPALLGLTERTSVMIRDLPTGERLAFRVRAINLAGPSEPCTMKE

PVTIREIMQRPKIWLPRYLRQKLIKKVGETVNIVIPFQGKPRPVVTWLKDGQPVDPKQIGIRNS

EADSILFIRKAERDHSGEYKVQIQIENCEDSATIHIQIVDKPSAPQNLKLVEIWGFNVALEWVP

PKDDGNTEITGYTVQKADKKTMEWFTVFEHYRRTHCVVSDLIMGNEYFFRVFSENMCGLSENPC

TSKNSAYIQKTGTAYKPPSYKDHEFEEAPKFTHPLNDRSVIAGYNATLSCALRGIPKPKITWYK

NKMDLSMEARYRSFSKQGVLTLELRKPSPFDGGVYTCKAVNEHGVAETECRLEVRVPQ 

 B7ZS41_X__laevis_Putativ        ---------------------------

----------------------------------------------------------------

-------------------------------------------------------

PEPPKDEIGLFLERPQDGEITVGTNIKFTARIAGANLIKKPVVKWFKGKWMDLTSKVGKHLQLH

ESYDRNTKIYTFEIQIIGAKTTYAGGYRCEVSSKDKFDSCNFNLAVHEAASSGEVDIRAAFRRT

----------DGTEEAGELDFSALLKKRD------

EPKQGTEPDVDVWEILKKAPPSEYEKIAFQYGITDLRGLLKRLKKMKKEEKKSEAFLKKMDPAY

QIDKGQKMKLVVEVANPDAEVKWLKNGQEIRVSGSKYIFESIGNKRILTINNCSLADDAAYTCV

IGEEKCFTELFVREPPIQILHPLEDQMVMVGERVEFMCEVSEEGAQVKWEKDGVELTREETFKY

RFKKDGKKHYLIINETTVEDGGHYKVKTNGGDSLAELMVQEKQLEVLQDVADLTVRAKEQAVFK



 

 

CEVSDETVTGIWVKNGKEVIANNRIKITHIGRVHKLTIDDVVPQDEGDYSFIPNGFAFSLSAKL

HFMEVKIDFVPRQEPPKIKLDCMSQCADTIIVVAGNKLRLDVPISGDPAPTVVWMKGDKVIEQI

KVRTE------

TESQHDLYRDVDLISEVDGRVHVETHPDHCVFTIEGAEKSDEGAYTVVVKNEAGEDKANINVKV

IEVPDPPEAPRISNIGEDFCTVQWDPPKYDGGQPILGYILERKKKKSYRWMRLNYDLVQELTYE

SKRMIEGVVYEMRIYAVNSIGMSIPSQHSQPFMPIAPTSEPTMLVVDDVSDTSISLKWRPPERI

GAGGLDGYTVEYCKEGSTEWVPALLGLTERTSVMIRDLPTGERLAFRVRAINLAGPSEPCTMKE

PVTIREIMQRPKIWLPRYLRQKLIKKVGETVNIVIPFQGKPRPVVTWLKDGQPVDPKQIGIRNS

EADSILFIRKAERDHSGEYKVQIQIENCEDSATIHIQIVDKPSAPQNLKLVEIWGFNVALEWVP

PKDDGNTEITGYTVQKADKKTMEWFTVFEHYRRTHCVVSDLIMGNEYFFRVFSENMCGLSENPC

TSKNSAYIQKTGTAYKPPSYKDHEFEEAPKFTHPLNDRSVIAGYNATLSCALRGIPKPKITWYK

NKMDLSMEARYRSFSKQGVLTLELRKPSPFDGGVYTCKAVNEHGVAETECRLEVRVPQ 

 Q4SI34_T__nigroviridis_C        

MPETLKKAVSAFTKKPKTLEAAAGSSVVFEAETEKPDAKVKWQCNAKDIANGNKYTIAADGSKH

SLSIKAVTHQDANIYAVISGGSKVKFELKVVS--------------------------------

--------KPEAPADGP-

EEPGVQPEQAPAASTQNQSVAAGQNITFVAKVNEESLLKKPSVKWFKGKWMDLASKSGKHLQLK

ESYDRNTKVYTFEMQILAAKANFAGAYRCEVSSKDKFDSCNFTLTVHDVCVEEGLDIRAAFRRT

---------SDGKEDSGELDFSTLLKKR-------

AVHVSSEPEVDVWEILSKAPSSEYEKIAFQHGITDLRGMLKRLKKMKKEEKKSAAFLRKLDPAY

QVTKGHKIRLAVEVANADADVKWLKNGQEFHPTG-

RYIFESVGNMRYLTINNCSLADDAAYCCVVGEEKSTSELFVKEPPVLIVKNLEDQMVMKGDRVE

LECEVSEEGANVKWEKDGVELTRDESFKYRFKKDGCKHILIINDATKEDCGHYKVKTNGGESMA

ELLVQEKELEIYQSIADLTVKAKDQALFKCEVSDENVRGTWYKNGAEVKPDARINITHIGRIHK

LTIDDVKPGDEGDYTFVPDGYAYNLSAKLNFLEVKIDYVPRQDPPKIHLDCMGRTAETIVVVAG

NKLRLDVPITGDPAPTVIWTKGEK----------------------------

VVTEGDGRVHVESTKGHCIFTIEGAERQDEGIYSVVVRNAAGEDTADINVKVVDVPDPPQEVKI

LSVGEESCVVQWDPPAFDGGQPIIGYVLERKKKKSYRWMRLNFDPYPETTYEAKRMIEGVAYEM

RVYAVNSIGMSRHSQASQPFVPVAPTSEPVGLCVDDISDTSIVLKWRPPERMGSVDLEGYGVEY

CKEGTDEWIPAAQGLTERTSLIIRNLTTGDRLQFRVRAYNMAGPSPAATLAQPITIREIMQRPK

ILLPRNLRQTLIRRVGDTVNLVIPFQGKPRPKVTWSKNGEPLSSTLASIRNSEGDTILFIRKTE

KTHSGKYDLQVQIENVEDTASVTLQVVDLPGPPEVLKIVDVWGFNVALEWKPPKDDGNCEITGY

TVQKADKKTMEWFTVYDQYRRTHCIVSDLIMGNEYVFRVFANNLVGPSPEPCGTKDSAYIQKTG

VVYKPPTHKEHDLSEAPKFTRPLVSRSVIAGYTATLSCSVRGVPKPKVTWYKNKMDLSNEAKYR

MLSNHGVLTLEIRKPCPFDGGVYTCKAVNDSGEDTVECKLEVR--- 

 UPI00015A7ACB_Danio_reri        ---------------------------

----------------------------------------------------------------

-------------------------------------------------------

PDTRQDLTGLFTEKPHSGEVNVGENIIFIARVCGESLLKKPTVKWFKGKWMDLASKSGKHLQLK

EHYDRNTKVYTFEMHIIAAKANFAGAYRCEVSSRDKFDSCNFDLIVHEARTTEGFDIRTAFRRT

KFAFCGPFHSDAGDDSGELDFSALLKKRDIHSTQIAVHVSTEPDVDVWDILQKAPPSEYEKIAF

QYGITDLRGMLKRLKKMKKEEKKSAAFLKKLDPAYQVEKGHKIKLEIEVANPDAEVKWLKNGQE

IHPTGHRYIFESVGNKRFLTINNCSLSDDAAYMCVVGDEKTVTELFVKEPPVLIVRNLEDQMAM

KGDRVEFECEVSEEGAQVKWEKDGVELTRDESFKYRFKKDGCKHVLIINDVTKEDCGHYRVKTN

GGQSLAELMVQEKQLEVYQSIADLTVKAKDQAVFKCEVSDENVKGIWYKNGVEVKPDARTLITH

IGRIHKLTIDDVKPEDEGDYTFVPEGFAFNLSAKLNFLEVKIDFVPRQDPPKIHLDCMGRTAET

ILVVAGNKLRLDVPITGDPAPTVIWTKGEKVGVKHICSNI---



 

 

DFLLFYHVVVDGLIQVLTDSDGRVHVESTKGHCIFTIEGAERQDEGVYSVIVRNPAGEDTADIN

VKVVDVPDPPEAPRILSVGEDSCVVQWDAPRFDGGQPVIGYVLERKKKKSYRWMRLNFDPYKET

TFEAKKMIEGVPYEMRVYAVNAIGMSRPSAASQPFVPVAPTSEPIGLCVDDISDTTISLKWRTP

ERIGSAELEGYGVEYCKEGSDEWIPAFSGLTERTSVIIRDLPTGEKMQFRVRAYNMAGPSAPAT

LQQAVTIREIMQRPKIWLPRNLRQTLIKKVGETINLVIPFQGKPRPQVSWTKNDEPLDPKSVSI

RNSDTDTILFIRRSERKDSGKYDVQVQIENVEDKASVNIQIVDVPGPPQNLKVMDVWGFNVALE

WKPPKDNGNCDITGYNIQKADKKTMEWYTVFEQYRRTNCVVSDLIMGNEYVFRVYAANMVGLSP

EPCLSKDSAYIQKTGIVYKPPSYKDHDFSEAPKFTHPLKSRSVIAGYNATLSCSVRGIPKPKIT

WYKNKMDITNEAKYRMFSNQGVLTLEIRKPCPFDGGVYMCKAVNDSGEDLVECKLEVR--- 

 UPI0001722DB9_Danio_reri        ---------------------------

----------------------------------------------------------------

-------------------------------------------------------

PDTRQDLTGLFTEKPHSGEVNVGENIIFIARVCGESLLKKPTVKWFKGKWMDLASKSGKHLQLK

EHYDRNTKVYTFEMHIIAAKANFAGAYRCEVSSRDKFDSCNFDLIVHEARTTEGFDIRTAFRRT

S---------

DAGDDSGELDFSALLKKRDSFVGQRAVHVSTEPDVDVWDILQKAPPSEYEKIAFQYGITDLRGM

LKRLKKMKKEEKKSAAFLKKLDPAYQVEKGHKIKLEIEVANPDAEVKWLKNGQEIHPTGSKYIF

ESVGNKRFLTINNCSLSDDAAYMCVVGDEKTVTELFVKEPPVLIVRNLEDQMAMKGDRVEFECE

VSEEGAQVKWEKDGVELTRDESFKYRFKKDGCKHVLIINDVTKEDCGHYRVKTNGGQSLAELMV

QEKQLEVYQSIADLTVKAKDQAVFKCEVSDENVKGIWYKNGVEVKPDARTLITHIGRIHKLTID

DVKPEDEGDYTFVPEGFAFNLSAKLNFLEVKIDFVPRQDPPKIHLDCMGRTAETILVVAGNKLR

LDVPITGDPAPTVIWTKGEK----------------------------

VLTDSDGRVHVESTKGHCIFTIEGAERQDEGVYSVIVRNPAGEDTADINVKVVDVPDPPEAPRI

LSVGEDSCVVQWDAPRFDGGQPVIGYVLERKKKKSYRWMRLNFDPYKETTFEAKKMIEGVPYEM

RVYAVNAIGMSRPSAASQPFVPVAPTSEPIGLCVDDISDTTISLKWRTPERIGSAELEGYGVEY

CKEGSDEWIPAFSGLTERTSVIIRDLPTGEKMQFRVRAYNMAGPSAPATLQQAVTIREIMQRPK

IWLPRNLRQTLIKKVGETINLVIPFQGKPRPQVSWTKNDEPLDPKSVSIRNSDTDTILFIRRSE

RKDSGKYDVQVQIENVEDKASVNIQIVDVPGPPQNLKVMDVWGFNVALEWKPPKDNGNCDITGY

NIQKADKKTMEWYTVFEQYRRTNCVVSDLIMGNEYVFRVYAANMVGLSPEPCLSKDSAYIQKTG

IVYKPPSYKDHDFSEAPKFTHPLKSRSVIAGYNATLSCSVRGIPKPKITWYKNKMDITNEAKYR

MFSNQGVLTLEIRKPCPFDGGVYMCKAVNDSGEDLVECKLEVRLPQ 

 UPI00015A7ACC_Danio_reri        ---------------------------

----------------------------------------------------------------

----------------------------------------------------------------

------------

LGENIIFIARVCGESLLKKPTVKWFKGKWMDLASKSGKHLQLKEHYDRNTKVYTFEMHIIAAKA

NFAGAYRCEVSSRDKFDSCNFDLIVHEARTTEGFDIRTAFRRTVFI------

SDAGDDSGELDFSALLKKRDIHSTQIAVHVSTEPDVDVWDILQKAPPSEYEKIAFQYGITDLRG

MLKRLKKMKKEEKKSAAFLKKLDPAYQVEKGHKIKLEIEVANPDAEVKWLKNGQEIHPTG-

RYIFESVGNKRFLTINNCSLSDDAAYMCVVGDEKTVTELFVKEPPVLIVRNLEDQMAMKGDRVE

FECEVSEEGAQVKWEKDGVELTRDESFKYRFKKDGCKHVLIINDVTKEDCGHYRVKTNGGQSLA

ELMVQEKQLEVYQSIADLTVKAKDQAVFKCEVSDENVKGIWYKNGVEVKPDARTLITHIGRIHK

LTIDDVKPEDEGDYTFVPEGFAFNLSAKLNFLEVKIDFVPRQDPPKIHLDCMGRTAETILVVAG

NKLRLDVPITGDPAPTVIWTKGEKVGVKHICSNI--------

DHVVVDGLIQVLTDSDGRVHVESTKGHCIFTIEGAERQDEGVYSVIVRNPAGEDTADINVKVVD

VPDPPEAPRILSVGEDSCVVQWDAPRFDGGQPVIGYVLERKKKKSYRWMRLNFDPYKETTFEAK

KMIEGVPYEMRVYAVNAIGMSRPSAASQPFVPVAPTSEPIGLCVDDISDTTISLKWRTPERIGS



 

 

AELEGYGVEYCKEGSDEWIPAFSGLTERTSVIIRDLPTGEKMQFRVRAYNMAGPSAPATLQQAV

TIREIMQRPKIWLPRNLRQTLIKKVGETINLVIPFQGKPRPQVSWTKNDEPLDPKSVSIRNSDT

DTILFIRRSERKDSGKYDVQVQIENVEDKASVNIQIVDVPGPPQNLKVMDVWGFNVALEWKPPK

DNGNCDITGYNIQKADKKTMEWYTVFEQYRRTNCVVSDLIMGNEYVFRVYAANMVGLSPEPCLS

KDSAYIQKTGIVYKPPSYKDHDFSEAPKFTHPLKSRSVIAGYNATLSCSVRGIPKPKITWYKNK

MDITNEAKYRMFSNQGVLTLEIRKPCPFDGGVYMCKAVNDSGEDLVECKLEVR--- 

 UPI00006A19A0_Myosin_bin        ---------------------------

----------------------------------------------------------------

----------------------------------------------------------------

--------------------------------------------------------------

QIYTFEIQIIQAKTTYAGGYRCEVSSKDKFDSCNFNLAVHDASTSGEVDIRAAFRRTSLVGAAK

RRSDGAEEAGELDFSALLKKSSSFLVNREPKQGAEPDVDVWDILKKAPPSEYEKIAFQYGITDL

RGLLKRLKKMKKEEKKSEAFLKKMDPAYQIDKGQKMKLVVEVANPDAEVKWLKNGQEIRVSG-

RYIFESIGNKRILTINNCSLADDAAYQCVIGEEKCFTELFVREPPVQILHSLEDQMVMVGERVE

FECEVSEEGAQVKWEKDGVELTREETFKYRFKKDGKKHFLIINETTLEDGGNYKVKTNGGESVA

ELMVQEKQLEVLQDVADLTVKAKEQAVFKCEVSDETVTGIWVKNGKEVIPNNRIKITHIGRVHK

LTIDDVVPQDEGDYSFIPNGFAFSLSAKLHFMEVKIDFVPRQEPPKIKLDCMSQCADTIIVVAG

NKLRLDVPISGDPAPTVVWMKGDKVIEQTPVRTE------

SEAHHDLYRDVDLISEVDGRVHVETHADHCVFIIEGAEKSDEGAYTVLVKNEAGEDKANINVKV

IEVPDPPESPKISNIGEDFCTVQWDPPKYDGGQPVLGYILERKKKKSYRWMRLNYDLVKELTYE

SKRMIEGVVYEMRIYAVNSIGMSLPSQPSQPFMPIAPTSEPTQLVVEDVSDTSISLKWRPPERI

GAGGLDGYTVEYCKEGSTEWVPALQGLTERNSVMIRDLPTGERLTFRVRAINLAGPSEPCTMKE

PVTIREIMQRPKIWLPRYLRQKLIKKVGETVNIVIPFQGKPRPVVTWLKDGQPVDPKQVGIRNS

EADTILFIRKAERDHSGEYKVQIQIENCEDSATICIQIVDKPSAPQKLKIVEIWGFNVALEWAP

PQDDGNTEITGYTVQKADKKTMEWFTVFEHYRRTHCVVSDLIMGNEYYFRVFSENMCGLSEKPC

TTKNSAYIQKTGTAYKPPTYKDHEFEEAPKFTHPLNDRSVVAGYNATLSCAVRGIPKPKITWYK

NKMDLSMEARYRSFSKQGVLTLEVRKPSPFDGGLYTCKAVNEHGVAETECRLEVR--- 

 Q6IP30_X__laevis_Putativ        ---------------------------

----------------------------------------------------------------

-------------------------------------------------------

PEPPKDEIGLFLERPQDGEITVGTNIKFTARIAGANLIKKPVVKWFKGKWMDLTSKVGKHLQLH

ESYDRNTKIYTFEIQIIGAKTTYAGGYRCEVSSKDKFDSCNFNLAVHEAASSGEVDIRAAFRRT

SLVGAAKRRSDGTEEAGELDFSALLKKRDSFLVNREPKQGTEPDVDVWEILKKAPPSEYEKIAF

QYGITDLRGLLKRLKKMKKEEKKSEAFLKKMDPAYQIDKGQKMKLVVEVANPDAEVKWLKNGQE

IRVSGSKYIFESIGNKRILTINNCSLADDAAYTCVIGEEKCFTELFVREPPIQILHPLEDQMVM

VGERVEFMCEVSEEGAQVKWEKDGVELTREETFKYRFKKDGKKHYLIINETTVEDGGHYKVKTN

GGDSLAELMVQEKQLEVLQDVADLTVRAKEQAVFKCEVSDETVTGIWVKNGKEVIANNRIKITH

IGRVHKLTIDDVVPQDEGDYSFIPNGFAFSLSAKLHFMEVKIDFVPRQEPPKIKLDCMSQCADT

IIVVAGNKLRLDVPISGDPAPTVVWMKGDKVIEQIKVRTE------

TESQHDLYRDVDLISEVDGRVHVETHPDHCVFTIEGAEKSDEGAYTVVVKNEAGEDKANINVKV

IEVPDPPEAPRISNIGEDFCTVQWDPPKYDGGQPILGYILERKKKKSYRWMRLNYDLVKELTYE

SKRMIEGVVYEMRIYAVNSIGMSIPSQHSQPFMPIAPTSEPTMLVVDDVSDTSISLKWRPPERI

GAGGLDGYTVEYCKEGSTEWVPALLGLTERTSVMIRDLPTGERLAFRVRAINLAGPSEPCTMKE

PVTIREIMQRPKIWLPRYLRQKLIKKVGETVNIVIPFQGKPRPVVTWLKDGQPVDPKQIGIRNS

EADSILFIRKAERDHSGEYKVQIQIENCEDSATIHIQIVDKPSAPQNLKLVEIWGFNVALEWVP

PK--------------------------------------------------------------



 

 

----------------------------------------------------------------

---------------------------------------------------------- 

 Q0IJ38_Danio_rerio_Zgc_1        ---------------------------

----------------------------------------------------------------

---------------------------------------------------------------

GLFVERPQTVAAIKGKDVTFVAKVDSSQMLRKPAVKWFKGKWLDLASKAGKHLQFKETYDRNTK

IYTYEMTIVKVVDGDAGGYRCEVTSKDKCDTSAFDVTVEAAEETQQTNILEAFKRS--------

--DAGEDAGDLDFSALLKKR-------

KQKEEPEVDVDVWEILKNAKPCDYEKIAFEYGITDLRGMLTRLKKMKKEPKKSDAFLKKLDPAY

SVEKGKKIQLSVELTDPNAQVKWLKNGQEIKPSA-

KYVFESVGGIRKLTINKCTLADDAAYECVVGEEKSFTEVFIQEPPVTITKMLDDAHVVEGDKVE

FEVEVSDEGANVKWMKDGVELSRD--

GKYRFKKDGTKHWLIINEATTEDIGTYYVYTSGGESKAELEVEERELEVLQSIADLTVKAAEQA

VFKCEVSDEKVTGKWFKDGVEVVASDRIKMSHIGRTHKLVISDVKPEDAGDYTFVPDGYALSLS

AKLNFLEIKIDYVPRQEPPKIHLDATGSVNKTIIVVAGNKLRFDVDITGEPPPTVAWKKGDM--

--------------------------

EISQAEGRVRVETRKALSCFVIEGAERSDEGLYHITVTNPAGEDKADVFVKIVDVPDPPENVKC

LGVGEDSASIEWEPPKFDGGVPVKGYLMERKKKGSSRWTKLNFDIYESTTYEAKKMIEGVFYEM

RVFAVNGIGISQPSANSQPFMPIAPTSEPTRLTVDDITDGTCALKWLPPERIGAGGLDGYFIEY

CVEGATEWVKANETPVEKNSFRVRGLPVGEKMLFRVTAVNRAGLSPWAVLAQAVTIREIVESPK

IRLPRHLRTKFIRQVGEKVNLVIPFQGKPRPMVTWLKDGAPVDTGLVNIRTSDKDTILFIRQSA

REHSGLYTLCVQIENMKDKANLEIQIVDKPGPPMAVTVTDVWGFNAALEWKPPKDNGNTDIIGY

TVQKADKKTKEWFTVLEHNRRPSCTVSDLVMGNEYFFRIFSENICGMSEEAGLSKNTAVIAKTG

LQYKPQPYKEKDMNSSPKFITPLVDRSVVAGYSAAISCAVRGCPKPKIIWMKNKMIIGEDPKFL

MQNNQGVLTLNIRKPSLFDCGKYTCKAINDLGEDEVECRLEVRV-- 

 UPI00015A7A35_Danio_reri        ---------------------------

----------------------------------------------------------------

---------------------------------------------------------------

GLFVERPQTVAAIKGKDVTFVAKVDSSQMLRKPAVKWFKGKWLDLASKAGKHLQFKETYDRNTK

IYTYEMTIVKVVDGDAGGYRCEVTSKDKCDTSAFDVTVEAAEETQQTNILEAFKRS--------

--DAGEDAGDLDFSALLKKR-------

KQKEEPEVDVDVWEILKNAKPCDYEKIAFEYGITDLRGMLTRLKKMKKEPKKSDAFLKKLDPAY

SVEKGKKIQLSVELTDPNAQVKWLKNGQEIKPSA-

KYVFESVGGIRKLTINKCTLADDAAYECVVGEEKSFTEVFIQEPPVTITKMLDDAHVVEGDKVE

FEVEVSDEGANVKWMKDGVELSRD--

GKYRFKKDGTKHWLIINEATTEDIGTYYVYTSGGESKAELEVEERELEVLQSIADLTVKAAEQA

VFKCEVSDEKVTGKWFKDGVEVVASDRIKMSHIGRTHKLVISDVKPEDAGDYTFVPDGYALSLS

AKLNFLEIKIDYVPRQEPPKIHLDATGSVNKTIIVVAGNKLRFDVDITGEPPPTVAWKKGDM--

--------------------------

EISQAEGRVRVETRKALSCFVIEGAERSDEGLYHITVTNPAGEDKADVFVKIVDVPDPPENVKC

LGVGEDSASIEWEPPKFDGGVPVKGYLMERKKKGSSRWTKLNFDIYESTTYEAKKMIEGVFYEM

RVFAVNGIGISQPSANSQPFMPIAPTSEPTRLTVDDITDGTCALKWLPPERIGAGGLDGYFIEY

CVEGATEWVKANETPVEKNSFRVRGLPVGEKMLFRVTAVNRAGLSPWAVLAQAVTIREIVESPK

IRLPRHLRTKFIRQVGEKVNLVIPFQGKPRPMVTWLKDGAPVDTGLVNIRTSDKDTILFIRQSA

REHSGLYTLCVQIENMKDKANLEIQIVDKPGPPMAVTVTDVWGFNAALEWKPPKDNGNTDIIGY

TVQKADKKTKEWFTVLEHNRRPSCTVSDLVMGNEYFFRIFSENICGMSEEAGLSKNTAVIAKTG



 

 

LQYKPQPYKEKDMNSSPKFITPLVDRSVVAGYSAAISCAVRGCPKPKIIWMKNKMIIGEDPKFL

MQNNQGVLTLNIRKPSLFDCGKYTCKAINDLGEDEVECRLEVRV-- 

 UPI00015A7A37_Danio_reri        ---------------------------

----------------------------------------------------------------

---------------------------------------------------------------

GLFVERPQTVAAIKGKDVTFVAKVDSSQMLRKPAVKWFKGKWLDLASKAGKHLQFKETYDRNTK

IYTYEMTIVKVVDGDAGGYRCEVTSKDKCDTSAFDVTVEAAEETQQTNILEAFKRS--------

--DAGEDAGDLDFSALLKKR-------

KQKEEPEVDVDVWEILKNAKPCDYEKIAFEYGITDLRGMLTRLKKMKKEPKKSDAFLKKLDPAY

SVEKGKKIQLSVELTDPNAQVKWLKNGQEIKPSA-

KYVFESVGGIRKLTINKCTLADDAAYECVVGEEKSFTEVFIQEPPVTITKMLDDAHVVEGDKVE

FEVEVSDEGANVKWMKDGVELSRD--

GKYRFKKDGTKHWLIINEATTEDIGTYYVYTSGGESKAELEVEERELEVLQSIADLTVKAAEQA

VFKCEVSDEKVTGKWFKDGVEVVASDRIKMSHIGRTHKLVISDVKPEDAGDYTFVPDGYALSLS

AKLNFLEIKIDYVPRQEPPKIHLDATGSVNKTIIVVAGNKLRFDVDITGEPPPTVAWKKGDM--

--------------------------

EISQAEGRVRVETRKALSCFVIEGAERSDEGLYHITVTNPAGEDKADVFVKIVDVPDPPENVKC

LGVGEDSASIEWEPPKFDGGVPVKGYLMERKKKGSSRWTKLNFDIYESTTYEAKKMIEGVFYEM

RVFAVNGIGISQPSANSQPFMPIAPTSEPTRLTVDDITDGTCALKWLPPERIGAGGLDGYFIEY

CVEGATEWVKANETPVEKNSFRVRGLPVGEKMLFRVTAVNRAGLSPWAVLAQAVTIREIVESPK

IRLPRHLRTKFIRQVGEKVNLVIPFQGKPRPMVTWLKDGAPVDTGLVNIRTSDKDTILFIRQSA

REHSGLYTLCVQIENMKDKANLEIQIVDKPGPPMAVTVTDVWGFNAALEWKPPKDNGNTDIIGY

TVQKADKKTKEWFTVLEHNRRPSCTVSDLVMGNEYFFRIFSENICGMSEEAGLSKNTAVIAKTG

LQYKPQPYKEKDMNSSPKFITPLVDRSVVAGYSAAISCAVRGCPKPKIIWMKNKMIIGEDPKFL

MQNNQGVLTLNIRKPSLFDCGKYTCKAINDLGEDEVECRLEVRV-- 

 Q4T9D9_T__nigroviridis_C        ---------------------------

----------------------------------------------------------------

----------------------------------------------------------------

-------------

GKDVTFVAQVDSSHLLRKPTMKWLKGKWLDLGSKAGKHLKFKETYDRSTKIYTYEMSIIKVVDG

DAGGYRCEVTSKDKCDSCTFEVGVEAVQEEQQDNILEAFKRS----------

DAGEDAGELDFSALLRKR-------

KKQQEVKEEVDVWEILKAAKPCDYEKIAFEYGITDLRGMLKRLKKMKKEPKKSDAFLRKLDPAY

SVDKGKKIQLSVEVADPDAPIRWLKNGQEIKPSA-

KYVFESVGNKRTLTINKCSLSDDAAYECVVGDEKSFTEVFVKEPPVTITKLLDDVHTVVGERVE

FEVEVSEEGANVKWMKDGVELTREAASKFRFKKDGKKHILIINEATKEDMGTYQVFTNGGESKA

ELEVEDKELQVLQSIADLTVKSSEQAVFKCEVSDEKVTGKWFKDGVEVQPSERIKMTHIGRTHK

LTIDDVKPSDAGDYTFVPNGYALSLSAKLNFLEIKIDYVPRQDPPKIHLDTSGASSKVITVVAG

NKLRLDVEISGEPAPTVCWTRGNQ---

VRIPPAGPAAAAGAVTLPPLCVGRQVVSEAEGRVRVETRKTLSSFVIEGAMKEDEGAYSITVNN

PAGEDKAELFVKIVDVPNPPENVKCTSVGEDCATVTWEPPAFDGGVPVKGYLMERKKVGSSRWT

KLNFDVYESTAYEAKKMIEGVLYEMRVYAVNGIGVSQPSANSKPFMPIAPTSEPIRLTVEDVTD

TTCTLKWRPPEKIGAGGIDGYVVEYCKAGTEEWVQANQELVERNQYKVKELPVGEKMLFRVVAV

NIAGRSPPATLPQAVTIREIMEHPRIRLPRHLRTKLTVVVGQKVNLVIPFQGKPRPVATWLKDS

APLEDRSVGTRTSEVDSILFIRSAERGHSGTYTLSVQIENMLDSADIRIQVVDKPGPPTDVQIT

EVWGFNVSLEWKPPKDDGNCEIIGYTIEKADLKTREWFTVYEHNRRPGCTVSDLVIGNEYSFRV

FSENICGLSEEAGVSRNTAVIAKTGLAYNPLPFKEKDVSCCPKFTAPLVDRSVVAGYPTAISCA



 

 

VRGHPKPKITWMKNSMVIGEDPKYLMQNKQGVLTLNIRKPGLFDSGRYSCRAVNDLGQDEVECR

VEVR--- 

 Q5BJ14_Danio_rerio_Zgc_1        ---------------------------

----------------------------------------------------------------

----------------------------------------------------------

PTELTGLFVEKPESVVAIAGKDVTFVVKVDSTNLTRKPTMKWLKGKWMDLGSKAGKHIQLKETY

DRNTKIYTYEMKLVKVVPGDAGGYRCEVSAKDKCDSCTFEVTVEAAEQEQQADILSAFKRA---

-------DAGEDEGDLDFSALLKAA----K--

KKKPEPELEVDVWELLKSAHPSEYEKIAFKYGITDLRGMLKRLKKMKVEPKFSEAFLRRLESAY

SVNKGKKIVMSVEVADPNAEVKWLRNGQEIKPSA-

KYIMEADGNIRTLTINKCSLADDAAYECVAGTDKCFTEVFVKEPPITITKLLDDYHVVVGERVE

FEIEVSEEGAHVIWLFEDQQLSREDKSKYRFKKDGKRHCLIIQEATLEDNGMFYVYTNGGQSKG

ELIVEEKELEVLQSIADLTVKSAEQAMFKCEVSDEKVTGKWFKDGVEVLPSDRIKISHIGRIHR

LTIDDVKPGDAGDYTFVPDGYALSISPKLNFLEIKIDYVPRQDPPKIHLDVSGNVSQTIIVVAG

NKLRLDVEITGEPAPTVCWMRDDK----------------------------

PVTDSEGRVRVENKKDLSCFIIEGAEREDEGNYTITVTNPAGEDKANLFIKIVDVPDPPENVKC

TGVGEDTANIVWDPPKFDGGAPLKGYLMERKKKGSSRWTKLNFDVYASTTYEAKRMIEGILYEM

RVFAVNGIGISAPSLNSKPFMPIAPTSEPTKLTVDDVTDTTCSLKWLAPEKIGAGGLDGYIIEF

CKEGESEWHPANTDLVERQSFVVRNLPTGEKMNFRVVAVNIAGRSPPALLGQPVTVREIMEHPK

IRLPRDLRTKYIRRVGEKINLVIPFQGKPRPIATWLKDGQPVDEKKVGVRNSNVDSILFIRAAE

RDHSGKYTLILKIENMEDSATIEIRIVDKPGPPIGVHVTDVWGFNAALEWKPPKDDGNCEITGY

TIQKAEKKTKEWFTVYEHNRRTNCTVSDLIIGNEYMFRVYSENLCGLSEDPCMSKNNAIISKSG

LDYKPPPYKEKDMNCAPKFTAPLVDRAVTIGYSTAISCAVRAFPKPKIIWMKNKMIIGDDPKFL

MQNNQGVLTLNIRKPSTFDSGKYSCRAVNELGEDEVECKLEIK--- 

 P16419_G__gallus_Myosin_        ---------------------------

----------------------------------------------------------------

------------------------------------------------------------

DPEGLFLSKPQNVMVESGRDVTVSARVAGAALPCAPAVKWFKGKWAELGDKSA-RCRLRHSVD-

DDKVHTFELTITKVAMGDRGDYRCEVTAKEQKDSCSFSIDVEAP-RSSEGNVLQAFKRT-----

----GGKDDTAGELDFSGLLKKR--

EVEEKKKDEDDQFPPEIWELLKGTKKSEYERIAFQYGITDLRGMLKRLKKVHVEPKKSEAFIRK

LDPAYQVDKGNKIKLVVELSDPDLPLKWYKNGQLLKPST-

KYVFENVGLKRILTIHKCSLADDAAYECRVNDEKCFTEVFVKEPPVTVVRGLEDQQVVVGDRVV

LEAEVSEEGAQVMWLKDGVDVTRDDAFKYRFKKDGKKHFLIINEAELSDSAHYKIMTNGGESEA

ELSVEEKQLEVLQDMADLTVKASEQAVFKCEVSDEKVTGRWFRNGVEVKPSKRIHISHNGRFHK

LVIDDVRPEDEGDYTFIPDGYALSLSAKLNFLEIKVEYVPKQEPPKIHLDCSGKAAETIVVVAG

NKVRLDVPISGEPAPTVTWKRGDQ----------------------------

LFTATEGRVHIDSQADLSSFVIESAERSDEGRYCITVTNPVGEDSATLHVRVVDVPDPPQSVRV

TSVGEDWAVLSWEAPPFDGGMPITGYLMERKKKGSMRWMKLNFEVFPDTTYESTKMIEGVFYEM

RVFAVNAIGVSQPSLNTQPFMPIAPTSEPTHVVLEDVTDTTATIKWRPPERIGAGGVDGYLVEW

CREGSNEWVAANTELVERCGLTARGLPTGERLLFRVISVNMAGKSPPATMAQPVTIREIVERPK

IRLPRHLRQTYIRRVGEQVNLVIPFQGKPRPQVTWSREGGAL-

PAEVQTRTSDVDSVFFIRSAARPLSGNYEMRVRIDNMEDCATLRLRVVERPGPPQAVRVMEVWG

SNALLQWEPPKDDGNAEISGYTVQKADTRTMEWFTVLEHSRPTRCTVSELVMGNEYRFRVYSEN

VCGTSQEPATSHNTARIAKEGLTLKMVPYKERDLRAAPQFLTPLVDRSVVAGYTVTLNCAVRGH

PKPKVTWLKNSVEIGADPKFLSRHGLGVLSLLIRRPGPFDGGTYGCRAVNEMGEATTECRLDVR

VPQ 



 

 

 UPI000059FDA7_Canis_lupu        ---------------------------

----------------------------------------------------------------

-----------------------------------------------------------

EEPTGIFLKKPDSVSVENGKDTHIVAKVNGKELPGKPTIKWFKGKWLELGSKSGARFSFKESHD

SASNVYTVELHIGKVVLGDRGNYRLEVKAKDFCDSCAFNIDVEAPRHNTSVQGLESFKRT----

-----GGKSEDGGELDFSSLLKKREVVE-

KKKDDDDLGIPPEIWELLKGAKKSEYEKIAFQYGITDLRGMLKRLKKAKVEVKKSAAFTKKLDP

AYQVDRGNKIKLVVEISDPDLPLKWYKNGQEIKPSS-

KYVFENVGKKRILTINKCTLADDAAYEVAVKDEKCFTELFVKEPPVLIVKPLEDQQVFVGDRVE

MSVEVSEDGAQVMWMKDGVELTREDSFKYRFKKDGKRHILIYSDVTLEDGGRYQVMTNGDQCEA

DLIVEEKQLEVLQDIADLTVKASEQAVFKCEVSDEKVTGKWYKNGIEVRPSKRITISHVGRFHK

LVIDDVRPEDEGDYTFVPDGYALSLSAKLNFLEIKVEYVPKQEPPKIHLDCSGKTSESLVVVAG

NKLRLDVSITGEPRPVATWLKGDE----------------------------

VFTATEGRIRLEHQTDSSSFVIESADRADEGRYTIKVTNPVGEDVASIFLRVVDVPDPPEAVRV

TSVGEDWAILVWEPPKYDGGQPVTGYLLERKKKGSQRWMKLNFEVFTETTYESTKMIEGILYEM

RVFAVNAIGVSQPSMNTKPFMPIAPTSEPLHLMVEDVTDTTTTLKWRPPDRIGAGGIDGYLVEY

CLEGSEDWVPANTELTERCGFTVKNLPTGAKILFRVVAINIAGRSQPASLFQPVTIREIVQQPK

IRLPRHLRQTYIRKVGEHLNLVIPFQGKPRPQVVWTKGGAPVDPARVHVRTSDFDTVFFVRQAA

RSDSGEYELTVQIENMKDTATIHIQVVEKAGPAENVMVKEVWGTNALVEWQPPKDNGNSEITGY

FVQKADKKTMEWFTVYEHNRHTSCTVPDLIVGNEYYFRVFSENICGLSDSPGVSKNTARILKTG

ITFKPLEYKEHDFRTPPKFLTPLPDRVVVAGYAAALNCAVRGYPKPKVVWMKNQMEIREDPKFL

MTNYQGVLTLNIRRPSPFDAGTYSCRAVNELGEALAECKLEVRVPQ 

 UPI0000EB459A_Canis_lupu        ---------------------------

----------------------------------------------------------------

-----------------------------------------------------------

EEPTGIFLKKPDSVSVENGKDTHIVAKVNGKELPGKPTIKWFKGKWLELGSKSGARFSFKESHD

SASNVYTVELHIGKVVLGDRGNYRLEVKAKDFCDSCAFNIDVEAPRHNTSVQGLESFKRT----

-----GGKSEDGGELDFSSLLILREVVE-

KKKDDDDLGIPPEIWELLKGAKKSEYEKIAFQYGITDLRGMLKRLKKAKVEVKKSAAFTKKLDP

AYQVDRGNKIKLVVEISDPDLPLKWYKNGQEIKPSS-

KYVFENVGKKRILTINKCTLADDAAYEVAVKDEKCFTELFVKEPPVLIVKPLEDQQVFVGDRVE

MSVEVSEDGAQVMWMKDGVELTREDSFKYRFKKDGKRHILIYSDVTLEDGGRYQVMTNGDQCEA

DLIVEEKQLEVLQDIADLTVKASEQAVFKCEVSDEKVTGKWYKNGIEVRPSKRITISHVGRFHK

LVIDDVRPEDEGDYTFVPDGYALSLSAKLNFLEIKVEYVPKQEPPKIHLDCSGKTSESLVVVAG

NKLRLDVSITGEPRPVATWLKGDE----------------------------

VFTATEGRIRLEHQTDSSSFVIESADRADEGRYTIKVTNPVGEDVASIFLRVVDVPDPPEAVRV

TSVGEDWAILVWEPPKYDGGQPVTGYLLERKKKGSQRWMKLNFEVFTETTYESTKMIEGILYEM

RVFAVNAIGVSQPSMNTKPFMPIAPTSEPLHLMVEDVTDTTTTLKWRPPDRIGAGGIDGYLVEY

CLEGSEDWVPANTELTERCGFTVKNLPTGAKILFRVVAINIAGRSQPASLFQPVTIREIVQQPK

IRLPRHLRQTYIRKVGEHLNLVIPFQGKPRPQVVWTKGGAPVDPARVHVRTSDFDTVFFVRQAA

RSDSGEYELTVQIENMKDTATIHIQVVEKAGPAENVMVKEVWGTNALVEWQPPKDNGNSEITGY

FVQKADKKTMEWFTVYEHNRHTSCTVPDLIVGNEYYFRVFSENICGLSDSPGVSKNTARILKTG

ITFKPLEYKEHDFRTPPKFLTPLPDRVVVAGYAAALNCAVRGYPKPKVVWMKNQMEIREDPKFL

MTNYQGVLTLNIRRPSPFDAGTYSCRAVNELGEALAECKLEVRVPQ 

 UPI00015A4C4C_Danio_reri        ---------------------------

----------------------------------------------------------------

----------------------------------------------------------



 

 

PTELTGLFVEKPESVVAIAGKDVTFVVKVDSTNLTRKPTMKWLKGKWMDLGSKAGKHIQLKETY

DRNTKIYTYEMKLVKVVPGDAGGYRCEVSAKDKCDSCTFEVTVEAAEQEQQADILSAFKRA---

-------DAGEDEGDLDFSALLKAA----K--

KKKPEPELEVDVWELLKSAHPSEYEKIAFKYGITDLRGMLKRLKKMKVEPKFSEAFLRRLESAY

SVNKGKKIVMSVEVADPNAEVKWLRNGQEIKPSA-

KYIMEADGNIRTLTINKCSLADDAAYECVVGTDKCFTEVFVKEPPITITKLLDDYHVVVGERVE

FEIEVSEEGAHVIWLFEDQQLSREDKSKYRFKKDGKRHCLIIQEATLEDNGMFYVYTNGGQSKG

ELIVEEKELEVLQSIADLTVKSAEQAMFKCEVSDEKVTGKWFKDGVEVLPSDRIKISHIGRIHR

LTIDDVKPGDAGDYTFVPDGYALSISAKLNFLEIKIDYVPRQDPPKIHLDVSGNVSQTIIVVAG

NKLRLDVEITGEPAPTVCWMRDDK----------------------------

PVTDSEGRVRVENKKDLSCFIIEGAEREDEGNYTITVTNPAGEDKANLFIKIVDVPDPPENVKC

TGVGEDTANIVWDPPKFDGGAPLKGYLMERKKKGSSRWTKLNFDVYESTTYEAKRMIEGILYEM

RVFAVNGIGISAPSLNSKPFMPIAPTSEPTKLTVDDVTDTTCSLKWLAPEKIGAGGLDGYIIEF

CKEGESEWHPANTDLVERQSFVVRNLPTGEKMNFRVVAVNIAGRSPPALLGQPVTVREIMEHPK

IRLPRDLRTKYIRRVGEKINLVIPFQGKPRPIATWLKDGQPVDEKKVGVRNSNVDSILFIRAAE

RDHSGKYTLTLKIENMEDSATIEIRIVDKPGPPIGVHVTDVWGFNAALEWKPPKDDGNCEITGY

TIQKAEKKTKEWFTVYEHNRRTNCTVSDLIIGNEYMFRVYSENLCGLSEDPCMSKNNAIISKSG

QKLNVPDLKRNDQHAIGSFSVSPAIITVTIGYSTAISCAVRAFPKPKIIWMKNKMIIGDDPKFL

MQNNQGVLTLNIRKPSTFDSGKYSCRAVNELGEDEVECKLEIK--- 

 UPI0000D8BC93_Danio_reri        ---------------------------

----------------------------------------------------------------

----------------------------------------------------------------

------------

IGKDVTFVAKVDSSQMLRKPAVKWFKGKWLDLASKAGKHLQFKETYDRNTKIYTYEMTIVKVVD

GDAGGYRCEVTSKDKCDTSAFDVTVEAAEETQQTNILEAFKRS----------

DAGEDAGDLDFSALLKKS----

HSWKQKEEPEVDVDVWEILKNAKPCDYEKIAFEYGITDLRGMLTRLKKMKKEPKKSDAFLKKLD

PAYSVEKGKKIQLSVELTDPNAQVKWLKNGQEIKPSANKYVFESVGGIRKLTINKCTLADDAAY

ECVVGEEKSFTEVFIQEPPVTITKMLDDAHVVEGDKVEFEVEVSDEGANVKWMKDGVELSRD--

GKYRFKKDGTKHWLIINEATTEDIGTYYVYTSGGESKAELEVEERELEVLQSIADLTVKAAEQA

VFKCEVSDEKVTGKWFKDGVEVVASDRIKMSHIGRTHKLVISDVKPEDAGDYTFVPDGYALSLS

AKLNFL----------EPPKIHLDATGSVNKTIIVVAGNKLRFDVDITGEPPPTVAWKKGDM--

--------------------------

EISQAEGRVRVETRKALSCFVIEGAERSDEGLYHITVTNPAGEDKADVFVKIVDVPDPPENVKC

LGVGEDSASIEWEPPKFDGGVPVKGYLMERKKKGSSRWTKLNFDIYESTTYEAKKMIEGVFYEM

RVFAVNGIGISQPSANSQPFMPIAPTSEPTRLTVDDITDGTCALKWLPPERIGAGGLDGYFIEY

CVEGATEWVKANETPVEKNSFRVRGLPVGEKMLFRVTAVNRAGLSPWAVLAQAVTIREIVESPK

IRLPRHLRTKFIRQVGEKVNLVIPFQGKPRPMVTWLKDGAPVDTGLVNIRTSDKDTILFIRQSA

REHSGLYTLCVQIENMKDKANLEIQIVDKPGPPMAVTVTDVWGFNAALEWKPPKDNGNTDIIGY

TVQKADKKTKEWFTVLEHNRRPSCTVSDLVMGNEYFFRIFSENICGMSEEAGLSKNTAVIAKTG

LQYKPQPYKEKDMNSSPKFITPLVDRSVVAGYSAAISCAVRGCPKPKIIWMKNKMIIGEDPKFL

MQNNQGVLTLNIRKPSLFDCGKYTCKAINDLGEDEVECRLEVR--- 

 UPI000059FDA5_Canis_lupu        ---------------------------

----------------------------------------------------------------

-----------------------------------------------------------

EEPTGIFLKKPDSVSVENGKDTHIVAKVNGKELPGKPTIKWFKGKWLELGSKSGARFSFKESHD

SASNVYTVELHIGKVVLGDRGNYRLEVKAKDFCDSCAFNIDVEAPRHNTSVQGLESFKRT----



 

 

-----GGKSEDGGELDFSSLLKKREVVE-

KKKDDDDLGIPPEIWELLKGAKKSEYEKIAFQYGITDLRGMLKRLKKAKVEVKKSAAFTKKLDP

AYQVDRGNKIKLVVEISDPDLPLKWYKNGQEIKPSS-

KYVFENVGKKRILTINKCTLADDAAYEVAVKDEKCFTELFVKEPPVLIVKPLEDQQVFVGDRVE

MSVEVSEDGAQVMWMKDGVELTREDSFKYRFKKDGKRHILIYSDVTLEDGGRYQVMTNGDQCEA

DLIVEEKQLEVLQDIADLTVKASEQAVFKCEVSDEKVTGKWYKNGIEVRPSKRITISHVGRFHK

LVIDDVRPEDEGDYTFVPDGYALSLSAKLNFL----------

EPPKIHLDCSGKTSESLVVVAGNKLRLDVSITGEPRPVATWLKGDE------------------

----------

VFTATEGRIRLEHQTDSSSFVIESADRADEGRYTIKVTNPVGEDVASIFLRVVDVPDPPEAVRV

TSVGEDWAILVWEPPKYDGGQPVTGYLLERKKKGSQRWMKLNFEVFTETTYESTKMIEGILYEM

RVFAVNAIGVSQPSMNTKPFMPIAPTSEPLHLMVEDVTDTTTTLKWRPPDRIGAGGIDGYLVEY

CLEGSEDWVPANTELTERCGFTVKNLPTGAKILFRVVAINIAGRSQPASLFQPVTIREIVQQPK

IRLPRHLRQTYIRKVGEHLNLVIPFQGKPRPQVVWTKGGAPVDPARVHVRTSDFDTVFFVRQAA

RSDSGEYELTVQIENMKDTATIHIQVVEKAGPAENVMVKEVWGTNALVEWQPPKDNGNSEITGY

FVQKADKKTMEWFTVYEHNRHTSCTVPDLIVGNEYYFRVFSENICGLSDSPGVSKNTARILKTG

ITFKPLEYKEHDFRTPPKFLTPLPDRVVVAGYAAALNCAVRGYPKPKVVWMKNQMEIREDPKFL

MTNYQGVLTLNIRRPSPFDAGTYSCRAVNELGEALAECKLEVRVPQ 

 UPI000154F1E6_R__norvegi        ---------------------------

----------------------------------------------------------------

-----------------------------------------------------------

EEPTGLFLKKPDSVSVETGKDTVILAKVNGKELPGKPSIKWFKGKWQELGSKSGARFTFKESHD

SASNVYTVELHIGKVVLGDRGDYRLEVKAKDVCDSCPFNVDVEAPRQDSSGQSLESFKRS----

-----GGKSEDAGELDFSGLLKKREVVE-

KKKDDDDLGIPPEIWELLKGAKKSEYEKIAFQYGITDLRGMLKRLKKAKVEVKKSAAFTKKLDP

AYQVDRGNKIKLVVEISDPDLPLKWFKNGQEIKPSS-

KYVFENVGKKRILTINKCTLADDAAYEVAVKDEKCFTELFVKEPPVLIVTPLEDQQVFVGDRVE

MSVEVSEEGAQVMWMKDGVEMTREDSYKYRFKKDGKRHILIYSDVAQEDGGRYQVITNGGQCEA

ELIVEEKQLEVLQDIADLTVKASEQAVFKCEVSDEKVTGKWYKNGVEVRPSKRITISHVGRFHK

LVIDDVRPEDEGDYTFVPDGYALSLSAKLNFLEIKVEYVPKQEPPKIHLDCSGKTSDSIVVVAG

NKLRLDVAITGEPPPTATWLKGDE----------------------------

VFTVSEGRTRIEQRPDCSSFVIESAERSDEGRYTIKVTNPAGEDVASIFLRVVDVPDPPEAVRV

TSVGEDWAILVWEPPKYDGGQPVTGYLMERKKKGSHRWMKLNFEVFTDTTYESTKMIEGVLYEM

RVFAVNAIGVSQPSMNTKPFMPIAPTSAPQHLTVEDVTDTTTTLKWRPPDRIGAGGIDGYLVEY

CLEGSEEWVSANKEPVERCGFTVKDLPTGARILFRVVGVNIAGRSEPATLLQPVTIREIVEQPK

IRLPRHLRQTYIRKVGEALNLVIPFQGKPRPQVVWTKGGAPLDTSRVNVRTSDFDTVFFVRQAA

RSDSGEYELSVQIENMKDTATIRIRVVEKAGPAENVMVKEVWGTNALVEWQPPKDDGNSEITGY

FVQKADKKTMEWFNVYEHNRHTSCTVSDLIVGNEYYFRVFSENICGLSDSPGVSKNTARILKTG

ITLKPMEYKEHDFRTAPKFLTPLMDRVVVAGYAAALNCAVRGHPKPKVVWMKNKMEIHEDPKFL

ITNYQGILTLNIRRPSPFDAGTYSCRAFNELGEALAECKLDVRVPQ 

 Q5XKE0_Mus_musculus_Myos        ---------------------------

----------------------------------------------------------------

-----------------------------------------------------------

EEPTGIFLKKPDSVSVETGKDAVILAKVNGKELPGKPTIKWFKGKWQELGSKSGARFIFKESHD

STSNVYTVELHIGKVVLGDRGDYRLEIKAKDVCDSCSFNVDVEAPRQDSSGQSLESFKRS----

-----GGKSEDAGELDFSGLLKKREVVE-

KKKDDDDLGIPPEIWELLKGAKKSEYEKIAFQYGITDLRGMLKRLKKAKVEVKKSAAFTKKLDP



 

 

AYQVDRGNKIKLVVEISDPDLPLKWFKNGQEIKPSS-

KYVFENVGKKRILTINKCTLADDAAYEVAVQDEKCFTELFVKEPPVLIVTPLEDQQVFVGDRVE

MSVEVSEEGAQVMWMKDGVEMTREDSYKYRFKKDGKRHILIYSDVAQEDGGRYQVITNGGQCEA

ELIVEEKQLEVLQDIADLTVKAAEQAVFKCEVSDEKVTGKWYKNGVEVRPSKRITISHVGRFHK

LVIDDVRPEDEGDYTFVPDGYALSLSAKLNFLEIKVEYVPKQEPPKIHLDCSGKTSDSIVVVAG

NKLRLDVAITGEPPPTATWLRGDE----------------------------

VFTATEGRTHIEQRPDCSSFVIESAERSDEGRYTIKVTNPVGEDVASIFLRVVDVPDPPEAVRV

TSVGEDWAILVWEPPKYDGGQPVTGYLMERKKKGSQRWMKINFEVFTDTTYESTKMIEGVLYEM

RVFAVNAIGVSQPSMNTKPFMPIAPTSAPQHLTVEDVTDTTTTLKWRPPDRIGAGGIDGYLVEY

CLEGSEEWVPANKEPVERCGFTVKDLPTGARILFRVVGVNIAGRSEPATLLQPVTIREIVEQPK

IRLPRHLRQTYIRKVGEALNLVIPFQGKPRPQVVWTKGGAPLDTSRVNVRTSDFDTVFFVRQAA

RSDSGEYELSVQIENMKDTATIRIRVVEKAGPAENVMVKEVWGTNALVEWQPPKDDGNSEITGY

FVQKADKKTMEWFNVYEHNRHTSCTVSDLIVGNEYYFRIFSENICGLSDSPGVSKNTARILKTG

ITLKPLEYKEHDFRTAPKFLTPLMDRVVVAGYTAALNCAVRGHPKPKVVWMKNKMEIHEDPKFL

ITNYQGILTLNIRRPSPFDAGTYSCRAFNELGEALAECKLDVRVPQ 

 A1L4G9_Homo_sapiens_Myos        ---------------------------

----------------------------------------------------------------

-----------------------------------------------------------

EEPTGVFLKKPDSVSVETGKDAVVVAKVNGKELPDKPTIKWFKGKWLELGSKSGARFSFKESHN

SASNVYTVELHIGKVVLGDRGYYRLEVKAKDTCDSCGFNIDVEAPRQDASGQSLESFKRT----

-----

SKKSDTAGELDFSGLLKKREVVEKKKKDDDDLGIPPEIWELLKGAKKSEYEKIAFQYGITDLRG

MLKRLKKAKVEVKKSAAFTKKLDPAYQVDRGNKIKLMVEISDPDLTLKWFKNGQEIKPSS-

KYVFENVGKKRILTINKCTLADDAAYEVAVKDEKCFTELFVKEPPVLIVTPLEDQQVFVGDRVE

MAVEVSEEGAQVMWMKDGVELTREDSFKYRFKKDGKRHILIFSDVVQEDRGRYQVITNGGQCEA

ELIVEEKQLEVLQDIADLTVKASEQAVFKCEVSDEKVTGKWYKNGVEVRPSKRITISHVGRFHK

LVIDDVRPEDEGDYTFVPDGYALSLSAKLNFLEIKVEYVPKQEPPKIHLDCSGKTSEAIVVVAG

NKLRLDVSITGEPPPVATWLKGDE----------------------------

VFTTTEGRTRIEKRVDCSSFVIESAQREDEGRYTIKVTNPVGEDVASIFLQVVDVPDPPEAVRI

TSVGEDWAILVWEPPMYDGGKPVTGYLVERKKKGSQRWMKLNFEVFTETTYESTKMIEGILYEM

RVFAVNAIGVSQPSMNTKPFMPIAPTSEPLHLIVEDVTDTTTTLKWRPPNRIGAGGIDGYLVEY

CLEGSEEWVPANTEPVERCGFTVKNLPTGARILFRVVGVNIAGRSEPATLAQPVTIREIAEPPK

IRLPRHLRQTYIRKVGEQLNLVVPFQGKPRPQVVWTKGGAPLDTSRVHVRTSDFDTVFFVRQAA

RSDSGEYELSVQIENMKDTATIRIRVVEKAGPPINVMVKEVWGTNALVEWQAPKDDGNSEIMGY

FVQKADKKTMEWFNVYERNRHTSCTVSDLIVGNEYYFRVYTENICGLSDSPGVSKNTARILKTG

ITFKPFEYKEHDFRMAPKFLTPLIDRVVVAGYSAALNCAVRGHPKPKVVWMKNKMEIREDPKFL

ITNYQGVLTLNIRRPSPFDAGTYTCRAVNELGEALAECKLEVRVPQ 

 Q14324_Homo_sapiens_Myos        ---------------------------

----------------------------------------------------------------

-----------------------------------------------------------

EEPTGVFLKKPDSVSVETGKDAVVVAKVNGKELPDKPTIKWFKGKWLELGSKSGARFSFKESHN

SASNVYTVELHIGKVVLGDRGYYRLEVKAKDTCDSCGFNIDVEAPRQDASGQSLESFKRT----

-----

SKKSDTAGELDFSGLLKKREVVEKKKKDDDDLGIPPEIWELLKGAKKSEYEKIAFQYGITDLRG

MLKRLKKAKVEVKKSAAFTKKLDPAYQVDRGNKIKLMVEISDPDLTLKWFKNGQEIKPSS-

KYVFENVGKKRILTINKCTLADDAAYEVAVKDEKCFTELFVKEPPVLIVTPLEDQQVFVGDRVE

MAVEVSEEGAQVMWMKDGVELTREDSFKYRFKKDGKRHILIFSDVVQEDRGRYQVITNGGQCEA



 

 

ELIVEEKQLEVLQDIADLTVKASEQAVFKCEVSDEKVTGKWYKNGVEVRPSKRITISHVGRFHK

LVIDDVRPEDEGDYTFVPDGYALSLSAKLNFLEIKVEYVPKQEPPKIHLDCSGKTSEAIVVVAG

NKLRLDVSITGEPPPVATWLKGDE----------------------------

VFTTTEGRTRIEKRVDCSSFVIESAQREDEGRYTIKVTNPVGEDVASIFLQVVDVPDPPEAVRI

TSVGEDWAILVWEPPMYDGGKPVTGYLVERKKKGSQRWMKLNFEVFTETTYESTKMIEGILYEM

RVFAVNAIGVSQPSMNTKPFMPIAPTSEPLHLIVEDVTDTTTTLKWRPPNRIGAGGIDGYLVEY

CLEGSEEWVPANTEPVERCGFTVKNLPTGARILFRVVGVNIAGRTEPATLAQPVTIREIAEPPK

IRLPRHLRQTYIRKVGEQLNLVVPFQGKPRPQVVWTKGGAPLDTSRVHVRTSDFDTVFFVRQAA

RSDSGEYELSVQIENMKDTATIRIRVVEKAGPPINVMVKEVWGTNALVEWQAPKDDGNSEIMGY

FVQKADKKTMEWFNVYERNRHTSCTVSDLIVGNEYYFRVYTENICGLSDSPGVSKNTARILKTG

ITFKPFEYKEHDFRMAPKFLTPLIDRVVVAGYSAALNCAVRGHPKPKVVWMKNKMEIREDPKFL

ITNYQGVLTLNIRRPSPFDAGTYTCRAVNELGEALAECKLEVRVPQ 

 UPI00015DF070_Mus_muscul        ---------------------------

----------------------------------------------------------------

-----------------------------------------------------------

EEPTGIFLKKPDSVSVETGKDAVILAKVNGKELPGKPTIKWFKGKWQELGSKSGARFIFKESHD

STSNVYTVELHIGKVVLGDRGDYRLEIKAKDVCDSCSFNVDVEAPRQDSSGQSLESFKRS----

-----GGKSEDAGELDFSGLLKKREVVE-

KKKDDDDLGIPPEIWELLKGAKKSEYEKIAFQYGITDLRGMLKRLKKAKVEVKKSAAFTKKLDP

AYQVDRGNKIKLVVEISDPDLPLKWFKNGQEIKPSS-

KYVFENVGKKRILTINKCTLADDAAYEVAVQDEKCFTELFVKEPPVLIVTPLEDQQVFVGDRVE

MSVEVSEEGAQVMWMKDGVEMTREDSYKYRFKKDGKRHILIYSDVAQEDGGRYQVITNGGQCEA

ELIVEEKQLEVLQDIADLTVKAAEQAVFKCEVSDEKVTGKWYKNGVEVRPSKRITISHVGRFHK

LVIDDVRPEDEGDYTFVPDGYALSLSAKLNFLEIKVEYVPKQEPPKIHLDCSGKTSDSIVVVAG

NKLRLDVAITGEPPPTATWLRGDE----------------------------

VFTATEGRTHIEQRPDCSSFVIESAERSDEGRYTIKVTNPVGEDVASIFLRVVDVPDPPEAVRV

TSVGEDWAILVWEPPKYDGGQPVTGYLMERKKKGSQRWMKINFEVFTDTTYESTKMIEGVLYEM

RVFAVNAIGVSQPSMNTKPFMPIAPTSAPQHLTVEDVTDTTTTLKWRPPDRIGAGGIDGYLVEY

CLEGSEEWVPANKEPVERCGFTVKDLPTGARILFRVVGVNIAGRSEPATLLQPVTIREIVEQPK

IRLPRHLRQTYIRKVGEALNLVIPFQGKPRPQVVWTKGGAPLDTSRVNVRTSDFDTVFFVRQAA

RSDSGEYELSVQIENMKDTATIRIRVVEKAGPAENVMVKEVWGTNALVEWQPPKDDGNSEITGY

FVQKADKKTMEWFNVYEHNRHTSCTVSDLIVGNEYYFRIFSENICGLSDSPGVSKNTARILKTG

ITLKPLEYKEHDFRTAPKFLTPLMDRVVVAGYTAALNCAVRGHPKPKVVWMKNKMEIHEDPKFL

ITNYQGILTLNIRRPSPFDAGTYSCRAFNELGEALAECKLDVRAPQ 

 UPI0000D617F3_Homo_sapie        ---------------------------

----------------------------------------------------------------

-----------------------------------------------------------

EEPTGVFLKKPDSVSVETGKDAVVVAKVNGKELPDKPTIKWFKGKWLELGSKSGARFSFKESHN

SASNVYTVELHIGKVVLGDRGYYRLEVKAKDTCDSCGFNIDVEAPRQDASGQSLESFKRT----

-----

SKKSDTAGELDFSGLLKKREVVEKKKKDDDDLGIPPEIWELLKGAKKSEYEKIAFQYGITDLRG

MLKRLKKAKVEVKKSAAFTKKLDPAYQVDRGNKIKLMVEISDPDLTLKWFKNGQEIKPSS-

KYVFENVGKKRILTINKCTLADDAAYEVAVKDEKCFTELFVKEPPVLIVTPLEDQQVFVGDRVE

MAVEVSEEGAQVMWMKDGVELTREDSFKYRFKKDGKRHILIFSDVVQEDRGRYQVITNGGQCEA

ELIVEEKQLEVLQDIADLTVKASEQAVFKCEVSDEKVTGKWYKNGVEVRPSKRITISHVGRFHK

LVIDDVRPEDEGDYTFVPDGYALSLSAKLNFLEIKVEYVPKQEPPKIHLDCSGKTSEAIVVVAG

NKLRLDVSITGEPPPVATWLKGDE----------------------------



 

 

VFTTTEGRTRIEKRVDCSSFVIESAQREDEGRYTIKVTNPVGEDVASIFLQVVDVPDPPEAVRI

TSVGEDWAILVWEPPMYDGGKPVTGYLVERKKKGSQRWMKLNFEVFTETTYESTKMIEGILYEM

RVFAVNAIGVSQPSMNTKPFMPIAPTSEPLHLIVEDVTDTTTTLKWRPPNRIGAGGIDGYLVEY

CLEGSEEWVPANTEPVERCGFTVKNLPTGARILFRVVGVNIAGRSEPATLAQPVTIREIAEPPK

IRLPRHLRQTYIRKVGEQLNLVVPFQGKPRPQVVWTKGGAPLDTSRVHVRTSDFDTVFFVRQAA

RSDSGEYELSVQIENMKDTATIRIRVVEKAGPPINVMVKEVWGTNALVEWQAPKDDGNSEIMGY

FVQKADKKTMEWFNVYERNRHTSCTVSDLIVGNEYYFRVYTENICGLSDSPGVSKNTARILKTG

ITFKPFEYKEHDFRMAPKFLTPLIDRVVVAGYSAALNCAVRGHPKPKVVWMKNKMEIREDPKFL

ITNYQGVLTLNIRRPSPFDAGTYTCRAVNELGEALAECKLEVRGPQ 

 UPI00015A4C30_Danio_reri        ---------------------------

----------------------------------------------------------------

----------------------------------------------------------------

-------------

GKDVTFVVKVDSTNLTRKPTMKWLKGKWMDLGSKAGKHIQLKETYDRNTKIYTYEMKLVKVVPG

DAGGYRCEVSAKDKCDSCTFEVTVEAAEQEQQADILSAFKRA----------

DAGEDEGDLDFSALLKAA----K--

KKKPEPELEVDVWELLKSAHPSEYEKIAFKYGITDLRGMLKRLKKMKVEPKFSEAFLRRLESAY

SVNKGKKIVMSVEVADPNAEVKWLRNGQEIKPSA-

KYIMEADGNIRTLTINKCSLADDAAYECVVGTDKCFTEVFVKEPPITITKLLDDYHVVVGERVE

FEIEVSEEGAHVIWLFEDQQLSREDKSKYRFKKDGKRHCLIIQEATLEDNGMFYVYTNGGQSKG

ELIVEEKELEVLQSIADLTVKSAEQAMFKCEVSDEKVTGKWFKDGVEVLPSDRIKISHIGRIHR

LTIDDVKPGDAGDYTFVPDGYALSISAKLNFLEIKIDYVPRQDPPKIHLDVSGNVSQTIIVVAG

NKLRLDVEITGEPAPTVCWMRDDK----------------------------

PVTDSEGRVRVENKKDLSCFIIEGAEREDEGNYTITVTNPAGEDKANLFIKIVDVPDPPENVKC

TGVGEDTANIVWDPPKFDGGAPLKGYLMERKKKGSSRWTKLNFDVYESTTYEAKRMIEGILYEM

RVFAVNGIGISAPSLNSKPFMPIAPTSEPTKLTVDDVTDTTCSLKWLAPEKIGAGGLDGYIIEF

CKEGESEWHPANTDLVERQSFVVRNLPTGEKMNFRVVAVNIAGRSPPALLGQPVTVREIMEHPK

IRLPRDLRTKYIRRVGEKINLVIPFQGKPRPIATWLKDGQPVDEKKVGVRNSNVDSILFIRAAE

RDHSGKYTLTLKIENMEDSATIEIRIVDKPGPPIGVHVTDVWGFNAALEWKPPKDDGNCEITGY

TIQKAEKKTKEWFTVYEHNRRTNCTVSDLIIGNEYMFRVYSENLCGLSEDPCMSKNNAIISKSV

LSIY--PSVRPSIHP---

FIHPCIDRAVTIGYSTAISCAVRAFPKPKIIWMKNKMIIGDDPKFLMQNNQGVLTLNIRKPSTF

DSGKYSCRAVNELGEDEVECKLEIKV-- 

 UPI00015A4C2E_Danio_reri        ---------------------------

----------------------------------------------------------------

----------------------------------------------------------------

-------------

GKDVTFVVKVDSTNLTRKPTMKWLKGKWMDLGSKAGKHIQLKETYDRNTKIYTYEMKLVKVVPG

DAGGYRCEVSAKDKCDSCTFEVTVEAAEQEQQADILSAFKRA----------

DAGEDEGDLDFSALLKAA----K--

KKKPEPELEVDVWELLKSAHPSEYEKIAFKYGITDLRGMLKRLKKMKVEPKFSEAFLRRLESAY

SVNKGKKIVMSVEVADPNAEVKWLRNGQEIKPSA-

KYIMEADGNIRTLTINKCSLADDAAYECVVGTDKCFTEVFVKEPPITITKLLDDYHVVVGERVE

FEIEVSEEGAHVIWLFEDQQLSREDKSKYRFKKDGKRHCLIIQEATLEDNGMFYVYTNGGQSKG

ELIVEEKELEVLQSIADLTVKSAEQAMFKCEVSDEKVTGKWFKDGVEVLPSDRIKISHIGRIHR

LTIDDVKPGDAGDYTFVPDGYALSISAKLNFLEIKIDYVPRQDPPKIHLDVSGNVSQTIIVVAG

NKLRLDVEITGEPAPTVCWMRDDK----------------------------



 

 

PVTDSEGRVRVENKKDLSCFIIEGAEREDEGNYTITVTNPAGEDKANLFIKIVDVPDPPENVKC

TGVGEDTANIVWDPPKFDGGAPLKGYLMERKKKGSSRWTKLNFDVYESTTYEAKRMIEGILYEM

RVFAVNGIGISAPSLNSKPFMPIAPTSEPTKLTVDDVTDTTCSLKWLAPEKIGAGGLDGYIIEF

CKEGESEWHPANTDLVERQSFVVRNLPTGEKMNFRVVAVNIAGRSPPALLGQPVTVREIMEHPK

IRLPRDLRTKYIRRVGEKINLVIPFQGKPRPIATWLKDGQPVDEKKVGVRNSNVDSILFIRAAE

RDHSGKYTLTLKIENMEDSATIEIRIVDKPGPPIGVHVTDVWGFNAALEWKPPKDDGNCEITGY

TIQKAEKKTKEWFTVYEHNRRTNCTVSDLIIGNEYMFRVYSENLCGLSEDPCMSKNNAIISKSV

LSIY--PSVRPSIHP---

FIHPCIDRAVTIGYSTAISCAVRAFPKPKIIWMKNKMIIGDDPKFLMQNNQGVLTLNIRKPSTF

DSGKYSCRAVNELGEDEVECKLEIK--- 

 UPI00006A07B4_Myosin_bin        ---------------------------

----------------------------------------------------------------

----------------------------------------------------------------

-------------

GKDIVLLASVDSSQLTVKPNIKWFKGKWLELGAKSGARFQFKETFDKEKKVYNFELRINKATVA

DNGGYRCEVISKDKCDSSMFNIEVEGKRKTNR-

NVRNCYQKNVVLMFLPYSEKKDEDAGELDFSGLLKKRVEDKEQKKDDDDCGIPPDVWELLKNAK

PSDFERIAFEHGITDLRGMLKRLKKVKKEVKKSEAFGKKLDPCYSVDKGNKIKMQVEVTNPDVQ

IKWFKNGQEIKPSANRFVFENIGLRRVLTINKCTLADDAAYECIIGDEKCYTELFVKEPPVLIT

KPLDDTQAFVGDKVELEVEVSEEGAQVIWMKDGTELTREETFKYRFKKDGKKHILIINEATLED

TGRYQVMTNGGKCEADLQVEEKQLEVLQGIADLTVKATDQAVFKCEVSDEKVTGKWYKNGVEIK

PSKRITMTHKGRIHKLVIDDVRPEDEADYTFIPDGYALTLSAKLNFLGISTSFSSKIEPPRIHL

DCSGGQHVTIVVVAGNKLRFDVPITGEPAPTVAWFRGNA----------

CRQCRITLGFKELIFTYKEFNELEGRVHVEIRNEMSSFIIEGAERADEGSYNIVVTNPVGEDKA

TLIVKVVDVPDPPENVRITSVGEDWAHVIWDPPLYDGGQAVTGYLIERKKKGSQRWMKMNFEVF

TGTEYESVKMIEGVLYEIRVFAVNTIGISQQANTSKPFMPIAPTSEPLHMTVEDVTDTTCTLKW

RPPDRIGAGGIDGYLIEYCREGSDEWIPSNKEPVERCGFTVKDLPTGEKVSFRVRAVNIAGLSE

PAVLAQPVTIREIVQQPKIRLPRHLRQTFIKKVGEQVNLVIPFQGKPRPVVTWAKEDKPLDPKQ

VSIRTSEVDSILFIRSAERAHSGKYVLSVKIENMEDSASINIRIVEKPGPAQVVTVKEVWGFNT

LLEWQPPKDNGNSEITGYTIQKADKKTMEWFTVYEHNRQTRCTISDLIMGNEYYFRVYSENICG

LSETPGVSKNTAYIQKTGLVYKPVDYKEHDYSFAPKFLTPLIDRTVVAGYSTALNCAVRGHPKP

KVIWMKNKVEIRDDPKFLMKHNQGVLTLNIRKPSPFDGGTYTCKAVNELGEAEVVCKLEVR--- 

 UPI00015A4C31_Danio_reri        ---------------------------

----------------------------------------------------------------

----------------------------------------------------------------

----------

LNTGKDVTFVVKVDSTNLTRKPTMKWLKGKWMDLGSKAGKHIQLKETYDRNTKIYTYEMKLVKV

VPGDAGGYRCEVSAKDKCDSCTFEVTVEAAEQEQQADILSAFKRA----------

DAGEDEGDLDFSALLKAA----

KNQKKKPEPELEVDVWELLKSAHPSEYEKIAFKYGITDLRGMLKRLKKMKVEPKFSEAFLRRLE

SAYSVNKGKKIVMSVEVADPNAEVKWLRNGQEIKPSA-

KYIMEADGNIRTLTINKCSLADDAAYECVVGTDKCFTEVFVKEPPITITKLLDDYHVVVGERVE

FEIEVSEEGAHVIWLFEDQQLSREDKSKYRFKKDGKRHCLIIQEATLEDNGMFYVYTNGGQSKG

ELIVEEKELEVLQSIADLTVKSAEQAMFKCEVSDEKVTGKWFKDGVEVLPSDRIKISHIGRIHR

LTIDDVKPGDAGDYTFVPDGYALSISAKLNFL----------

DPPKIHLDVSGNVSQTIIVVAGNKLRLDVEITGEPAPTVCWMRDDK------------------

----------



 

 

PVTDSEGRVRVENKKDLSCFIIEGAEREDEGNYTITVTNPAGEDKANLFIKIVDVPDPPENVKC

TGVGEDTANIVWDPPKFDGGAPLKGYLMERKKKGSSRWTKLNFDVYESTTYEAKRMIEGILYEM

RVFAVNGIGISAPSLNSKPFMPIAPTSEPTKLTVDDVTDTTCSLKWLAPEKIGAGGLDGYIIEF

CKEGESEWHPANTDLVERQSFVVRNLPTGEKMNFRVVAVNIAGRSPPALLGQPVTVREIMEHPK

IRLPRDLRTKYIRRVGEKINLVIPFQGKPRPIATWLKDGQPVDEKKVGVRNSNVDSILFIRAAE

RDHSGKYTLTLKIENMEDSATIEIRIVDKPGPPIGVHVTDVWGFNAALEWKPPKDDGNCEITGY

TIQKAEKKTKEWFTVYEHNRRTNCTVSDLIIGNEYMFRVYSENLCGLSEDPCMSKNNAIISKSV

LSIY--PSVRPSIHP---

FIHPCIDRAVTIGYSTAISCAVRAFPKPKIIWMKNKMIIGDDPKFLMQNNQGVLTLNIRKPSTF

DSGKYSCRAVNELGEDEVECKLEIK--- 

 ; 

end; 



 

 

 

 

 

 

 

 
Alignment 3 (MYH7 for MrBayes) 
#NEXUS 

 

begin data; 

 dimensions ntax=68 nchar=1935; 

 format datatype=protein missing=? gap=- matchchar=.; 

 

matrix 

 P12883_Human_Myosin_7___        

MGDSEMAVFGAAAPYLRKSEKERLEAQTRPFDLKKDVFVPDDKQEFVKAKIVSREGGKVTAETE

YGKTVTVKEDQVMQQNPPKFDKIEDMAMLTFLHEPAVLYNLKDRYGSWMIYTYSGLFCVTVNPY

KWLPVYTPEVVAAYRGKKRSEAPPHIFSISDNAYQYMLTDRENQSILITGESGAGKTVNTKRVI

QYFAVIAAIGDRSKKDQSPGKGTLEDQIIQANPALEAFGNAKTVRNDNSSRFGKFIRIHFGATG

KLASADIETYLLEKSRVIFQLKAERDYHIFYQILSNKKPELLDMLLITNNPYDYAFISQGETTV

ASIDDAEELMATDNAFDVLGFTSEEKNSMYKLTGAIMHFGNMKFKLKQREEQAEPDGTEEADKS

AYLMGLNSADLLKGLCHPRVKVGNEYVTKGQNVQQVIYATGALAKAVYERMFNWMVTRINATLE

TKQPRQYFIGVLDIAGFEIFDFNSFEQLCINFTNEKLQQFFNHHMFVLEQEEYKKEGIEWTFID

FGMDLQACIDLIEKPMGIMSILEEECMFPKATDMTFKAKLFDNHLGKSANFQKPRNIKGKPEAH

FSLIHYAGIVDYNIIGWLQKNKDPLNETVVGLYQKSSLKLLSTLFANYAGADAPIEKGKGKAKK

GSSFQTVSALHRENLNKLMTNLRSTHPHFVRCIIPNETKSPGVMDNPLVMHQLRCNGVLEGIRI

CRKGFPNRILYGDFRQRYRILNPAAIPEGQFIDSRKGAEKLLSSLDIDHNQYKFGHTKVFFKAG

LLGLLEEMRDERLSRIITRIQAQSRGVLARMEYKKLLERRDSLLVIQWNIRAFMGVKNWPWMKL

YFKIKPLLKSAEREKEMASMKEEFTRLKEALEKSEARRKELEEKMVSLLQEKNDLQLQVQAEQD

NLADAEERCDQLIKNKIQLEAKVKEMNERLEDEEEMNAELTAKKRKLEDECSELKRDIDDLELT

LAKVEKEKHATENKVKNLTEEMAGLDEIIAKLTKEKKALQEAHQQALDDLQAEEDKVNTLTKAK

VKLEQQVDDLEGSLEQEKKVRMDLERAKRKLEGDLKLTQESIMDLENDKQQLDERLKKKDFELN

ALNARIEDEQALGSQLQKKLKELQARIEELEEELEAERTARAKVEKLRSDLSRELEEISERLEE

AGGATSVQIEMNKKREAEFQKMRRDLEEATLQHEATAAALRKKHADSVAELGEQIDNLQRVKQK

LEKEKSEFKLELDDVTSNMEQIIKAKANLEKMCRTLEDQMNEHRSKAEETQRSVNDLTSQRAKL

QTENGELSRQLDEKEALISQLTRGKLTYTQQLEDLKRQLEEEVKAKNALAHALQSARHDCDLLR

EQYEEETEAKAELQRVLSKANSEVAQWRTKYETDAIQRTEELEEAKKKLAQRLQEAEEAVEAVN

AKCSSLEKTKHRLQNEIEDLMVDVERSNAAAAALDKKQRNFDKILAEWKQKYEESQSELESSQK

EARSLSTELFKLKNAYEESLEHLETFKRENKNLQEEISDLTEQLGSSGKTIHELEKVRKQLEAE

KMELQSALEEAEASLEHEEGKILRAQLEFNQIKAEIERKLAEKDEEMEQAKRNHLRVVDSLQTS

LDAETRSRNEALRVKKKMEGDLNEMEIQLSHANRMAAEAQKQVKSLQSLLKDTQIQLDDAVRAN

DDLKENIAIVERRNNLLQAELEELRAVVEQTERSRKLAEQELIETSERVQLLHSQNTSLINQKK

KMDADLSQLQTEVEEAVQECRNAEEKAKKAITDAAMMAEELKKEQDTSAHLERMKKNMEQTIKD

LQHRLDEAEQIALKGGKKQLQKLEARVRELENELEAEQKRNAESVKGMRKSERRIKELTYQTEE

DRKNLLRLQDLVDKLQLKVKAYKRQAEEAEEQANTNLSKFRKVQHELDEAEERADIAESQVNKL

RAKSRDIGTKGLNEE 



 

 

 Q91973_C__coturnix_Slow_        ------ALLGAAAPFLRAPEGPH---

SAPPGDTRGLCFVPHPQLEFVRARITARAGNGVTVTTETGETLTVPEADVHPQNPPKFDRIEDM

AMLTFLHEPAVLYNLKERYASWMIYTYSGLFCVTVNPYKWLPVYNAEVVAAYRGKKRTEVPPHI

FSISDNAYQNMLTDRENQSILITGESGAGKTVNTKRVIQYFASIAAIGDR-

KKEVANSSGTLEDQIIQANPALEAFGNAKTVRNDNSSRFGKFIRIHFGATGKLASADIETYLLE

KSRVIFQLKAERNYHIFYQILSNKKPELLEMLLITNNPYDYSYVSQGEVTVASIDDSEELLATD

SAFDVLGFTAEEKAGVYKLTGAIMHFGNMKFKQKQREEQAEPDGTEDADKSAYLMGLNSADLLK

GLCHPRVKVGNEYVTKGQSVQQVYYSIGALAKAVYEKMFNWMVVRINNSLETKQPRQYFIGVLD

IAGFEIFDFNSFEQLCINFTNEKLQQFFNHHMFVLEQEEYKKEGIEWEFIDFGMDLQACIDLIE

KPMGIMSILEEECMFPKASDMTFKAKLFDNHLGKSANFGKPRNVKGKSEAHFSLIHYAGTVDYN

IIGWLEKNKDPLNETVVGLYQKSALKLLASLFSNYAGADGDSGKGKGAKKKGSSFQTVSALHRE

NLNKLMANLKTTHPHFVRCLIPNERKEPGVMDNSLVMHQLRCNGVLEGIRICRKGFPNRILYGD

FRQRYRILNPTAIPEGQFIDSRKGAEKLLGSLDIDHNQYKFGHTKVFFKAGLLGLLEEMRDERL

SLIITRIQAQARGQLMRIEFKKILERRDALLVIQWNIRAFMGVKNWPWMKLYFKIKPLLKSAET

EKEMQTMKEEFGHLKEALEKSEARRKELEEKMVSMLQEKNDLQLQVQAEQDNLADAEERCDQLI

KNKIQLEAKVKEMTERLEEEEEMNAELTAKKRKLEDECSELKKDIDDLELSLAKVEKEKHATEN

KVKNLTEEMAGLDENITKLTKEKKTLQESHQQALDDLQAEEDKVNTLAKAKVKLEQQADDLESS

LQQEKKIRMDLERAKRKLEGDLKLAQESVMDLENDKQQLEERLKKKDFELNTLNARIEDEQAIA

AQLQKKLKELQARIEELEEELEAERTGRAKVEKLRSELLQELEETSERLEEAGGATSVQLELNK

KREAEFQKLRRDLEEATLQHEATAAALRKKHADSVAELSEQLDNMQRVKQKLEKEKSELKLELD

DVSSNMEQLIKAKANLEKMCRSTEDQMNEHRNKLEESQRTVTDLSTQRAKLQTENSELSRQLEE

KEAFINQLMRGKLTYTQQLEDLKRQLEEEAKAKNALAHALQSAQHDCDLLREQYEEEMEAKAEL

QRALSKANSEVAQWRTKYETDAIQRTEELEEAKKKLAQRLQEAEEAVEAVNAKCSSLEKTKHRL

QNEIEDLMADVERSNAAAAALDKKQRNFDKILSEWKQKFEESQTELEASQKEARSLSTELFKLK

NAYEESLEHLETFKRENKNLQEEISDLTEQLGASQKSIHELEKVRKQLDAEKLELQAALEEAEA

SLEHEEGKILRAQLEFNQVKAEYERKLAEKDEEMEQSKRNHLRVVDSLQTSLDAETRSRNEALR

LKKKMEGDLNEMEIQLSHANRTAAEAQKQVKALQGYLKDTQLQLDDAVRANEDLKENIAIVERR

NNLLQSELEELRAMVEQSERARKLAEQELTEASERVQLLHSQNTSLINQKKKMEADISQLQTEV

EEAIQECRNAEEKAKKAITDAAMMAEELKKEQDTSAHLERMKKNMEQTVKDLQLRLDEAEQLAL

KGGKKQLQKLEARVRELENELEAEQKHNAESIKGLRKSERRVKELSYQTEEDRKNMVRLQDLVD

KLQLKVKAYKRQAEEAEEQANSNLAKFRKAQHELDEAEERADIAESQVNKLRARSRDISNKKGL

NE 

 Q5EC16_X__laevis_Cardiac        

MGDAMMADFGAAAPFLRKSDKERLEAQTRIFDIKTEVFVPDTIQEFVKAKITSRDGGKVTAETA

DGKTVTVKDVDVHQQNPPKFDKIEDMAMLTFLHEPAVLYNLKERYAAWMIYTYSGLFCVTVNPY

KWLPVYNSEVVNAYRGKKRSEAPPHIFSISDNAYQYMLTDRENQSILITGESGAGKTVNTKRVI

QYFASIASVG--GKRDSSK--

GTLEDQIIQANPALEAFGNAKTVRNDNSSRFGKFIRIHFGASGKLASADIETYLLEKSRVIFQL

KSERNYHIFYQILSNKKPELLDMMLVTNNPYDYSYISQGEVTVASIDDADELMATDSAFDVLGF

TAEEKVGVYKLTGAIMHSGNMRFKQKQREEQAEPDGTEEADKAAYLMGLNSADLLKGLCHPRVK

VGNEYVTKGQNVQQVYYSIGALGKSVYEKMFLWMVVRINSTLETKQPRQYFIGVLDIAGFEIFD

FNSFEQLCINFTNEKLQQFFNHHMFVLEQEEYKKEGIEWEFIDFGMDLQACIDLIEKPMGIMSI

LEEECMFPKASDMTFKAKLYDNHLGKSNNFQKPRNLKGKPEAHFALVHYAGTVDYNISGWLEKN

KDPLNETVVGLYQKSSLKLLANLFSNYAAADDTGGKGKGGKKKGSSFQTVSALHRENLNKLMTN

LRTTHPHFVRCIIPNERKAPGEMDNPLVMHQLRCNGVLEGIRICRKGFPNRILYGDFRQRYRIL

NPAAIPEGQFIDSRKGSEKLLGSIDIDHTQYKFGHTKVFFKAGLLGLLEEMRDERLSRIITRIQ

AQSRVLLMRREFKKILERRDALLVIQWNIRAFMGVKNWPWMKLYFKIKPLLKTAETEKEMANMK



 

 

EEFHRLKEALEKSETRRKELEEKMVSLLQEKNDLQLQVQAEQDNLNDAEERCEQLIKNKIQLEA

KLKEQTERLDDEEEMNAELTAKKRKLEDECSELKKDIDDLELTLAKVEKEKHATENKVKNLTEE

MAGLDDIIAKLTKEKKALQEAHQQTLDDLQAEEDKVNSLTKAKAKLEQQVDDLEGSLEQEKKLR

MDMERAKRKLEGDLKLTQENVMDLENDKQQLEEKTKKKEFEISLLNSKIEDEQIMGMQQQKKLK

EHQARIEELEEELEAERTARAKVEKLRSDLSRELEEISERLEEAGGATSVQMELNKKREAEFLK

LKRDLEESTLQSEATAATLRKKHADSVAELSEQIDNLQRVKQKLEKEKSEFKLELDDVASNMEQ

VVKSKVNLEKLCRTLEDQMNEHRTKFEEVQRTLNDLSSQKAKLQTENGELTRRLDEKEALVSQM

TRGKQTYSQQLEDLKRQLEEESKAKNALAHGLQSARHDCDLLREQYEEEQEAKAELQRVLSKAN

AEVAQWRTKYETDAIQRTEELEEAKKKLAQRLQEAEEAVEAVNAKCSSLEKTKHRLQNEIEDLM

VDLERSNAAAAALDKKQRNFDKILSEWKQKFEESQTELESSLKESRSLSTELFKLKNAYEESLE

HLETFKRENKNLQEEISDLTEQLGEGGKSIHELEKIRKQLEQEKMELQTALEEAEASLEHEEGK

ILRAQLEFNQLKSEIDRKIAEKDEEMEQVKRNNQRLVDALQTQLEAEIRSRNEALRVKKKMEGD

LNEMEIQLSQANRSAAEAHKHLKAAHGSLKDIQIQLDDTMRANDDLKENSAIVERRNMLLQAEL

EELRSILEQTERSRKLAEQELIETSERVQLLHSQNTSLINQKKKTETDLAQLQTEVEEAVQECR

NAEEKAKKAITDAAMMAEELKKEQDTSAHLERMKKNMEQTIKDLQQRLDEAEQIAMKGGKKQLQ

KLEGRVRELDNELEAEQKRNAESIKNMRKYERRIKELTYQTDEDKKNMARLQDLVDKLQLKVKA

YKRQAEEAEEQANSNLSKFRKVQHELDEAEERADIAESQVNKIRAKTRDVGGKKTLHE 

 Q910C5_G__gallus_Chick_a        ------ALLGAAAPFLRAPEGPR---

PTPAGDTRGLCFVPHPQLEFIRARVTARAGNGVTVTTEMGETLTVPEADVHPQNPPKFDRIEDM

AMLTFLHEPAVLYNLKERYASWMIYTYSGLFCVTVNPYKWLPVYNAEVVAAYRGKKRTEVPPHI

FSISDNAYQNMLTDRENQSILITGESGAGKTVNTKRVIQYFASIAAIGHR-

KKEVANSSGTLEDQIIQANPALEAFGNAKTVRNDNSSRFGKFIRIHFGATGKLASADIETYLLE

KSRVIFQLKAERNYHIFYQILSNKKPELLEMLLITNNPYDYSYVSQGEVTVASIDDSEELLATD

SAFDVLGFTAEEKAGVYKLTGAIMHFGNMKFKQKQREEQAEPDGTEDCDKSAYLMGLNSADLLK

GLCHPRVKVGNEYVTKGQSVQQVYYSIGALAKAVYEKMFNWMVVRINNSLETKQPRQYFIGVLD

IAGFEIFDFNSFEQLCINFTNEKLQQFFNHHMFVLEQEEYKKEGIEWEFIDFGMDLQACIDLIE

KPMGIMSILEEECMFPKASDMTFKAKLFDNHLGKSANFGKPRNVKGKSEAHFSLIHYAGTVDYN

IIGWLEKNKDPLNETVVGLYQKSALKLLASLFSNYAGADGDGGKGKGAKKKGSSFQTVSALHRE

NLNKLMANLKTTHPHFVRCLIPNERKEPGVMDNPLVMHQLRCNGVLEGIRICRKGFPNRILYGD

FRQRYRIPNPTAIPEGQFIDSRKGAEKLLGSLDIDHNQYKFGHTKVFFKAGLLGLLEEMRDERL

SLIITRIQAQARGQLMRIEFKKILERRDALLVIQWNIRAFMGVKNWPWMKLYFKIKPLLKSAET

EKEMQTMKEEFGHLKEALEKSAARRKELEEKMVSMLQEKNDLQLQVQAEQDNLADAEERCDQLI

KNKIQLEAKVKEMTERLEEEEEMNAELAAKKRKLEDECSELKKDIDDLELSLAKVEKEKHATEN

KVKNLTEEMAGLDENITKLTKEKKILQESHQQALDDLQAEEDKVNTLAKAKGKLEQQVDDLESS

LEQEKKIRMDLERAKRKLEGDLKLAQESIMDLENDKQQLEERLKKKDFELNTLNARIEDEQAIS

AQLQKKLKELQARIEELEEELEAERTGRAKVEKLRSELLQELEETSERLEEAGGATSVQLELNK

KREAEFQKLRRDLEEATLQHEATAATLRKKHADSVAELSEQLDNLQRVKQKLEKEKSELKLELD

DVNSNTEQLIKAKTNLEKMCRTTEDQMNEHRSKLEEAQRTVTDLSTQRAKLQTENSELSRQLEE

KEAFINQLTRGKLTYTQQLEDLKRQLEEEAKAKNALAHALQSAQHDCDLLREQYEEEMEAKAEL

QRALSKANSEVAQWRTKYETDAIQRTEELEEAKKKLAQRLQEAEEAVEAVNAKCSSLEKTKHRL

QNEIEDLMADVERSNAAAAALDKKQRNFDKILSEWKQKFEESQTELEASQKEARSLSTELFKLK

NAYEESLEHLETFKRENKNLQEEILDLTEQLGASQKSIHELEKVRKQLDAEKLELQAALEEAEA

SLEHEEGKILRAQLEFNQVKADYERKLAEKDEEIEQSKRNHLRVVDSLQTSLDAETRSRNEALR

LKKKMEGDLNEMEIQLSHANRTAAEAQKQVKALQGYLKDTQLQLDDVVRANEDLKENIAIVERR

NNLLQSELEELRAMVEQSERARKLAEQELIEASERVQLLHSQNTSLINQKKKMEADISQLQTEV

EEAIQECRNAEEKAKKAITDAAMMAEELKKEQDTSAHLERMKKNMEQTVKDLQLRLDEAEQLAL

KGGKKQLQKLEVRVRELENELEAEQKRNAESIKGLRKSERRVKELSYQTEEDRKNMVRLQDLVD



 

 

KLQLKVKAYKRQAEEAEEQANSNLAKFRKVQHELDEAEERADMAESQVNKLRARSRDIGAKKGL

NE 

 UPI00015A4B13_Danio_reri        

MGDALMEEFGAAAPYLRKSDRERLEAQTRPFDMKKECFVPDTDEEYVKGSIISRDGDKVTCETE

KGKTVTVKECDVHPQNPPKFDKIEDMAMFTFLHEPAVLFNLKERYAAWMIYTYSGLFCVTVNPY

KWLPVYNQEVVLAYRGKKRSEAPPHIFSISDNAYQYMLSDRENQSILITGESGAGKTVNTKRVI

QYFASIAAST---KKE-

TTEKGTLEDQIIQCNPALEAFGNAKTIRNDNSSRFGKFIRIHFAANGKLASADIETYLLEKSRV

TFQLKAERDYHIFYQILSQKKPELLEMLLITANPYDYAFISQGETQVASINDADELMATDEAFD

VLGFTQEEKNSIYKLIGAIMHYGNMKFKQKQREEQAEADGTEDADKSAYLMGLNSADLLKALCH

PRVKVGNEWVTKGQNVQQVYYAVGALSKSVYEKMFLWMVVRINQSLDTRQPRQYFIGVLDIAGF

EIFDFNTFEQLCINFTNEKLQQFFNHHMFVLEQEEYKKEGIEWTFIDFGMDLQACIDLIEKPMG

IMSILEEECMFPKASDATFKAKLYDNHLGKSNNFQKPRIVKGKPEAHFSLVHYAGTVDYNINNW

LVKNKDPLNETVVGLYQKSTMKLLSNLFANYTGADGGGGKTKEKKKKGSSFQTVSALHRENLNK

LMTNLRSTHPHFVRCIIPNETKTPGAMENPLVMHQLRCNGVLEGIRICRKGFPNRILYGDFKQR

YRILNPAAIPDGQFIDSRKGAEKLLGSLDIDHNQYKFGHTKVFFKAGLLGTLEEMRDDRLALII

TNIQARSRGLLSRIEFQKLVDRRDALLVIQWNVRAFMGVKNWPWMKLYFKIKPLLRSAEAEKEM

ANMKEEFLKLKEAYAKSEARRKELEEKMVSLLQEKNDLQLAVQAEQDNLCDAEERCEGLIKNKI

QLEAKAKELTERLEDEEEMNAELTAKKRKLEDECSELKKDIDDLELTLAKVEKEKHATENKVKN

LTEEMAALDEIIARLTKEKKALQEAHQQTLDDLQSEEDKVNTLTKAKAKLEQQVDDLEGSLEQE

KKLRMDLERAKRKLEGDLKLTQESVMDLENDKQQLEERLKKKDFEISQLTSRIEDEQAMATQLQ

KKLKELQARIEELEEELEAERAARAKVEKQRADLSRELEEISERLEEAGGATAAQIEMNKKREA

EFQKLRRDLEEATLQHEATASTLRKKHADSVSDLGEQIDNLQRVKQKLEKEKSELRLELDDVVS

NMEQLAKAKANLEKMCRTLEDQMSEYRTKYEEGQRSINDFTMQKARLQTENGELTRQLEEKDSL

VSQLTRSKQSYTQQIEDLKRQLEEEVKAKNALAHAVQSARHDSDLLREQYEEEQEAKAELQRSL

SKANSEVAQWRTKYETDAIQRTEELEDAKKKLAQRLQDAEEAVEAVNAKCSSLEKTKHRLQNEI

EDLMVDVERSNAAAAALDKKQRNFDKVLAEWKQKYEESQSELESSQKEARSLSTELFKLKNSYE

ESLDHLESMKRENKNLQEEIADLTEQIGESGKNIHELEKMRKQLEQEKAEIQAALEEAEGSLEH

EEGKILRAQLEFSQIKADIERKLSEKDEEMEQAKRNQQRMIDTLQSSLESETRSRNEALRLKKK

MEGDLNEMEIQLSQANRQASEAQKQLKSLQGHLKDAQMQLDDALRANDDLKENIAIVERRNNLL

QAELDELRSLVEQTERGRKLAEQELMDVSERVQLLHSQNTSLLNQKKKLEGDNTQLQTEVEEAV

QECRNAEEKAKKAITDAAMMAEELKKEQDTSAHLERMKKNMEQTIKDLQHRLDEAEQIAMKGGK

KQVQKLEARVRELENEVELEQKKASESVKGIRKYERRIKELTYQTEEDRKNLARLQDLVDKLQL

KVKSYKRAAEEAEEQANSNLTKFRKLQHELDEAEERADIAESQVNKLRAKSRDSGSKKGQ-E 

 UPI00015A67FC_Danio_reri        

MGDAEMSVFGAAAPYLRKSEKERLEAQTKAFDLKKECFVPDAIEEFVKATVVSREGDKVTVETQ

GGKTVTVKEADVLQQNPPKFDKIEDMAMLTFLHEPAVLFNLKERYAAWMIYTYSGLFCVTVNPY

KWLPVYNQEVVIAYRGKKRTEAPPHIYSISDNAYQYMLADRENQSILITGESGAGKTVNTKRVI

QYFASIAASG---

KKDQDKNKGTLEDQIIQANPALEAFGNAKTIRNDNSSRFGKFIRIHFDTRGKLASADIETYLLE

KSRVTFQLKAERDYHIFYQILSNKKPEILEMLLVTSNPYDYAFISQGETTVPSIDDSDELMATD

SAFDILGFTQEEKNSVYKLTGAIMHYGNMKFKQKQREEQAEADGTEDADKSAYLMGLNSADLIK

GLCHPRVKVGNEWVTKGQNVQQVNYAIGALSKAVYEKMFLWMVVRINQSLETKQPRQYFIGVLD

IAGFEIFDFNTFEQLCINFTNEKLQQFFNHHMFVLEQEEYKKEGIEWEFIDFGMDLQACIDLIE

KPMGIMSILEEECMFPKASDATFKAKLYDNHLGKSNNFQKPRLVKGKPEAHFALVHYAGTVDYN

INNWLVKNKDPLNETVVGLYQKSSLKLLSNLFANYAGADTGDGGKKEKKKKGSSFQTVSALHRE

NLNKLMTNLRSTHPHFVRCLIPNETKTPGAMENPLVMHQLRCNGVLEGIRICRKGFPNRILYGD



 

 

FKQRYRILNPAAIPEGQFIDSKKGAEKLLGSLDIDHQQYRFGHTKVFFKAGLLGQLEEMRDERL

SKIITGIQAKSRGLLSRAEYIKMVERRDALLVIQWNVRAFMAVKNWPWMKLFFKIKPLLRSAEA

EKEMANMKEEFLKLKEAYAKSEARRKELEEKMVTLLQEKNDLQLQVQAEQDNLCDAEERCEGLI

KNKIQMEAKAKELTERLEDEEEMNAELTAKKRKLEDECSELKKDIDDLELTLAKVEKEKHATEN

KVKNLTEEMAALDDIIAKLTKEKKALQEAHQQTLDDLQSEEDKVNTLTKAKVKLEQQVDDLEGS

LEQEKKIRMDLERAKRKLEGDLKLTQESIMDLENDKQQLEEKLKKKDFEISQLNSKIDDEQSII

IQLQKKLKELQARVEELEEELEAERAARAKVEKQRADLARELEEISERLEEAGGATAAQIEMNK

KREAEFQKLRRDLEEATLQHEATAATLRKKQADSVAELGEQIDNLQRVKQKLEKEKSELRLELD

DVASSMEHIVKSKTNMEKVNRTLEDQMNEYRNKCEEYQRSLNDFTTQKAKLQAENDEFSRQLEE

KESLVSQLTRGKNSFSQQLEDLKRQLDEEIKAKNALAHALQSARHDTDLLREQYEEEQEAKAEL

QRSMSKANTEVAQWRTKYETDAIQRTEELEEAKKKLAQRLQEAEEAVEAVNAKCSSLEKTKHRL

QNEIEDLMVDVERSNTAAASLDKKQRHFDKIISEWKQKYEESQCELESSQKEARSLSTELFKLK

NSYEESMDHLETMKRENKILQEEISDLTEQLGEGGKTIHELEKVRKQLEQEKAEIQAALEEAEG

SLEHEEGKILRTQLEFNQIKADIERKLSEKDEEMEQVKRNQQRTIDTLQSALESETRSRNEALR

IKKKMEGDLNEMEIQLSQANRQAAEAQKQLKSVQAHLKDSQLQLDDSLRSNDDLKENTAIVERR

NALLQAELEELRAVLEQTERGRKLAEQELLDVTERVQLLHSQNTSLINQKKKLETDLSQFQTEV

EEAVQECRNAEEKAKKAITDAAMMAEELKKEQDTSAHLERMKKNMEQTIKDLQHRLDEAEQIAM

KGGKKQVQKLEARVRELECEVEAEQKRSSESVKGIRKYERRIKELTYQTEEDRKNIARLQDLVD

KLQLKVKAYKRAAEESEEQANVHLGKFRKLQHELDEAEERADIAESQVNKLRAKSRDVGPK---

-- 

 B6IDE0_Danio_rerio_Slow_        

MGDAVMAEFGAAAPYLRKSDRERLEAQTRPFDMKKECFVPDADEEYLKATVISRDGDKATCETS

KGTTVTVKECDVHPQNPPKFDKIEDMAMFTFLHEPAVLFNLKERYAAWMIYTYSGLFCVTVNPY

KWLPVYNQEVVVAYRGKKRSEAPPHIFSISDNAYQYMLSDRENQSILITGESGAGKTVNTKRVI

QYFASIAAST---KKE-

TTEKGTLEDQIIQCNPALEAFGNAKTIRNDNSSRFGKFIRIHFAASGKLASADIETYLLEKSRV

TFQLKAERDYHIFYQILSQKKPELLEMLLITANPYDYAFISQGETQVASINDADELMATDEAFD

VLGFTQEEKNSIYKLTGAIMHYGNMKFKQKQREEQAEADGTEDADKSAYLMGLNSADLIKALCH

PRVKVGNEWVTKGQNVQQVYYAIGALSKSVYEKMFLWMVVRINQSLDTKQPRQYFIGVLDIAGF

EIFDFNTFEQLCINFTNEKLQQFFNHHMFVLEQEEYKKEGIEWTFIDFGMDLQACIDLIEKPMG

IMSILEEECMFPKASDATFKAKLYDNHLGKSNNFQKPRIVKGKPEAHFSLVHYAGTVDYNINNW

LVKNKDPLNETVVGLYQKSTMKMLSILFANYAGAEGGGGKTKEKKKKGSSFQTVSALHRENLNK

LMTNLRSTHPHFVRCIIPNETKTPGAMENPLVMHQLRCNGVLEGIRICRKGFPNRILYGDFKQR

YRILNPAAIPDGQFIDSRKGAEKLLGSLDIDHNQYKFGHTKVFFKAGLLGTLEEMRDDRLALII

TNIQARARGLLSRVEFQKIVDRRDALLVIQWNVRAFMGVKNWPWMKLYFKIKPLLRSAEAEKEM

ANMKEEFLKLKEAYAKSEARRKELEEKMVSLLQEKNDLQLAVQTEQDNLCDAEERCEGLIKNKI

QLEAKAKELTERLEDEEEMNAELTAKKRKLEDECSELKKDIDDLELTLAKVEKEKHATENKVKN

LTEEMAALDEIIAKLTKEKKALQEAHQQTLDDLQSEEDKVNTLTKAKAKLEQQVDDLEGSLEQE

KKLRMDLERAKRKLEGDLKLTQESVMDLENDKQQLEERLKKKDFEISQLSSRIEDEQAMAAQLQ

KKLKELQARIEELEEELEAERAARAKVEKQRADLSRELEEISERLEEAGGATAAQIEMNKKREA

EFQKLRRDLEEATLQHEATASTLRKKHADSVSDLGEQIDNLQRVKQKLEKEKSELRLELDDVVS

NMEQIAKAKANLEKMCRTLEDQMSEYRTKYEEGQRSINDFTMKKAKLQTENGELSRQLEEKDSL

VSQLTRGKQSYTQQIEDLKRQLEEEVKAKNALAHAVQSARHDAELLREQYEEEQEAKAELQRSL

SKANSEVAQWRTKYETDAIQRTEELEDAKKKLAQRLQDAEEAVEAVNAKCSSLEKTKHRLQNEI

EDLMVDVERSNAAAAALDKKQRNFDKVLAEWKQKYEESQSELESSQKEARSLSTELFKLKNSYE

ESLDHLESMKRENKNLQEEIADLTEQIGESGKNIHELEKMRKQLEQEKAEIQTALEEAEGSLEH

EEGKILRAQLEFNQVKADIERKLSEKDEEMEQAKRNQQRMIDTLQSSLESETRSRNEALRLKKK



 

 

MEGDLNEMEIQLSQANRQASEAQKQLKSLHGHLKDAQLQLDDALRGNDDLKENIAIVERRNNLL

QAELDELRSLVEQTERGRKLAEQELMDVSERVQLLHSQNTSLLNQKKKLEGDNTQLQTEVEEAV

QECRNAEEKAKKAITDAAMMAEELKKEQDTSAHLERMKKNMEQTIKDLQHRLDEAEQIAMKGGK

KQVQKLEARVRELESEVEMEQRKASDSVKGVRKYERRIKELTYQTEEDRKNLARLQDLVDKLQL

KVKSYKRTAEEAEEQANSNLGKFRKLQHELDEAEERADIAESQVNKLRAKSRDTGSKKGHDE 

 UPI00016278FC_Danio_reri        

MGDAEMSVFGAAAPYLRKSEKERLEAQTKAFDLKKECFVPDAIEEFVKATVVSREGDKVTVETQ

GGKTVTVKEADVLQQNPPKFDKIEDMAMLTFLHEPAVLFNLKERYAAWMIYTYSGLFCVTVNPY

KWLPVYNQEVVIAYRGKERTEAPPHIYSISDNAYQYMLADRENQSILITGESGAGKTVNTKRVI

QYFASVAASG---

KKDQDKNKGTLEDQIIQANPALEAFGNAKTIRNDNSSRFGKFIRIHFDTRGKLASADIETYLLE

KSRVTFQLKAERDYHIFYQILSNKKPEILEMLLVTSNPYDYAFISQGETTVPSIDDSDELMATD

SAFDILGFTQEEKNSVYKLTGAIMHYGNMKFKQKQREEQAEADGTEDADKSAYLMGLNSADLIK

GLCHPRVKVGNEWVTKGQNVQQVNYAIGALSKAVYEKMFLWMVVRINQSLETKQPRQYFIGVLD

IAGFEIFDFNTFEQLCINFTNEKLQQFFNHHMFVLEQEEYKKEGIEWEFIDFGMDLQACIDLIE

KPMGIMSILEEECMFPKASDATFKAKLYDNHLGKSNNFQKPRLVKGKPEAHFALVHYAGTVDYN

INNWLVKNEDPLNETVVGLYQKSSLKLLSNLFANYAGADTGDGGKKEKKKKGSSFQTVSALHRE

NLNKLMTNLRSTHPHFVRCLIPNETKTPGAMENPLVMHQLRCNGVLEGIRICRKGFPNRILYGD

FKQRYRILNPAAIPEGQFIDSKKGAEKLLGSLDIDHQQYRFGHTKVFFKAGLLGQLEEMRDERL

SKIITGIQAKSRGLLSRAEYIKMVERRDALLVIQWNVRAFMAVKNWPWMKLFFKIKPLLRSAEA

EKEMANMKEEFLKLKEAYAKSEARRKELEEKMVTLLQEKNDLQLQVQAEQDNLCDAEERCEGLI

KNKIQMEAKAKELTERLEDEEEMNAELTAKKRKLEDECSELKKDIDDLELTLAKVEKEKHATEN

KVKNLTEEMAALDDIIAKLTKEKKALQEAHQQTLDDLQSEEDKVNTLTKAKVKLEQQVDDLEGS

LEQEKKIRMDLERAKRKLEGDLKLTQESIMDLENDKQQLEEKLKKKDFEISQLNSKIDDEQSII

IQLQKKLKELQARVEELEEELEAERAARAKVEKPRADLARELEEISERLEEAGGATAAQIEMNK

KREAEFQKLRRDLEEATLQHEATAATLRKKQADSVAELGEQIDNLQRVKQKLEKEKSELRLELD

DVASSMEHIVKSKTNMEKVNRTLEDQMNEYRNKCEEYQRSLNDFTTQKAKLQAENDEFSRQLEE

KESLVSQLTRGKNSFSQQLEDLKRQLDEEIKAKNALAHALQSARHDTDLLREQYEEEQEAKAEL

QRSMSKANTEVAQWRTKYETDAIQRTEELEEAKKKLAQRLQEAEEAVEAVNAKCSSLEKTKHRL

QNEIEDLMVDVERSNTAAASLDKKQRHFDKIISEWKQKYEESQCELESSQKEARSLSTELFKLK

NSYEESMDHLETMKRENKILQEEISDLTEQLGEGGKTIHELEKVRKQLEQEKAEIQAALEEAEG

SLEHEEGKILRTQLEFNQIKADIERKLSEKDEEMEQVKRNQQRTIDTLQSALESETHSRNEALR

IKKKMEGDLNEMEIQLSQANRQAAEAQKQLKSVQAHLKDSQLQLDDSLRSNDDLKENTAIVERR

NALLQAELEELRAVLEQTERGRKLAEQELLDVTERVQLLHSQNTSLINQKKKLETDLSQFQTEV

EEAVQECRNAEEKAKKAITDAAMMAEELKKEQDTSAHLERMKKNMEQTIKDLQHRLDEAEQIAM

KGGKKQVQKLEARVRELECEVEAEQKRSSESVKGIRKYERRIKELTYQTEEDRKNIARLQDLVD

KLQLKVKAYKRAAEESEEQANVHLGKFRKLQHELDEAEERADIAESQVNKLRAKSRDVGPK---

-- 

 B6IDE1_Danio_rerio_Slow_        

MGDAVMAEFGPAAPFLRKSDKERLEAQTRPFDMKKECFVPDPEVEYVKASVTSRDGDKVTVETE

FGKTVTVKEVDCHPQNPPKFDKIEDMAMFTFLHEPAVLFNLKERYAAWMIYTYSGLFCVTVNPY

KWLPVYNQEVVVAYRGKKRTEAPPHIFSISDNAYQYMLSDRENQSVLITGESGAGKTVNTKRVI

QYFASIAAAG---

KKDPSQEKGTLEDQIIQCNPALEAFGNAKTIRNDNSSRFGKFIRIHFGVSGKLSSADIETYLLE

KSRVTYQLKAERDYHIFYQILSQRKPELLEMLLITNNPYDYSYISQGETQVASIDDRDELIATD

EAFDVLGFTQEEKNSIYKLTGAIMHYGNMKFKQKQREEQAEADGTEDADKVAYLMGLNSADLIK

GLCHPRVKVGNEWVTKGQNVQQVYYSIGALAKSVYEKMFLWMVVRINQSLDTKQPRQYFIGVLD



 

 

IAGFEIFDFNTFEQLCINFTNEKLQQFFNHHMFVLEQEEYKKEGIEWEFIDFGMDLQACIELIE

KPMGIMSILEEECMFPKASDATFKAKLYDNHLGKNPNFQKPRIVKGRPEAHFALVHYAGTVDYN

ISNWLVKNKDPLNETVVGLFQKSTLKLLGTLFANYAGAEGGKGKG-

GAKKKGSSFQTVSALHRENLNKLMTNLRSTHPHFVRCLIPNETKTPGAMENPLVMHQLRCNGVL

EGIRICRKGFPNRILYGDFKQRYRILNPSAIPEGQFIDNKKGAEKLLGSLDIDHNQYKLGHTKV

FFKAGLLGTLEEMRDDRLALIITGIQARARGILSRIEFQKIVERRDSLLVIQWNVRAFMGVKNW

PWMKLYFKIKPLLKTAETEKEMANMKEEFTKLKEAYAKSEARKKELEEKMVSLLQEKNDLQLAV

QSEQDNLADAEERCEGLIKSKIQFEAKVKELTERLEDEEEMNAELVAKKRKLEDECSELKKDID

DLELTLAKVEKEKHATENKVKNLTEEMAALDEIIAKLTKEKKALQEAHQQTLDDLQSEEDKVNT

LTKAKAKLEQQVDDLEGSLEQEKKIRMDLERAKRKLEGDLKLTQENLMDLENDKQQMEERLKKK

DFEISQLNSKIEDEQALEAQLQKKLKELQARIEELEEELEAERAARAKVEKQRADLSRELEEIS

ERLEEAGGATAAQIEMNKKREAEFQKLRRDLEEATLQHEATASTLRKKHADSVSDLGEQIDNLQ

RVKQKLEKEKSELRLELDDVVSNMEQIVKAKANLEKMCRTLEDQMSEYRTKAEEGQRTINDFTM

QKAKLQTENGELSRQLEEKDSLVSQLTRGKQSYTQQIEDLKRQLEEEVKAKNALAHAVQSARHD

AELLREQYEEEQEAKAELQRSLSKANSEVAQWRTKYETDAIQRTEELEEAKKKLAQRLQDAEEA

VEAVNAKCSSLEKTKHRLQNEIEDLMVDVERSNAAAAALDKKQRNFDKVLAEWKQKYEESQTEL

ESAQKESRSLSTELFKLKNSYEESLDHLESMKRENKNLQEEISDLTEQLGESGKNIHELEKVRK

QLEQEKQEIQTALEEAEGSLEHEEGKILRAQLEFNQVKADIERKLSEKDEEMEQAKRNQQRVVD

TLQSSLESETRSRNEALRLKKKMEGDLNEMEIQLSQANRQASEAQKQLKGLHGHLKDAQLQLDD

ALRGNDDLKENIAIVERRNNLLQAELDELRSLVEQTERGRKLAEQELMDVSERVQLLHSQNTSL

LNQKKKLEGDNTQLQTEVEEAVQECRNAEEKAKKAITDAAMMAEELKKEQDTSAHLERMKKNME

QTIKDLQHRLDEAEQIAMKGGKKQVQKLESRVRELESEVEMEQRKASDSVKGVRKYERRIKELT

YQTEEDRKNLARLQDLVDKLQLKVKSYKRTAEEAEEQANSNLGKFRKLQHELDEAEERADIAES

QVNKLRAKSRDSGSKKGADE 
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GESGAGKTVNTKRVIQYFASIAAIGDRGKKDNANANGTLEDQIIQANPALEAFGNAKTVRNDNS

SRFGKFIRIHFGATGKLAFADIETYLLEKSRVIFQLKAERNYHIFYQILSNKKPELLDMLLVTN

NPYDYAFVSQGEVSVASIDDSEELMATDSAFDVLGFTSEEKAGVYKLTGAIMHYGNMKFKQKQR

EEQAEPDGTEDADKSAYLMGLNSADLLKGLCHPRVKVGNEYVTKGQSVQQVYYSIGALAKAVYE

KMFNWMVTRINATLETKQPRQYFIGVLDIAGFEIFDFNSFEQLCINFTNEKLQQFFNHHMFVLE

QEEYKKEGIEWTFIDFGMDLQACIDLIEKPMGIMSILEEECMFPKATDMTFKAKLYDNHLGKSN

NFQKPRNIKGKQEAHFSLIHYAGTVDYNILGWLEKNKDPLNETVVALYQKSSLKLMATLFSSYA

SADGESGKSKGGKKKGSSFQTVSALHRENLNKLMTNLRTTHPHFVRCIIPNERKAPGVMDNPLV

MHQLRCNGVLEGIRICRKGFPNRILYGDFRQRYRILNPAAIPEGQFIDSRKGSEKLLSSLDIDH

NQYKFGHTKVFFKAGLLGLLEEMRDERLSRIITRMQAQARGQLMRIEFKKIVERRDALLVIQWN

IRAFMGVKNWPWMKLYFKIKPLLKSAETEKEMATMKEEFGRIKETLEKSEARRKELEEKMVSLL

QEKNDLQLQVQAEQDNLNDAEERCDQLIKNKIQLEAKVKEMNERLEDEEEMNAELTAKKRKLED

ECLELKKDIDDLELTLAKVEKEKHATENKVKNLTEEMAGLDEIIAKLTKEKKALQEAHQQALDD

LQVEEDKVNSLSKSKVKLEQQVDDLEGSLEQEKKVRMDLERAKRKLEGDLKLTQESIMDLENDK

LQLEEKLKKKEFDINQQNSKIEDEQALALQLQKKLKENQARIEELEEELEAERTARAKVEKLRS

DLSRELEEISERLEEAGGATSVQIEMNKKREAEFQKMRRDLEEATLQHEATAAALRKKHADSVA

ELGEQIDNLQRVKQKLEKEKSEFKLELDDVTSNMEQIIKAKANLEKVSRTLEDQANEYRMKLEE

AQRSLNDFTTQRAKLQTENGELARQLEEKEALISQLTRGKLSYTQQMEDLKRQLEEEGKAKNAL

AHALQSARHDCDLLREQYEEETEAKAELQRVLSKANSEVAQWRTKYETDAIQRTEELEEAKKKL



 

 

AQRLQDAEEAVEAVNAKCSSLEKTKHRLQNEIEDLMVDVERSNAAAAALDKKQRNFDKILAEWK

QKYEESQSELESSQKEARSLSTELFKLKNAYEESLEHLETFKRENKNLQEEISDLTEQLGEGGK

NVHELEKVRKQLEVEKLELQSALEEAEASLEHEEGKILRAQLEFNQIKAEIERKLAEKDEEMEQ

AKRNHQRVVDSLQTSLDAETRSRNEALRVKKKMEGDLNEMEIQLSHANRMAVEAQKQVKSLQSL

LKDTQIQLDDAVRANDDLKENIAIVERRNNLLQAELEELRAVVEQTERSRKLAEQELIETSERV

QLLHSQNTSLINQKKKMESDLTQLQSEVEEAVQECRNAEEKAKKAITDAAMMAEELKKEQDTSA

HLERMKKNMEQTIKDLQHRLDEAEQIALKGGKKQLQKLEARVRELEGELEAEQKRNSESVKGMR

KSERRIKELTYQTEEDKKNLLRLQDLVDKLQLKVKAYKRQAEEAEEQANTNLSKFRKVQHELDE

AEERADIAESQVNKLRAKSRDIGAK----- 

 Q2HX56_C__carpio_Myosin_        

MSDAVMAEFGPAASFLRKSDKERLEAQTRPFDMKKECFVPDPEVEYIKASITSRDGDKVTVDTE

SGKTLTFKEADVHPQNPPKFDKIGDMAMFTFLHEPAVLFNLKERYAAWMIYTYSGLFCVTVNPY

KWLPVYDASVVKAYRGKKRTEAPPHIFSISDNAYQYMLSDRENQSVLITGESGAGKTVNTKRVI

QYFASIAAVG---

KKDAASEKGTLEDQIIQANPALEAFGNAKTIRNDNSSRFGKFIRIHFGVSGKLASADIETYLLE

KSRVTYQLKAERDYHIFYQILSQKKPELLEMLLITNNPYDYAYISQGETQGGVHDDAEELIATD

EAFDVLGFTAEEKAGIYKLTGAVMHYGNMKFKQKQREEQAEADGTEDADKVAYLMGLNSADLIK

GLCHPRVKVGNEWVTKGQSVQQVYYSIGALAKSVYEKMFLWMVVRINQSLDTKQPRQYFIGVLD

IAGFEIFDFNTFEQLCINFTSEKLQQFFNHHMFVLEQEEYKKEGIEWEFIDFGMDLAACIELIE

KPMGIMSILEEECMFPKASDATFKAKLYDNHLGKNPTFQKPRIVKGKPEAHFSLVHYAGIVDYN

ISNWLVKNKDPLNETVVGLFQKSTVKLLSFLFAGYSGADAKGGKG-

GGKKKGSSFQTVSALHRENLNKLMTNLRSTHPHFVRCLIPNETKTPGVMENPLVMHQLRCNGVL

EGIRICRKGFPNRILYGDFKQRYRILNPSAIPEGQFIDNKKAAEKLLGSLDLDHSQYKLGHTKV

FFKAGLLGTLEELRDDRLALIITGIQARARGILSRIEFQKIVERRDSLLVIQWNVRAFMGVKNW

PWMKLYFKIKPLLKSAETEKEMANMKEEFTKLKEAYAKSEARKKELEEKMVSLLQEKNDLQLAM

QSEQDNLCDAEERCEGLIKSKIQLEAKVKELTERLEDEEEMNAELVAKKRKLEDECSELKKDID

DLELTLAKVEKEKHATENKVKNLTEEMSALDEIIAKLTKEKKALQEAHQQTLDDLQSEEDKVNT

LTKAKAKLEQQVDDLEGSLEQEKKLRMDLERVKRKLEGDLKLTQESIMDLENDKQQLDEKLKKK

DFEMSQLNSKIEDEQALGAQLQKKLKELQARIEELEEELEAERAARAKVEKQRADLSRELEEIS

ERLEEAGGATAAQIEMNKKREAEFQKLRRDLEEATLQHEATAATLRKKHADSVADLGEQIDNLQ

RVKQKLEKEKSELKLELDDVVSNMEQTVKSKSNLEKMCRTLEDQMSEYRTKAEEGQRTINDFTM

QKAKLQTENGELSRQVEEKDSLVSQLTRGKQSYTQQIEDLKRQLEEEIKAKNALAHAVQSARHD

SDLLREQYEEEQEAKAELQRSLSKANSEVAQWRTKYETDAIQRTEELEDAKKKLAQRLQDAEEA

VEAVNAKCSSLEKTKHRLQSEIEDLMVDVERSNAAAAALDKKQRNFDKVLAEWKQKYEESQSEL

ESVQKESRSLSTELFKLKNSYEEVLDHLETMKRENKNLQEEISDLTEQLGESGKSIHELEKIRK

QLEQEKAEIQTALEEAEGSLEHEEGKILRAQLEFNQVKADIERKLTEKDEEMEQSKRNQQRMVD

TLQSSLESETRSRNEALRLKKKMEGDLNEMEIQLSQANRQASEAQKQLKGLHGHLKDAQMQLDD

ALRGNDDLKENIAIVDRRNNLLQAELDELRSMVEQTERGRKLAEQELLDVSERVQLLHAQNTSL

LNQKKKLEGDNSQLQTEVEEAVQECRNAEEKAKKAITDAAMMAEELKKEQDTSAHLERMKKNME

QTIKDLQHRLDEAEQIAMKGGKKQVQKLEARVRELENEVELEQRKASESVKGVRKYERRIKELT

YQTEEDRKNLARLQDLVDKLQLKVKSYKRAAEEAEEQANANLGKFRKIQHELDEAEERADIAES

QVNKMRAKSRDSGSKKGHDE 

 B8JLS3_Danio_rerio_Myosi        

MGDALMAEFGKAAPFLRKSDKERLEAQTRAFDIKTECFVVDEKVEYVKGQIQNKDGGKVTVKTE

DGRTVTVKDGDVHPQNPPKFDKIEDMAMLTFLHEPAVLFNLKERYTAWMIYTYSGLFCVTVNPY

KWLPVYDADVVAAYRGKKRTEAPPHIFSISDNAYQYMLTDRENQSVLITGESGAGKTVNTKRVI

QYFASIAAAGSAGKKDSSK--



 

 

GTLEDQIIQANPALEAFGNAKTLRNDNSSRFGKFIRIHFGTSGKLSSADIETYLLEKSRVTFQL

KSERNYHIFFQILSNEKPELLDMLLITNNPYDYSYISQGEVTVSSINDNEELIATDKAFDVLGF

TSEEKMGVYKLTGAIMHYGNMKFKQKQREEQAEPDGTEDADKAAYLMGLNSADLLKGLCHPRVK

VGNEYVTKGQSVDQVYYSIGALAKSVYEKMFNWMVVRINQSLDTKQHRQYFIGVLDIAGFEIFD

FNTFEQLCINFTNEKLQQFFNHHMFVLEQEEYKKEGIDWEFIDFGMDLQSCIDLIEKPLGIMSI

LEEECMFPKASDQTFKAKLYDNHLGKTNIFQKPRAVKGKAEAHFALSHYAGTVDYNIAGWLVKN

KDPLNETVVGLYQKSSLKLLSLLFSSYAGSDGEKSGGKGAKKKGSSFQTVSALHRENLNKLMTN

LKTTHPHFVRCLIPNESKIPGIMDNCLVMHQLRCNGVLEGIRICRKGFPNRILYGDFKQRYRIL

NASAIPEGQFIENKKSAEKLLGSLDIDHTQYKFGHTKVFFKAGLLGTLEEMRDDQLARILTGIQ

AFARGLLMRVEYQKLVERRDALMVVQWNLRSFLGVKNWPWMKLFFKIKPLLKSAESEKEMANMK

DEFNKLKEALEKSDARRKELEEKMVSLLQEKNDLLLQVQSEQDTLTDAEERCEQLIKSKIQLEA

KVKELSERIEDEEEINADLTAKRRKLEDECSELKKDIDDLELTLAKVEKEKHATENKVKNITEE

MASLDENIMKLTKEKKALQEAHQQTLDDLQSEEDKVNTLTKAKVKLEQQVDDLEGSLEQEKKVR

MDLERSKRKLEGDVKLTQENVMDLENDKQQLEDKLKKKDFEINQLNQRIEDEQMASVQLQKKLK

ENQARIEELEEELDAERAARAKVEKQRSDISRELEDISERLEEAGGATSAQVELNKKRDAEFQK

IRRDLEESTLQHEATTASLRKKHADSVAELGEQIDNLQRVKQKLEKEKVELKLELDDLASNMES

IVKAKVNLEKMCRSLEDQMNEHRSKAEEAQRALNDVSTQKAKLLTENGELGRQLEEKECLISQL

TRGKTSYTQQLEDLRRQLEEEVKAKNALAHAVQSARHDCDLLREQFEEEQEAKAELQRALSKAN

TEVATWRARYETDGIQRTEELEDAKKKLVQKLQEAEEAVEAVNAKCSSLEKTKHRLQNEIEDLM

LDLERSNAASAALDKKQRSFDKVMAEWKQKYEESQCELEGAQKEARSLSTELFKLKNSYEETLD

HLETIKRENKNLQEEISDLTDQVSEGRKSVHELEKLRKQLEQEKTELQSALEEADASVEHEEGK

ILRAQLEFNQLKADFERKMSEKDEEMEQARRNYQRMIESLQASLEAETRSRNEALRVKKKMEGD

LNEMEIQLSQANRQAADAQKQLKMVQSCLKETQLQMDDTLHSNDDLKENITLLERRNNLMQTEL

EELRGILEQTERVRKLAEQELTDATERMQLLHSQNTGLINQKKKQESDLLQLQNELEELVQENR

NAEEKAKKAITDAAMMAEELKKEQDTSAHLERMKKNMEQTIKDLQHRLDEAEQVAMKGGKKQLQ

KMEARIRELENELDAEQKRGSESVKGVRKFERRIKELTYQTDEDRKNLARLQDLVDKLQLKVKS

YKRSAEEAEELANANTAKLRKLQHELEEAEERADIAESQVNKLRAKTRDGAPG----- 

 UPI0000EB3EAF_Canis_lupu        -

SDQEMAIFGEAAPYLRKSEKERIEAQNRPFDAKTSVFVAEPKESFVKGTVQSREGGKVTVKTEA

GATLTVKEDQVFPMNPPKYDKIEDMAMMTHLHEPAVLYNLKERYAAWMIYTYSGLFCVTVNPYK

WLPVYNPEVVTAYRGKKRQEAPPHIFSISDNAYQFMLTDRENQSILITGESGAGKTVNTKRVIQ

YFATIAVTGEKKKEEATSG-

GTLEDQIISANPLLEAFGNAKTVRNDNSSRFGKFIRIHFGTTGKLASADIETYLLEKSRVTFQL

KAERSYHIFYQITSNKKPELIEMLLITTNPYDYPFVSQGEISVASIDDQEELIATDSAIDILGF

TNEEKVSIYKLTGAVMHYGNLKFKQKQREEQAEPDGTEVADKAAYLQSLNSADLLKALCYPRVK

VGNEFVTKGQTVEQVTNAVGALAKAVYEKMFLWMVTRINQQLDTKQPRQYFIGVLDIAGFEIFD

FNSLEQLCINFTNEKLQQFFNHHMFVLEQEEYKKEGIEWTFIDFGMDLAACIELIEKPMGIFSI

LEEECMFPKATDTSFKNKLYEQHLGKSANFQKPKVVKGKAEAHFSLIHYAGVVDYNITGWLDKN

KDPLNETVVGLYQKSSMKTLAYLFSGAQTAE---AKK-

GGKKKGSSFQTVSALFRENLNKLMTNLRSTHPHFVRCIIPNETKTPGAMEHELVLHQLRCNGVL

EGIRICRKGFPSRILYADFKQRYKVLNASAIPEGQFIDSKKASEKLLASIDIDHTQYKFGHTKV

FFKAGLLGLLEEMRDDKLAQLITRTQARCRGFLARVEYQKMVERRESIFCIQYNIRAFMNVKHW

PWMKLFFKIKPLLKSAETEKEMATMKEEFQKTKDELAKSEAKRKELEEKMVTLLKEKNDLQLQV

QAEAEGLADAEERCDQLIKTKIQLEAKIKEVTERAEDEEEINAELTAKKRKLEDECSELKKDID

DLELTLAKVEKEKHATENKVKNLTEEMAGLDETIAKLTKEKKALQEAHQQTLDDLQAEEDKVNT

LTKAKIKLEQQVDDLEGSLEQEKKLRMDLERAKRKLEGDLKLAQESIMDIENEKQQLDEKLKKK

EFEMSNLQSKIEDEQALGIQLQKKIKELQARIEELEEEIEAERASRAKAEKQRSDLSRELEEIS



 

 

ERLEEAGGATSAQIEMNKKREAEFQKMRRDLEEATLQHEATAATLRKKHADSVAELGEQIDNLQ

RVKQKLEKEKSEMKMEIDDLASNVETVSKAKGNLEKMCRTLEDQVSELKSKEEEQQRLINDLTT

QRGRLQTESGEFSRQLDEKEALVSQLSRGKLAFTQQIEELKRQLEEEIKAKNALAHALQSSRHD

CDLLREQYEEEQESKAELQRALSKANSEVAQWRTKYETDAIQRTEELEEAKKKLAQRLQAAEEH

VEAVNAKCASLEKTKQRLQNEVEDLMLDVERTNAACAALDKKQRNFDKILAEWKQKYEETHAEL

EASQKEARSLGTELFKMKNAYEESLDQLETLKRENKNLQEEISDLTEQIAEGGKRIHELEKIKK

QVEQEKSEIQAALEEAEASLEHEEGKILRIQLELNQVKSEIDRKIAEKDEEIDQLKRNHIRVVE

SMQTMLDAEIRSRNDAIRLKKKMEGDLNEMEIQLNHANRMAAEALRNYRNTQGILKDTQIHLDD

ALRGQEDLKEQLAMVERRANLLQAEIEELRATLEQTERSRKIAEQELLDASERVQLLHTQNTSL

INTKKKLETDISQIQGEMEDIIQEARNAEEKAKKAITDAAMMAEELKKEQDTSAHLERMKKNME

QTVKDLQHRLDEAEQLALKGGKKQIQKLEARVRELEGEVESEQKRNAEAVKGLRKHERRVKELT

YQTEEDRKNILRLQDLVDKLQAKVKSYKRQAEEAEEQSNTNLSKFRKLQHELEEAEERADIAES

QVNKLRVKSREVHTKVISEE 

 Q6DIX8_Myosin__heavy_pol        -

SDAEMAVFGPAAHFLRKSEKERIEAQNKPFDARTSMFVVDTKESYVKGTLQSKEGGKATVKTEA

GQTVTVKDDQIFPMNPPKFDKIEDMAMMTHLNEPSVLYNLKERYAAWMIYTYSGLFCVTVNPYK

WLPVYNPEVVNAYRGKKRQEAPPHIFSISDNAYQFMLTDRENQSILITGESGAGKTVNTKRVIQ

YFATIAAAPDKKKEEVA---

GTLEDQIIQANPLLEAFGNAKTVRNDNSSRFGKFIRIHFGTTGKLASADIETYLLEKSRVTFQL

KAERSYHIFYQIMSNKKPELIEMLLITTNPYDFPFVSQGEISVASIDDTEELMATDSAIDILGF

NADEKVSIYKLTGAVMHYGNMRFKQKQREEQAEPDGTEVADKAAYLMCLNSADLLKALCYPRVK

VGNEYVTKGQTVQQVYNSVGALGKAVYEKMFLWMVTRINEMLDTKQPRQYFIGVLDIAGFEIFD

FNSLEQLCINFTNEKLQQFFNHHMFVLEQEEYKKEGIEWEFIDFGMDLAACIELIEKPMGIFSI

LEEECMFPKATDTSFKNKLYDQHLGKSNNFQKPKPAKGKAEAHFSLVHYAGTVDYNISGWLEKN

KDPLNDTVIGLFQKSSMKTLAYLFSSYAASE---AKK-

GGKKKGSSFQTVSALFRENLNKLMSNLRTTHPHFVRCIIPNETKTPGAMEHELVLHQLRCNGVL

EGIRICRKGFPSRILYGDFKQRYKILNASAIPEGQFIDSKKASEKLLGSIDVDHTQYRFGHTKV

FFKAGLLGTLEEMRDDRLAHVITRTQAMCRGYLMRVEFKKMMERREAVFTIQYNIRSFMNVKHW

PWMKLYFKIKPLLKSAESEKEMQNMKEEFEKTKELLAKSEAKRKELEEKMVKVLQEKNDLQLQV

QSESENLTDAEERCDQLIKSKIQLEAKMKELNERLEDEEESNAELTAKKRKLEDECSELKKDID

DLELTLAKVEKEKHATENKVKNLTEEMAVLDETIVKLTKEKKALQEAHQQTLDDLQAEEDKVNT

LTKAKAKLEQQVDDLEGSLEQEKKLRMDLERSKRKLEGDLKLAQETIMDLENDRQQLDEKLKKK

EFEMSQYASKIEDEQALGAQLQKKIKELQARIEELEEEIEAERAARAKAEKQRSDLSRELEEIS

ERLEEAGGATSAQIEMNKKREAEFQKMRRDLEEATLQHEATAAALRKKQADSVAELGEQIDNLQ

RVKQKLEKEKSELKMEIDDLASNMENLSKAKANFEKICRTLEDQLSELKTKDEEHQRQINDLTA

QRARLQTENGEYARQLEERDSLISQLSRGKQAFTQQIEELKRQLEEEIKAKNALAHGLQSARHD

CDLLREQYEEEQEAKGELQRSLSKANGEVAQWRTKYETDAIQRTEELEDAKKKLAQRLQEAEEH

IEAVNSKCASLEKTKQRLQNEVEDLMVDVERSNSACAALDKKQKNFDKILAEWKQKFEESQAEL

EASQKESRSLSTELFKMKNAYEESLDHLETTKRENKNLQQEISDLTEQVSEVSKTLHEVEKAKK

IIEQEKTEIQSALEEAEASLEHEEGKILRIQLELNQVKSEIDRKIAEKDEEIDQLKRNHVRVVE

SMQSTLDAEIRSRNDALRLKKKMEGDLNEMEIQLSHANRQASESQKQLRNVQGLLKDVQIHLDD

SLRAQEDLKEQLAMVERRANLMQAEIEEMRAALEQTERSRKVAEQELLDASERVQLLHSQNTSL

INTKKKMETDITQLQTEVEEAIQEARNAEEKAKKAITDAAMMAEELKKEQDTSAHLERMKKNLD

QTVKDLQHRLDEAEQLAMKGGKKQIQKLEARVRELENEVDVEQKRSTEAIKGVRKYERRVKELS

YQSEEDKKNILRLQDLVDKLQMKVKAYKRQTEEIEEQSNINLTKYRKIQHELEEAEERADIAES

QVNKLRAKTREV-------- 



 

 

 Q6DFQ6_Myosin__heavy_pol        

MGDAEMAVFGEAAPFLRKSDKERLEAQNKAFDAKNTCFVEDDKELYVKGLITAREGGKVTVKTE

DARNVTVKESQVYPQNPPKFDKIEDMAMMTHLNEASVLYNLKERYAAWMIYTYSGLFCVTVNPY

KWLPVYNPEVVAGYRGKKRQEAPPHIFSISDNAYQFMLQDRENQSVLITGESGAGKTVNTKRVI

QYFATIAAIGDSNKKKEMSN-

GTLEDQIIQANPLLEAFGNAKTVRNDNSSRFGKFIRIHFGTTGKLASADIETYLLEKSRVTFQL

SAERSYHIFYQILTNKKPEIVEMLLLTTNPYDYAFISQGEIAVKSIDDEEELMATDSAIDILGF

TAEEKMGIYKMTGSVMHKGNMKFKQKQREEQAEPDGTEVADKIGYLMGLNSADLLKALCYPRVK

VGNEFVTKGQTVQQVYNAIGALSKSVFEKLFLWMVTRINQQLDTKLPRQYFIGVLDIAGFEIFD

LNSLEQLCINFTNEKLQQFFNHHMFVLEQEEYKKEGIDWEFIDFGMDLAACIELIEKPMGILSI

LEEECMFPKATDTSFKNKLYDQHLGKCKNFEKPKPAKGKAEAHFSLVHYAGTVDYNICGWLDKN

KDPLNETVVGLYQKSSLKLLSFLYSSYAGTD---AKS-

GKKKKGSSFQTVSALFRENLNKLMTNLRSTHPHFVRCLIPNESKTPGIMENHLIIHQLRCNGVL

EGIRICRKGFPSRILYGDFKQRYKILNASAIPDGQFIDSKKACEKLLGSIDIDHTQYRFGHTKV

FFKAGLLGTLEEMRDDKLAQLITRTQALCRGFLMRVEFKKMIERRDAIFVIQYNVRSFMNVKHW

PWMKLYFKIKPLLKSAETEKEMANMKEEFEKTKEALTKSDARRKELEEKMVALLQEKNDLMLQC

QSENESLADAEERCEGLIKNKINLEAKIKELTERLEDEEESNAELTAKKRKLEDECSELKKDID

DLELTLAKVEKEKHATENKVKNLTEEMAGLDETISKISKEKKALQEAHQQTLDDLQAEEDKVSS

LSKAKTKLEQQVDDLEGSLEQEKKLRLDLERAKRKLEGDLKLAQETIMDLENDKQQTEEKLKKK

DFELSQLQGKIEDEQSVGCQLQKKIKELQARIEEVEEEIEAERAARAKVEKQRADLSRELEEIS

ERLEEAGGATSAQIEMNKKREAEFQKLRRDLEESTLQHEATSAALRKKHADSVAELGEQIDNLQ

RVKQKLEKEKSELKMEIDDLASNLENVSKSKANLEKLSRVLEDQLSEIKSRDDEHQRIINDLTA

QKARLQTENGELSRQLEEKESLVSQLTRGKQGFTQQTEELKRQLEEETKAKNALAHALQSSRHD

CDLLREQYEEEQEAKAELQRSLSKANTEVSQWRTKYETDAIQRTEELEEAKKKLAQRLQEAEEQ

VEAVNSKCASLEKTKQRLQAEVEDLMVDVERANSAAAALDKKQRNFDKVLVEWKQKYEESQAEL

EASQKESRSLSTEIFKMKNAYEEALEHLETMKRENKNLQQEISDLSEQIGESAKTTMELEKAKK

QVEQERGDLQAALEEAEGSLEHEEAKILRIQLELNQVKSEVDRKIAEKDEEIEQLKRNSQRVID

TMQSTLDSEIRSRNDALRLKKKMEGDLNELEIQLGHANRQAGEAQKQLRNVQAQLKDTQIHLDD

SVRAQEDLKEQLAVVDRRTTLQQAEIEEMRVALEQTERSRKMAEQELLDASERVQLLHSQNTSL

INTKKKLETDAGTLQNEMEEAVQEARNAEEKAKKAITDAALMAEELKKEQDTSAHLERMKKNLE

QTVKDLQHRLDEAEQLAMKGGKKQLQKLESRVRELENELDNEQKRSVEAVKGVRKYERRVKELT

YQSEEDRKNVLRLQDLVDKLQLKVKAYKRQAEESEEQANAHLARFRKVQHELEESEERADIAES

QVNKLRAKSRDIGSK----- 

 B4F6Y1_Putative_uncharac        -

SDAEMAIFGVAAQFLRKTEKERIEAQNRPFDAKTSVFVIDPKQMYVKGIVQSKEGGKATVKKED

MSTVTVKDDEIFPMNPPKYDKIEDMAMMTHLNEPSVLYNLKERYAAWMIYTYSGLFCATVNPYK

WLPVYNPEVVNAYRGKKRQEAPPHIFSISDNAYQFMLTDRDNQSILITGESGAGKTVNTKRVIQ

YFATIAAIGDKKKEEAAPG-

GTLEDQIIQANPLLEAFGNAKTVRNDNSSRFGKFIRIHFGTTGKLSSADIETYLLEKSRVTFQL

SAERSYHIFYQIMSNKRPELIDMLLITTNPYDFPYVSQGEITVASIDDQEELMATDSAIDILGF

NADEKVGIYKMTGAVMHYGNMRFKQKQREEQAEPDGTEVADKAAYLMGLNSADLLKALCYPRVK

VGNEFVTKGQTVQQVYNSVGALGKSVYEKMFLWMVIRINQQLDTKQPRQHFIGVLDIAGFEIFD

FNSLEQLCINFTNEKLQQFFNHHMFVLEQEEYKKEGIEWEFIDFGMDLAACIELIEKPMGIFSI

LEEECMFPKATDTSFKNKLYDQHLGKSNNFQKPKPGKGKAEAHFSLVHYAGTVDYNISGWLDKN

KDPLNETVIGLYQKSSVKLLSFLYSAYSGTD---GKK-

GGKKKGSSFQTVSALFRENLNKLMSNLRSTHPHFVRCLIPNETKTPGAMDHYLVMHQLRCNGVL

EGIRICRKGFPSRILYGDFKQRYKILNASAIPEGQFIDSKKASEKLLGSIDVDHTQYKFGHTKV



 

 

FFKAGLLGTLEEMRDERLAQLITRTQAMCRGYLMRVEFRQMMERRESIFCIQYNVRSFMNVKHW

PWMKLYFKIKPLLKSAESEKEMQNMKEEFEKTKEALAKSEAKRKELEEKMVAILQEKNDLQLQV

TSESEGLADAEERCEGLIKAKIQLEAKIKEANERLEDEEESNAELTAKKRKLEDECSELKKDID

DLELTLAKVEKEKHATENKVKNLTEEMAVLDETIAKLTKEKKALQEAHQQTLDDLQAEEDKVNT

LTKAKTKLEQQVDDLEGSLEQEKKLRMDMERAKRKLEGDLKLAQESTMDLENDRQQLDEKVKKK

EFEISQLQSKIEDEQALAAQLQKKIKELQARIEELEEEIEAERAARAKAEKQRSDLSRELEEIS

ERLEEAGGATSAQIEMNKKREAEFQKMRRDLEEATLQHEATASALRKKQADSVAELGEQIDNLQ

RVKQKLEKEKSELKMEIDDLASNMESVSKAKSNLEKMCRTLEDQFSEVKTKEDEHLRVINDINA

QRARLHTENGEYARQLEEKESLISQLSRGKQAFTQQTEELKRQLEEETKAKNALAHGLQSARHD

CDLLREQYEEEQEAKGELQRSLSKANSEVSQWRTKYETDAIQRTEELEEAKKKLAQRLQEAEEQ

IEAVNSKCASLEKTKQRLQGEVEDLMVDVERSNSACAALDKKQKNFDKVLADWKQKFEESQAEL

EASQKESRSLSTEVFKMKNSYEEALDQLETLKRENKNLQQEISDLTEQVAEAGKSIHEIEKAKK

QIESEKSDLQAALEEAEGSLEHEEAKILRIQLELNQVKGEIDRKIAEKDEEIEQLKRNSQRALE

SMQSTLDAEIRSRNDALRLKKKMEGDLNEMEIQLSHANRQAAESQKQLRNVQGLLKDTQLHLDD

AQRGNDDLKEQLAIVERRNNLMTAEIEEMRSALEQTERGRKVAEQELIDVTERVQLLHSQNTSL

INTKKKIEADVSQLQSEVEEAVQEARNADEKAKKAITDAAMMAEELKKEQDTSAHLERMKKNLE

QTVKDLQHRLDEAEQLAMKGGKKQLQKLEARVRELENELDAEQKRGSDAIKGVRKFERRVKELS

YQSEEDKKNVFRLQDLVDKLQLKVKAYKRQSEDVEEQANVHLSRFRKAQHELEEAEERADIAES

QVNKLRAKSRDIGKKA---- 

 UPI00006A2578_Myosin__he        

MGDAEMAVFGEAAPFLRKSDKERLEAQNKAFDAKNTCFVEDDKELYVKGLITAREGGKVTVKTE

DARNVTVKESQVYPQNPPKFDKIEDMAMMTHLNEASVLYNLKERYAAWMIYTYSGLFCVTVNPY

KWLPVYNPEVVAGYRGKKRQEAPPHIFSISDNAYQFMLQDRENQSVLITGESGAGKTVNTKRVI

QYFATIAAIGDSNKKKEMSN-

GTLEDQIIQANPLLEAFGNAKTVRNDNSSRFGKFIRIHFGTTGKLASADIETYLLEKSRVTFQL

SAERSYHIFYQILTNKKPEIVEMLLLTTNPYDYAFISQGEIAVKSIDDEEELMATDSAIDILGF

TAEEKMGIYKMTGSVMHKGNMKFKQKQREEQAEPDGTEVADKIGYLMGLNSADLLKALCYPRVK

VGNEFVTKGQTVQQVYNSIGALSKSVFEKLFLWMVTRINQQLDTKLPRQYFIGVLDIAGFEIFD

LNSLEQLCINFTNEKLQQFFNHHMFVLEQEEYKKEGIDWEFIDFGMDLAACIELIEKPMGILSI

LEEECMFPKATDTSFKNKLYDQHLGKCKNFEKPKPAKGKAEAHFSLVHYAGTVDYNICGWLDKN

KDPLNETVVGLYQKSSLKLLSFLYSSYAGTD---AKS-

GKKKKGSSFQTVSALFRENLNKLMTNLRSTHPHFVRCLIPNESKTPGIMENHLIIHQLRCNGVL

EGIRICRKGFPSRILYGDFKQRYKILNASAIPDGQFIDSKKACEKLLGSIDIDHTQYRFGHTKV

FFKAGLLGTLEEMRDDKLAQLITRTQALCRGFLMRVEFKKMIERRDAIFVIQYNVRSFMNVKHW

PWMKLYFKIKPLLKSAETEKEMANMKEEFEKTKEALTKSDARRKELEEKMVALLQEKNDLMLQC

QSENESLADAEERCEGLIKNKINLEAKIKELTERLEDEEESNAELTAKKRKLEDECSELKKDID

DLELTLAKVEKEKHATENKVKNLTEEMAGLDETISKISKEKKALQEAHQQTLDDLQAEEDKVSS

LSKAKTKLEQQVDDLEGSLEQEKKLRLDLERAKRKLEGDLKLAQETIMDLENDKQQTEEKLKKK

DFELSQLQGKIEDEQSVGCQLQKKIKELQARIEEVEEEIEAERAARAKVEKQRADLSRELEEIS

ERLEEAGGATSAQIEMNKKREAEFQKLRRDLEESTLQHEATSAALRKKHADSVAELGEQIDNLQ

RVKQKLEKEKSELKMEIDDLASNLENVSKSKANLEKLSRVLEDQLSEIKSRDDEHQRIINDLTA

QKARLQTENGELSRQLEEKESLVSQLTRGKQGFTQQTEELKRQLEEETKAKNALAHALQSSRHD

CDLLREQYEEEQEAKAELQRSLSKANTEVSQWRTKYETDAIQRTEELEEAKKKLAQRLQEAEEQ

VEAVNSKCASLEKTKQRLQAEVEDLMVDVERANSAAAALDKKQRNFDKVLVEWKQKYEESQAEL

EASQKESRSLSTEIFKMKNAYEEALEHLETMKRENKNLQQEISDLSEQIGESAKTTMELEKAKK

QVEQERGDLQAALEEAEARLA-

SATNALRWSLELNQVKSEVDRKIAEKDEEIEQLKRNSQRVIDTMQSTLDSEIRSRNDALRLKKK



 

 

MEGDLNELEIQLGHANRQAGEAQKQLRNVQAQLKDTQIHLDDSVRAQEDLKEQLAVVDRRTTLQ

QAEIEEMRVALEQTERSRKMAEQELLDASERVQLLHSQNTSLINTKKKLETDAGTLQNEMEEAV

QEARNAEEKAKKAITDAALMAEELKKEQDTSAHLERMKKNLEQTVKDLQHRLDEAEQLAMKGGK

KQLQKLESRVRELENELDNEQKRSVEAVKGVRKYERRVKELTYQSEEDRKNVLRLQDLVDKLQL

KVKAYKRQAEESEEQANAHLARFRKVQHELEESEERADIAESQVNKLRAKSRDIGSK----- 

 Q75UE1_L__japonica_Myosi        --

MGDLHEFGKAAPFLRKSEKERLEAQTRPFDMKKNCFVDDPKIEFVKATIKSSEGGKVTVDTENG

QTVTVREDQVHQMNPPKFDKIEDMVMLTFLNEPSVLFNLKERYAAWMIYTYSGLFCVTVNPYKM

LPVYDPIVVAGYRGKKRQEAPPHIFSISDNAYQFMLSDRENQSILITGESGAGKTVNTKRVIQY

FATIAALGDSAKKKQEGKIGTLEDQIVEANPLMEAFGNAKTVRNDNSSRFGKFIRIHFGATGKL

ASADIETYLLEKSRVTFQLPTERNYHIFFQILSQQKPELLDMLLVTTNPYDYPFISQGEITVSS

IDDKEELMATDSAIEILGFTNEEKMSIYKLTGSIMHYGNMKFKQKQREEQAEPDGSEDADKACF

LMGINSADLLKALCLPRVKVGNEYVTKGQTVPQVYNNIGALGKACFERLFLWMVIRINQSLDTK

QARQHFIGVLDIAGFEIFDFNTFEQLCINFTNEKLQQFFNHHMFVLEQEEYKKEGIDWVFIDFG

MDLQACIDLIEKPLGIMSILEEQCMFPKANDQTFKEKLYDQHLGKNKFFQKPKPSKGKHEAHFS

LGHYAGNVDYNIAGWLEKNKDPLNDSVVQVYQKASLKVLGALFATFAGADADSGAK-

KGKKKGSSFQTVSALHRENLSKLMTNLKTTHPHFVRCLIPNETKTPGTMDNNLVMHQLRCNGVL

EGIRICRKGFPNRIVYGDFKQRYRVLNPNAMPEGQFVDSKKACEKLMASLELDETQYKFGHTKV

FFRAGLLGTLEEMRDDRLSLLLTRTQALGRGYLSRVEFKKMLERRESLIVIQYNIRAFMGVKNW

PWMNLYFKIKPLLKSAESEKEMANMKEEFIKTKEALEKSEARRKELEEKMISVVQEKNDLLMQV

QSGEDSINDSEERCDQLIKAKIQLESKLKEMQERIEEEEEMNSELTAKKRKLEDECSELKKDID

DLELTLAKVEKEKHATENKVKNLTEEMAVLDENVSKLTKEKKALQEAHQQTLDDLQAEEDKVNS

LTKAKAKLEQQVDDLEGSLEQEKKVRMDIERTKRKLEGDFKMAQESIMDLENDKQQIDEKTKKK

DFEISQLNSKIEDELALSAQLQKKIKELQARIEELEEEIEAERAARAKVEKQRSDLSRELEEIS

ERLEEAGGATSAQIEMNKKREAEFQKLRRDLEESTLQHEATAAALRKKQADSVAELGEQIDNLQ

RVKQKLEKEKSEFKMEVDDLSSNMEQITKSKVNLEKLSRSLEDQLSELKTKDDENIRTINDITA

QRARLQTESGELTRKLEEKEVLVVQLSRGKQSYTQQVEDLKRQLEEEVKAKNALAHAVQSARHD

CDLLREQFDEEQEAKGELQRAMSKANAEVAQWRTKYETDAIQRTEELEDAKKKLAARLQDAEEQ

VEAANSKCASLEKTKQRLQGEVEDLMIDVERAHSAAAALDKKQKAFDKVLSEWKQKFEESQAEL

EAAQKESRSLGTELFKLKNAYEETLDHLETFKRENKNLQEEISDLTEQLGESSKSLHELEKNRK

AIEQEKSDIQAALEEAEASLEHEEGKILRVQLELNQVKAEVDRKIAEKDEEIDQIKRGFQRTVE

SMQATLDSETKSRNEALRLKKKMEGDLNEMEIQLNHANRQAAESQKHLRNVQGQIKDLQVHLDD

ALRANEDHKEQAAMLERRNNLLVAEVEEMRSALEQTEKARKLAEQELLGATERVQLLHSQNTSL

INTKRKLEGDLSQLQSEVEESIQESRNADEKAKKAITDAAMMAEELKKEQDTSAHLERMKKNME

QTVKDLQHRLDEAEQIAMKGGKKQLQKLETRVRELESELDAEQRRTAETIKGSRKYERRIKELS

YQTEEDRKNNLRLQDLVDKLQLKVKAYKRQSEESEEQANTNLSKYRKLQHELEEADERADIAES

QVNKLRARSRDSGV------ 

 A6QPA6_Bos_taurus_MYH3_p        -

SDTEMEVFGIAAPFLRKSEKERIEAQNQPFDAKTYCFVVDSKEEYAKGRIKSTQDGKVTVETED

NRTLVVKPEDVYAMNPPKFDRIEDMAMLTHLNEPAVLYNLKDRYTSWMIYTYSGLFCVTVNPYK

WLPVYNPEVVEGYRGKKRQEAPPHIFSISDNAYQFMLTDRENQSILITGESGAGKTVNTKRVIQ

YFATIAATGDLAKKKDS---

GTLEDQIISANPLLEAFGNAKTVRNDNSSRFGKFIRIHFGTTGKLASADIETYLLEKSRVTFQL

KAERSYHIFYQILSNKKPELIELLLITTNPYDYPFISQGEILVASIDDAEELLATDSAIDILGF

TPEEKSGLYKLTGAVMHYGNMKFKQKQREEQAEPDGTEVADKTAYLMGLNSSDLLKALCFPRVK

VGNEYVTKGQTVDQVHHAVNALSKSVYEKLFLWMVTRINQQLDTKLPRQHFIGVLDIAGFEIFE

YNSLEQLCINFTNEKLQQFFNHHMFVLEQEEYKKEGIEWTFIDFGMDLAACIELIEKPMGIFSI



 

 

LEEECMFPKATDTSFKNKLYDQHLGKSANFQKPKVVKGRAEAHFSLIHYAGTVDYSVSGWLEKN

KDPLNETVVGLYQKSSNRLLAHLYATFTTAD---KKK-

VAKKKGSSFQTVSALFRENLNKLMSNLRTTHPHFVRCIIPNETKTPGAMEHSLVLHQLRCNGVL

EGIRICRKGFPNRILYGDFKQRYRVLNASAIPEGQFIDSKKACEKLLASIDIDHTQYKFGHTKV

FFKAGLLGTLEEMRDDRLAKLITRTQAVCRGFLMRVEFQKMVQRRESIFCIQYNIRAFMNVKHW

PWMKLFFKIKPLLKSAETEKEMATMKEEFQKTKDELAKSEAKRKELEEKLVTLVQEKNDLQLQV

QAESENLLDAEERCDQLIKAKFQLEAKIKEVTERAEDEEEMNAELTAKKRKLEDECSELKKDID

DLELTLAKVEKEKHATENKVKNLTEELAGLDETIAKLTREKKALQEAHQQTLDDLQAEEDKVNS

LSKIKSKLEQQVDDLESSLEQEKKLRVDLERNKRKLEGDLKLAQESILDLENDKQQLDERLKKK

DFEYCQLQSKVEDEQTLGLQFQKKIKELQARIEELEEEIEAERATRAKTEKQRSDYARELEELS

ERLEEAGGVTSTQIELNKKREAEFLKLRRDLEEATLQHEAMVAALRKKHADSVAELGEQIDNLQ

RVKQKLEKEKSEFKLELDDLGSNVESVSKSKANLEKICRTLEDQLSEARGKNEEIQRSLSELST

QKSRLQTEAGELSRQLEEKESTVSQLSRSKQAFTQQIEELKRQLEEESKAKSALAHALQSARHD

CDLLREQYEEEQEAKAELQRALSKANSEVAQWRTKYETDAIQRTEELEEAKKKLAQRLQDSEEQ

VEAVNAKCASLEKTKQRLQAEVEDLMVDVDRANSLAAALDKKQRNFDKVLAEWKTKGEESQAEL

EASLKESRSLSTELFKLKNAYEEALDQLETVKRENKNLEQEIADLTEQIAESGKTIHELEKSRK

QIELEKADIQLALEEAEAALEHEEAKILRIQLELTQVKSEIDRKMAEKDEEIEQLKRNYQRTVE

TMQSALDAEVRSRNEAIRIKKKMEGDLNEIEIQLSHANRQAAETVRHLRSVQGQLKDTQLHLDD

ALRGQEDLKEQLAIVERRANLLQAEVEELRATLEQTERSRKIAEQELLDASERVQLLHTQNTSL

IHTKKKLETDLAQLQSEVEDASRDARNAEEKAKKAITDAAMMAEELKKEQDTSAHLERMKKNLE

QTVKDLQHRLDEAEQLALKGGKKQIQKLETRIRELESELEGEQKKNTESVKGLRKYERRVKELT

YQSEEDRKNVLRLQDLVDKLQMKVKSYKRQAEEADEQANAHLTKFRKAQHELEEAEERADIAES

QVNKLRAKTRDFTS------ 

 UPI0000E81268_G__gallus_        -

SDAEMAIFGEAAPYLRKSEKERIEAQNRPFDAKAACFVVDQKQMYVKGTIQSREGGKVTVKTYD

DTTVTVKDDEVFPMNPPKYDKIEDMAMMTHLHEPAVLYNLKERYAAWMIYTYSGLFCVTVNPYK

WLPVYNPEVVSGYRGKKRQEAPPHIFSISDNAYQFMLTDRDNQSILITGESGAGKTVNTKRVIQ

YFATIAVTGEKKKDQQPS--

GTLEDQIISANPLLEAFGNAKTVRNDNSSRFGKFIRIHFGTTGKLASADIETYLLEKSRVTFQL

ASERSYHIFYQIMSNKKPELIDLLLISTNPYDFAYVSQGEITVASIDDSEELLATDNAVDILGF

SPDEKVGMYKLTGAVMHYGNMKFKQKQREEQAEPDGTEVADKAAYLMGLNSAELLKALCYPRVK

VGNEYVTKGQNVQQVYNSVGALAKSVYEKMFLWMVTRINQQLDTKQPRQHFIGVLDIAGFEIFD

FNSLEQLCINFTNEKLQQFFNHHMFVLEQEEYKKEGIDWEFIDFGMDLAACIELIEKPMGIFSI

LEEECMFPKATDTSFKNKLYDQHLGKSNNFQKPKPAKGKAEAHFSLVHYAGTVDYNISGWLEKN

KDPLNETVVGLYQKSSLKLLSFLFSNYAGAE---GKK-

GAKKKGGSFQTVSAVFRENLNKLMTNLRSTHPHFVRCLIPNETKTPGEMDHYLVMHQLRCNGVL

EGIRICRKGFPSRILYADFKQRYKILNASAIPEGQFIDSKKASEKLLSSIDVDHNQYRFGHTKV

FFKAGLLGLLEEMRDEKLVNLITHMQAMCRGYLMRTEFKKMNARRESIYIIQYNVRAFMNVKHW

PWMKLYFKMKPMLKSVESEKEMANMKEEFEKTKEELAKSEAKRKELEEKMVTLLQEKNDLQLQV

QSESENLADAEERCEGLIKSKIQLEARIKELNERMEDEEEMNAELTAKKRKLEDECSELKKDID

DLELTLAKVEKEKHATENKVKNLTEEMAALDENISKLTKEKKALQEAHQQTLDDLQAEEDKVST

LTKTKTKLEQQVDDLEGSLEQERKQRMDLERAKRKLDGDLKMSQDSIMDLENDKQQMDEKLKKK

DFEISQLQSKIEDEQAQSSQLQKKIKELQARTEELEEEIEAERAIRAKTEKQRADLSRELEEIS

ERLEEAGGATAAQIEMNKKREAEFQKMRRDLEEATLQHEATAAALRKKHADSTAELGEQIDNLQ

RVKQKLEKEKSELKMEIDDLASNMESVSKAKSNLEKMCRALEDQYSEVRTKDDEHMRLINDMNT

QKTRLQTENGELTRQLEEKESLISQLTRGKQAITQQTEELKRQLEEENKAKNALAHALQSARHD

CDLLREQYEEEQEAKSELQRALSKANSEVAQWRTKYETDAIQCMEELEDAKKKLAQRLQDSEEQ



 

 

IEAVNSKCASLEKTKQRLQGEVDDLMIAVERSNAACAAFDKKQKNFDKVMAEWRQKYQESQAEL

EAAQKESRTLSTEIFQMKNAYEEVLDQVETVRRENKNLQQEISDLTEQLAEAGKASHGLEKAKK

QTEQEKYDLQAALEEAEGSLEHEEGKILRVQLELNQVKSDVDRRSAEKDEEIQQLKKNHQRVLE

SMQTTLDAEIRSRNDALRLKKKMEGDLNDMEIQLSRANCQVAETQKHLKVVQGQLKDSQLHLDD

ALRENDDLKEQLAVIERRNNLMMTELEQMRAALEQTERARKVSEQELTDASERVQILHSQNTSL

LNTKKKLEVDITHLQNEVEDSIQEARNAEEKAKKAITDAAMMAEELKKEQDTSAHLERMKRNLE

QMVKDLQHRLDEAEQLALKGGKKQLQKLEARIHELENELDIEQKRGTESLKGARKYERRLKELT

YQSEEDKKNILRLQNLVDKLQLKVKAYKKQAEEAEEQASTNLSRCRKTQHELEEAEERADIAEC

QVNKLRAKSRDVG------- 

 Q6NX33_Myosin_heavy_chai        

MGDGEMSIFGEAAQFLRKSEKERLEAQSKPFDAKNTVFVDDVKELYVKGMVTAREDGKITVKTD

DGRTVTVKENQIYPQNPPKFDKIEDMAMMTHLNEASVLYNLKERYAAWMIYTYSGLFCATVNPY

KWLPVYNPEVVAGYRGKKRMEAPPHIFSLSDNAYQAMLTDRENQSVLITGESGAGKTVNTKRVI

QYFATIAALGD--KKKESSN-

GNLEDQIIQANPLLEAFGNAKTVRNDNSSRFGKFIRIHFGTTGKLSSADIETYLLEKSRVTFQL

SAERSYHIFYQILTNKKPEIVEMLLLTTNPYDYPSISQGELVVKSINDEEELMATDSAIDVLGF

NQEEKMGIYKMTGAVMHHGNLKFKQKQREEQAEPDSTEVADKIAYLLGLNSADLLKGLCYPRVK

VGNEFVTKGQTVPQVYNSVGALCKSVFEKLFLWMVTRINQQLDTKQPRQFFIGVLDIAGFEIFD

FNSLEQLCINFTNEKLQQFFNHHMFVLEQEEYKKEGIDWEFIDFGMDLAACIELIEKPLGIFSI

LEEECMFPKATDTSFKNKLYEQHLGKCKNFEKPKPGKGKAEAHFSLVHYAGTVDYNISGWLEKN

KDPLNESVVQLYQKSSVKLLSLLYSSYAATDDAGGKG-

GKKKKGSSFQTVSGLFRENLNKLMTNLRSTHPHFVRCLIPNETKTPGIMDNHLLIHQLRCNGVL

EGIRICRKGFPSRILYGDFKQRYKVLNASAIPEGQFIDSKKACEKLLGSIDVDHTQYKFGHTKV

FFKAGLLGTLEEMRDEKLAQLITRTQALCRGYLMRLEFTKMMERREAIYVIQYNLRSFMNVKHW

PWMKLYFKIKPLLKSAETEKEMANMKEEFEKTKEALVKAEARKKELEEKMVAMLQEKNDLVLQV

QSESETLADSEERCEGLIKVKIQLESKIKELTERLEDEEESNAELTAKKRKLEDECSELKKDID

DLELTLAKVEKEKHATENKVKNLTEEMAVLDENISKLSKEKKALQEAHQQTLDDLQAEEDKVSS

LSKAKTKLEQQVDDLEGSLEQEKKLRLDLERAKRKLEGDLKLTQETVMDLENDKQQTEEKLKKK

DFEISQLQGKIEDEQSLGTQLQKKIKELQARIEEVEEEIEAERAARAKVEKQRADLSRELEEIS

ERLEEAGGATSAQIEMNKKREAEFQKLRRDLEEATLQHEATAGALRKKHADSVAELGEQIDNLQ

RVKQKLEKEKSELKMEIDDLASNLENVSKSKANLEKVNRVIEDQLSEVKAKDDEHQRLLNDLST

QKARLQTETGELSRQLEERESLISQLSRGKQGFTQQVEELKRQLEEETKAKNALAHALQSARHD

CDLLREQFEEEQEAKAELQRSLSKANGEVSQWRTKYETDAIQRTEELEEAKKKLAQRLQDAEEQ

VEAVNSKCASLEKTKQRLQSEVEDLMVDVERANSAAAALDKKQRNFDKVLVEWKQKYEEGQAEL

EAALKESRSLSTEIFKMKNAYEEALEHVETLKRENKNLQQEISDLTEQIGESGKSVVELEKAKK

QVEQEKNDLQAALEEAEGSLEHEEAKILRIQLELNQVKSEVDRKIAEKDEEIEQLKRNSQRSID

TMQSTLDSEIRSRNDALRLKKKMEGDLNELEIQLGHANRQASEAQKQLRNVQGQFKETQLQLDE

AIRAQEDLKEQVAVTERRNNLFQAEIEENRAGLEQTERSRKIAEQELLDASERLQLLHSQNTSL

INSKKKLESDICQLQNEAEEAVQEARNAEEKAKKAITDAALMAEELKKEQDTSAHLERMKKNLE

QTVKDLQHRLDEAEQLAMKGGKKQLQKLESRVRELENELDNEQKHGVEAVKGVRKYERRVKELT

YQTEEDKKNILRLQDLVDKLQSKVKAYKRQAEEAEEQANTHLGRFRKVQHELEEAEERADIAES

QVNKLRTKSRDIGGKKESEE 

 Q90339_C__carpio_Myosin_        

MGDGEMECFGPAAVYLRKTERERIEAQNTPFDAKTAFFVVDPDEMYLKGTLVSKEGGKATVKTH

SGKTVTVKEDEIFPMNPPKFDKIEDMAMMTHLNEPAVLFNLKERYAAWMIYTYSGLFCVTVNPY

KWLPVYDAVVVGGYRGKKRIEAPPHIFSISDNAYQFMLTDRENQSVLITGESGAGKTVNTKRVI

QYFATVGAMSGPKKPEPVPG-



 

 

GSLEDQIVAANPLLEAYGNAKTVRNDNSSRFGKFIRIHFGTTGKLASADIETYLLEKSRVTFQL

SAERSYHIFYQLMTGHKPELLEALLITTNPYDYPMISQGEITVKSINDVEEFIATDTAIDILGF

TADEKISIYKLTGAVMHHGNMKFKQKQREEQAEPDGTEVADKIAYLMGLNSADMLKALCFPRVK

VGNEMVTKGQTVPQVNNAVSALSKSVYEKMFLWMVIRINEMLDTKQPRQFFIGVLDIAGFEIFD

FNSLEQLCINFTNEKLQQFFNHHMFVLEQEEYKKEGIEWEFIDFGMDLAACIELIEKPMGIFSI

LEEECMFPKATDTSFKNKLHDQHLGKTAAFQKPKPAKGKAEAHFSLVHYAGTVDYNIVGWLDKN

KDPLNDSVVQLYQKSSLKVLAFLYATGAE--GGGGKK--

GKKKGGSFQTVSALFRENLGKLMTNLRSTHPHFVRCLIPNESKTPGLMENYLVIHQLRCNGVLE

GIRICRKGFPSRILYGDFKQRYKVLNASVIPEGQFIDNKKASEKLLGSIDVDHTQYKFGHTKVF

FKAGLLGALEEMRDEKLALLVTMTQALCRGYVMRKEFVKMMERRESIYSIQYNIRSFMNVKHWP

WMKLYFKIKPLLKSAETEKEMAAMKENYEKMKEDLTKALAKKKELEEKMVSLLQEKNDLQLQVT

AESENLSDAEERCEGLIKSKIQLEAKLKETNERLEDEEEINAELTAKKRKLEDECSELKKDIDD

LELTLAKVEKEKHATENKVKNLTEEMASQDESIAKLTKEKKALQEAHQQTLDDLQAEEDKVNTL

TKAKTKLEQQVDDLEGSLEQEKKLRMDLERAKRKLEGDLKLAQESIMDLENEKQQSDEKIKKKD

FEISQLLSKIEDEQSLGAQLQKKIKELQARIEELEEEIEAERAARAKVEKQRADLSRELEEISE

RLEEAGGATAAQIEMNKKREAEFQKMRRDLEESTLQHEATAAALRKEQADSVAELGEQIDNLQR

VKQKLEKEKSEYKMEIDDLTSNMEAVAKAKANLEKMCRTLEDQLSEIKTKSDENVRQLNDMNAQ

RARLQTENGEFSRQLEEKEALVSQLTRGKQAYTQQIEELKRHIEEEVKAKNALAHAVQSARHDC

DLLREQYEEEQEAKAELQRGMSKANSEVAQWRTKYETDAIQRTEELEEAKKKLAQRLQDAEESI

EAVNSKCASLEKTKQRLQGEVEDLMIDVERANSLAANLDKKQRNFDKVLAEWKQKYEESQAELE

GAQKEARSLSTELFKMKNSYEEALDHLETLKRENKNLQQEISDLTEQLGETGKSIHELEKAKKT

VESEKSEIQTALEEAEGTLEHEESKILRVQLELNQVKSEIDRKLAEKDEEMEQIKRNSQRVIDS

MQSTLDSEVRSRNDALRVKKKMEGDLNEMEIQLSHANRQAAEAQKQLRNVQGQLKDAQLHLDEA

VRGQEDMKEQVAMVERRNSLMQAEIEELRAALEQTERGRKVAEQELVDASERVGLLHSQNTSLI

NTKKKLEADLVQVQGEVDDAVQEARNAEEKAKKAITDAAMMAEELKKEQDTSAHLERMKKNLEV

TVKDLQHRLDEAESLAMKGGKKQLQKLESRVRELEAEVEAEQRRGADAVKGVRKYERRVKELTY

QTEEDKKNVIRLQDLVDKLQLKVKVYKRQAEEAEEQTNTHLSRYRKVQHELEEAQERADVAESQ

VNKLRAKSRDAG------- 

 Q076A8_Canis_lupus_Devel        -

SDTEMEVFGIAAPFLRKSEKERIEAQNQPFDAKTYCFVVDSKEEYAKGRIKSSQDGKVTVETED

NRTLVVKPEDVYAMNPPKFDRIEDMAMLTHLNEPAVLYNLKDRYTSWMIYTYSGLFCVTVNPYK

WLPVYNPEVVEGYRGKKRQEAPPHIFSISDNAYQFMLTDRENQSILITGESGAGKTVNTKRVIQ

YFATIAATGDLAKKKDS---

GTLEDQIISANPLLEAFGNAKTVRNDNSSRFGKFIRIHFGTTGKLASADIETYLLEKSRVTFQL

KAERSYHIFYQILSNKKPELIELLLITTNPYDYPFISQGEILVASIDDAEELLATDSAIDILGF

TPEEKSGLYKLTGAVMHYGNMKFKQKQREEQAEPDGTEVADKTAYLMGLNSSDLLKALCFPRVK

VGNEYVTKGQTVDQVHHAVNALSKSVYEKLFLWMVTRINQQLDTKLPRQHFIGVLDIAGFEIFE

YNSLEQLCINFTNEKLQQFFNHHMFVLEQEEYKKEGIEWTFIDFGMDLAACIELIEKPMGIFSI

LEEECMFPKATDTSFKNKLYDQHLGKSSNFQKPKVVKGRAEAHFSLIHYAGTVDYSVSGWLEKN

KDPLNETVVGLYQKSSNRLLAHLYATFATAD---KKK-

VAKKKGSSFQTVSALFRENLNKLMSNLRTTHPHFVRCIIPNETKTPGAMEHSLVLHQLRCNGVL

EGIRICRKGFPNRILYGDFKQRYRVLNASAIPEGQFIDSKKACEKLLASIDIDHTQYKFGHTKV

FFKAGLLGTLEEMRDDRLAKLITRTQAVCRGFLMRVEFQKMVQRRESIFCIQYNIRAFMNVKHW

PWMKLFFKIKPLLKSAETEKEMATMKEEFQKTKDELAKSEAKRKELEEKLVTLVQEKNDLQLQV

QAESENLLDAEERCDQLIKAKFQLEAKIKEVTERAEDEEEINAELTAKKRKLEDECSELKKDID

DLELTLAKVEKEKHATENKVKNLTEELAGLDETIAKLTREKKALQEAHQQALDDLQAEEDKVNS

LTKIKSKLEQQ---



 

 

LESSLEQEKKLRVDLERNKRKLEGDLKLAQESILDLENDKQQLDERLKKKDFEYSQLQSKVEDE

QTLGLQFQKKIKELQARIEELEEEIEAERATRAKTEKQRSDYARELEELSERLEEAGGVTSTQI

ELNKKREAEFQKMRRDLEEATLQHEAMLATLRKKHADSVAELGEQIDNLQRVKQKLEKEKSEFK

LEIDDLSSNVESVSKSKANLEKICRTLEDQLSEARGKNEEIQRSMSELATQKSRLQTEAGELSR

QLEEKESIVSQLSRSKQAFTQQIEELKRQLEEESKAKNALAHALQSSRHDCDLLREQYEEEQEG

KAELQRALSKANSEVAQWRTKYETDAIQRTEELEEAKKKLAQRLQDSEEQVEAVNAKCASLEKT

KQRLQGEVEDLMVDVERANSLAAALDKKQRNFDKVWAEWKTKCEESQAELEASLKESRSLSTEL

FKLKNAYEEALDQLETVKRENKNLEQEIADLTEQIAENGKTIHELEKSRKQIELEKADIQLALE

EAEAALEHEEAKILRIQLELTQVKSEIDRKIAEKDEEIEQLKRNYQRTVETMQSALDAEVRSRN

EAIRLKKKMEGDLNEIEIQLSHANRQAAETLKHLRSVQGQLKDTQLHLDDALRGQEDLKEQLAM

VERRANLLQAEVEELRASLEQTERARKLAEQELLDANERVQLLHTQNTSLIHTKRKLEADLTQL

QSEVEDASRDARNAEEKAKKAITDAAMMAEELKKEQDTSAHLERMKKNMEQTVKDLQHRLDEAE

QLALKGGKKQIQKLETR-----------------

SVKGLRKYERRVKELTYQSEEDRKNVLRLQDLVDKLQVKVKSYKRQAEEADEQANAHLTKFRKA

QHELEEAEERADIAESQVNKLRAKTRDFTS------ 

 Q4T2B5_T__nigroviridis_C        

MSDSLMAEFGKAAPYLRKSEKERLEAQTRAFDIKTECFVVDEKVEYVKGQIQSRDGGMVTVRRE

DGATVSVPESGVHPQNPPKFDKIEDMAMFTFLHEPAVLFNLKERYAAWMIYTYSGLFCVTVNPY

KWLPVYDAEVVAAYRGKKRSEAPPHIFSISDNAYQYMLSDRENQSVLITGESGAGKTVNTKRVI

QYFASIAAVGGSSRKDASK--

GTLEDQIIQANPALEAFGNAKTVRNDNSSRFGKFIRIHFGPSGKLSSADIETYLLEK-------

-----------------------V-------------

QGEVTVASINDSEELMATDSAFDVLGFTPEEKMGVYKLTGAIMHYGNMKFKQRQREEQAEPDGT

EAADKSAYLMGLNSSDLIKGLCHPRVKVGNEYVTKGQSVDQVYYALGALAKSVYEKMFNWMVVR

INQSLDTKQHRQYFIGVLDIAGFEIFDFNTFEQLCINFTNEKLQQFFNHHMFVLEQEEYKKEGI

DWEFIDFGMDLQACIDLIEKPLGILSILEEECMFPKASDQTFKSKLYDNHLGKNKMFEKPRAAK

GRAEAHFALVHYAGTVDYNITNWLVKNKDPLNETVVGLYQKSSLKLLSLLFSTYSSDSSDKGGS

KGAKKKGSSFQTVSALHRENLNKLMTNLKTTHPHFVRCLIPNERKSPGVMDNCLVMHQLRCNGV

LEGIRICRKGFPNRVLYGDFKQRYRILNAAAIPEGQFIDCKKSAEKLLGSLDIDHTQYKFGHTK

VFFKAGLLGTLEEMRDEQLSRILTRIQANARGILMRARFAKMVEQRDALMVIQWNLRSFLGVKN

WPWMKLFFKIKPLLKSAEAEKEMASMKDEFNKLKEALEKSESRRKELEEKIVTLLQEKNNLTLQ

IQSEQDTLTDAEERCEQLIKSKIHLEAKLKEMAERLEDEEEMNADLTAKRRKLEDECSELKKDI

DDLELTLAKVEKEKHATENKVKNLIEEMASQDATIAKLSKEKKALQEAHQQTLDDLQSEEDKAN

SLSKAKAKLEQQVDDLEGSLEQEKKVRMDMERSKRKLEGDLKLLQESMMDLDNDKQQLEEKLKK

KDFETVQLNSRLEDEQAAASQLQKKLKESQARMEELEEELEAERAARAKVEKQRADLSRELEDI

SERLEEAGGATSAQAELNKKRDAEFQKLRRELEELTLQHESTAAALRKKHADSVAELGEHIDNL

QRVKQKLEKEKRELKLELDDLCSNVETLVKAKSNAEKMCRAMEDGMNEHKHQQDEAQRSIGELS

SHRAKLLSESAELARRLEEKESLVSQLSRAKVSYKQQAEDLRRQLDEEAKAKSALAHAVQSARH

DCDLLREQLEEEQEAKAELQRALSRANAEVSTWRSRYESDGIQRAEELEEAKKKLVQRLQEAEE

AVEAANAKSSSLEKTKQRLQAEMEDLMVDLERSNAASAALDKKQRLFDKTLAEWKQKFEESQCE

LEASQKEARSLSTELFKLKNAYEECLEHLETMKRENKNLQEEISELSEQLGEGGRSAHELEKAR

KQLEQERAELQAALEEAEGSLEHEESKILQSQLELNQVKADVERKLSEKDEEMEQAKRNYQRVL

DSLQASLESETRSRNEALRVKKKMESDLNEMEIQLSQANRQAAEGQKQVRSLQASLKDLQTQLD

EAHHANQDSRENAALLERRHNLLQAELEEVRAALEQMDRSRKLAEQELSEASERVQLLHAQNTS

LINQKKKHEADLLQLQAEAEEAVQEERNAEEKAKKAINDAAVMAEELKKEQDTCAHLERMKRNM

EQTIKDLQQRLDEAEQVAMKGGKKQLHKLEARIKELEAELEAEQRRGTESTKGIRKYERRIKEL



 

 

AYQSQEDRKNLGRLQELVDKLQLKVKSYKRAGEEAEEAAAANAAKLRKLQHQLEEAEERADMAE

AQAGKLKARSRD--------- 

 UPI0000D9E163_M__mulatta        -

SDTETEVFGIAAPFLRKSEKERIEAQNQPFDAKTYCFVVDSKEEYAKGKIKSSQDGKVTVETED

NRTLVVKPEDVYAMNPPKFDRIEDMAMLTHLNEPAVLYNLKDRYTSWMIYVSKG-

FCRASPLYKFIPKKHKIIIKAYRGKKRQEAPPHIFSISDNAYQFMLTDRENQSILITGESGAGK

TVNTKRVIQYFATIAATGDLAKKKDS---

GTLEDQIISANPLLEAFGNAKTVRNDNSSRFGKFIRIHFGTTGKLASADIETYLLEKSRVTFQL

KAERSYHIFYQILSNKKPELIELLLITTNPYDYPFISQGEILVASIDDAEELLATDSAIDILGF

TPEEKSGLYKLTGAVMHYGNMKFKQKQREEQAEPDGTEVADKTAYLMGLNSSDLLKALCFPRVK

VGNEYVTKGQTVDQVHHAVNALSKSVYEKLFLWMVTRINQQLDTKLPRQHFIGVLDIAGFEIFE

YNSLEQLCINFTNEKLQQFFNHHMFVLEQEEYKKEGIEWTFIDFGMDLAACIELIEKPMGIFSI

LEEECMFPKATDTSFKNKLYDQHLGKSNNFQKPKVVKGRAEAHFSLIHYAGTVDYSVSGWLEKN

KDPLNETVVGLYQKSSNRLLAHLYATFATAD---KKK-

VAKKKGSSFQTVSALFRENLNKLMSNLRTTHPHFVRCIIPNETKTPGAMEHSLVLHQLRCNGVL

EGIRICRKGFPNRILYGDFKQRYRVLNASAIPEGQFIDSKKACEKLLASIDIDHTQYKFGHTKV

FFKAGLLGTLEEMRDDRLARLITRTQAVCRGFLMRVEFQKMVQRRESIFCIQYNIRSFMNVKHW

PWMKLFFKIKPLLKSAETEKEMATMKEEFQKTKDELAKSEAKRKELEEKLVTLVQEKNDLQLQV

QAESENLLDAEERCDQLIKAKFQLEAKIKEVTERAEDEEEINAELTAKKRKLEDECSELKKDID

DLELTLAKVEKEKHATENKVKNLTEELSGLDETIAKLTREKKALQEAHQQALDDLQAEEDKVNS

LNKTKSKLEQQVEDLESSLEQEKKLRVDLERNKRKLEGDLKLAQESILDLENDKQQLDERLKKK

DFEYCQLQSKVEDEQTLGLQFQKKIKELQARIEELEEEIEAERATRAKTEKQRSDYARELEELS

ERLEEAGGVTSTQIELNKKREAEFLKLRRDLEEATLQHEAMVATLRKKHADSVAELGEQIDNLQ

RVKQKLEKEKSEFKLEIDDLSSSMESVSKSKANLEKICRMLEDQLSEARGKNEEIQRSLSELTT

QKSRLQTEAGELSRQLEEKESIVSQLSRSKQAFTQQIEELKRQLEEENKAKNALAHALQSSRHD

CDLLREQYEEEQEGKAELQRALSKANSEVAQWRTKYETDAIQRTEELEEAKKKLAQRLQDSEEQ

VEAVNAKCASLEKTKQRLQGEVEDLMVDVERANSLAAALDKKQRNFDKVLAEWKTKCEESQAEL

EASLKESRSLSTELFKLKNAYEEALDQLETVKRENKNLEQEIADLTEQIAENGKTIHELEKSRK

QIELEKSDIQLALEEAEAALEHEEAKILRIQLELTQVKSEIDRKIAEKDEEIEQLKRNYQRTVE

TMQSALDAEVRSRNEAIRLKKKMEGDLNEIEIQLSHANRQAAETLKHLRSVQGQLKDTQLHLDD

ALRGQEDLKEQLAIVERRANLLQAEVEELRATLEQTERARKLAEQELLDSNERVQLLHTQNTSL

IHTKKKLETDLMQLQSEVEDASRDARNAEEKAKKAITDAAMMAEELKKEQDTSAHLERMKKNLE

QTVKDLQHRLDEAEQLALKGGKKQIQKLETRIRELEFELEGEQKKNTESVKGLRKYERRVKELT

YQSEEDRKNVLRLQDLVDKLQVKVKSYKRQAEEADEQANAHLTKFRKAQHELEEAEERADIAES

QVNKLRAKTRDFTS------ 

 UPI00015A3FF2_Danio_reri        

MGDGEMECFGPAAIYLRKTERERIEAQNTPFDAKTAYFVVDADEMYLKGTLQSKEGGKATVKTH

SGKTVTVKEDEIFPMNPPKFDKIEDMAMMTHLNEPCVLYNLKERYAAWMIYTYSGLFCVTVNPY

KWLPVYDAIVVAGYRGKKRIEAPPHIFSISDNAYQFMLTDRENQSVLITGESGAGKTVNTKRVI

QYFATVGAMSGAKKQEPVAG-

GSLEDQIVAANPLLEAYGNAKTVRNDNSSRFGKFIRIHFGTTGKLASADIETYLLEKSRVTFQL

SAERSYHIFYQLMTGHKPELLEALLITTNPYDYPMISQGEITVKSINDVEEFIATDTAIDILGF

TADEKIAIYKLTGAVMHHGSMKFKQKQREEQAEPDGTEVADKIAYLMGLNSADMLKALCYPRVK

VGNEMVTKGQTVPQVNNAVSALCKSVYEKMFLWMVIRINEMLDTKQPRQFFIGVLDIAGFEIFD

FNSLEQLCINFTNEKLQQFFNHHMFVLEQEEYKKEGIEWEFIDFGMDLAACIELIEKPMGIFSI

LEEECMFPKATDTSFKNKLHDQHLGKCSAFQKPKPAKGKAEAHFSLVHYAGTVDYNIVGWLDKN

KDPLNDSVVQLYQKSSLKVLAFLYASGGE--GGGGKK-



 

 

GGKKKGGSFQTVSALFRENLGKLMTNLRSTHPHFVRCLIPNESKTPGLMENFLVIHQLRCNGVL

EGIRICRKGFPSRILYGDFKQRYKVLNASVIPEGQFIDNKKASEKLLGSIDVDHTQYKFGHTKV

FFKAGLLGTLEEMRDEKLASLVTMTQALCRGYVMRKEFVKMMERREAIYSIQYNIRSFMNVKHW

PWMKLYFKIKPLLKSAETEKEMAAMKENYEKMKEDLTKALAKKKELEEKMVSLLQEKNDLQLQV

ASEGENLSDAEERCEGLIKSKIQLEAKLKETTERLEDEEEINAELTAKKRKLEDECSELKKDID

DLELTLAKVEKEKHATENKVKNLTEEMASQDESIAKLTKEKKALQEAHQQTLDDLQAEEDKVNT

LTKSKSKLEQQVDDLEGSLEQEKKLRMDLERAKRKLEGDLKLAQESIMDLENDKQQSEEKIKKK

DFEISQFLSKIEDEQSLGAQLQKKIKELQARIEELEEEIEAERAARAKVEKQRADLSRELEEIS

ERLEEAGGATAAQIEMNKKREAEFQKLRRDLEESTLQHEATAAALRKKQADSVAELGEQIDNLQ

RVKQKLEKEKSEYKMEIDDLSSNMEAVAKAKANLEKMCRTLEDQLSEIKTKSDENIRQLNDMNA

QRARLQTENGEFSRQLEEKEALVSQLTRGKQAYTQQIEELKRHVEEEVKAKNALAHAVQSARHD

CDLLREQFEEEQEAKAELQRGMSKANSEVAQWRTKYETDAIQRTEELEESKKKLAQRLQDAEES

IEAVNSKCASLEKTKQRLQGEVEDLMIDVERANALAANLDKKQRNFDKVLAEWKQKYEEGQAEL

EGAQKEARSLSTEIFKMKNSYEEALDQLETLKRENKNLQQEISDLTEQLGETGKSIHELEKAKK

TVESEKVEIQTALEEAEGTLEHEESKILRVQLELNQVKSEIDRKLAEKDEEIEQIKRNSQRVLD

AMQSTLDSEVRSRNDALRVKKKMEGDLNEMEIQLSHANRQAAEAQKQLRNVQGQLKDAQLHLDE

AVRGQEDMKEQVAMVERRNNLMQAEIEELRAALEQTERGRKVAEQELVDASERVGLLHSQNTSL

INTKKKLEADLVQIQGEVDDAVQEARNAEEKAKKAITDAAMMAEELKKEQDTSAHLERMKKNLE

VTVKDLQHRLDEAENLAMKGGKKQLQKLESRVRELESEVEAEQRRGADAVKGVRKYERRVKELT

YQTEEDKKNVTRLQDLVDKLQLKVKAYKRQAEEAEEQANTHLSRYRKVQHEMEEAQERADIAES

QVNKLRAKSRDAGKKTQHEE 

 B1AR69_Mus_musculus_Myos        -

SDAEMAIFGEAAPYLRKPEKERIEAQNRPFDSKKACFAVDDKEMYVKGMIQSRENDKVIVKTLD

DRELTLNSDQVFPMNPPKFDKIEDMAMMTHLHEPAVLYNLKERYAAWMIYTYSGLFCVTVNPYK

WLPVYNPEVVAAYRGKKRQEAPPHIFSISDNAYQFMLTDRDNQSILITGESGAGKTVNTKRVIQ

YFATIAVTGDKKKEQQPG--

GTLEDQIIQANPLLEAFGNAKTVRNDNSSRFGKFIRIHFGATGKLASADIETYLLEKSRVTFQL

SSERSYHIFYQIMSNKKPELIDLLLISTNPFDFPFVSQGEVTVASIDDSEELLATDNAIDILGF

SPEEKVGIYKLTGAVMHYGNMKFKQKQREEQAEPDGTEVADKAGYLMGLNSAEMLKGLCCPRVK

VGNEYVTKGQNVQQVTNSVGALAKAVYEKMFLWMVTRINQQLDTKQPRQYFIGVLDIAGFEIFD

FNSLEQLCINFTNEKLQQFFNHHMFVLEQEEYKKEGIEWEFIDFGMDLAACIELIEKPMGIFSI

LEEECMFPKATDTSFKNKLYDQHLGKSNNFQKPKPTKGKAEAHFSLVHYAGTVDYNIAGWLDKN

KDPLNETVVGLYQKSSLKLLSFLFSNYAGAE---GKK-

GGKKKGSSFQTVSAVFRENLNKLMTNLRSTHPHFVRCLIPNETKTPGVMDHYLVMHQLRCNGVL

EGIRICRKGFPSRILYADFKQRYRILNASAIPEGQFIDSKNASEKLLNSIDVDREQFRFGHTKV

FFKAGLLGLLEEMRDEKLVTLMTRTQAVCRGYLMRVEFKKMMERRESIFCIQYNVRSFMNVKHW

PWMNLFFKIKPLLKSAEAEKEMATMKEDFERAKEDLARSEARRKELEEKMVSLLQEKNDLQLQV

QSETENLMDAEERCEGLIKSKIQLEAKVKELNERLEEEEEMNSELVAKKRNLEDKCSSLKRDID

DLELTLTKVEKEKHATENKVKNLSEEMTALEETISKLTKEKKSLQEAHQQTLDDLQVEEDKVNG

LIKINVKLEQQTDDLEGSLEQEKKLRADLERVKRKLEGDLKMSQESIMDLENDTQQLEEKLKKK

EFEMSQLQTRIDDEQVLSLQLQKKIKELQARTEELEEEIEAEHTVRAKIEKQRSDLARELEEIS

ERLEEASGATSAQIEMNKKRESEFQKLRRDLEEATLQHEATAATLRKKHADTVAELGEQIDNLQ

RVKQKLEKEKSELKMEIDDMASNIETVSKSKSNMERMCRSVEDQFNEIKAKDDQQTQLIHDLNM

QKARLQTQNGELSHQVEEKESLVSQLTKSKQALTQQLEELKRQLEEETKAKNALAHALQSSRHD

CDLLREQYEEEQEGKAELQRALSKANSEVAQWRTKYETDAIQRTEELEEAKKKLAQRLQEAEEN

TEASNSKCASLEKTKQRLQGEVDDLMLDLERANTACATLDKKQRNFDKVLAEWKQKLDESQAEL

EAAQKESRSLSTEIFKMRNAYEEVVDQLETLRRENKNLQEEISDLTEQIAETGKNLQEVEKTKK



 

 

QVEQEKSDLQAALEEVEGSLEHEESKILRVQLELSQVKSELDRKVTEKDEEIEQIKRNSQRAVE

AMQSVLDAEIRSRNDALRLKKKMEGDLNEMEIQLSHANRQVAETQKHLRTVQGQLKDSQLHLDD

AQRSNEDLKEQLAIVERRNGLLQEELEEMKVALEQTERTRRLSEQELLDSSDRVQLLHSQNTSL

INTKKKLEADLAQCQAEVENSIQESRNAEEKAKKAITDAAMMAEELKKEQDTSAHLERMKKNLE

QTVKDLQHRLDEAEQLALKGGKKQIQKLEARVRELESELDAEQKRGAEALKGAHKYERKVKEMT

YQAEEDRKNILRLQDLVDKLQAKVKSYKRQAEEAEEQANTQLSRCRRVQHELEEAEERADIAES

QVNKLRAKSRDVGGQKMEE- 

 A8R0Q4_H__molitrix_Myosi        -

GDPEMECFGPAAIYLRKPEKERLEAQNTPFDAKTAYFVAEPKEMYLKGVLKSREGGKATVQTLC

GKTITVKEDDIFSMNPPKFDKIEDMPMMTHLNEPTVLYNLKERYAAWMIYTYSGLFCVTVNPYK

WLPVYDSVVVTAYRGKKRIEAPPHIFSISDNAYQFMLTDRENQSILITGESGAGKTVNTKRVIQ

YFATIAV-SGQKKVEPAAG-

GSLEDQIIAANPLLEAYGNAKTVRNDNSSRFGKFIRIHFGTTGKLASADIETYLLEKSRVTFQL

SAERSYHIFYQLCTGHKPELLEALLITTNPYDYPMISHGEITVKSINDVEEFVATDTAIDILGF

TAEEKMGIYKLTGAVMHHGNMKFKQKQREEQAEPDGTEVADKIAYLMGLNSADMLKALCFPRVK

VGNEYVTKGQTVPQVNNAAMALCKSVYEKMFLWMVVRINEMLDTKQPRQYFIGVLDIAGFEIFD

YNSLEQLCINFTNEKLQQFFNHHMFVLEQEEYKKEGIEWEFIDFGMDLAACIELIEKPMGIFSI

LEEECMFPKATGMTLKNKLHDQHLGKTPCFQKPKPVKGKAEAHFSLVHYAGTVDYNITGWLDKN

KDPLNDSVVQLYQKSSMKLLAHLYAAAS---AESGKK-

GGKKKGGSFQTVSALFRENLGKLMTNLRSTHPHFVRCLIPNESKTPGLMENFLVIHQLRCNGVL

GGIRICRKGFPSRILYGDFKQRYKVLNASVIPEGXFIDNKKASEKLLGSIDVDHSQYKFGHTKV

FFKAGLLGTLEEMRDEKLVILVTMTQALCRGYVMRKEFVKMMERREAIYSIQYNVRSFMNVKHW

PWMKLYFKIKPLLKSAETEKEMAAMKENFEKMKEDLAKALAKKKELEEKMVSLLQEKNDLQLQV

AAETENLSDAEERCEGLIKSKIQLEAKLKETTERLEDEEEINAELTAKKRKLEDECSELKKDID

DLELTLAKVEKEKHATENKVKNLTEEMTSQDEAIVKLTKEKKALQEAHQQTLDDLQAEEDKVNT

LTKAKAKLEQQVDDLEDSLEQEKKLRMDLERAKRKLEGDFKLSQESIMDLENDKQQLEEKLKKK

DFESSQLLSRIEDEQSLGIQLQKKIKELQARIEELEEEIEAERAARAKVEKQRSDLARELEEIS

ERLEEAGGATSAQIEMNKKREAEFQKLRRDLEESTLQHEATAAALRKKQADTVAELGEQIDNLQ

RVKQKLEKEKSEYKMEIDDLSSNMEAVAKSKGNLEKMCRTLEDQLSELRTKHDEHVRHINDLSA

QKARFQTENGEMGRQLEEKEALVSQLTRSKQAYTQQIEELKRQIEEEVKAKNALAHAVQSSRHD

CDLLREQYEEEQEAKSELQRSMSKANSEVAQWRAKYETDAIQRTEELEEAKRKLAQRLQDAEES

IEAVNAKCASLEKTKQRLQNEVEDLMIDVERANALAANLDKKQRNFDKVLAEWKQKYEESQAEL

EGSLKETRSLSTELFKMKNSYEEALDQLETLKRENKNLQQEISDLTEQLGETGKTIHELEKGKK

TAEIEKSEIQAALEEAEATLEHEESKILRVQLELNQVKGEIDRKLAEKDEEIEQIKRNSQRIID

SMQTTLDAEVRSRNDALRIKKKMEGDLNEMEIQLSHANRQAVEAQKQLRNVQGQLKDAQLHLDE

ALRAQEDMREQVAMVERRNNLMQAEIEELRVALEQTERGRKVAEQELVDASERVTLLHSQNTSL

INTKKKLEADLVQIQGEMEDVVQESRNADEKAKKAITDAAMMAEELKKEQDTSAHLERMKKNLD

ITVKDLQHRLDEAESLAMKGGKKQLQKLEARVRELESEVEAEQRRSADAVKGVRKYERRVKELT

YQTEEDKKNIIRLQDLVDKLQLKVKAYKRQSEDAEEQANTHLTRFRKVQHELEEAQERADIAES

QVNKLRAKSRELG------- 

 UPI0000D9E161_M__mulatta        -

SDAEMAIFGEAAPYLRKPEKERIEAQNRPFDSKKACFVADDKEMYVKGMIQSRENDKVIVKTLD

DRTLTLNNDQVFPMNPPKFDKIEDMAMMTHLHEPAVLYNLKERYAAWMIYTYSGLFCVTVNPYK

WLPVYNPEVVAAYRGKKRQEAPPHIFSISDNAYQFMLTDRDNQSILITGESGAGKTVNTKRVIQ

YFATIAVTGDKKKETQPG--

GTLEDQIIQANPLLEAFGNAKTVRNDNSSRFGKFIRIHFGATGKLASADIETYLLEKSRVTFQL

SSERSYHIFYQILSNKKPELIDLLLISTNPFDFPFVSQGEVTVASIDDSEELLATDNAIDILGF



 

 

SSEEKVGIYKLTGAVMHYGNMKFKQKQREEQAEPDGTEVADKAGYLMGLNSAEMLKGLCCPRVK

VGNEYVTKGQNVQQVTNSVGALAKAVYEKMFLWMVTRINQQLDTKQPRQYFIGVLDIAGFEIFD

FNSLEQLCINFTNEKLQQFFNHHMFVLEQEEYKKEGIEWEFIDFGMDLAACIELIEKPMGIFSI

LEEECMFPKATDTSFKNKLYDQHLGKSNNFQKPKPAKGKPEAHFSLVHYAGTVDYNIAGWLDKN

KDPLNETVVGLYQKSSLKLLSFLFSNYAGAD---SKK-

GGKKKGSSFQTVSAVFRENLNKLMTNLRSTHPHFVRCLIPNETKTPGVMDHYLVMHQLRCNGVL

EGIRICRKGFPSRILYADFKQRYRILNASAIPEGQFIDSKNASEKLLNSIDVDREQFRFGNTKV

FFKAGLLGLLEEMRDEKLVTLMTRTQAVCRGYLMRVEFKKMMERRDSIFCIQYNIRSFMNVKHW

PWMNLFFKIKPLLKSAEAEKEMATMKEDFERTKEELARSEARRKELEEKMVSLLQEKNDLQLQV

QSETENLMDAEERCEGLIKSKILLEAKVKELTERLEEEEDMNSELVAKKRNLEDKCCSLKRDID

DLELTLTKVEKEKHATENKVKNLSEEMTALEENISKLTKEKKSLQEAHQQTLDDLQVEEDKVNG

LIKINAKLEQQTDDLEGSLEQEKKLRADLERAKRKLEGDLKMSQESIMDLENDKQQIEEKLKKK

EFEISQLQAKIDDEQVHSWQFQKKMKELQARIEELEEEIEAEHTLRAKIEKQRSDLARELEEIS

ERLEEASGATSAQIEMNKKREAEFQKMRRDLEEATLQHEATAATLRKKHADSVAELGEQIDNLQ

RVKQKLEKEKSELKMEIDDMASNIEAISKSKSNIERTCRTVEDQFSEIKAKDEQQTQLIHDLNM

QKARLQTQNGELSHQVEEKESLISQLTKSKQALTQQLEELKRQMEEETKAKNALAHALQSSRHD

CDLLREQYEEEQEAKAELQRVLSKANSEVAQWRTKYETDAIQRTEELEEAKKKLAQRLQEAEEN

TETANSKCASLEKTKQRLQGEVDDLMLDLERSHTACATLDKKQRNFDKVLAEWKQKLDESQAEL

EAAQKESRSLSTELFKMRNAYEEVVDQLETLRRENKNLQEEISDLTEQIAETGKNLQEVEKTKK

LVEQEKSDLQVALEEVEGSLEHEESKILRVQLELSQVKSELDRKVIEKDEEIEQLKRNSQRATE

AMQSVLDAEIRSRNDALRVKKKMEGDLNEMEIQLGHSNRQVAETQKHLRTVQGQLKDSQLHLDD

ALRSNEDLKEQLAIVERRNGLLLEELEEMKVALEQTERTRRLSEQELLDASDRVQLLHSQNMSL

INTKKKLEADIAQCQAEVENSIQESRNAEEKAKKAITDAAMMAEELKKEQDTSAHLERMKKNLE

QTVKDLQHRLDEAEQLALKGGKKQIQKLENRVRELENELDVEQKRGAEALKGAHKYERKVKEMT

YQADEDRKNILRLQDLVDKLQAKVKSYKRQAEEAEEQANTQLSRCRRVQHELEEAAERADIAES

QVNKLRAKSRDVGGQKMEE- 

 UPI0001761474_Danio_reri        

MGDGEMECFGPAAIYLRKPERERIEAQNTPFDAKTAYFVVDADEMYLKGTLQSKEGGKATVKTH

SGKTVTVKEDEIFPMNPPKFDKIEDMAMMTHLNEPAVLYNLKERYAAWMIYTYSGLFCVTVNPY

KWLPVYDSVVVTGYRGKKRIEAPPHIFSISDNAYQFMLTDRENQSILITGESGAGKTVNTKRVI

QYFATIAVSGGAKKQEPVPG-

GSLEDQIIAANPLLEAYGNAKTVRNDNSSRFGKFIRIHFATTGKLASADIETYLLEKSRVTFQL

SAERSYHIFYQLMTGHKPELLEALLITTNPFDYPMISQGEVTVKSINDVEEFIATDTAIDILGF

TAEEKIAIYKLTGAVMHHGGMKFKQKQREEQAEPDGTEVADKIAYLMGLNSADMLKALCYPRVK

VGNEMVTKGQTVPQVNNAVSALCKSVYEKMFLWMVVRINEMLDTKQPRQFFIGVLDIAGFEIFD

YNSLEQLCINFTNEKLQQFFNHHMFVLEQEEYKKEGIEWEFIDFGMDLAACIELIEKPMGIFSI

LEEECMFPKATDTSFKNKLHDQHLGKSSAFQKPKPAKGKAEAHFSLVHYAGTVDYNIVGWLDKN

KDPLNDSVVQLYQKSSVKLLSFLYAAAGA--GGGGKK-

GGKKKGGSFQTVSALFRENLGKLMTNLRSTHPHFVRCLIPNESKTPGLMENFLVIHQLRCNGVL

EGIRICRKGFPSRILYGDFKQRYKVLNASVIPEGQFIDNKKASEKLLGSIDVDHTQYKFGHTKV

FFKAGLLGTLEEMRDEKLATLVTMTQALCRGFVMRKEFVKMMERREAIYSIQYNIRSFMNVKHW

PWMKLYFKIKPLLKSAETEKEMAAMKENFEKMKEDLTKALAKKKELEEKMVSLLQEKNDLQLQV

ASESENLSDAEERCEGLIKSKIQLEAKLKETTERLEDEEEINAELTAKKRKLEDECSELKKDID

DLELTLAKVEKEKHATENKVKNLTEEMASQDESIAKLTKEKKALQEAHQQTLDDLQAEEDKVNT

LTKSKSKLEQQVDDLEGSLEQEKKLRMDLERAKRKLEGDLKLAQESIMDLENDKQQSEEKIKKK

DFEISQFLSKIEDEQSLGAQLQKKIKELQARIEELEEEIEAERAARAKVEKQRADLSRELEEIS

ERLEEAGGATAAQIEMNKKREAEFQKLRRDLEESTLQHEATAAALRKKQADSVAELGEQIDNLQ



 

 

RVKQKLEKEKSEYKMEIDDLSSNMEAVAKAKANLEKMCRTLEDQLSEIKTKSDENIRQLNDMNA

QRARLQTENGEFSRQLEEKEALVSQLTRGKQAYTQQIEELKRHVEEEVKAKNALAHAVQSARHD

CDLLREQFEEEQEAKAELQRGMSKANSEVAQWRTKYETDAIQRTEELEESKKKLAQRLQDAEES

IEAVNSKCASLEKTKQRLQGEVEDLMIDVERANALAANLDKKQRNFDKVLAEWKQKYEEGQAEL

EGAQKEARSLSTEIFKMKNSYEEALDQLETLKRENKNLQQEISDLTEQLGETGKSIHELEKAKK

TVESEKVEIQTALEEAEGTLEHEESKILRVQLELNQVKSEIDRKLAEKDEEIEQIKRNSQRVMD

SMQSTLDSEIRSRNDALRVKKKMEGDLNEMEIQLSHANRQAAEAQKQLRNVQGQLKDAQLHLDE

AIRGQEDMKEQVAMVERRNNLMQAEIEELRAALEQTERGRKVAEQELVDASERVGLLHSQNTSL

INANMILEPDVVHIPVQVEDSVQEARNAEEKAKKAITDAAMMAEELKKEQDTSAHLERMKKNLE

VTVKDLQHRLDEAENLAMKGGKKQLQKLESRVRELESEVEAEQRRGADAVKGVRKYERRVKELT

YQTEEDKKNVTRLQDLVDKLQLKVKAYKRQAEEAEEQANTHLSRYRKVQHEMEEAQERADIAES

QVNKLRAKSRDVG------- 

 Q9GJP9_O__cuniculus_Skel        -

SDAEMAIFGEAAPYLRKPEKERIEAQNRPFDSKKACFAVDDKEMYVKGMIQSRENDKVTVKTLD

DRTLTLNSDQVFPMNPPKFDKIEDMAMMTHLHEPAVLYNLKERYAAWMIYTYSGLFCVTVNPYK

WLPVYNPEVVTAYRGKKRQEAPPHIFSISDNAYQFMLTDRDNQSILITGESGAGKTVNTKRVIQ

YFATIAVTGDKKKEQQPG--

GTLEDQIIQANPLLEAFGNAKTVRNDNSSRFGKFIRIHFGATGKLASADIETYLLEKSRVTFQL

SSERSYHIFYQIMSNKKPELIDLLLISTNPFDFPFVSQGEVTVASIDDSEELLATDNAIDILGF

SSEEKVGIYKLTGAVMHYGNMKFKQKQREEQAEPDGTEVADKAGYLMGLNSAEMLKGLCCPRVK

VGNEYVTKGQNVQQVTNSVGALAKAVYEKMFLWMVTRINQQLDTKQPRQYFIGVLDIAGFEIFD

FNSLEQLCINFTNEKLQQFFNHHMFVLEQEEYKKEGIEWEFIDFGMDLAACIELIEKPMGIFSI

LEEECMFPKATDTSFKNKLYDQHLGKSNNFQKPKPAKGKAEAHFSLVHYAGTVDYNIAGWLDKN

KDPLNETVVGLYQKSALKLLSFLFSNYAGAE---SKK-

GGKKKGSSFQTVSAVFRENLNKLMTNLRSTHPHFVRCLIPNETKTPGVMDHYLVMHQLRCNGVL

EGIRICRKGFPSRILYADFKQRYRILNASAIPEGQFIDSKNASEKLLNSIDVDREQYRFGHTKV

FFKAGLLGLLEEMRDEKLVTLMTRTQALCRGYLMRVEFKKMMERRDSIFCIQYNIRAFMNVKHW

PWMNLFFKIKPLLKSAEAEKEMATMKEDFERAKEELARSEARRKELEEKMVTLLQEKNDLQLQV

QSETENLMDAEERCEGLIKSKIQLEAKVKELNERLEEEEEMNSDLVAKKRTLEDKCCSLKRDID

DLELTLTKVEKEKHATENKVKNLSEEMTALEENISKLTKEKKSLQEAHQQTLDDLQVEEDKVNG

LIKINAKLEQQTDDLEGSLEQEKKLRADLERVKRKLEGDLKMAQESIMDLENDKQQVEEKLKKK

EFEISQLQTKIDDEQVQSLQLQKKIKELQARTEELEEEIEAEHTLRAKIEKQRSDLARELEEIS

ERLEEASGATSAQIEMNKKREAEFQKLRRDLEEATLQHEATAATLRKKHADSVAELGEQIDNLQ

RVKQKLEKEKSELKMEIDDLASNIETVSKSKSNVERMCRSVEDQFNEIKAKDDQQTQLIHDLNM

QKARLQTQNGELNHQVEEKESLISQLTKGKQALSQQLEEVKRQLEEETKAKNALAHALQSSRHD

CDLLREQYEEEQEAKAELQRALSKANSEVAQWRTKYETDAIQRTEELEEAKKKLAQRLQEAEEN

TETANSKCASLEKTKQRLQGEVDDLMLDLERANTACGTLDKKQRNFDKVLAEWKQKLDESQAEL

EAAQKESRALSTEIFKMRNAYEEVVEQLETLRRENKNLQEEIADLTEQMAETGKNLQEVEKTKK

QVEQEKSDLQAALEEAEGSLEHEESKILRVQLELNQVKSELDRKLTEKDEEMEQLKRNSQRAAE

ALQSVLDAEIRSRNDALRLKKKMEGDLNEMEIQLGHASRQVAETQKHLRTVQGQLKDSQLHLDD

ALRSNEDLKEQLAMVERRNGLLQEELEEMKVALEQTERTRRLSEQELLDASDRVQLLHSQNTSL

INTKRKLEADLAQCQAEVENSLQESRNAEEKAKKAITDAAMMAEELKKEQDTSAHLERMKKNLE

QTVKDLQHRLDEAEQLALKGGKKQIQKLENRVRELETELDAEQKRGAEALKGAHKYERKVKEMT

YQAEEDRKNFLRLQDLVDKLQAKVKSYKRQAEEAEEQANTQLSRCRRVQHELEEAEERADIAES

QVNKLRAKSRDVGGQKMEE- 

 UPI00015A3FB7_Danio_reri        

MGDGEMECFGPAAIYLRKPERERIEAQNTPFDAKTAYFVVDADEMYLKGTLQSKEGGKATVKTH



 

 

SGKTVTVKEDEIFPMNPPKFDKIEDMAMMTHLNEPAVLYNLKERYAAWMIYTYSGLFCVTVNPY

KWLPVYDSVVVTGYRGKKRIEAPPHIFSISDNAYQFMLTDRENQSILITGESGAGKTVNTKRVI

QYFATIAVSGGAKNL------

GSLEDQIIAANPLLEAYGNAKTVRNDNSSRFGKFIRIHFATTGKLASADIETYLLEKSRVTFQL

SAERSYHIFYQLMTGHKPELLEALLITTNPFDYPMISQGEVTVKSINDVEEFIATDTAIDILGF

TAEEKIAIYKLTGAVMHHGGMKFKQKQREEQAEPDGTEVADKIAYLMGLNSADMLKALCYPRVK

VGNEMVTKGQTVPQVNNAVSALCKSVYEKMFLWMVVRINEMLDTKQPRQFFIGVLDIAGFEIFD

YNSLEQLCINFTNEKLQQFFNHHMFVLEQEEYKKEGIEWEFIDFGMDLAACIELIEKPMGIFSI

LEEECMFPKATDTSFKNKLHDQHLGKSSAFQKPKPAKGKAEAHFSLVHYAGTVDYNIVGWLDKN

KDPLNDSVVQLYQKSSVKLLSFLYAAAGA--GGGGKK-

GGKKKGGSFQTVSALFRENLGKLMTNLRSTHPHFVRCLIPNESKTPGLMENFLVIHQLRCNGVL

EGIRICRKGFPSRILYGDFKQRYKVLNASVIPEGQFIDNKKASEKLLGSIDVDHTQYKFGHTKV

FFKAGLLGTLEEMRDEKLATLVTMTQALCRGFVMRKEFVKMMERREAIYSIQYNIRSFMNVKHW

PWMKLYFKIKPLLKSAETEKEMAAMKENFEKMKEDLTKALAKKKELEEKMVSLLQEKNDLQLQV

ASESENLSDAEERCEGLIKSKIQLEAKLKETTERLEDEEEINAELTAKKRKLEDECSELKKDID

DLELTLAKVEKEKHATENKVKNLTEEMASQDESIAKLTKEKKALQEAHQQTLDDLQAEEDKVNT

LTKSKSKLEQQVDDLEGSLEQEKKLRMDLERAKRKLEGDLKLAQESIMDLENDKQQSEEKIKKK

DFEISQFLSKIEDEQSLGAQLQKKIKELQARIEELEEEIEAERAARAKVEKQRADLSRELEEIS

ERLEEAGGATAAQIEMNKKREAEFQKLRRDLEESTLQHEATAAALRKKQADSVAELGEQIDNLQ

RVKQKLEKEKSEYKMEIDDLSSNMEAVAKAKANLEKMCRTLEDQLSEIKTKSDENIRQLNDMNA

QRARLQTENGEFSRQLEEKEALVSQLTRGKQAYTQQIEELKRHVEEEVKAKNALAHAVQSARHD

CDLLREQFEEEQEAKAELQRGMSKANSEVAQWRTKYETDAIQRTEELEESKKKLAQRLQDAEES

IEAVNSKCASLEKTKQRLQGEVEDLMIDVERANALAANLDKKQRNFDKVLAEWKQKYEEGQAEL

EGAQKEARSLSTEIFKMKNSYEEALDQLETLKRENKNLQQEISDLTEQLGETGKSIHELEKAKK

TVESEKVEIQTALEEAEGTLEHEESKILRVQLELNQVKSEIDRKLAEKDEEIEQIKRNSQRVMD

SMQSTLDSEIRSRNDALRVKKKMEGDLNEMEIQLSHANRQAAEAQKQLRNVQGQLKDAQLHLDE

AIRGQEDMKEQVAMVERRNNLMQAEIEELRAALEQTERGRKVAEQELVDASERVGLLHSQNTSL

INANMILEPDVVHIPVQVEDSVQEARNAEEKAKKAITDAAMMAEELKKEQDTSAHLERMKKNLE

VTVKDLQHRLDEAENLAMKGGKKQLQKLESRVRELESEVEAEQRRGADAVKGVRKYERRVKELT

YQTEEDKKNVTRLQDLVDKLQLKVKAYKRQAEEAEEQANTHLSRYRKVQHEMEEAQERADIAES

QVNKLRAKSRDVG------- 

 UPI0000DA3582_R__norvegi        --

DAEMAIFGEAAPYLRKPEKERIEAQNRPFDSKKACFAVDDKEMYVKGMIQSRENDKVIVKTLDD

RELTLNSDQVFPMNPPKFDKIEDMAMMTHLHEPAVLYNLKERYAAWMIYTYSGLFCVTVNPYKW

LPVYNPEVVTAYRGKKRQEAPPHIFSISDNAYQFMLTDRDNQSILITGESGAGKTVNTKRVIQY

FATIAVTGEKKKEQQPG--

GTLEDQIIQANPLLEAFGNAKTVRNDNSSRFGKFIRIHFGATGKLASADIETYLLEKSRVTFQL

SSERSYHIFYQIMSNKKPELIDLLLISTNPFDFPFVSQGEVTVASIDDSEELLATDNAIDILGF

SPEEKVGIYKLTGAVMHYGNMKFKQKQREEQAEPDGTEVADKAGYLMGLNSAEMLKGLCCPRVK

VGNEYVTKGQNVQQVTNSVGALAKAVYEKMFLWMVTRINQQLDTKQPRQYFIGVLDIAGFEIFD

FNSLEQLCINFTNEKLQQFFNHHMFVLEQEEYKKEGIEWEFIDFGMDLAACIELIEKPMGIFSI

LEEECMFPKATDTSFKNKLYDQHLGKSNNFQKPKPAKGKAEAHFSLVHYAGTVDYNIAGWLDKN

KDPLNETVVGLYQKSSLKLLSFLFSNYAGAE---GKK-

GGKKKGSSFQTVSAVFRENLNKLMTNLRSTHPHFVRCLIPNETKTPGVMDHYLVMHQLRCNGVL

EGIRICRKGFPSRILYADFKQRYRILNASAIPEGQFIDSKNASEKLLNSIDVDREQFRFGHTKV

FFKAGLLGLLEEMRDEKLVTLMTRTQAVCRGYLMRVEFKKMMERREAIFCIQYNVRSFMNVKHW

PWMNLFFKIKPLLKSAEAEKEMATMKEDFERAKEELARSEARRKELEEKMVSLLQEKNDLQLQV



 

 

QSETENLMDAEERCEGLIKSKIQLEAKVKELNERLEEEEETNSELVAKKRNLEDKCSSLKRDID

DLELTLTKVEKEKHATENKVKNLSEEMTALEETISKLTKEKKSLQEAHQQTLDDLQVEEDKVNG

LMKINVKLEQQTDDLEGSLEQEKKLRADLERVKRKLEGDLKMSQESIMDLENDAQQLEEKLKKK

EFEMSQLQTRIDDEQILSLQLQKKIKELQARTEELEEEIEAEHTVRAKIEKQRSDLARELEEIS

ERLEEASGATSAQIEMNKKREAEFQKLRRDLEEATLQHEATAATLRKKHADTVAELGEQIDNLQ

RVKQKLEKEKSELKMEIDDMASNIEAVSKSKSNMERMCRSVEDQFNEIKAKDDQQTQLIHDLNM

QKARLQTQNGELNHQVEEKESLVSQLTKSKQALTQQLEELKRQLEEETKAKNALAHALQSSRHD

CDLLREQYEEEQEGKAELQRALSKANSEVAQWRTKYETDAIQRTEELEEAKKKLAQRLQEAEEN

TEASNSKCASLEKTKQRLQGEVDDLMLDLEKANTACATLDKKQRNFDKVLAEWKQKLDESQAEL

EAAQKESRSLSTEIFKMRNAYEEVVDQLETLRRENKNLQEEISDLTEQIAETGKNLQEVEKTKK

QMEQEKSDLQAALEEVEGSLEHEESKILRVQLELSQVKSELDRKVTEKDEEIEQIKRNSQRAVE

AMQSVLDAEIRSRNDALRLKKKMEGDLNEMEIQLSHANRQVAETQKHLRTVQGQLKDSQLHLDD

AQRSNEDLKEQLAIVERRNGLLQEELEEMKVALEQTERTRRLSEQELLDSSDRVQLLHSQNTSL

INTKKKLEADLAQCQAEVENSIQESRNAEEKAKKAITDAAMMAEELKKEQDTSAHLERMKKNLE

QTVKDLQHRLDEAEQLALKGGKKQIQKLEARVRELESELDAEQKRGAEALKGAHKYERKVKEMT

YQAEEDRKNILRLQDLVDKLQAKVKSYKRQAEEAEEQANTQLSRCRRVQHELEEAEERADIAES

QVNKLRAKSRDVGGQKMEE- 

 B8A569_Danio_rerio_Novel        --

DAEMAVYGKAAIYLRKPEKERIEAQNKPFDAKTACYVVDDKELYVKGTIKSRDGGKVTVITLTK

EERVAKEDDVHPMNPPKFDKIEDMAMMTHLNEPSVLYNLKERYAAWMIYTYSGLFCATVNPYKW

LPVYDAEVVAAYRGKKRMEAPPHIFSVSDNAYQFMLTDRENQSVLITGESGAGKTVNTKRVIQY

FATVAVQGPEKKKEQAAG-

GSLEDQIIAANPLLEAYGNAKTVRNDNSSRFGKFIRIHFGTSGKLASADIETYLLEKSRVTFQL

PDERGYHIFYQMMTNHKPELIEMTLITTNPYDFPMCSQGQITVASIDDKEELVATDTAIDILGF

NAEEKMGIYKFTGAVLHHGNMKFKQKQREEQAEPDGTEEADKIAYLLGLNSADMLKALCYPRVK

VGNEFVTKGQTVPQVYNSVSALSKSIYERMFLWMVIRINQMLDTKQQRNFFIGVLDIAGFEIFD

FNSMEQLCINFTNEKLQQFFNHHMFVLEQEEYKKEGIVWEFIDFGMDLAACIELIEKPLGIFSI

LEEECMFPKATDTSFKNKLYDQHLGKCNAFQKPKPAKGKAEAHFSLVHYAGTVDYNISGWLDKN

KDPLNESVVQLYQKSSVKLLATLYPPVE---TGGGKK-

GGKKKGGSMQTVSSQFRENLGKLMTNLRSTHPHFVRCLIPNESKTPGLMENFLVIHQLRCNGVL

EGIRICRKGFPSRILYGDFKQRYKVLNASVIPEGQFIDNKKASEKLLGSIDVNHDEYRFGHTKV

FFKAGLLGTLEEMRDEKLASLVTMTQALCRAYLMRREFVKMMERRESIYTIQYNIRSFMNVKHW

PWMKVYYKIKPLLKSAETEKELATMKEDFVKCKEALAKAEAKKKELEEKMVALLQEKNDLQLAV

ASESENLSDAEERCEGLIKSKIQLEAKLKETTERLEDEEEINAELTAKKRKLEDECSELKKDID

DLELTLAKVEKEKHATENKVKNLTEEMAAQDESIGKLTKEKKALQEAHQQTLDDLQAEEDKVNT

LTKSKTKLEQQVDDLEGSLEQEKKLRMDLERAKRKLEGDLKLAQESIMDLENDKQQSEEKLKKK

DFETSQLLSKIEDEQSLGAQLQKKIKELQARIEELEEEIEAERAARAKVEKQRADLSRELEEIS

ERLEEAGGATAAQIEMNKKREAEFQKLRRDLEESTLQHEATAAALRKKQADSVAELGEQIDNLQ

RVKQKLEKEKSEYKMEIDDLSSNMEAVAKAKANLEKMCRTLEDQLSEIKSKNDENIRQINDLSA

QRARLQTENGEFGRQLEEKEALVSQLTRGKQAFTQQIEELKRQIEEEVKAKNALAHAVQSARHD

CDLLREQFEEEQEAKAELQRGMSKANSEVAQWRTKYETDAIQRTEELEESKKKLAQRLQEAEEQ

IEAVNSKCASLEKTKQRLQGEVEDLMIDVERANALAANLDKKQRNFDKVLAEWKQKYEEGQAEL

EGAQKEARSLSTELFKMKNSYEETLDQLETLKRENKNLQQEISDLTEQLGETGKSIHELEKSKK

AVETEKAEIQTALEEAEGTLEHEESKILRVQLELNQVKSEIDRKLAEKDEEIEQIKRNSQRVTE

SMQSTLDSEVRSRNDALRIKKKMEGDLNEMEIQLSHANRQAAEAQKQLRNVQAQLKDAQLHLDD

AVRGQEDMKEQVAMVERRNTLMQSEIEELRAALEQTERGRKVAEQELVDASERVGLLHSQNTSL

LNTKKKLEADLVQIQSEVEDTVQEARNAEEKAKKAITDAAMMAEELKKEQDTSAHLERMKKNLE



 

 

ITVKDLQHRLDEAENLAMKGGKKQLQKLESRVRELETEIEAEQRRGADAVKGVRKYERRVKELT

YQTEEDKKNVNRLQDLVDKLQLKVKAYKRQSEEAEEQANSHLSKLRKVQHELEEAEERADIAES

QVNKLRAKSRDAG------- 

 Q05K05_O__latipes_Fast_s        --

DAEMEAYGPAAIYLRKPEKERIEAQAAPFDAKTAYFVAEPEEMYLKGKLIKREGGKATVETVTG

KTLTVKEEDIHPMNPPKFDKIEDMAMMTHLNEPAVLYNLKERFASWMIYTYSGLFCVVVNPYKW

LPVYDAQVVNAYRGKKRIEAPPHIFSISDNAYQFMLTDRENQSILITGESGAGKTVNTKRVIQY

FATIAV-AGGKKSEGSSG-

GSLEDQIIAANPLLEAYGNAKTVRNDNSSRFGKFIRIHFGSTGKLASADIETYLLEKSRVTFQL

SAERSYHIFYQLMTGHKPELLEALLITTNPYDYPMISQGEITVKSINDVEEFIATDTAIDILGF

SAEEKMGIYKLTGAVMHHGNMKFKQKQREEQAEPDGTEVADKIAYLMGLNSADMLKALCYPRVK

VGNEMVTKGQTVPQVNNAVSALCKSVYEKMFLWMVIRINEMLDTKQPRQFFIGVLDIAGFEIFD

YNSLEQLCINFTNEKLQQFFNHHMFVLEQEEYKKEGIEWEFIDFGMDLAACIELIEKPMGIFSI

LEEECMFPKATDTSFKNKLHDQHLGKTKAFEKPKPAKGKAEAHFALVHYAGTVDYNITGWLDKN

KDPLNDSVVQLYQKSSNKLLCYLYAAAGA---

GGAKKGGGKKKGGSFQTVSALFRENLGKLMTNLRSTHPHFVRCLIPNESKTPGLMENFLVIHQL

RCNGVLEGIRICRKGFPSRILYGDFKQRYKVLNASVIPEGQFIDNKKASEKLLGSIDVDHSQYK

FGHTKVFFKAGLLGTLEEMRDEKLAELVTMTQALCRGFLMRKEFVKMMERRDAIFTIQYNVRSF

MNVKNWPWLKLYFKIKPLLKSAETEKELQEMKGNYEKMKTDLAAALAKKKELEEKMVSLLQEKN

DLQLQVAAETENLSDAEERCEGLIKSKIQLEAKLKETTERLEDEEEINAELTAKKRKLEDECSE

LKKDIDDLELTLAKVEKEKHATENKVKNLTEEMASQDESIAKLTKEKKALQEAHQQTLDDLQAE

EDKVNTLTKAKTKLEQQVDDLEGSLEQEKKIRMDLERAKRKLEGDLKLAQESIMDLENDKQQSD

EKIKKKDFEISQLLSKIEDEQSLGAQLQKKIKELQARIEELEEEIEAERAARAKVEKQRADLSR

ELEEISERLEEAGGATAAQIEMNKKREAEFQKLRRDLEESTLQHEATAAALRKKQADSVAELGE

QIDNLQRVKQKLEKEKSEYKMEIDDLSSNMEAVAKSKGNLEKMCRTLEDQLSELKAKNDENVRQ

LNDINVQKARLQTENGEFARQLEEKEALVSQLTRGKQAFTQQIEELKRHVEEEVKAKNALAHAV

QSARHDCDLLREQFEEEQEAKAELQRGMSKANSEVAQWRTKYETDAIQRTEELEESKKKLAQRL

QEAEESIEAVNSKCASLEKTKQRLQGEVEDLMIDVERANSLAANLDKKQRNFDKVLAEWKQKYE

ESQAELEGAQKEARSLSTELFKMKNSYEEALDQLETMKRENKNLQQEISDLTEQIGENGKSIHE

LEKAKKTVENEKIELQTALEEAEGTLEHEESKILRVQLELNQVKGEIDRKLAEKDEEMEQIKRN

SQRVIESMQSTLDAEVRSRNDALRVKKKMEGDLNEMEIQLSHANRQAAEAQKQLRNVQGQLKDA

QLHLDDALRGQEDMKEQVAMVERRNGLMLAEIEELRAALEQTERGRKVAEQELVDASERVALLH

SQNTSLLNTKKKLEADFVQVQGEVDDAVQEARNAEEKAKKAITDAAMMAEELKKEQDTSSHLER

MKKNLEVTVKDLQHRLDEAENLAMKGGKKQLQKLESRVRELEAEVETEQRRGADAVKGVRKYER

RVKELTYQTEEDKKNVSRLQDLVDKLQLKVKAYKRQAEEAEEQANTHMARLRKVQHELEEAQER

ADIAETQVNKLRAKSRDIG------- 

 Q9UKX3_Homo_sapiens_Myos        -

SDAEMAIFGEAAPYLRKPEKERIEAQNRPFDSKKACFVADNKEMYVKGMIQTRENDKVIVKTLD

DRMLTLNNDQVFPMNPPKFDKIEDMAMMTHLHEPAVLYNLKERYAAWMIYTYSGLFCVTVNPYK

WLPVYKPEVVAAYRGKKRQEAPPHIFSISDNAYQFMLTDRDNQSILITGESGAGKTVNTKRVIQ

YFATIAVTGDKKKETQPG--

GTLEDQIIQANPLLEAFGNAKTVRNDNSSRFGKFIRIHFGATGKLASADIETYLLEKSRVTFQL

SSERSYHIFYQIMSNKKPELIDLLLISTNPFDFPFVSQGEVTVASIDDSEELLATDNAIDILGF

SSEEKVGIYKLTGAVMHYGNMKFKQKQREEQAEPDGTEVADKAGYLMGLNSAEMLKGLCCPRVK

VGNEYVTKGQNVQQVTNSVGALAKAVYEKMFLWMVTRINQQLDTKQPRQYFIGVLDIAGFEIFD

FNSLEQLCINFTNEKLQQFFNHHMFVLEQEEYKKEGIEWEFIDFGMDLAACIELIEKPMGIFSI

LEEECMFPKATDTSFKNKLYDQHLGKSNNFQKPKPAKGKAEAHFSLVHYAGTVDYNIAGWLDKN



 

 

KDPLNETVVGLYQKSSLKLLSFLFSNYAGAE---SKK-

GGKKKGSSFQTVSAVFRENLNKLMTNLRSTHPHFVRCLIPNETKTPGVMDHYLVMHQLRCNGVL

EGIRICRKGFPSRILYADFKQRYRILNASAIPEGQFIDSKNASEKLLNSIDVDREQFRFGNTKV

FFKAGLLGLLEEMRDEKLVTLMTSTQAVCRGYLMRVEFKKMMERRDSIFCIQYNIRSFMNVKHW

PWMNLFFKIKPLLKSAEAEKEMATMKEDFERTKEELARSEARRKELEEKMVSLLQEKNDLQLQV

QSETENLMDAEERCEGLIKSKILLEAKVKELTERLEEEEEMNSELVAKKRNLEDKCSSLKRDID

DLELTLTKVEKEKHATENKVKNLSEEMTALEENISKLTKEKKSLQEAHQQTLDDLQVEEDKVNG

LIKINAKLEQQTDDLEGSLEQEKKLRADLERAKRKLEGDLKMSQESIMDLENEKQQIEEKLKKK

EFELSQLQARIDDEQVHSLQFQKKIKELQARIEELEEEIEAEHTLRAKIEKQRSDLARELEEIS

ERLEEASGATSAQIEMNKKREAEFQKMRRDLEEATLQHEATAATLRKKQADSVAELGEQIDNLQ

RVKQKLEKEKSELKMEIDDMASNIEALSKSKSNIERTCRTVEDQFSEIKAKDEQQTQLIHDLNM

QKARLQTQNGELSHRVEEKESLISQLTKSKQALTQQLEELKRQMEEETKAKNAMAHALQSSRHD

CDLLREQYEEEQEAKAELQRALSKANSEVAQWKTKYETDAIQRTEELEEAKKKLAQRLQEAEEK

TETANSKCASLEKTKQRLQGEVEDLMRDLERSHTACATLDKKQRNFDKVLAEWKQKLDESQAEL

EAAQKESRSLSTELFKMRNAYEEVVDQLETLRRENKNLQEEISDLTEQIAETGKNLQEAEKTKK

LVEQEKSDLQVALEEVEGSLEHEESKILRVQLELSQVKSELDRKVIEKDEEIEQLKRNSQRAAE

ALQSVLDAEIRSRNDALRLKKKMEGDLNEMEIQLGHSNRQMAETQRHLRTVQGQLKDSQLHLDD

ALRSNEDLKEQLAIVERRNGLLLEELEEMKVALEQTERTRRLSEQELLDASDRVQLLHSQNTSL

INTKKKLEADIAQCQAEVENSIQESRNAEEKAKKAITDAAMMAEELKKEQDTSAHLERMKKNLE

QTVKDLQHRLDEAEQLALKGGKKQIQKLENRVRELENELDVEQKRGAEALKGAHKYERKVKEMT

YQAEEDRKNILRLQDLVDKLQAKVKSYKRQAEEAEEQANTQLSRCRRVQHELEEAAERADIAES

QVNKLRAKSRDVGSQKMEE- 

 UPI00015A7E7F_Danio_reri        --

DAEMAIYGKAAIFLRKPEKERIEAQSKPFDAKTACYVVDDKELYVKGTIKSKDGGKVTVVTLTQ

T-

KVVKEDDVHPMNPPKFDKIEDMAMMTHLNEPSVLYNLKERYAAWMIYTYSGLFCATVNPYKWLP

VYDAEVVAAYRGKKRMEAPPHIFSVSDNAYQFMLTDRENQSVLITGESGAGKTVNTKRVIQYFA

TVAVQGGDKKKEQAAG-

GSLEDQIIAANPLLEAYGNAKTVRNDNSSRFGKFIRIHFGTSGKLASADIETYLLEKSRVTFQL

PDERGYHIFYQMMTNHKPELIEMTLITTNPYDFPMCSQGQITVASIDDKEELVATDTAIDILGF

TGEEKMGIYKFTGAVLHHGNMKFKQKQREEQAEPDGTEEADKIAYLLGLNSADMLKALCYPRVK

VGNEFVTKGQTVPQVYNSVSALSKSIYERMFLWMVIRINQMLDTKQQRNFFIGVLDIAGFEIFD

FNSMEQLCINFTNEKLQQFFNHHMFVLEQEEYKKEGIVWEFIDFGMDLAACIELIEKPLGIFSI

LEEECMFPKATDTSFKNKLYDQHLGKCNAFQKPKPAKGKAEAHFSLVHYAGTVDYNISGWLDKN

KDPLNESVVQLYQKSSVKLLATLYPPVEG--TGGGKK-

GGKKKGGSMQTVSSQFRENLGKLMTNLRSTHPHFVRCLIPNESKTPGLMENFLVIHQLRCNGVL

EGIRICRKGFPSRILYGDFKQRYKVLNASVIPEGQFIDNKKASEKLLGSIDVNHDEYRFGHTKV

FFKAGLLGTLEEMRDEKLATLVTMTQALCRAYLMRREFVKMMERRESIYTIQYNIRSFMNVKHW

PWMKVYYKIKPLLKSAETEKELATMKEDFVKCKEALAKAEAKKKELEEKMVALLQEKNDLQLAV

ASESENLSDAEERCEGLIKSKIQLEAKLKETTERLEDEEEINAELTAKKRKLEDECSELKKDID

DLELTLAKVEKEKHATENKVKNLTEEMASQDESIAKLTKEKKALQEAHQQTLDDLQAEEDKVNT

LTKSKTKLEQQVDDLEGSLEQEKKLRMDLERAKRKLEGDLKLAQESIMDLENDKQQSEEKIKKK

DFETAQLLSKIEDEQSLGAQLQKKIKELQARIEELEEEIEAERAARAKVEKQRADLSRELEEIS

ERLEEAGGATAAQIEMNKKREAEFQKLRRDLEESTLQHEATAAALRKKQADSVAELGEQIDNLQ

RVKQKLEKEKSEYKMEIDDLSSNMEAVAKAKANLEKMCRTVEDQLSEIKSKNDENLRQINDLSA

QRARLQTENGEFGRQLEEKEALVSQLTRGKQAFTQQIEELKRQIEEEVKAKNALAHAVQSARHD

CDLLREQFEEEQEAKAELQRGMSKANSEVAQWRTKYETDAIQRTEELEESKKKLAQRLQEAEEQ



 

 

IEAVNSKCASLEKTKQRLQGEVEDLMIDVERANALAANLDKKQRNFDKVLAEWKQKYEEGQAEL

EGAQKEARSLSTELFKMKNSYEETLDQLETLKRENKNLQQEISDLTEQLGETGKSIHELEKAKK

TVETEKAEIQTALEEAEGTLEHEESKILRVQLELNQVKGEIDRKLAEKDEEMEQIKRNSQRVTE

AMQSTLDSEVRSRNDALRIKKKMEGDLNEMEIQLSHANRQAAEAQKQLRNVQAQLKDAQLHLDD

AVRGQEDMKEQVAMVERRNTLMQSEIEELRAALEQTERGRKVAEQELVDASERVGLLHSQNTSL

LNTKKKLETDLVQIQSEVEDTVQEARNAEEKAKKAITDAAMMAEELKKEQDTSAHLERMKKNLE

VTVKDLQHRLDEAENLAMKGGKKQLQKLESRVRELESEVEAEQRRGADAVKGVRKYERRVKELT

YQTEEDKKNVNRLQDLVDKLQLKVKAYKRQSEEAEEQANSHLSKLRKVQHELEEAEERADIAES

QVNKLRAKSRDAG------- 

 UPI0000EBDD42_Bos_taurus        -

SDAEMAIFGEAAPYLRKSEKERIEAQNRPFDSKKACFAVDDKELYVKGMIQGRENDKVTVKTLD

DRTLTLNSEQVFPMNPPKFDKIEDMAMMTHLHEPAVLYNLKERYAAWMIYTYSGLFCVTVNPYK

WLPVYNPEVVAAYRGKKRQEAPPHIFSISDNAYQFMLTDRDNQSILITGESGAGKTVNTKRVIQ

YFATIAVTGDKKKEQQPG--

GTLEDQIIQANPLLEAFGNAKTVRNDNSSRFGKFIRIHFGATGKLASADIETYLLEKSRVTFQL

SSERSYHIFYQIMSNKKPELIDLLLISTNPFDFPFVSQGEVTVASIDDSEELLATDNAIDILGF

SSEEKVGIYKLTGAVMHYGNMKFKQKQREEQAEPDGTEVADKAGYLMGLNSAEMLKGLCCPRVK

VGNEYVTKGQNVQQVTNSVGALAKAVYEKMFLWMVTRINQQLDTKQPRQYFIGVLDIAGFEIFD

FNSLEQLCINFTNEKLQQFFNHHMFVLEQEEYKKEGIEWEFIDFGMDLAACIELIEKPMGIFSI

LEEECMFPKATDTSFKNKLYDQHLGKSNNFQKPKPAKGKAEAHFSLVHYAGTVDYNIAGWLDKN

KDPLNETVVGLYQKSSLKLLSFLFSNYAGAE---SKK-

GGKKKGSSFQTVSAVFRENLNKLMTNLRSTHPHFVRCLIPNETKTPGVMDHHLVLHQLRCNGVL

EGIRICRKGFPSRILYGDFKQRYRILNASAIPEGQFIDSKNASEKLLNSIDVDREQYRFGHTKV

FFKAGLLGLLEEMRDEKLVTLMTRTQALCRGYLMRVEFKKMMERRDSIFCIQYNIRSFMNVKHW

PWMNLFFKIKPLLKSAEAEKEIATMKEDFERAKEELARSEARRKELEEKMVSLLQEKNDLQLQV

QTETENLMDAEERCEGLIKSKIQLEAKVKELNERLEEEEEMNSELVAKKRNLEDKCSSLKRDID

DLELTLTKVEKEKHATENKVKNLSEEMTALEENISKLTREKKSLQETHQQTLDDLQVEEDKVNG

LIKINAKLEQQTDDLEGCLEQEKKLRADLERAKRKLEGDLKLCQESIMDLENDKQQMEEKLQKK

DFEISQLQTKIEDKQVHSLQLQKKIKELQARTEELEEEVEAEHTLRGKIEKQRADLSRELEEIS

ERLEEASGATSVQIEMNKKREAEFQKLLRDLEEATLQHEATTTTLRKKHADSVAELGEQIDNLQ

RVKQKLEKEKSELKMEIDDMASNIETVSKSKSNVERMCRTVEDQFNEIKAKDDQQTQLIHDLNM

QKARLQTQNGELSHQVEEKAALISQLTKGKQVLTQQLEDLKRQLEEETKAKSALAHALKSARHD

CDLLREQYEEEQEGKAELQRAMSKANSEVAQWRTKYETDAIQRTEELEEAKKKLAQRLQEAEEN

TEAASSKCASLEKTKQRLQGEVDDLMLDLERANTACACLDKKQRNFDKVISEWKQKLDESQAEL

EAAQKESRSHSTEVFKMRNAYEEVVDQLETLRRENKNLQEEISDLTMQIAETNKNLQEVEKTKK

QAEQEKSDLQAALEEVEGSLEHEESKILHVQLELNQVKSELDRRLTEKDEEIEQLKRSSQRAAE

AMQSILDAEIRSRNDALRLKKKMEGDLNEMEIQLGHSNRQMAETQKHLRSVQGQLKDSQLHLDD

ALRSNEDLKEQLAMVERRNGLLQEELEEMKVALEQTERTRKLSEQELLDASNRMQLLHSQNTSL

INTKKKLEADIAQCQAEVENSIQESKNAEEKAKKAITDAAMMAEELKKEQDTSAHLERMKKNLE

QTVKDLQHRLDEAEQLALKGGKKQIHKLENRVRELESELDAEQKRGAEALKGAHRYERKVKEMT

YQAEEDRKNILRLQDLVDKLQAKVKAYKRQAEEAEEQANTQLSRCRRVQHELQEAEERADIAES

QVNKLRAKSRDVGAQKMEE- 

 Q508P7_Danio_rerio_Fast_        --

DAEMAVYGKAAIYLRKPEKERIETQNKPFDAKSACYVVDDKELYVKGTIKSKDGGKVTVITLTK

EERVVKEDDVHPMNPPKYDKIEDMAMMTHLNEPSVLYNLKERYAAWMIYTYSGLFCATVNPYKW

LPVYDAEVVAAYRGKKRMEAPPHIFSVSDNAYQFMLTDRENQSVLITGESGAGKTVNTKRVIQY

FATVAVQGGDKKKEQAPG-



 

 

GSLEDQIIAANPLLEAYGNAKTVRNDNSSRFGKFIRIHFGTTGKLASADIETYLLEKSRVTFQL

PDERGYHIFYQMMTNHKPELIEMTLITTNPYDFPMCSQGQITVASIDDKEELMATDSAIDILGF

TGEEKMGIYKFTGAVLHHGNMKFKQKQREEQAEPDGTEEADKISYLLGLNSAELLKALCYPRVK

VGNEFVTKGQTVPQVYNSVSALSKSIYEKMFLWMVIRINQMLDTKQQRNFFIGVLDIAGFEIFD

FNSMEQLCINFTNEKLQQFFNHHMFVLEQEEYKKEGIVWEFIDFGMDLAACIELIEKPMGIFSI

LEEECMFPKATDVSFKNKLYDQHLGKCNAFQKPRPQKGKAEAHFSLVHYAGTVDYNVNGWLDKN

KDPLNESVVQLYQKSSVKLLATLYPPVE---TGGGKK-

GGKKKGGSMQTVSSQFRENLGKLMTNLRSTHPHFVRCLIPNESKTPGLMENFLVIHQLRCNGVL

EGIRICRKGFPSRILYGDFKQRYKVLNASVIPEGQFIDNKKASEKLLGSIDVNHDEYRFGHTKV

FFKAGLLGTLEEMRDEKLATLVTMTQALCRAYLMRREFVKMMERRESIYTIQYNIRSFMNVKHW

PWMKVYYKIKPLLKSAETEKELATMKEDFVKCKEDLVKAEAKKKELEEKMVALLQEKNDLQLAV

ASEAENLSDAEERCEGLIKSKIQLEAKLKETTERLEDEEEINAELTAKKRKLEDECSELKKDID

DLELTLAKVEKEKHATENKVKNLTEEMASQDESIAKLTKEKKALQEAHQQTLDDLQAEEDKVNT

LTKSKTKLEQQVDDLEGSLEQEKKLRMDLERAKRKLEGDLKLAQESIMDLENDKQQSEEKIKKK

DFETAQLLSKIEDEQSLGAQLQKKIKELQARIEELEEEIEAERAARAKVEKQRADLSRELEEIS

ERLEEAGGATAAQIEMNKKREAEFQKLRRDLEESTLQHEATAAALRKKQADSVAELGEQIDNLQ

RVKQKLEKEKSEYKMEIDDLSSNMEAVAKAKANLEKMCRTVEDQLSEIKSKNDENLRQINDLSA

QRARLQTENGEFGRQLEEKEALVSQLTRGKQAFTQQIEELKRQIEEEVKAKNALAHAVQSARHD

CDLLREQFEEEQEAKAELQRGMSKANSEVAQWRTKYETDAIQRTEELEESKKKLAQRLQEAEEQ

IEAVNSKCASLEKTKQRLQGEVEDLMIDVERANALAANLDKKQRNFDKVLAEWKQKYEEGQAEL

EGAQKEARSLSTELFKMKNSYEETLDQLETLKRENKNLQQEISDLTEQIGETGKSIHELEKAKK

TVETEKAEIQTALEEAEGTLEHEESKILRVQLELNQVKGEIDRKLAEKDEEIEQIKRNSQRVTE

AMQSTLDSEVRSRNDALRIKKKMEGDLNEMEIQLSHANRQAAEAQKQLRNVQAQLKDAQLHLDD

AVRGQEDMKEQVAMVERRNTLMQSEIEELRAALEQTERGRKVAEQELVDASERVGLLHSQNTSL

LNTKKKLESDLVQIQGEVEDTVQEARNAEEKAKKAITDAAMMAEELKKEQDTSAHLERMKKNLE

ITVKDLQHRLDEAENLAMKGGKKQLQKLESRVRELESEVEAEQRRGADAVKGVRKYERRVKELT

YQTEEDKKNINRLQDLVDKLQLKVKAYKRQSEEAEEQANSHLSKLRKVQHELEEAEERADISES

QVNKLRAKSRDAG------- 

 Q6SNT2_S__chuatsi_Fast_s        --

DAEMEAYGPAAVYLRKPEKERIEAQASPFDAKTAYFVVDADEMYLKGKLVKKEGGKATVETDTG

KTVTVKEEDIHPRNPPKYDKIEDMVMMTHLNEPCVLYNLKERYASWMIYTYSGLFCVVVNPYKW

LPVYDAVVVGAYRGKKRIEAPPHIFSISDNAYQFMHTDRENQSVLITGESGAGKTVNTKRVIQY

FATIAA-IGAKKAEPTPG-

GSLEDQIVAANPLLEAYGNAKTVRNDNSSRFGKFIRIHFGSTGKLASADIETYLLEKSRVTFQL

SAERSYHIFYQLMTGHKPELLEALLITTNPYDYPMISQGEITVKSINDVEEFIATDTAIDILGF

TAEEKMGIYKLTGAVMHHGNMKFKQKQREEQAEPDGTEVADKISYLLGLNSADMLKYLCYPRVK

VGNEMVTKGQTVPQVNNAVSALCKSVYEKMFLWMVIRIDEMLDTKQARQFYIGVLDIAGFEIFD

YNSLEQLCINFTNEKLQQFFNHHMFVLEQEEYKKEGIQWEFIDFGMDLASCIELIEKPMGIFSI

LEEECMFPKASDTTFKNKLHDQHLGKTKAFEKPKPGKGKAEAHFSLVHYAGTVDYNITGWLEKN

KDPLNDSVVQLYQKSSNKLLAFLYASGAA---ASGKK-

GGKKKGGSFQTVSAVFRENLGKLMTNLRSTHPHFVRCLIPNESKTPGLMENFLVIHQLRCNGVL

EGIRICRKGFPSRILYGDFKQRYKVLNASVIPEGQFMDNKKASEKLLGSIDVDHTQYMFGHTKV

FFKAGLLGALEEMRDEKLAALVTMTQALCRGYVMRKEFVKMMERRESIYSIQYNIRSFMNVKNW

PWLKLYFKIKPLLKSAETEKELSQMKENYDKMKTDLATALAKKKELEEKMVSLLQEKNDLQLQV

ASEVENLSDAEERCEGLIKSKIQLEAKLKETTERLEDEEEINAELTAKKRKLEDECSELKKDID

DLELTLAKVEKEKHATENKVKNLTEEMASQDESIAKLTKEKKALQEAHQQTLDDLQAEEDKVNT

LTKAKTKLEQQVDDLEGSLEQEKKLRMDLERAKRKLEGDLKLAQESIMDLENDKQQSDEKIKKK



 

 

EFETSQLLSKIEDEQSLGAQLQKKIKELQARIEELEEEIEAERAARAKVEKQRADLSRELEEIS

ERLEEAGGATAAQIEMNKKREAEFQKLRRDLEEATLQHEATASALRKKQADSVAELGEQIDNLQ

RVKQKLEKEKSEYKMEIDDLSSNMEAVAKAKGNLEKMCRTLEDQFSELKSKNDETVRQLNDINA

QKARLQTENGEYSRQLEEKEALVSQLTRGKQAFTQQIEEFKRHVEEEVKAKNALAHAVQSARHD

CDLLREQFEEEQEAKAELQRGMSKANSEVAQWRSKYETDAIQRTEELEEAKKKLAQRLQDAEES

IEAVNSKCASLEKTKQRLQGEVEDLMIDVERANALAANLDKKQRNFDKVLAEWKQKYEEGQAEL

EGAQKEARSLSTELFKMKNSYEESLDQLETMKRENKNLQQEISDLTEQIGETGKSIHELEKAKK

TVETEKTEIQSALEEAEGTLEHEEAKILRVQLELNQIKGEVDRKLAEKDEEMEQIKRNSQRVMD

SMQSALDSEVRSRNDALRVKKKMEGDLNEMEIQLSHANRQAAEAQKQLRNVQGQLKDAQLHLDD

AVRGQEDMKEQVAMVERRNGLMLAEIEELRVALEQTERGRKVAEQELVDASERVGLLHSQNTSL

MNTKKKLEADLVQVQGEVEDSVQEARNAEEKAKKAITDAAMMAEELKKEQDTSSHLERMKKNLE

VTVKDLQHRLDEAENLAMKGGKKQLQKLESRVRELEAEVDAEQRRGADAVKGVRKYERRVKELT

YQTEEDKKNVVRLQDLVDKLQLKVKAYKRQAEEAEEQANTHMSRLRKVQHEMEEAQERADIAES

QVNKLRAKSRDAGKTDIAE- 

 B8A561_Danio_rerio_Novel        --

DAEMAVYGKAAIYLRKPEKERIEAQNKPFDAKTACYVVDDKELYVKGTIKSRDGGKVTVITLTK

EERVAKEDDVHPMNPPKFDKIEDMAMMTHLNEPSVLYNLKERYAAWMIYTYSGLFCATVNPYKW

LPVYDAEVVAAYRGKKRMEAPPHIFSVSDNAYQFMLTDRENQSVLITGESGAGKTVNTKRVIQY

FATVAVQGPEKKKEQAAG-

GSLEDQIIAANPLLEAYGNAKTVRNDNSSRFGKFIRIHFGTSGKLASADIETYLLEKSRVTFQL

PDERGYHIFYQMMTNHKPELIEMTLITTNPYDFPMCSQGQITVASIDDKEELVATDTAIDILGF

NNEEKMGIYKFTGAVLHHGNMKFKQKQREEQAEPDGTEEADKIGYLLGLNSADMLKALCYPRVK

VGNEFVTKGQTVPQVYNSVSALSKSIYERMFLWMVVRINQMLDTKQQRNFFIGVLDIAGFEIFD

FNSMEQLCINFTNEKLQQFFNHHMFVLEQEEYKKEGIVWEFIDFGMDLAACIELIEKPLGIFSI

LEEECMFPKATDTSFKNKLYDQHLGKCNAFQKPKPAKGKAEAHFSLVHYAGTVDYNISGWLDKN

KDPLNESVVQLYQKSSVKLLATLYPPVE---TGGGKK-

GGKKKGGSMQTVSSQFRENLGKLMTNLRSTHPHFVRCLIPNESKTPGLMENFLVIHQLRCNGVL

EGIRICRKGFPSRILYADFKQRYKVLNASVIPEGQFIDNKKASEKLLGSIDVNHDEYRFGHTKV

FFKAGLLGTLEEMRDEKLASLVTMTQALCRAYLMRREFVKMTERRDAIYTIQYNVRSFMNVKHW

PWMKVYYKIKPLLKSAETEKELATMKEDFVKCKEDLAKAEAKKKELEEKMVALLQEKNDLQLAV

ASESENLSDAEERCEGLIKSKIQLEAKLKETTERLEDEEEINAELTAKKRKLEDECSELKKDID

DLELTLAKVEKEKHATENKVKNLTEEMAAQDESIGKLTKEKKALQEAHQQTLDDLQAEEDKVNT

LTKSKTKLEQQVDDLEGSLEQEKKLRMDLERAKRKLEGDLKLAQESIMDLENDKQQSEEKLKKK

DFETSQLLSKIEDEQSLGAQLQKKIKELQARIEELEEEIEAERAARAKVEKQRADLSRELEEIS

ERLEEAGGATAAQIEMNKKREAEFQKLRRDLEESTLQHEATAAALRKKQADSVAELGEQIDNLQ

RVKQKLEKEKSEYKMEIDDLSSNMEAVAKAKANLEKMCRTLEDQLSEIKSKNDENLRQLNDLSA

QRARLQTENGEFGRQLEEKEALVSQLTRGKQAFTQQIEELKRQIEEEVKAKNALAHAVQSARHD

CDLLREQFEEEQEAKAELQRGMSKANSEVAQWRTKYETDAIQRTEELEESKKKLAQRLQEAEEQ

IEAVNSKCASLEKTKQRLQGEVEDLMIDVERANALAANLDKKQRNFDKVLAEWKQKYEEGQAEL

EGAQKEARSLSTELFKMKNSYEETLDQLETLKRENKNLQQEISDLTEQIGETGKSIHELEKSKK

AVETEKAEIQTALEEAEGTLEHEESKILRVQLELNQVKSEIDRKLAEKDEEIEQIKRNSQRITD

SMQSTLDSEVRSRNDALRIKKKMEGDLNEMEIQLSHANRQAAEAQKQLRNVQAQLKDAQLHLDD

AVRGQEDMKEQVAMVERRNTLMQSEIEELRAALEQTERGRKVAEQELVDASERVGLLHSQNTSL

LNTKKKLEADLVQIQSEVEDTVQEARNAEDKAKKAITDAAMMAEELKKEQDTSAHLERMKKNLE

VTVKDLQHRLDEAENLAMKGGKKQLQKLESRVRELESEVEAEQRRGADAVKGVRKYERRVKELT

YQTEEDKKNVNRLQDLVDKLQLKVKAYKRQSEEAEEQANSHLSKLRKVQHELEEAEERADIAES

QVNKLRAKSRDSG------- 



 

 

 O42352_C__carpio_Myosin_        

MGDGEMECFGPAAIYLRKPERERIEAQTAPFDAKTAFFVTDAAEMYLKSTLVSREGGKATVKTH

CGKTVTVKEDEIFQMNPPKFDKMEDMAMMTHLNEPSVLFNLKERYAAWMIYTYSGLFCATVNPY

KWLPVYDAVVVAGYRGKKRIEAPPHIFSISDNAYQFMLTDRENQSILITGESGAGKTVNTKRVI

QYFATVAM-SGPKKTEAVPG-

GSLEDQIIAANPLLEAYGNAKTIRNDNSSRFGKFIRIHFGTTGKLAKADIETYLLEKSRVTFQL

SAERSYHIFYQLMTGHKPELLEALLITTNPYDYPMISQGEITVKSIDDVEEFIATDTAIDILGF

TADEKISIYKLTGAVMHHGSMKFKQKQREEQAEPDGNEAADKIAYLLGINSADMLKALCYPRVK

VGNEMVTKGQTVPQVNNAVSALCKSIYEKMFLWMVVRINEMLNTTNPREFYIGVLDIAGFEIFD

YNSLEQLCINFTNEKLQQFFNHTMFVLEQEEYKKEGIEWAFIDFGMDLAACIELIEKPMGIFSI

LEEECMFPKATDTSFKNKLHDQHLGKSAAFQKPKPAKGKPEAHFSLLHYAGTVDYNIAGWLEKN

KDPLNDSVVQLYQKSALKVLALLYVAPE---EGGGKK-

AGKKKGGSFQTVSALFRENLAKLMTNLRSTHPHFVRCLIPNESKTPGLMENFLVIHQLRCNGVL

EGIRICRKGFPSRIHYGDFKQRYKILNASVIPEGHFIDNKKATEKLLGSIDVDHTQYKFGHTKV

FFKAGLLGALEEMRDEKLVNLVTMTQALARGYVMRKEFVKMMERREAIFSIQYNIRSFMNVKHW

PWMKVYFKIKPLLKTAESEKEMASMKENFEKMKEDLTKALAKKKELEEKMVSLVQEKNDLLLQV

TSESENLCDAEERCEGLIKSKIQLEGKLKETNERLEDEEEINAELTAKKRKLEDECSELKKDID

DLELTLAKVEKEKHATENKVKNLTEEMACQDESIAKLTKEKKALQEAHQQTLDDLQAEEDKVNT

LTKAKTKLEQQVDDLEGSLEQEKKLRMDLERVKRKLEGDLKLAQESIMDLENEKQQSDEKIKKK

DFEISQFLSKIEDEQSLGAQLQKKIKELQARIEELEEEIEAERSARAKVEKQRADLSRELEEIS

ERLEEAGGATAAQIEMNKKREADFQKMRRDLEESTLQHEATAAALRKKQADTVAELGEQIDNLQ

RVKQKLEKEKSEYKMEIDDLTSNMEAVAKAKGNLEKMCRTLEDQLSEIKAKSDENSRQLNDMNA

QRARLQTENGEFSRQLEEKEALVSQLTRGKQAFTQQIEDLQRHVEEEVKAKNALAHAVQSARHD

CDLLREQYEEEQEAKTELQRGMSKANSEVAQWRAKYETDAIQRTEELEEAKKKLAQRLQDAEES

IEAVSSKCASLEKTKQRLQGEVEDLMIDGERANALAANLDKKQRNFDKVLAEWKQKYEESQAEL

EAAQKEARSLSTELFKMKNSYEEALDHLETLKRENKNLQQEISDLSEQLGETGKSIHELEKAKK

IVESEKAEIQTALEEAESTLEHEESKILRVQLELNQVKSEIDRKLAEKDEEIEQIKRNSQRVMD

SMQSTLDSEIRSRNDALRVKKKMEGDLNEMEVQLSHANRQAAEAQKQLRNVQGQLKDAQLHLDE

AVRGQEDMKEQVAMVERRNTLMQAEIEELRAALEQTERGRKVAEQELVDASERVGLLHSQNTSL

INTKKKLETDLLQVQGEVDDAVQEARNAEEKAKKAITDAAMMAEELKKEQDTSAHLERMKKNME

VTVKDLQHRLDEAESLAMKGGKKQLQKLESRVHELEAEVEAEQRRGADAVKGVRKYERRVKELT

YQTEEDKKSVTRLQDLVDKLQLKVKAYKRQAEEAEEQANTHLSRYRKVQHELEESHERADIAES

QVNKLRAKSREAG------- 

 UPI0001796E5B_E__caballu        -

SDAEMAIFGEAAPYLRKPEKERIEAQNRPFDSKKACFAVDDKELYVKGMIQSRENDKVTVKTVD

DRTLTLNSDQVFPMNPPKFDKIEDMAMMTHLHEPAVLYNLKERYAAWMIYTYSGLFCVTVNPYK

WLPVYNPEVVTAYRGKKRQEAPPHIFSISDNAYQFMLTDRDNQSILITGESGAGKTVNTKRVIQ

YFATIAVTGDKKKEQQPG--

GTLEDQIIQANPLLEAFGNAKTVRNDNSSRFGKFIRIHFGSTGKLASADIETYLLEKSRVTFQL

SSERSYHIFYQIMSNKKPELIDLLLISTNPFDFPFMSQGEVTVASIDDSEELLATDNAIDILGF

SSEEKVGIYKLTGAVMHYGNMKFKQKQREEQAEPDGTEVADKAGYLMGLNSAEMLKGLCCPRVK

VGNEYVTKGQNVQQVTNSVGALAKAVYEKMFLWMVARINQQLDTKQPRQYFIGVLDIAGFEIFD

FNSLEQLCINFTNEKLQQFFNHHMFVLEQEEYKKEGIEWEFIDFGMDLAACIELIEKPMGIFSI

LEEECMFPKATDTSFKNKLYDQHLGKSSNFQKPKPTKGKAEAHFSLIHYAGTVDYNISGWLDKN

KDPLNETVVGLYQKSSLKLLSFLFSNYAGAE---SKK-

GGKKKGSSFQTVSAVFRENLNKLMTNLRSTHPHFVRCLIPNETKTPGVMDHHLVLHQLRCNGVL

EGIRICRKGFPSRILYADFKQRYRILNASAIPEGQFIDSKNASEKLLNSIDVDREQYRFGHTKV



 

 

FFKAGLLGLLEEMRDEKLVTLMTRTQALCRGYLMRVEFKKMIERRDSIFCIQYNIRSFMNVKHW

PWMNLFFKIKPLLKSAEAEREMATMKEDFERAKEELARSEARRKELEEKMVTLLQEKNDLQLQV

QSETENLMDAEERCEGLIKSKIQLEAKVKELSERLEEEEEANSELVAKKRNLEDKCSSLKRDID

DLELTLTKVEKEKHATENKVKNLSEEMTALEGNISKLTKEKKSLQEAHQQTLDDLQVEEDKVNG

LIKINAKLEQQTDDLEGCLEQEKKLRADLERVRRKLEGDLKMCQESIMDLENDKQQAEEKLKKK

EFEICQLQTKIDDEQVLSLQLQKKIKELQARTEELEEEIEAEHTLRGKIEKQRSDLARELEEIS

ERLEEASGATSAQIEMNKKREAEFQKLRRDLEEATLQHEATTAALRKKHTDSVAELGEQIDNLQ

RVKQKLEKEKSELKMEIDDMASNMETVSKSKSNIERMCRTVEDQFNEIKAKDDQQTQLIHDLNM

QKARLQTQNGELSHQMEEKESLISQLTKSKQALTQQLEDLKRQLEEETKAKNALAHALQSSRHD

CDLLREQYEEEQESKAELQRALSKANSEVAQWRTKYETDAIQRMEELEEAKKKLAQRLQEAEEN

TEAVSSKCASLEKTKQRLQGEVDDLMLDLERAHTACTTLDKKQRNFDKVLADWKQKLDESKAEL

EAAQKESRSLSTELFKMRNAYEEVVDQLETLRRENKNLQEEISDLTEQIAETSKNLQEMEKSKK

QVEQEKSDLQAALEEAEGSLEHEESKILRVQLELSQVKAELDRKVTEKDEEIEQLKRNSQRAAE

ATQSMLDAEIRSRNDALRLKKKMEGDLNEMEIQLGHSTRQAGETQKHLRTVQGQLKDSQLHLDD

ALRSNEDLKEQLAIVERRNGLLLEELEEMKVALEQTERTRRLSEQELLDASDRVQLLHSQNTSL

INTNKKLEADIAQCQAEMENSIQESRNAEEKAKKAITDVAMMAEELKKEQDTSAHLERMKKNLE

QTVKDLQHRLDEAEQLALKGGKKQIQKLENRVRELENELDAEQKRGAEALKGAHKYERKVKEMT

YQAEEDRKNILRLQDLVDKLQAKVKAYKRQAEEAEEQANMQLSRCRRVQHKLEEAEERADIAES

QVNKLRAKSRDVGGQKMEE- 

 UPI00015A7E8A_Danio_reri        --

DAEMAVYGKAAIYLRKPEKERIEAQNKPFDAKSACYVVDDKELYVKGTIKSRDGGKVTVITLTK

EERVAKEEDVHPMNPPKFDKIEDMAMMTHLNEPSVLYNLKERYAAWMIYTYSGLFCATVNPYKW

LPVYDAEVVAAYRGKKRMEAPPHIFSVSDNAYQFMLTDRENQSVLITGESGAGKTVNTKRVIQY

FATVAVQGGDKKKEQTPG-

GSLEDQIIAANPLLEAYGNAKTVRNDNSSRFGKFIRIHFGTTGKLASADIETYLLEKSRVTFQL

PDERGYHIFYQMMTNHKPELIEMTLITTNPYDFPMCSQGQITVASIDDKEELVATDTAIDILGF

TGEEKMGIYKFTGAVLHHGNMKFKQKQREEQAEPDGTEEADKISYLLGLNSAEMLKALCYPRVK

VGNEFVTKGQTVPQVYNSVSALSKSIYERMFLWMVIRINQMLDTKQQRNFFIGVLDIAGFEIFD

FNSMEQLCINFTNEKLQQFFNHHMFVLEQEEYKKEGIVWEFIDFGMDLAACIELIEKPMGIFSI

LEEECMFPKATDTSFKNKLYDQHLGKCNAFQKPRPQKGKAEAHFSLVHYAGTVDYNVSGWLDKN

KDPLNESVVQLYQKSSVKLLATLYPPVE---IDTSKK-

GGKKKGGSMQTVSSQFRENLGKLMTNLRSTHPHFVRCLIPNESKTPGLMENFLVIHQLRCNGVL

EGIRICRKGFPSRILYADFKQRYKVLNASVIPEGQFIDNKKASEKLLGSIDVNHDEYRFGHTKV

FFKAGLLGTLEEMRDEKLASLVTMTQALCRAYLMRREFVKMMERRESIYTIQYNIRSFMNVKHW

PWMKVYYKIKPLLKSAETEKELANMKEDFVKCKEDLVKAEAKKKELEEKMVALLQEKNDLQLAV

ASEAENLSDAEERCEGLIKSKIQLEAKLKETTERLEDEEEINAELTAKKRKLEDECSELKKDID

DLELTLAKVEKEKHATENKVKNLTEEMASQDESIAKLTKEKKALQEAHQQTLDDLQAEEDKVNT

LTKSKTKLEQQVDDLEGSLEQEKKLRMDLERAKRKLEGDLKLAQESIMDLENDKQQSEEKIKKK

DFETSQLLSKIEDEQSLGAQLQKKIKELQARIEELEEEIEAERAARAKVEKQRADLSRELEEIS

ERLEEAGGATAAQIEMNKKREAEFQKLRRDLEESTLQHEATAAALRKKQADSVAELGEQIDNLQ

RVKQKLEKEKSEYKMEIDDLSSNMEAVAKAKANLEKMCRTLEDQLSEIKSKSDENLRQINDLSA

QRARLQTENGEFGRQLEEKEALVSQLTRGKQAFTQQIEELKRQIEEEGRAKNALAHAVQSARHD

CDLLREQFEEEQEAKAELQRGMSKANSEVAQWRTKYETDAIQRTEELEESKKKLAQRLQEAEEQ

IEAVNSKCASLEKTKQRLQGEVEDLMIDVERANSLAANLDKKQRNFDKVLAEWKQKYEEGQAEL

EGAQKEARSLSTELFKMKNSYEETLDQLETLKRENKNLQQEISDLTEQIGETGKSIHELEKAKK

TVETEKAEIQTALEEAEGTLEHEESKILRVQLELNQVKGEIDRKLAEKDEEIEQIKRNSQRVTE

AMQSTLDSEVRSRNDALRIKKKMEGDLNEMEIQLSHANRQAAEAQKQLRNVQSQLKDAQLHLDD



 

 

AVRAQEDMKEQVAMVERRNTLMQSEIEELRAALEQTERGRKVAEQELVDASERVGLLHSQNTSL

LNTKKKLESDLVQIQSEVEDTVQEARNAEEKAKKAITDAAMMAEELKKEQDTSAHLERMKKNLE

ITVKDLQHRLDEAENLAMKGGKKQLQKLESRVRELESEIDAEQRRGADAVKGVRKYERRVKELT

YQTEEDKKNINRLQDLVDKLQLKVKAYKRQSEEAEEQANSHLSKLRKVQHELEEAEERADISES

QVNKLRAKSRDAG------- 

 Q90YF6_P__forsteri_Myosi        --

DAEMEQYGPAAIYLRKSEKERIEAQTAPFDAKTAFFVADVDEMYLKGKLAKREGGKATVDTDSG

KSLTVKEDDIHPRNPPKYDKIEDMAMMTHLNEPCVLYNLKERYASWMIYTYSGLFCVVVNPYKW

LPVYDAQVVAAYRGKKRIEAPPHIFSISDNAYQFMLTDRENQSVLITGESGAGKTVNTKRVIQY

FATIAA-LGAKKAEPTPG-

GSLEDQIVAANPLLEAYGNAKTVRNDNSSRFGKFIRIHFGTTGKLSSADIETYLLEKSRVTFQL

SAERSYHIFYQLMTGHKPELLEGLLITTNPYDYPMISQGEITVKSINDVEEFIATDTAIDILGF

NAEEKIGIYKLTGAVMHHGNMKFKQKQREEQAEPDGTEVADKIAYLLGLNSADMLKALCYPRVK

VGNEMVTKGQTVPQVNNAVSALCKSVYEKMFLWMVIRINEMLDTKQPRSYFIGVLDIAGFEIFD

FNSLEQLCINFTNEKLQQFFNHHMFVLEQEEYKKEGIDWEFIDFGMDLAACIELIEKPMGIFSI

LEEECMFPKASDTTFKNKLHDQHLGKTKAFEKPKPGKGKAEAHFALVHYAGTVDYNISGWLDKN

KDPLNDSVVQLYQKSSNKLLAMLYAAAGA----GGKK-

GGKKKGGSFQTVSALFRENLGKLMTNLRSTHPHFVRCLIPNETKTPGLMENFLVIHQLRCNGVL

EGIRICRKGFPSRILYGDFKQRYKVLNASVIPEGQFIDNKKASEKLLGSIDVDHTQYKFGHTKV

FFKAGLLGTLEEMRDDKLATLVTMTQALCRGYVMRKEYVKMTERRESIYSIQYNIRSFMNVKNW

PWLKLYFKIKPLLKSAETEKELQQMKENYDKMTSDLAAALAKKKELEEKMVSLLQEKNDLQLQV

AAEVENLGDAEERCEGLIKSKIQLEAKLKETGERLEDEEEINAELTAKKRKLEDECSQLKKDID

DLELTLAEVEKEKHATENKVKNLTEEMASQDETVAKLTKEKKALQEAHQQTLDDLQAEEDKVNT

LTKAKTKLEQQVDDLEGSLEQEKKLRMDLERAKRKLEGDLKLSQESIMDLENDKQQSDEKIKKK

DFETSQLLSKIEDEQSLGAQLQKKIKELQARIEELEEEIEAERAARAKVEKQRADLSRELEEIS

ERLEEAGGATAAQIEMNKKREAEFQKLRRDLEESTLQHEATASALRKKQADSVAELGQQIDNLQ

RVKQKLEKEKSEYKMEIDDLSSNMEAVAKAKGNLEKMCRTVEDQLSELKAKNDENVRQLNDINA

QKARLQTENGEYSRQLEEKEALVSQLTRGKQAFTQQIEELKRHVEEEVKAKNALAHGVQSSRHD

CDLLREQFEEEQEAKAELQRGMSKANSEVAQWRSKYETDAIQRTEELEEAKKKLAQRLQEAEES

IEAVNSKCASLEKTKQRLQGEVEDLMIDVERANALAANLDKKQRNFDKVLAEWKQKYEEGQAEL

EGAQKEARSLSTELFKMKNSYEEALDHLETMKRENKNLQQEISDLTEQIGETGKSIHELEKAKK

TVETEKTEIQSALEEAEGTLEHEEAKILRVQLELNQIKGEVDRKMAEKDEEMEQIKRNSQRVID

SMQSTLDSEVRSRNDALRVKKKMEGDLNEMEIQLSHANRQASEAQKQLRNVQGQLKDAQLHLDD

AVRGQEDMKEQVAMVERRNGLMMAEIDELRVALEQTERGRKVAEQELVDASERVGLLHSQNTSL

MNTKKKLEADLVQVQGEVDDTVQEARNAEDKAKKAITDAAMMAEELKKEQDTSAHLERMKKNLE

VTVKDLQHRLDEAENLAMKGGKKQLQKLESRVRELESEVEAEQRRGADAVKGVRKYERRVKELT

YQTEEDKKNVNRLQDLVDKLQLKVKSYKRQSEEAEEQANTHMSRLRKVQHELEEAQERADIAES

QVNKLRAKSRETGKTDLAE- 

 UPI000175F75C_Danio_reri        --

DAEMAVYGKAAIYLRKPEKERIEAQNKPFDAKTACYVVDDKELYVKGTIKSRDGGKVTVITLTK

EERVAKEDDVHPMNPPKFDKIEDMAMMTHLNEPSVLYNLKERYAAWMIYTYSGLFCATVNPYKW

LPVYDAEVVAAYRGKKRMEAPPHIFSVSDNAYQFMLTDRENQSVLITGESGAGKTVNTKRVIQY

FATVAVQGPEKKKEQAAG-

GSLEDQIIAANPLLEAYGNAKTVRNDNSSRFGKFIRIHFGTSGKLASADIETYLLEKSRVTFQL

PDERGYHIFYQMMTNHKPELIEMTLITTNPYDFPMCSQGQITVASIDDKEELVATDTAIDILGF

NNEEKMGIYKFTGAVLHHGNMKFKQKQREEQAEPDGTEEADKIGYLLGLNSADMLKALCYPRVK

VGNEFVTKGQTVPQVYNSVSALSKSIYERMFLWMVVRINQMLDTKQQRNFFIGVLDIAGFEIFD



 

 

FNSMEQLCINFTNEKLQQFFNHHMFVLEQEEYKKEGIVWEFIDFGMDLAACIELIEKPLGIFSI

LEEECMFPKATDTSFKNKLYDQHLGKCNAFQKPKPAKGKAEAHFSLVHYAGTVDYNISGWLDKN

KDPLNESVVQLYQKSSVKLLATLYPPVE---TGGGKK-

GGKKKGGSMQTVSSQFRENLGKLMTNLRSTHPHFVRCLIPNESKTPGLMENFLVIHQLRCNGVL

EGIRICRKGFPSRILYADFKQRYKVLNASVIPEGQFIDNKKASEKLLGSIDVNHDEYRFGHTKV

FFKAGLLGTLEEMRDEKLASLVTMTQALCRAYLMRREFVKMTERRDAIYTIQYNVRSFMNVKHW

PWMKVYYKIKPLLKSAETEKELATMKEDFVKCKEDLAKAEAKKKELEEKMVALLQEKNDLQLAV

ASESENLSDAEERCEGLIKSKIQLEAKLKETTERLEDEEEINAELTAKKRKLEDECSELKKDID

DLELTLAKVEKEKHATENKVKNLTEEMAAQDESIGKLTKEKKALQEAHQQTLDDLQAEEDKVNT

LTKSKTKLEQQVDDLEGSLEQEKKLRMDLERAKRKLEGDLKLAQESIMDLENDKQQSEEKLKKK

DFETSQLLSKIEDEQSLGAQLQKKIKELQARIEELEEEIEAERAARAKVEKQRADLSRELEEIS

ERLEEAGGATAAQIEMNKKREAEFQKLRRDLEESTLQHEATAAALRKKQADSVAELGEQIDNLQ

RVKQKLEKEKSEYKMEIDDLSSNMEAVAKAKANLEKMCRTLEDQLSEIKSKNDENLRQLNDLSA

QRARLQTENGEFGRQLEEKEALVSQLTRGKQAFTQQIEELKRQIEEE--

AKNALAHAVQSARHDCDLLREQFEEEQEAKAELQRGMSKANSEVAQWRTKYETDAIQRTEELEE

SKKKLAQRLQEAEEQIEAVNSKCASLEKTKQRLQGEVEDLMIDVERANALAANLDKKQRNFDKV

LAEWKQKYEEGQAELEGAQKEARSLSTELFKMKNSYEETLDQLETLKRENKNLQQEISDLTEQI

GETGKSIHELEKSKKAVETEKAEIQTALEEAEGTLEHEESKILRVQLELNQVKSEIDRKLAEKD

EEIEQIKRNSQRITDSMQSTLDSEVRSRNDALRIKKKMEGDLNEMEIQLSHANRQAAEAQKQLR

NVQAQLKDAQLHLDDAVRGQEDMKEQVAMVERRNTLMQSEIEELRAALEQTERGRKVAEQELVD

ASERVGLLHSQNTSLLNTKKKLEADLVQIQSEVEDTVQEARNAEDKAKKAITDAAMMAEELKKE

QDTSAHLERMKKNLEVTVKDLQHRLDEAENLAMKGGKKQLQKLESRVRELESEVEAEQRRGADA

VKGVRKYERRVKELTYQTEEDKKNVNRLQDLVDKLQLKVKAYKRQSEEAEEQANSHLSKLRKVQ

HELEEAEERADIAESQVNKLRAKSRDSG------- 

 Q90337_C__carpio_Myosin_        

MGDGEMECFGPAAIYLRKPERERLESQTIPFDAKTAFSVTDAAEMYLKSTLISIEAGKATVKTH

CGKTVTVKEDEIFPMNPPKFDKMEDMAMLTHLNEPSVLFNLKDRYAAWMIYTYSGLFCATVNPY

KWLPVYDAVVVAGYRGKKRIEAPPHIFSISDNAYQFMLTDRENQSVLITGESGAGKTVNTKRVI

QYFATIAM-AGPKKAEAVPG-

GSLEDQIIAANPLLEAYGNAKTIRNDNSSRFGKFIRIHFSGTGKLAKADIETYLLEKSRVTFQL

SAERSYHIFYQLMTGHKPELLEALLITTNPYDYPMISQGEITVKSIDDVEEFIATDTAIDILGF

TADEKISIYKLTGAVMHHGAMKFKQKQREEQAEPDGNEAADKIAYLMGINSADMLKALCYPRVK

VGNEMVTKGQTVPQVNNAVSALCKSVYEKMFLWMVVRINEMLNTTNPREYYIGVLDIAGFEIFD

FNSLEQLCINFTNEKLQQFFNHTMFVLEQEEYKKEGIEWAFIDFGMDLAACIELIEKPMGIFSI

LEEECMFPKATDTSFKNKLHDQHLGKCSAFQKPKPGKGKAEAHFSLVHYAGTVDYNINGWLEKN

KDPLNDSVVQLYQKSALKVLALLYVAPE---EAAGKK-

GGKKKGGSFQTVSAVFRENLGKLMTNLRSTHPHFVRCLIPNESKTPGLMENFLVIHQLRCNGVV

EGIRICTKGFPSRIHYGDFKQRYKVLNASVIPEGQFIDNKKATEKLLGSIDVDHNQYKFGHTKV

FFKAGLLGTLEEMRDEKLSHLVTMTQALARGYVMRKEFVKMMERREAIYSIQYNIRSFMNVKHW

PWMKVYFKIKPLLKTAESEKEMASMKENFEKMKEDLTKALAKKKELEEKMVSLVQEKNDLLLQV

TSESENLSDAEERCEGLIKSKIQLEGKLKETTERLEDEEEINAELTAKKRKLEDECSELKKDID

DLELTLAKVEKEKHATENKVKNLTEEMASQDESIAKLTKEKKALQEAHQQTLDDLQAEEDKVNT

LTKAKTKLEQQVDDLEGSLEQEKKLRMDLERVKRKLEGDLKLAQESIMDLENEKQQSDEKIKKK

DFEISQFLSKIEDEQSLGAQLQKKIKELQARIEELEEEIEAERSARAKVEKQRADLSRELEEIS

ERLEEAGGATAAQIEMNKKREAEFQKMRRDLEESTLQHEATAAALRKKQADSVAELGEQIDNLQ

RIKQKLEKEKSEYKMEIDDLSSNMEAVAKAKGNLEKMCRTLEDQLSEIKAKSDENSRQLNDMNA

QRARLQTENGEFSRQLEEKEALVSQLTRGKQAFTQQIEDLKRHVEEEVKAKNALAHAVQSARHD



 

 

CDLLREQYEEEQEAKAELQRGMSKANSEVAQWRAKYETDAIQRTEELEESKKKLAQRLQDAEES

IEAVNSKCASLEKTKQRLQSEVEDLMIDGERANALAANLDKKQRNFDKVLADWKQKYEESQAEL

EAAQKEARSLSTELFKMKNSYEEALDHLETLKRENKNLQQEISDLSEQLGETGKSIHEIEKAKK

TVESEKAEIQTALEEAEGTLEHEESKILRVQLELNQVKSEIDRKLAEKDEEMEQIKRNSQRVLD

SMQSTLDSEVRSRNDALRVKKKMEGDLNEMEVQLSHANRQAAEAQKQLRNVQGQLKDAQLHLDE

AVRGQEDMKEQVAMVERRNSLMQAEIEELRAALEQTERGRKVAEQELVDASERVGLLHSQNTSL

INSKKKLETDLVQVQGEVDDAVQEARNAEEKAKKAITDAAMMAEELKKEQDTSAHLERMKKNME

LTVKDLQHRLDEAESLAMKGGKKQLQKLESRVHELEAEVEAEQRRGADAVKGVRKYERRVKELT

YQTEEDKKNVTRLQDLVDNLQLKVKAYKRQAEEAEEQANTHLSRYRKVQHELEESHERADIAES

QVNKLRAKSREAGKTKVEE- 

 A4GWV4_S__kneri_Skeletal        --

DAEMEAYGPAAVYLRKPEKERIEAQASPFDAKTAYFVVDADEMYLKGKLVKKEGGKATVETDTG

KTVTVKEEDIHPRNPPKYDKIEDMVMMTHLNEPCVLYNLKERYASWMIYTYSGLFCVVVNPYKW

LPVYDAVVVGAYRGKKRIEAPPHIFSISDNAYQFMHTDRENQSVLITGESGAGKTVNTKRVIQY

FATIAA-IGAKKAEPTPG-

GSLEDQIVAANPLLEAYGNAKTVRNDNSSRFGKFIRIHFGSTGKLASADIETYLLEKSRVTFQL

SAERSYHIFYQLMTGHKPELLEALLITTNPYDYPMISQGEITVKSINDVEEFIATDTAIDILGF

TAEEKMGIYKLTGAVMHHGNMKFKQKQREEQAEPDGTEVADKISYLLGLNSADMLKYLCYPRVK

VGNEMVTKGQTVPQVNNAVSALCKSVYEKMFLWMVIRINEMLDTKQARQFYIGVLDIAGFEIFD

YNSLEQLCINFTNEKLQQFFNHHMFVLEQEEYKKEGIQWEFIDFGMDLASCIELIEKPMGIFSI

LEEECMFPKASDTTFKNKLHDQHLGKTKAFEKPKPGKGKAEAHFSLVHYAGTVDYNITGWLEKN

KDPLNDSVVQLYQKSSNKLLAFLYASGAA---ASGKK-

GGKKKGGSFQTVSAVFRENLGKLMTNLRSTHPHFVRCLIPNESKTPGLMENFLVIHQLRCNGVL

EGIRICRKGFPSRILYGDFKQRYKVLNASVIPEGQFMDNKKASEKLLGSIDVDHTQYMFGHTKV

FFKAGLLGALEEMRDEKLAALVTMTQALCRGYVMRKEFVKMMERRESIYSIQYNIRSFMNVKNW

PWLKLYFKIKPLLKSAETEKELSQMKENYDKMKTDLATALAKKKELEEKMVSLLQEKNDLQLQV

ASEVENLSDAEERCEGLIKSKIQLEAKLKETTERLEDEEEINAELTAKKRKLEDECSELKKDID

DLELTLAKVEKEKHATENKVKNLTEEMASQDESIAKLTKEKKALQEAHQQTLDDLQAEEDKVNT

LTKAKTKLEQQVDDLEGSLEQEKKLRMDLERAKRKLEGDLKLAQESIMDLENDKQQSDEKIKKK

EFETSQLLSKIEDEQSLGAQLQKKIKELQACIEELEEEIEAERAARAKVEKQRADLSRELEEIS

ERLEEAGGATAAQIEMNKKREAEFQKLRRDLEEATLQHEATASALRKKQADSVAELGEQIDNLQ

RVKQKLEKEKSEYKMEIDDLSSNMEAVAKAKGNLEKMCRTLEDQFSELKSKNDETVRQLNDINA

QKARLQTENGEYSRQLEEKEALVSQLTRGKQAFTQQIEEFKRHVEEEVKAKNALAHAVQSARHD

CDLLTENFEEEQEAKAELQRGMSKANSEVAQWRSKYETDAIQRTEELEEAKKKLAQRLQDAEES

IEAVNSKCASLEKTKQRLQGEVEDLMIDVERANALAANLDKKQRNFDKVLAEWKQKYEEGQAEL

EGAQKEARSLSTELFKMKNSYEESLDQLETMKRENKNLQQEISDLTEQIGETGKSIHELEKAKK

TVETEKTEIQSALEEAEGTLEHEEAKILRVQLELNQIKGEVDRKLAEKDEEMEQIKRNSQRVMD

SMQSALDSEVRSRNDALRVKKKMEGDLNEMEIQLSHANRQAAEAQKQLRNVQGQLKDAQLHLDD

AVRGQEDMKEQVAMVERRNGLMLAEIEELRVALEQTERGRKVAEQELVDASERVGLLHSQNTSL

MNTKKKLEADLVQVQGEVEDSVQEARNAEEKAKKAITDAAMMAEELKKEQDTSSHLERMKKNLE

VTVKDLQHRLDEAENLAMKGGKKQLQKLESRVRELEAEVDAEQRRGADAVKGVRKYERRVKELT

YQTEEDKKNVVRLQDLVDKLQLKVKAYKRQAEEAEEQANTHMSRLRKVQHEMEEAQERADIAES

QVNKLRVKSRDAG------- 

 Q2HX58_C__carpio_Myosin_        --

DAEMAVYGKAAIFLRKPEKERIEAQSKPFDAKSACYVVEPKELYVKGTIKSKDGAKVTVIVNTK

EEKVVKEDEVFPMNPPKFDKIEDMAMMTHLNEPSVLYNLKERYAAWMIYTYSGLFRATVNPYKW

LPVYDAEVVAACRGKKRMEAPPHIFSVSDNAYQFMLTDRENQSVLITGESGAGKTVNTKRVIQY



 

 

FATVAV-HGDKKKEQGPS-

GSLEDQIIAANPLLEAYGNAKTVRNDNSSRFGKFIRIHFGTSGKLASADIETYLLEKSRVTFQL

PDERGYHIFYQMMTNHKPELIEMTLITTNPYDFPMCSQGQITVASIDDKEELMATDSAIDILGF

SAEEKMGIYKFTGAVLHHGNMKFKQKQREEQAEPDGTEEADKIAYLLGLNSADMLKALCCPRVK

VGNEFVTKGQTVPQVYNSVSALSKSIYERMFLWMVVRINQMLDTKQQRNFFIGVLDIAGFEIFD

FNSMEQLCINFTNEKLQQFFNHHMFVLEQEEYKKEGIIWEFIDFGMDLAACIELIEKPMGIFSI

LEEECMFPKATDTSFKNKLYDQHLGKCNAFQKPKPAKGKAEAHFSLVHYAGTVDYIISGWLDKN

KDPLNESVVQLYQKSSVKLLATLYPPVE---T--GKK-

GGKRKGGSMQTVSSQFRENLGKLMTNLRSTHPHFVRCLIPNESKTPGLMENFLVIHQLRCNGVL

EGIRICRKGFPSRILYGDFKQRYKVLNASVIPEGQFIDNKKACEKLLGSIDIDHDQYRFGHTKV

FSQAGLLGTLEEMRDEKLAALVTMTQALCRGYVMRREFVKMMERRESIYTIQYNIRSFMNAKHW

PWMKVYYKIKPLLKSAETEKELATMKEDFTKCKENLAKAEAKKKELEEKMVALLQEKNDLQLQV

ASESENLSDAEERCEGLIKSKIQLEAKLKETTERLEDEEEINAELTAKKRKLEDECSVLKKDID

DLELTLAKVEKEKHATENKVKNLTEEMASQDESIAKLTKEKKALQEAHQQTLDDLQAEEDKVNT

LTKSKTKLGQQVDDLEGSLEQEKKLRMDLERAKRKLEGDLKLAQESIMDLENDKQQSDEKLKKK

DFETSQLLSKIEDEQSLGAQLQKKIKELQARIEELEEEIEAERAARAKVEKQRADLSRELEEIS

ERLEEAGGATAAQIEMNKKREAEFQKLRRDLEESTLQHEATAAALRKKQADSVAELGEQIDNLQ

RVKQKLEKEKSEYKMEIDDLSSNMEAVAKAKANLEKLCRTLEDQLSEIKSKNDENIRQINDLSA

QRARLQTENGEFGRQLEEKEALVSQLTRGKQAFTQQTEELKRQIEEEVKAKNALAHAVQSARHD

CDLLREQFEEEQEAKAELQRGMSKANSEVAQWRTKYETDAIQRTEELEESKKKLAQRLQEAEEQ

IEAVNSKCASLEKTKQRLQGEVEDLMIDVERANSLAANLDKKQRNFDKVLAEWKQKYEEGQAEL

EGAQKEARSLSTELFKMKNSYEESLDQLETLKRENKNLQQEISDLTEQLGETGKSIHELEKAKK

AVETEKAEIQTALEEAEGTLEHEESKILRVQLELNQVKGEIDRKLAEKDEEMEQIKRNSQRVIE

SMQSNLDSEVRSRNDALRIKKKMEGDLNEMEIQLSHANRQAAEAQKQLRNIQGQLKDAQLHLDD

ALRGQEDMKEQVAMVERRNTLMQAEIEELRAALEQTERGRKVAEQELVDASERVGLLHSQNTSL

LNTKKKLEADLVQIQSEVDDTIQESRNAEEKAKKAITDAAMMAEELKKEQDTSAHLERMKKNLE

VTVKDLQHRLDEAENLAMKGGKKQLQKLESRVRELEAEIEAEQRRGTDAVKGVRKYERRVKELS

YQTEEDKKNINRLQDLVDKLQLKVKAYKRQAEEAEEQANSHLSKLRKVQHELEEAEERADIAES

QVNKLRAKSRDAG------- 

 Q05K10_O__latipes_Fast_s        --

DAEMEAYGPAAIFLRKPERERLEAQTAPFDAKTAFFVAEPEEMYLKGKLIKKEGGKATVETITG

KTLTVKEEDIHPMNPPKYDKIEDMAMMTHLNEPTVLYNLKERFASWMIYTYSGLFCVVVNPYKW

LPVYDAQVVNAYRGKKRIEAPPHIFSISDNAYQFMLTDRENQSILITGESGAGKTVNTKRVIQY

FATIAV-TGGKKSEGSSG-

GSLEDQIIAANPLLEAYGNAKTVRNDNSSRFGKFIRIHFGTSGKLSSADIETYLLEKSRVTFQL

SAERSYHIFYQLMTGHKPELLEALLITTNPYDYHMISQGEVTVKSIDDIEEFIATDTAIDILGF

SLEEKLGIYKLTGAVMHHGNMKFKQKQREEQAEPDGNEVADKIAYLMGLNSADMLKALCYPRVK

VGNEMVTKGQTVPQVNNSVSALCKSVYEKMFLWMVIRINEMLATKQPRQFFIGVLDIAGFEIFD

YNSLEQLCINFTNEKLQQFFNHTMFVLEQEEYKKEGIEWEFIDFGMDLAACIELIEKPMGIFSI

LEEECMFPKASDATFKNKLYDQHLGKNKAFEKPKPGKGKAEAHFSLVHYAGTVDYNVTGWLEKN

KDPLNDSVVQLYQKSSNKLLALLYASAST---GGSKK-

GGKKKGGSFQTVSALFRENLGKLMTNLRSTHPHFVRCLIPNESKTQGLMENFLVIHQLRCNGVL

EGIRICRKGFPSRILYGDFKQRYKVLNAAVIPEGQFMDNKKASEKLLGSIDVDHSQYKFGHTKV

FFKAGLLGTLEEMRDEKLASLVTMTQALCRGFLMRKEYVKMVERRESILTIQYNVRSFMNVKNW

PWLKLYFKIKPLLQSAETEKELQEMKGNYEKMKTDLAAALAKKKELEEKMVSLVQEKNDLQLQV

SAETDNLSDAEERCEGLIKSKIQLEAKLKETTERLEDEEEINAELTAKKRKLEDECSELKKDID

DLELTLAKVEKEKHATENKVKNLTEEMASQDESIAKLTKEKKALQEAHQQTLDDLQAEEDKVNT



 

 

LTKAKTKLEQQVDDLEGSLEQEKKLRMDLERAKRKLEGDLKLAQESIMDLENDKQQSDEKIKKK

DFEISQLLSKIEDEQSLGAQLQKKIKELQARIEELEEEIEAERAARAKVEKQRADLSRELEEIS

ERLEEAGGATSAQIEMNKKREAEFQKLRRDLEESTLQHEATAAALRKKQADSVAELGEQIDNLQ

RVKQKLEKEKSEYKMEIDDLSSNMEGVAKSKGNLEKMCRTLEDQLSELKAKNDENVRQLNDLNA

QRARLQTENGEFARQLDEKEALVSQLTRSKQAFTQQIEELKRQVEEEVKAKNALAHAVQSARHD

CDLLREQFEEEQEAKAELQRGMSKANSEVAQWRTKYETDAIQRTEELEESKKKLAQRLQEAEES

IEAVNSKCASLEKTKQRLQGEVEDLMTDVERANSLAANLDKKQRNFDKVLAEWKQKYEESQAEL

EGAQKEARSLSTELFKMKNSYEEALDQLETMKRENKNLQQEISDLTEQLGETGKSIHELEKAKK

TVETEKCEIQTALEEAEGTLEHEESKILRVQLELNQVKGEIDRKLAEKDEELEQIKRNSQRVIE

SMQSTLDAEVRSRNDALRVKKKMEGDLNEMEIQLSHANRQAAEAQKQLRNVQGQLKDAQLHLDD

ALRGQEDMKEQVAMVERRNGLMLAEIEELRAALEQTERGRKVAEQELVDASERVGLLHSQNTSL

LNTKKKLESDFVQVQGEVDDAIQEARNAEEKAKKAITDAAMMAEELKKEQDTSSHLERMKKNLE

VTVKDLQHRLDEAENLAMKGGKKQLQKLESRVRELESEVESEQRRGADAIKGVRKYERRVKELT

YQTEEDKKNVARLQDLVDKLQLKVKAYKRQTEEAEEQANTHMSRLRKVQNELEEAQERADIAES

QVNKLRVKSREAG------- 

 Q5NTZ3_C__carpio_Myosin_        

MGDGEMECFGPAAIYLRKPEKERIEAQTAPFDAKTAFFVTDAAEMYLKSTLVSREGGKATVKTH

CGKTVTVKEDEIFQMNPPKFDKMEDMAMMTHLNEPSVLFNLKERYAAWMIYTYSGLFCATVNPY

KWLPVFDAIVVAGYRGKKKIEAPPHIFSISDNAYHSMLTDRENQSILITGESGAGKTVNTKRVI

QYFATVAM-SGPKKTEAVPG-

GSLEDQIIAANPLLEAYGNAKTIRNDNSSRFGKFIRIHFGTTGKLAKADIETYLLEKSRVTFQL

SAERSYHIFYQLMTGHKPELLEALLITTNPYDYPMISQGEITVKSIDDVEEFIATDTAIDILGF

TADEKISIYKLTGAVMHHGAMKFKQKQREEQAEPDGNEAADKIAYLIGINSADMLKALCYPKMK

VGNEMVTKGQTVPQVNNAVSALCKSIYEKMFLWMVVRINEMLNTTNPREFYIGVLDIAGFEIFD

YNSLEQLCINFTNEKLQQFFNHTMFVLEQEEYKKEGIEWAFIDFGMDLAACIELIEKPMGIFSI

LEEECMFPKATDTSFKNKLHDQHLGKSAAFQKPKPAKGKPEAHFSLVHYAGTVDYNIAGWLEKN

KDPLNDSVVQLYQKSALKVLALLYVAPE---EGGGKK-

AGKKKGGSFQTVSALFRENLAKLMSNLRSTHPHFVRCLIPNESKTPGLMENFLVIHQLRCNGVL

EGIRICRKGFPSRIHYGDFKQRYKILNASVIPEGQFIDNKKATEKLLGSIDVDHTQYKFGHTKV

FFKAGLLGALEEMRDEKLVNLVTMTQALARGYVMRKEFVKMMERREAIFSIQYNIRSFMNVKHW

PWMKVYFKIKPLLKSAESEKEMASMKENFEKMKEDLTKALAKKKELEDKMVSLVQEKNDLLQQV

TSESENLCDAEERCEGLIKSKIHLEGKLKETNERLEDEEEINAELTAKKRKLEDECSELKKDID

DLELTLAKVEKEKHATENKVKNLTEEMASQDESIAKLTKEKKALQEAHQQTLDDLQAEEDKVNT

LTKAKAKLEQQVDELEGSLEQEKKLRMDLERVKRKLEGDLKLAQESIMDLENEKQQSDEKIKKK

DFEISQFLSKIEDEQSLGAQLQKKIKELQARIEELEEEIEAERAARAKVEKQRADLSRELEEIS

ERLEEAGGATAAQIEMNKKREADFQKMRRDLEESTLQHEATAAALRKKQADTVAELGEQIDNLQ

RVKQKLEKEKSEYKMEIDDLTSNMEAVAKAKGNLEKMCRTLEDQLSEIKAKSDENSRQLNDMNA

QRARLQTENGEFSRQLEEKEALVSQLTRGKQAFTQQIEDLKRHVEEEVKAKNALAHAVQSARHD

CDLLREQYEEEQEAKTELQRGMSKANSEVAQWRAKYETDAIQRTEELEEAKKKLAQRLQDAEES

IEAVSSKCASLEKTKQRLQGEVEDLMIDGERANALAANLDKKQRNFDKVLAEWKQKYEESHAEL

EAAQKEARSLSTELFKMKNSYEEALDHLETLKRENKNLQQEISDLSEQLGETGKSIHELEKAKK

IVESEKAEIQTALEEAESTLEHEESKILRVQLELNQVKSEIDRKLAEKDEEIEQIKRNSQRVMD

SMQSTLDSEIRSRNDALRVKKKMEGDLNEMEVQLSHANRQAAEAQKQLRNVQGQLKDAQLHLDE

AVRGQENMKEQVAMVERRNTLMQAEIEELRAALEQTERGRKVAEQELVDASERVGLLHSQNTSL

INTKKKLETDLLQVQGEVDDAVQEARNAEEKAKKAITDAAMMAEELKKEQDTSAHLERMKKNME

VTVKDLQHRLDEAESLAMKGGKKQLQKLESRVHELEAEVEAEQRRGADAVKGVRKYERRVKELT



 

 

YQTEEDKKNVTRLQDLVDKLQLKVKAYKRQAEEAEEQANTHLSRYRKVQHELEESHERADIAES

QVNKLRAKSREAG------- 

 Q05K07_O__latipes_Fast_s        --

DAEMEQYGPAAIYLRKPERERIEAQTSPFDAKTAFFVVDPDEMYLKCKLIKREGGKATVETEGG

KTVTVKEDDIHPRNPPKFDKMEDMAMMTHLNEPSVLFNLKERYASWMIYTYSGLFCVVVNPYKW

LPVYDAQCVSGYRGKKRIEAPPHIFSISDNAYQFMLTDRENQSILITGESGAGKTVNTKRVIQY

FATIAA-LGGKKEQQSSG-

GSLEDQIVAANPLLEAYGNAKTVRNDNSSRFGKFIRIHFGSSGKLASADIETYLLEKSRVTYQL

SAERSYHIFYQLMTGHKPELLEALLITTNPYDFPLISMGEITVKSINDVEEFIATDTAIDILGF

NGEEKLGIYRLTGAVMHHGNMKFKQKQREEQAEPDGTEVPDKIAYLMGLNSADMLKALCYPRVK

VGNEMVTKGQTVPQVNNSVSALCKSVYEKMFLWMVIRINEMLDTKQPRQFFIGVLDIAGFEIFD

YNSLEQLCINYTNEKLQQFFNHTMFVLEQEEYKKEGIEWEFIDFGMDLAACIELIEKPMGIFSI

LEEECMFPKASDTTFKNKLYDQHLGKNKAFEKPKPGKGKAEAHFAMVHYAGTVDYNITGWLDKN

KDPLNDSVVQLYQKSSNKLLCYLYAAAGA---GGAKK-

GGKKKGGSFQTVSALFRENLAKLMTNLRSTHPHFVRCLIPNESKTPGLMENFLVIHQLRCNGVL

EGIRICTKGFPGRILYGDFKQRYKVLNASVIPEGQFMDNKKASEKLLGSIDVDHSQYKFGHTKV

FFKAGLLGTLEEMRDEKLASLVTMTQALCRGYVMRKEFVKMMERRESIYTIQYNVRSFMNVKNW

PWLKLYFKIKPLLQSAETEKELQEMKGNYEKMKTDLAAALAKKKELEEKMVSLMQEKNDLQLQV

AAETENLSDAEERCEGLIKSKIQLEAKLKETTERLEDEEEINAELTAKKRKLEDECSELKKDID

DLELTLAKVEKEKHATENKVKNLTEEMASQDESIAKLTKEKKALQEAHQQTLDDLQAEEDKVNT

LTKSKTKLEQQVDDLEGSLEQEKKLRMDLERAKRKLEGDLKLAQESIMDLENDKQQSDEKIKKK

DFEISQLLSKIEDEQSLGAQLQKKIKELQARIEELEEEIEAERAARAKVEKQRADLSRELEEIS

ERLEEAGGATAAQIEMNKKREAEFQKLRRDLEESTLQHEATAAALRKKQADSVAELGEQIDNLQ

RVKQKLEKEKSEYKMEIDDLSSNMEGVAKSKGNLEKMCRTLEDQLSELKAKNDENVRQLNDLNA

QRARLQTENGEFSRQLEEKEALVSQLTRGKQAFTQQIEELKRLVEEEVKAKNALAHGVQSARHD

CDLLREQFEEEQEAKAELQRGMSKANSEVAQWRTKYETDAIQRTEELEESKKKLAQRLQEAEES

IEAVNSKCASLEKTKQRLQGEVEDLMIDVERANSLAANLDKKQRNFDKVLAEWKQKYEESQAEL

EGAQKEARSLSTELFKMKNSYEEALDQLETMKRENKNLQQEISDLTEQIGETGKSIHELEKAKK

TVETEKSEIQTALEEAEGTLEHEESKILRVQLELNQVKGEIDRKLAEKDEEMEQIKRNSQRVIE

SMQSTLDAEVRSRNDALRVKKKMEGDLNEMEIQLSHANRQAAEAQKQLRNVQGQLKDAQLHLDD

ALRAQEDMKEQVAMVERRNGLMLAEIEELRAALEQTERGRKVAEQELVDASERVGLLHSQNTSL

LNTKKKLESDLVQVQGEVDDAIQEARNAEEKAKKAITDAAMMSEELKKEQDTSSHLERMKKNLE

VTVKDLQHRLDEAENLAMKGGKKQLQKLESRVRELESEVESEQRRGADAIKGVRKYERRVKELT

YQTEEDKKNVARLQDLVDKLQLKVKAYKRQAEEAEEQANTHMSKLRKVQHELEEAQERADIAES

QVNKLRVKSRDTG------- 

 Q98TQ4_N__coriiceps_Myos        

MGDSEMECFGPAAIYLRKPARERIQAQTTPFDAKTAFFVTEPSEMFLKGKLTKKEGGKATVDTL

CGKTVTVKDTEIFPMNPPKYDKIEDMAMMTHLSEPSVLYNLKERYAAWMIYTYSGLFCVTVNPY

KWLPVYDSKVVNGYRGKKRIEAPPHIFSISDNAYQFMLQDRENQSILITGESGAGKTVNTKRVI

QYFATIAVAGGKKMEQAS---

GSLEDQIIAANPLLESYGNAKTIRNDNSSRFGKFIRIHFGTTGKLASADIETYLLEKSRVTFQL

SAERSYHIFYQLMTGHKPEILEALLITKNPYDYHMISQGEITVKSIDDIEEFIATDAAIDILGF

TLDEKASMYKQTGAVMHHGNMKFKQKQREEQAEPDGTEVADKIAYLMGLNSADLLKALCYPRVK

VGNEYVTKGQTVSQVNNNVSALCKSVYEKMFLWMVIRINEMLATKQSRQFFIGVLDIAGFEIFD

YNSLEQLCINFTNEKLQQFFNHHMFVLEQEEYKKEGIEWEFIDFGMDLAACIELIEKPMGIFSI

LEEECMFPKASDITFKNKLYDQHLGKSAAFQKPKPAKGKAEAHFALLHYAGTVDYNVTGWLEKN

KDPLNDSVVQLYQKSSVKLLALLYASNA---EAEGKK-



 

 

AAKKKGGSFQTVSALFRENLGKLMTNLRSTHPHFVRCLIPNESKTPGLMQNFLVIHQLRCNGVL

EGIRICRKGFPSRIQYADFKQRYKVLNASVIPEGQFMDNKKASEKLLGSIDVDPTQYKFGHTKV

FFKAGLLGILEEMRDDKLAKLVTMTQALSRGFLSRTEFQKMMERREAIYSVQYNIRSFMNVKTW

PWMKLYFKIKPLLKSAESEKEMAQMKVDFAKMKEDLAKALSKKKELEEKMVSLLQDKNDLQLQM

QSEGETLCDAEERCEGLIKAKIQLEAKCKETSERLEDEEEMNGELTAKKRKLEDECSELKKDID

DLELTLAKVEKEKHATENKVKNLVEEMSSQDEIIAKLTKEKKALQEAHQQTLDDLQAEEDKVNT

LTKARVKLEQQVDDLEGSLEQEKKLRMDLERAKRKLEGDVKLAHETIMDLENDKQQSDEKIKKK

DFETSQLLSRIEDEQTLSAQLQKKIKELQARIEELEEEIEAERAARAKVEKQRSDLSRELEEIS

ERLEESGGATSVQIEMNKKREAEFQKLRRDLEESTLQHEATAAALRKKQADSVAELGEQIDNLQ

RVKQKLEKEKSEYKMEIDDLSSNMESVAKSKVNLEKMCRTLEDQLSEMKTKNEEHVRHVNDIGV

QRARLLTENGEYSRQMEEKDALISQLTRSKQAFTQQVEEFKRHIEEEVKAKNALAHAVQSARHD

CDLLREQYEEEQEAKSELQRAMSKANSEVAQWRAKYETDAIQRTEELEESKKKLAQRLQDAEES

IEAVNAKCASLEKTKQRLLAEVEDLMIDVERANALAANLDKKQRNFDKVLAEWKQKYEESQAEL

EGSLKEARSLSTEMFKLKNSYEEALDHLESLKRENKNLQQEISDLTEQIGENGKTLHELEKGKK

ILEIEKSELQTSLEEAEATLEHEESKILRVQLELTQIKGEVDRKIAEKDEEIDQIKRNSQRVIE

SMQSNLDSEVRSRNDALRIKKKMEGDLNEMEIQLSHANRQASEAQKQLRNVQGQLKDSLLHLDE

ALRGQEDMKEQVAMVERRNNLMVAEIEELRAALEQTERCRKVAEQELVDASERVGLLHSQNTSL

INTKKKLETDLVQIQGEVEDSVQEARNAEEKAKKAITDAAMMAEELKKEQDTSSHLERMKKNLE

VTVKDLQIRLDEAENLAMKGGKKQLQKLEARVRELEGEVDAEQRRGAEAIKGVRKYERKVKELS

YQFEEDKKNISRLQDLVDKLQLKVKAYKRQSEEAEEQANTHLSKCRKVQHEMEEAEERADIAES

QVNKLRAKSREI-------- 

 Q05K11_O__latipes_Fast_s        --

DAEMEQYGPAAIYLRKPERERIEAQTAPFDAKTAFFVVDADEMYLKCKLIKREGGKATVETEGG

KTVTVKEDDIHPRNPPKFDKMEDMAMMTHLNEPSVLFNLKERYASWMIYTYSGLFCVVVNPYKW

LPVYDAQCVSGYRGKKRIEAPPHIFSISDNAYQFMLTDRENQSILITGESGAGKTVNTKRVIQY

FATIAA-LGGKKEQQSSG-

GSLEDQIVAANPLLEAYGNAKTVRNDNSSRFGKFIRIHFGSSGKLASADIETYLLEKSRVTYQL

SAERSYHIFYQLMTGHKPELLEALLITTNPYDFPLISMGEITVKSINDVEEFIATDTAIDILGF

NGEEKLGIYRLTGAVMHHGNMKFKQKQREEQAEPDGTEVADKIAYLMGLNSADMLKALCYPRVK

VGNEMVTKGQTVPQVNNSVSALCKSVYEKMFLWMVIRINEMLDTKQSRQFFIGVLDIAGFEIFD

YNSLEQLCINYTNEKLQQFFNHTMFVLEQEEYKKEGIEWEFIDFGMDLAACIELIEKPMGIFSI

LEEECMFPKASDTTFKNKLYDQHLGKNKAFEKPKPGKGKAEAHFAMVHYAGTVDYNITGWLDKN

KDPLNDSVVQLYQKSSNKLLCYLYAAAGA---GGAKK-

GGKKKGGSFQTVSALFRENLAKLMTNLKSTHPHFVRCLIPNESKTPGLMENFLVIHQLRCNGVL

EGIRICTKGFPGRILYGDFKQRYKVLNASVIPEGQFMDNKKASEKLLGSIDVDHSQYKFGHTKV

FFKAGLLGTLEEMRDEKLASLVTMTQALCRGYVMRKEFVKMMERRESIYTIQYNVRSFMNVKNW

PWLKLYFKIKPLLQSAETEKELQEMKGNYEKMKTDLAAALAKKKELEEKMVSLLQEKNDLQLQV

AAETENLSDAEERCEGLIKSKIQLEAKLKETTERLEDEEEINAELTAKKRKLEDECSELKKDID

DLELTLAKVEKEKHATENKVKNLTEEMASQDESIAKLTKEKKALQEAHQQTLDDLQAEEDKVNT

LTKSKTKLEQQVDDLEGSLEQEKKLRMDLERAKRKLEGDLKLAQESIMDLENDKQQSDEKIKKK

DFEISQLLSKIEDEQSLGAQLQKKIKELQARIEELEEEIEAERAARAKVEKQRADLSRELEEIS

ERLEEAGGATSAQIEMNKKREAEFQKLRRDLEESTLQHEATAAALRKKQADSVAELGEQIDNLQ

RVKQKLEKEKSEYKMEIDDLSSNMEGVAKSKGNLEKMCRTLEDQLSELKAKNDENVRQLNDLNA

QRARLQTENGEFSRQLEEKEALVSQLTRGKQAFTQQIEELKRLVEEEVKAKNALAHGVQSARHD

CDLLREQFEEEQEAKAELQRGMSKANSEVAQWRTKYETDAIQRTEELEESKKKLAQRLQEAEES

IEAVNSKCASLEKTKQRLQGEVEDLMIDVERANSLAANLDKKQRNFDKVLAEWKQKYEESQAEL

EGAQKEARSLSTELFKMKNSYEEALDQLETMKRENKNLQQEISDLTEQIGETGKSIHELEKAKK



 

 

SVETEKSEIQTALEEAEGTLEHEEAKILRVQLELNQVKGEIDRKLAEKDEELEQIKRNSQRVIE

SMQSTLDAEVRSRNDALRVKKKMEGDLNEMEIQLSHANRQAAEAQKQLRNVQGQLKDAQLHLDD

ALRAQEDMKEQVAMVERRNGLMLAEIEELRAALEQTERGRKVAEQELVDASERVGLLHSQNTSL

LNTKKKLESDLVQVQGEVDDAIQEARNAEEKAKKAITDAAMMAEELKKEQDTSSHLERMKKNLE

VTVKDLQHRLDEAENLAMKGGKKQLQKLESRVRELESEVESEQRRGADAIKGVRKYERRVKELT

YQTEEDKKNVARLQDLVDKLQLKVKAYKRQAEEAEEMANTHMSKLRKVQNEFEEAQERADIAES

QVNKLRVKSRDTG------- 

 A4PDX4_S__undosquamis_My        --

DAEMAVYGKAAIYLRKPEKERIEAQSKPFDAKAAGYVADVKELYLKCTILKRDGGKVTVKVLTQ

EEKTVKEDDVTPMNPPKYDKIEDMAMMTHLNEASVLYSLKERYAAWMIYTYSGLFCATVNPYKW

LPVYDQEVVNAYRGKKRMEAPPHIFSVSDNAFQNMATDRENQSVLITGESGAGKTVNTKRVIQY

FATISVGGGEKKKDAAPG-

GSLEDQIIAANPLLEAYGNAKTVRNDNSSRFGKFIRIHFGATGKLSSTDIETYLLEKSRVTFQL

PDERGYHIFYQMMTNHKPELIEMTLITTNPYDFPMCSQGQITVASIDDKEELVATDTAIDILGF

TGEEKNYIYKLTGAVLHHGNMKFKQKQREEQAEPDGTEDADKVSYLLGLNSADMLKALCYPRVK

VGNEYVTKGQTVPQVNNSVAALAKSIYERMFLWMVIRINQMLDTKQARQFFIGVLDIAGFEIFD

FNSMEQLCINFTNEKLQQFFNHHMFVLEQEEYKKEGIIWEFIDFGMDLAACIELIEKPMGIFSI

LEEECMFPKASDTTFKNKLYDQHLGKTKAFEKPKPAKGKAEAHFSLVHYAGTVDYNICGWPDKN

KDPLNDSVVQLYQKSSVKPLPVLYPPVE---TGGGKK-

GGKKKGGSMQTVSSQFRENLGKLMTNLRSTHPHFVRCLIPNESKTPGLMENFLVIPQLRCNGVL

EGIRICRKGFPSRILYGDFKQRYKVLNASVIPEGQFIDNKKASEKLLGSIDVDHEQYKFGHTKV

FFKAGLLGTLEEMRDEKLAILVTMTQALCRGYVMRKEFVKMMERRESIYTIQYNIRSFMNVKHW

PWMKVYYKIKPLLKSAETEKELAQMKDNYDKMKTDLATALAKKKELEEKMVSLLQEKNDLQLQV

ASESENLSDAEERCEGLIKSKIQLEAKLKETHERLEDEEEMNAELTAKKRKLEDECSELKKDID

DPELTLAKVEKEKHATENKVKSLTEEMASQDESIAKLTKEKKALQEAHQQTLDDLQAEEDKVNT

LTKAKTKLEQQVDDLEGSLEQEKKLRMDLERAKRKLEGDLKLAQESIMDLENEKQQSDEKIKKK

DFETAQLLSKIEDEQSMGAQLQKKIKELQARIEELEEEIEAERAARVKVEKQRADLSRELEEIS

ERLEEAGGATAAQIEMNKKREAEFQKLRRDLEESTLQHEATAAALRKKQADSVAELGEQIDNLQ

RVKQKLEKEKSEYKMEIDDLSSNMEAVAKSKGNLEKMCRTLEDQLSELKTKSDENVRQINDMSA

QRARLQTENGEFTRQLEEKEALVSQLTRGKQAFTQQIEELKRHVEEEVKAKNALAHGVQSARHD

CDLLREQFEEEQEAKAELQRGMSKANSEVSQWRAKYETDAIQRTEELEEAKKKLAQRLQEAEEQ

IEAVNSKCASLEKTKQRLQGEVEDLMIDVERANALAANLDKKQRNFDKVLAEWKQKYEEGQAEL

EGAQKEARSLSTELFKMKNSYEEALDQLETLKRENKNLQQEISDLTEQIGETGKSIHELEKAKK

TVETEKAEIQTALEEAEGTLEHEESKILRVQLELNQIKGEVDRKLSEKDEGMEQIKRNSQRVID

SMQSTLDSEVRSRNDALRIKKKMEGDLNEMEIQLSHANRQAGEAQKQLRNVQGQLKDAQLHLDD

ALRSQEDLKEQAAMVDRRNGLMVAEIEELRSALEQTERGRKVAEQELVDASERVGLLHSQNTSL

MNTKKKLESDLVQVQGEVDDTVQEARNAEEKAKKAITDAAMMAEELKKEQDTSAHLERMKKNLE

VTVKDLQHRLDEAENLAMKGGKKQLQKLESRVRELEGEVEGEQRRGADAVKGVRKYERRVKELT

YQTEEDKKNVARLQDLVDKLQLKVKAYKRQAEEAEEQANGYLSKCRKVQHELEEAEERADIAES

QVNKLRAKSRDAG------- 

 B2Z9Y7_X__laevis_Larynge        -

GDAEMAVFGEAASFLRKSEKERIEAQNKPFDAKNTVYIDDTNTLFVKGFITARDGDKITVKTED

GRTETVTESQIYQQNPPKYDKIEDMAMMTHLNEPSVLFNLKERYAAWMIYTYSGLFCITVNPYK

WLPVYNPEVVAGYRGKKRVEAPPHIFSISDNAYQSMLTDRENQSVLITGESGAGKTVNTKRVIQ

YFATVAAIGDAGKKKQADN-

GTLEDQIIQANPLLEAFGNAKTLRNDNSSRFGKFIRIHFGTTGKLSSADIETYLLEKSRVTFQL

SAERSYHIFYQILTNKIPELIEMLLLTTNPYDYPTISQGELKVKSIDDEDEFMATESAIEVLGF



 

 

NAEERVSIYKMTGAVMHHGNMKFKQKQREEQAEPDGTEVADKISYLMGLNSADLLKALCYPRVK

VGNEFVTKSQTVPQVCNSVGALCKSVYEKLFLWMVTRINQQLDTKQPRQFFIGVLDIAGFEIFD

FNSLEQLCINFTNEKLQQFFNHHMFVQEQEEYKKEGIEWEFIDFGMDLAACIELIEKPMGIFSI

LEEECMFPKATETSFKNKLYEQHLGKCKNFEKPKPGKGKAEAHFSLVHYAGIVDYNISGWLDKN

KDPLNDSVVQLYQKSSVKLLSFLYSSYASADDSSSKGGGKKKKGSSFQTVSAVFRENLNKLMTN

LRSTHPHFVRCLIPNETKTPGIMDNYLIIHQLRCNGVLEGIRICTKGFPSRIQYGDFKQRYKIL

NASAIPDGQFIDSKKAAEKLLGSIDVDHNQYRFGHTKVFFKAGLLGTLEEMRDEMLAHVITRIQ

SYCRGYLMRIEFKKMNSRREALFVIQYNLRSFMNVKHWPWMKLYFKIKPLLKSAETEKEMANIK

EEYEKIKEALEKAEARKKELEEKMVVLLQEKNDLMLQAQAESETLADAEERCESLIKGKIQLES

KIKEMTERLEDEEESNAELSAKKRKLEDECSELKKDIDELEITLSKVEKEKHATENKVKNLTED

MAALDDNISKVTKEKKSLQEAHQQTLDDLQTEEDKVNTLSKAKSKLEQQVDDLEGSLEQEKKLR

LDLERTKRKLECDLKLTQETVLDFENDKQQAEERLKKKDYEISQLLSKIEDEQALSSQLQKKIK

ELQARTEELEEEIEAERTVRAKAEKQRALITRELEEISERLEEAGGATAVQIEMNKKRENEFQK

MRRDLEEANLRHETIACNLRKKHADTVAELGEQLDNLQRIKQKLEKEKSELKMEIDDFASNLDN

TSKLKANFEKLNHVLEDQLSEAKAKGEEQQRLLNDLTTHKARLLSENGELSRQGEEKESLISQL

SRGKQAFIQQIEELKRQLEEETKAKNALAHAVQSARHDCDLLREQFEEEQEAKSELQRSLSKAN

NEVSQWRNKYETDAIQRTEELEEAKKKLAQHLQEAEDQVAAVNSKCASLEKTKQRLQSEVDDLM

IDVERSNNAAAALDKKQRNFDKVLVEWKQKYGEGQAELEAALKECRSLSTEIFKMRNAYEEALE

LTETLKRENKNLQQEITDLTEHIGESGKSINELDKARKQVEQQKNEMQAALEEAEGSLEHEETK

FLRIQLELNQVKSEMDKKIAEKDEEIEQLKRNNQRATDTLQTTLDSEIRSRNEALRLKKKMEGD

LNELEIQLNQANRQAAEAQKQLRNVQTQNKDTLLQLDNKERIESDLKEQIAVLERRTALQLAEI

EEIRAALEMLDRSCKVAEQELADSSERLQLLRSHVNILTNSKKKLESDVSQLQSEVEESIQEAR

NTEEKAKKAITDAALMAEELKKEQDTSAHLVRMKKNLEQTVKDLQHRLDEAEQLALKGGKKQLQ

KLETRVRELENELENEQKRGVEAVKGVRKYERRMKELTYQNEEDRKNVLRLQDLVDKLQLKVKA

YKRQAEEAEEQANAHMARYRKMQHELGEAEERADIADSQVNKLRAKSRDIGSK----- 

 UPI0000D9E164_M__mulatta        ---------------------------

----------------------------------------------------

NPPKFDRIEDMAMLTHLNEPAVLYNLKDRYTSWMIYVSKG-

FCRASPLYKFIPKKHKIIIKAYRGKKRQEAPPHIFSISDNAYQFMLTDRENQSILITGESGAGK

TVNTKRVIQYFATIAATGDLAKKKDS---

GTLEDQIISANPLLEAFGNAKTVRNDNSSRFGKFIRIHFGTTGKLASADIETYLLEKSRVTFQL

KAERSYHIFYQILSNKKPELIELLLITTNPYDYPFISQGEILVASIDDAEELLATDSAIDILGF

TPEEKSGLYKLTGAVMHYGNMKFKQKQREEQAEPDGTEVADKTAYLMGLNSSDLLKALCFPRVK

VGNEYVTKGQTVDQVHHAVNALSKSVYEKLFLWMVTRINQQLDTKLPRQHFIGVLDIAGFEIFE

YNSLEQLCINFTNEKLQQFFNHHMFVLEQEEYKKEGIEWTFIDFGMDLAACIELIEKPMGIFSI

LEEECMFPKATDTSFKNKLYDQHLGKSNNFQKPKVVKGRAEAHFSLIHYAGTVDYSVSGWLEKN

KDPLNETVVGLYQKSSNRLLAHLYATFATAD---KKK-

VAKKKGSSFQTVSALFRENLNKLMSNLRTTHPHFVRCIIPNETKTPGAMEHSLVLHQLRCNGVL

EGIRICRKGFPNRILYGDFKQRYRVLNASAIPEGQFIDSKKACEKLLASIDIDHTQYKFGHTKV

FFKAGLLGTLEEMRDDRLARLITRTQAVCRGFLMRVEFQKMVQRRESIFCIQYNIRSFMNVKHW

PWMKLFFKIKPLLKSAETEKEMATMKEEFQKTKDELAKSEAKRKELEEKLVTLVQEKNDLQLQV

QAESENLLDAEERCDQLIKAKFQLEAKIKEVTERAEDEEEINAELTAKKRKLEDECSELKKDID

DLELTLAKVEKEKHATENKVKNLTEELSGLDETIAKLTREKKALQEAHQQALDDLQAEEDKVNS

LNKTKSKLEQQVEDLESSLEQEKKLRVDLERNKRKLEGDLKLAQESILDLENDKQQLDERLKKK

DFEYCQLQSKVEDEQTLGLQFQKKIKELQARIEELEEEIEAERATRAKTEKQRSDYARELEELS

ERLEEAGGVTSTQIELNKKREAEFLKLRRDLEEATLQHEAMVATLRKKHADSVAELGEQIDNLQ

RVKQKLEKEKSEFKLEIDDLSSSMESVSKSKANLEKICRMLEDQLSEARGKNEEIQRSLSELTT



 

 

QKSRLQTEAGELSRQLEEKESIVSQLSRSKQAFTQQIEELKRQLEEENKAKNALAHALQSSRHD

CDLLREQYEEEQEGKAELQRALSKANSEVAQWRTKYETDAIQRTEELEEAKKKLAQRLQDSEEQ

VEAVNAKCASLEKTKQRLQGEVEDLMVDVERANSLAAALDKKQRNFDKVLAEWKTKCEESQAEL

EASLKESRSLSTELFKLKNAYEEALDQLETVKRENKNLEQEIADLTEQIAENGKTIHELEKSRK

QIELEKSDIQLALEEAEAALEHEEAKILRIQLELTQVKSEIDRKIAEKDEEIEQLKRNYQRTVE

TMQSALDAEVRSRNEAIRLKKKMEGDLNEIEIQLSHANRQAAETLKHLRSVQGQLKDTQLHLDD

ALRGQEDLKEQLAIVERRANLLQAEVEELRATLEQTERARKLAEQELLDSNERVQLLHTQNTSL

IHTKKKLETDLMQLQSEVEDASRDARNAEEKAKKAITDAAMMAEELKKEQDTSAHLERMKKNLE

QTVKDLQHRLDEAEQLALKGGKKQIQKLETRIRELEFELEGEQKKNTESVKGLRKYERRVKELT

YQSEEDRKNVLRLQDLVDKLQVKVKSYKRQAEEADEQANAHLTKFRKAQHELEEAEERADIAES

QVNKLRAKTRDFTS------ 

 Q9DGD5_P__argentata_Myos        --

DAEMAVYGKAAIYLRKPERERIEAQSKPFDAKAACYVADVKELYLKALITKKDGAKVTVKVLTE

EERTVKEDDVTPMNPPKFDKIEDMAMMTHLNEASVLYNLKERYAAWMIYTYSGLFCATVNPYKW

LPVYDSEVVNAYRGKKRMEAPPHIFSVSDNAFQFMLIDRENQSVLITGESGAGKTVNTKRVIQY

FATISV-GGEKKRDTS---

GSLEDQIIAANPLLEAYGNAKTVRNDNSSRFGKFIRVHFGATGKLASADIETYLLEKSRVTFQL

PDERGYHIFYQMMTNHKPELIEMSLITTNPYDFPMCSMGQITVASIDDKVELEATDNAIDILGF

TSDEKMSIYKMTGAVLHHGSMKFKQKQREEQAEPDGTEDADKVAYLLGLNSADMLKALCYPRVK

VGNEYVTKGQTVPQVNNSVTALAKSIYEKMFLWMVIRINEMLDTKQARQFFIGVLDIAGFEIFD

FNTLEQLCINFTNEKLQQFFNHTMFVLEQEEYKKEGIVWEFIDFGMDLAACIELIEKPMGIFSI

LEEECMFPKATDTSFKNKLYDQHLGKNKAFEKPKPAKGKAEAHFSLVHYAGTVDYNIAGWLDKN

KDPLNESVVQLYQKSSVKLLPVLYPPVE---T--GGK-

KGKKKGGSMQTVSAAFRENLGKLMTNLRSTHPHFVRCLIPNESKTPGLMENFLVIHQLRCNGVL

EGIRICRKGFPSRIPYADFKQRYKVLNASVIPDGQFMDNKKASEKLLGSIDVDHDQYRFGHTKV

FFKAGLLGTLEEMRDEKLAALVTMTQALCRGYVMRKEFVKMMERREAIYTIQYNVRSFTNVKNW

PWMKVYYKIKPMLKSAETEKELANMKENYEKMKTDLATALAKKKELEEKMVSIVQEKNDLQLQV

ASESENLSDAEERCEGLIKSKIQMEAKLKETSERLEDEEEINAELTAKKRKLEDECSELKKDID

DLELTLAKVEKEKHATENKVKNLTEEMASQDDSLAKLTKEKKALQEAHQQTLDDLQAEEDKVNT

LTKAKTKLEQQVDDLEGSLEQEKKLRMDLERAKRKLEGDLKLAQESIMDLENDKQQTDEKLKKK

DFEISQLLSKIEDEQSLGAQLQKKIKELQARIEELEEEIEAERAARAKVEKQRADLSRELEEIS

ERLEEAGGATASQIEMNKKREAEFQKLRRDLEESTLQHEATAAALRKKQADSVAELGEQIDNLQ

RVKQKLEKEKSEYKMEIDDLSSNMEAVAKAKGNLEKMCRTLEDQLSELKTKNDENVRQINDMSG

QRARLLTENGEFTRQVEEKEALVSQLTRGKQAFTQQIEELKRQIEEEVKAKNALAHGVQSARHD

CDLLREQFEEEQEAKAELQRGMSKANSEVAQWRSKYETDAIQRTEELEEAKKKLAQRLQDAEEQ

IEAVNSKCASLEKTKQRLQSEVEDLMIDVERANGLAANLDKKQRNFDKVLAEWKQKYEEGQAEL

EGAQKEARSLGTELFKMKNSYEESLDQLETMKRENKNLQQEISDLTEQIGETGKSIHELEKAKK

QVETEKSEIQTALEEAEGTLEHEESKILRVQLELNQVKGEVDRKLAEKDEEMEQIKRNSQRVID

SMQSTLDSEVRSRNDALRIKKKMEGDLNEMEIQLSHANRQAAESQKQLRNVQAQLKDAQLHLDD

AVRAQDDFKEQAAMVERRNGLMMAEIEELRVALEQTERSRKVAEQELVDASERVGLLHSQNTSL

MNTKKKLEADLVQIQGEVDDTVQEARNAEEKAKKAITDAAMMAEELKKEQDTSSHLERMKKNLE

VAVKDLQHRLDEAENLAMKGGKKQLQKLESRVRELEAEVEAEQRRGGDAVKGVRKYERRVKELT

YQTEEDKKNVARLQDLVDKLQLKVKGYKRQAEEAEEQANVHLSKCRKIQHELEEAEERADIAET

QVNKLRVKSRDIG------- 

 A8R0Q7_H__molitrix_Myosi        --

DAEMAAYGKKTIYLRKPERERIEAQSKPFDAKTACYVADVKELYLKGTIKSKDGGKVTVVLLTK

EERVAKEEDVYPMNPPKYDKIEDMAMMTHLNEASVLYNLKERYAAWMIYTYSGLFRATVSPYKM



 

 

LPVYDPEVVTAYRGKKRMEAPPHIFSVSDNAYQFMQTDRENQSVLITGESGAGKTVNTKRVIQY

FATVAVSGGDKKKEAS---

GSLEDQIIAANPLLEAYGNTKTVRNDNSSRFGKFIRIHFGTSGKLASADIETYLLEKSRVSFQL

PDERGYHIFYQMMTNHKPEPIEMTLITTNPYDFPMCSQGQITVASIDDKEELDATDSAIDILGF

TGEEKMGIYKFTGAVLHHGNMKWKQKQREEHAEPDGNEEADKIAYLLGLNSAEMLKGLCYPRVK

VGNEFVTKGQTVAQVYNSVSALAKSIYERMFLWMVIRINQMLDTKQQRNFYIGVLDIAGFEIFD

YNSMEQLCINFTNEKLQQFFNHHMLVLEQEEYKKEGIVWEFIDFGMDLASCIELIEKPMGIFSI

LEEECMFPKASDTSFKNKLYDQHLGKNNAFQKPKPAKGKAEAHFSLVHYAGTVDYNITGWLDKN

KDPLNESVLQLYQKSSNKLLASLYPAVE---T--TKK-

GGKKKGGSMQTVSSQFRENLGKLMTNLRSTHPHFVRCLIPNESKTPGLMENFLVIHQLRCNGVL

EGIRICRKGFPSRIQYGDFKQRYKVLNAGVIPEGQFMDNKEASEKLLGSIDIDHDEYRFGHTKV

FFKAGLLGTLEEMRDEKLATLVTMTQALCRGYVMRKEYVKMTERRESIYTIQYNIRSFMNVKHW

PWMKVYYKIKPLLKSAETEKELSGMKEEFTKCKEALAKSEAKKKELEEKMVSLLQEKNDLQLQV

ASECENLSDAEERCEGLIKSKIQLEAKLKETTERLEDEEEINAELTAKKRKLEDECSELKKDID

DLELTLAKVEKEKRATENEVKNLTEEMTSQDESLAKLTKEKKALQEAHQQTLDDLQAEEDKVNT

LTKSKTKLEQQVDDLEGSLEQEKKLRMDLERAKRKLEGDLKLSQESVMDLENDKQRSDEKIKKK

DFETSQLLSKIEDEQSLGAQLQKKIKELQARIEELEEEIEAERAARAKVEKQRADLSRELEEIS

ERLEEAGGANSAQIEMNKKREAEFQKLRRGLEESTLQHEATAAALRKKQADSVAELGEQIDNLQ

RVKQKLEKEKSGYKMEIDDLSSNMEAVAKAKGNLEKMCRTLEDQLSEFKSKNDENSRQINDLSA

QRARFQTENGEFGRQLEEKEALVSQLTRGKQAFTQQIEELKRHIEEEVKAKNALAHAVQSARHD

CDLLREQFEEEQEAKAELQRGMSKANSEVAQWRTKYEVDAIQRTGELEESKKKLAQRLQEAEEQ

VEAVNSKCASLEKTKQRLQAEVEDLMIDVERANGLAANLDKKQKNFDKVLAEWKQKYEEGQAEL

EGAQKEARSLSTELFKMKNSYEESLDQLETLKRENKNLQQEISDLTEQLSETGKGIHELEKAKK

TVETEKAEIQTALEEAEGTLEHEESKILRVQLELNQVKSEIDRKLAEKDEEMEQIKRNSQRIIE

SMQSTLDSEVRSRNDALRIKKKMEGDLNEMEIQLSHANRQAAEARKQLRNVQGQLKDAQLHLDD

AQRGQEDMKEQVAMVERRNALMQSEIEELRAALEQTERGRKVAEQELVDISERVGLPHSQNTSL

LNTKKKLEADLVQIQSEVDDTVQEARNAEEKAQKAITDAALVAEELKKEQDTSSHLERMKKNLE

VTVKDLQHRLDEAENLAMKGGKKQLQKLESRVRELETEVEAEQRRGADAVKGVRKYERRVKELT

YQTDEDKKNVARLQDLVDKLQLKVKVYKRQSEEAEEQANGYLSKLRKVQHELEEAEERADISES

QVNKLRVKSRDAG------- 

 Q98TQ6_N__coriiceps_Myos        --

DAEMSLYGKAAIYLRKPERERIEAQSAPFDAKSACYVSDVKELYLKATLIKKDGGKATVKILTE

EERVVKEEEVFPLNPPKYDKIEDMAMMTHVNEASVLYNLKERYAAWMIYTYSGLFCATVNPYKW

LPVYDAECVSAYRGKKRMEAPPHIFSVSDNAYQFMATDRENQSVLITGESGAGKTVNTKRVIQY

FATISV-SGPKRDASK---

GSLEDQIIAANPLLESYGNAKTVRNDNSSRFGKFIRIHFNTAGKLASADIETYLLEKSRVTFQL

EEERGYHIFYQMMTGHKPELLELALLTTNPYDFPMCSMGKIVVASIDDKVELEATDNAIDILGF

TNEEKMSIYKMTGAVLHHGNMKFKQKQREEQAEPDGTDDADKVAYLLGLNSADMLKGLCYPRVK

VGNEYVTKGQTVPQVMNSVPALAKSIYERMFLWMVIRINNMLDTKQARQFYIGVLDIAGFEIFD

FNTLEQLCINFTNEKLQQFFNHTMFVLEQEEYKKEGIIWEFIDFGMDLAACIELIERPMGIFSI

LEEECMFPKASDTSFKNKLYDQHLGKNKAFEKPKPSKGKAEAHFSLVHYAGIVDYNISGWLDKN

KDPLNDSVIQLYMKSSVKLLGLLYPPVE---A--GKK-

GGKKKGGSMQTVSSQFRENLGKLMTNLRSTHPHFVRCLIPNESKTPGLMENFLVIHQLRCNGVL

EGIRICRKGFPSRILYADFKQRYKVLNPSVIPEGQFMDNKKASEKLLGSVDVPHDEYKFGHTKV

FFKAGLLGTLEEMRDEKLASLVTLTQALARGYIMRKAFIKMIERREAIYTIQYNIRSFMNVKHW

PWMKVYYKIKPLLQSAETEKELANMKENYDKMKTDLATALAKKKELEEKMVSLLQEKNDLSLQI

ASEGENLSDAEERCEGLIKGKIQMEAKLKETSERLEDEEEINAELTAKKRKLEDECSELKKDID



 

 

DLELTLAKVEKEKHATENKVKNLTEEMASQDESIAKLTKEKKALQESHQQTLDDLQAEEDKVNT

LTKAKTKLEQQVDDLEGSLEQEKKLRMDLERAKRKLEGDLKLAQESVMDLENDKQQSDEKIKKK

DFECSQLLSKIEDEQSLGAQLQKKIKELQARIEELEEEIEAERAARAKVEKQRADLSRELEEIS

ERLEEAGGATSAQIEMSKKREAEFQKLRRDLEESTLQHEATAAALRKKQADSVADLGEQIDNLQ

RVKQKLEKEKSEYKMEIDDLSSNMENVAKAKGNLEKMCRTLEDQLSELKTKNDENVRQINDTSS

QKARLLTENGEYSRQIEEKEALVSQLTRGKQASTQQIEELKRHIEEEVKAKNALAHGLQSARHD

CDLLREQFEEEQEAKAELQRGMSKANSEVAQWRSKYETDAIQRTEELEESKKKLAQRLQEAEEQ

IEAVNSKCASLEKTKQRLLSEVEDLMIDVERANALAANLDKKQRNFDKVLAEWKQKYEEGQAEL

EGAQKEARSLSTELFKMKNSYEEALDHLETMKRENKNLQQEISDLTEQIGETGKSIHELEKSKK

QLETEKTEIQTALEEAEGTLEHEESKILRVQLELNQIKGEVDRKLAEKDEEMEQIKRNSQRVID

SMQSTLDSEVRSRNDALRIKKKMEGDLNEMEIQLSHANRQASESQKQLRNVQAQLKDAQLHLDD

ALRAQEDFKEQAAMVERRNGLMMAEIEELRAALEQTERSRKIAEQELVDASERVGLLHSQNTNL

VNTKKKLETDLVQIQGEVDDIVQEARNAEEKAKKAITDAAMMAEELKKEQDTSAHLERMKKNLE

VAVKDLQHRLDEAENLAMKGGKKQLQKLESRVRELEAEVEAEQRRGVDAVKGVRKYERRVKELT

YQTEEDKKNVARLQDLVDKLQLKVKAYKRQSEDAEEQANTHLSKCRKVQHDMEEAEERADIAES

QVNKLRAKSRDSG------- 

 Q8JIP5_O__keta_Myosin_he        --

DAEMQAYGKAAIYLRKSEKERMEAQATPFDSKNACYVTDKVELYLKGLVTARADGKCTVTVTKE

EGKEFEEADIYEMNPPKYDKIEDMAMMTYLNEASVLYNLKERYAAWMIYTYSGLFCATVNPYKW

LPVYDEEVVNAYRGKKRMEAPPHIFSVSDNAFQFMMIDKENQSILITGESGAGKTVNTKCVIQY

FATIAV-SGSKK-EVDPS-GSLEDQIIAANPLLESYGNAKTVRNDNSSRFGKFIRIHF-

QAGKLAKADIETYLLEKSRVAFQLPDERGYHIFYQLMTGHKPELVEMTLLTTNPYDFPMISQGH

IAVPSINDKEELDATDDAITILGFTNDEKMSIYKLTGAVTHHGNLKFKQKQREEQAEPDGTEVA

DKIGYLLGLNSAELLKCLCYPRVKVGNEYVTKGQTVAQVYNAVMALAKSIYERMFLWMVIRINE

MLDTKNPRQFYIGVLDIAGFEIFDYNSMEQLCINFTNEKLQQFFNHTMFVLEQEEYKKEGIVWE

FIDFGMDLAACIELIEKPLGIFSILEEECMFPKASDTTFKNKFYDQHLGKTKAFEKPKPAKGKP

EAHFSLVHYAGTVDYNITGWLDKNKDPLNESVILMYGKASVKLLATLYPAPP---EDKAKK-

GGKKKGGSMQTVSSQFRENLHKLMTNLRSTHPHFVRCLIPNESKTPGLMENFLVIHQLRCNGVL

EDLRICRKGFPSRIIYADFKQRYKVLNASVIPEGQFMDNKKASEKLLGSIDVNHEDYKFGHTKV

FFKAGLLGVLEEMRDEKLAALVGMVQALSRGFLMRREFSKMMERRESIFSIQYNIRSFMNVKTW

PWMKLYFKIKPLLQSAETEKELANMKENYEKMKTDLAKALATKKHLEEKLVALVQERADLALQV

ASEGQSLNDAEERCEGLIKSKIQLEAKLKEMTERLEDEEEMNAELTAKKRKLEDECSELKKDID

DLELTLAKVEKEKHATENKVKNLTEEMASLDESVAKLTKEKKALQEAHQQTLDDLQAEEDKVNT

LTKARTKLEQQVDDLEGSLEQEKKLRMDLERAKRKLEGDLKLAQESIMDLENDKQQADEKIKKK

EFETSQLLSKVEDEQSLGAQLQKKIKELQARIEELEEEIEAERAARAKVERQRADLSRELEEIS

ERLEEAGGATSAQIDMNKKREAEFQKLRRDLEESTLQHEATAAALRKKQADSVAELGEQIDNLQ

RVKQKLEKEKSEYKMEIDDLSSNMEAVAKAKGNLEKMCRTLEDQLSELKTKNDENVRQVNDISG

QRARLLTENGEFGRQLEEKEALVSQLTRGKQAFTQQVEELKRQIEEEVKAKNALAHGVQSARHD

CDLLREQFEEEQEAKAELQRGMSKANSEVAQWRTKYETDAIQRTEELEEAKKKLAQRLQDAEET

IEATNSKCSSLEKTKQRLQGEVEDLMIDVERANAMAANLDKKQRNFDKVLAEWKQKYEEGQAEL

EGAQKEARSMSTELFKLKNSYEEALDHLETLKRENKNLQQEISDLTEQIGETGKSIHELEKAKK

TVETEKSEIQTALEEAEGTLEHEESKILRVQLELNQIKGEVDRKIAEKDEEMEQIKRNSQRVVD

SMQSTLDSEVRSRNDALRVKKKMEGDLNEMEIQLSHSNRQASEAQKQLRNVQGQLKDAQLHLDD

AVRVAEDMKEQAAMVERRNGLMVAEIEELRVALEQTERGRKVAETELVDASERVGLLHSQNTSL

LNTKKKLETDLVQVQGEVDDIIQEARNAEEKAKKAITDAAMMAEELKKEQDTSSHLERMKKNLE

VTVKDLQHRLDEAENLAMKGGKKQLQKLEWRVRELETEVEAEQRRGVDAVKGVRKYERRVKELT



 

 

YQTEEDKKNVGRLQDLVDKLQMKVKAYKRHAEEAEEAANQHMSKFRKVQHELEEAEERADIAET

QVNKLRAKTRDSG------- 

 UPI0000DA357F_R__norvegi        -

SDAEMAIFGEAAPYLRKSEKERIEAQNKPFDAKTSVFVAEPKESYVKSVIQSKEGGKVTVKTES

GATLTVKEDQVFPMNPPKYDKIEDMAMMTHLHEPGVLYNLKERYAAWMIYTYSGLFCVTVNPYK

WLPVYNPEVVAAYRGKKRQEAPPHIFSISDNAYQFMLTNRENQSILITGESGAGKTVNTKRVIQ

YFATIAVTGEKKKEE--SG-

GTLEDQIISANPLLEAFGNAKTVRNDNSSRFGKFIRIHFGTTGKLASADIETYLLEKSRVTFQL

KAERSYHIFYQITSNKKPELIEMLLITTNPYDYAFVSQGEITVPSIDDQEELMATDSAIDILGF

SPEEKVSIYKLTGAVMHYGNMKFKQKQREEQAEPDGTEVADKAAYLQSLNSADLLKALCYPRVK

VGNEYVTKGQTVQQVYNAVGALAKAVYEKMFLWMVTRINQQLDTKQPRQYFIGVLDIAGFEIFD

---------------------------------------------------------

PLGIFSILEEECMFPKATDTSFKNKLYDQHLGKSNNFQKPKPTKGKAEAHFSLIHYAGTVDYNI

TGWLDKNKDPLNDTVVGLYQKSAMKTLASLFSTYASAE---TLK-

GAKKKGSSFQTVSALFRENLNKLMTNLRSTHPHFVRCIIPNETKTPGAMEHELVLHQLRCNGVL

EGIRICRKGFPSRILYGDFKQRYKVLNASAIPEGQFIDSKKASEKLLGSIDIDHTQYKFGHTKV

FFKAGLLGLLEEMRDEKLAQIITRTQAVCRGYLMRVEYQKMLLRRESIFCIQYNIRAFMNVKHW

PWMKLFFKIKPLLKSAETEKEMATMKEEFQKTKDELAKSEAKRKELEEKMVTLLKEKNDLQLQV

QSEADSLADAEERCEQLIKNKIQLEAKIKEVTERAEDEEEINAELTAKKRKLEDECSELKKDID

DLELTLAKVEKEKHATENK---------------------------------------------

--------------

LEGSLEQEKKLRMDLERAKRKLEGDLKLAQESTMDIENDKQQLDEKLKKKEFEISNLISKIEDE

QAVEIQLQKKIKELQARIEELEEEIEAERASRAKAEKQRSDLSRELEEISERLEEAGGATSAQV

ELNKKRETEFQKLRRDLEEATLQHEATSAALRKKHADSMAELGEQIDNLQRVKQKLEKEKSELK

MEIDDLSSNAEAIAKAKGNLEKMCRTLEDQVSELKSKEEEQQRLINELTAQRARLQTEAGEYSR

QLDEKDALVSQLSRSKQASTQQIEELKRQLEEETKAKNALAHALQSSRHDCDLLREQYEEEQEG

KAELQRALSKANSEVAQWRTKYETDAIQRTEELEEAKKKLAQRLQAAEEHVEAVNAKCASLEKT

KQRLQNEVEDLMLDVERTNAACAALDKKQRNFDKVLSEWRQKYEETQAELESCQKESRTLSTEL

FKVKNAYEESLDQLETLRRENKNLQQEISDLTEQIAEGGKHIHELEKIKKQVEQEKCEIQAALE

EAEASLEHEEGKILRIQLELNQVKSEIDRKIAEKDEEIDQLKRNHIRVVETMQSTLDAEIRSRN

DALR--------------------------------------

DTQLHLDDALRGQEDLKEQLAIVERRANLLQAEIEELRATLEQTERSRKIAEQELLDASERVQL

LHTQNTSLINTKKKLENDVSQLQSEVEEVIQESRNAEEKAKKAITDAAMMAEELKKEQDTSAHL

ERMKKNLEQTVKDLQHRLDEAEQLALKGGKKQIQKLEARVRELEGEVENEQKRNAEAVKGLRKH

ERRVKELTYQTEEDRKNVLRLQDLVDKLQAKVKSYKRQAEEAEEQSNVNLAKFRKLQHELEEAE

ERADIAESQVNKLRVKSREVHTK----- 

 UPI0000DA33E7_R__norvegi        ---------------------------

----------------------------------------------------------------

---------------------------------

VNPYKWLPVYNPEVVTAYRGKKRQEAPPHIFSISDNAYQFMLTDRDNQSILITGESGAGKTVNT

KRVIQYFATIAVTGEKKKEQQPG--NSLEDPDIQLNPAL-CXGMQASVTHTQ-------

IRLVIGCTGKLASADIETYLLEKSRVTFQLSSERSYHIFYQIMSNKKPELIDLLLISTNPFDFP

FVSQGEVTVASIDDSEELLATDNAIDILGFSPEEKVGIYKLTGAVMHYGNMKFKQKQREEQAEP

DGTEVADKAGYLMGLNSAEMLKGLCCPRVKVGNEYVTKGQNVQQVTNSVGALAKAVYEKMFLWM

VTRINQQLDTKQPRQYFIGVLDIAGFEIFDFNSLEQLCINFTNEKLQQFFNHHMFVLEQEEYKK

EGIEWEFIDFGMDLAACIELIEKPMGIFSILEEECMFPKATDTSFKNKLYDQHLGKSNNFQKPK

PAKGKAEAHFSLVHYAGTVDYNIAGWLDKNKDPLNETVVGLYQKSSLKLLSFLFSNYAGAE---



 

 

GKK-

GGKKKGSSFQTVSAVFRENLNKLMTNLRSTHPHFVRCLIPNETKTPGVMDHYLVMHQLRCNGVL

EGIRICRKGFPSRILYADFKQRYRILNASAIPEGQFIDSKNASEKLLNSIDVDREQFRFGHTKV

FFKAGLLGLLEEMRDEKLVTLMTRTQAVCRGYLMRVEFKKMMERREAIFCIQYNVRSFMNVKHW

PWMNLFFKIKPLLKSAEAEKEMATMKEDFERAKEELARSEARRKELEEKMVSLLQEKNDLQLQV

QSETENLMDAEERCEGLIKSKIQLEAKVKELNERLEEEEETNSELVAKKRNLEDKCSSLKRDID

DLELTLTKVEKEKHATENKVKNLSEEMTALEETISKLTKEKKSLQEAHQQTLDDLQVEEDKVNG

LMKINVKLEQQTDDLEGSLEQEKKLRADLERVKRKLEGDLKMSQESIMDLENDAQQLEEKLKKK

EFEMSQLQTRIDDEQILSLQLQKKIKELQARTEELEEEIEAEHTVRAKIEKQRSDLARELEEIS

ERLEEASGATSAQIEMNKKREAEFQKLRRDLEEATLQHEATAATLRKKHADTVAELGEQIDNLQ

RVKQKLEKEKSELKMEIDDMASNIEAVSKSKSNMERMCRSVEDQFNEIKAKDDQQTQLIHDLNM

QKARLQTQNGELNHQVEEKESLVSQLTKSKQALTQQLEELKRQLEEETKAKNALAHALQSSRHD

CDLLREQYEEEQEGKAELQRALSKANSEVAQWRTKYETDAIQRTEELEEAKKKLAQRLQEAEEN

TEASNSKCASLEKTKQRLQGEVDDLMLDLEKANTACATLDKKQRNFDKVLAEWKQKLDESQAEL

EAAQKESRSLSTEIFKMRNAYEEVVDQLETLRRENKNLQEEISDLTEQIAETGKNLQEVEKTKK

QMEQEKSDLQAALEEVEGSLEHEESKILRVQLELSQVKSELDRKVTEKDEEIEQIKRNSQRAVE

AMQSVLDAEIRSRNDALRLKKKMEGDLNEMEIQLSHANRQVAETQKHLRTVQGQLKDSQLHLDD

AQRSNEDLKEQLAIVERRNGLLQEELEEMKVALEQTERTRRLSEQELLDSSDRVQLLHSQNTSL

INTKKKLEADLAQCQAEVENSIQESRNAEEKAKKAITDAAMMAEELKKEQDTSAHLERMKKNLE

QTVKDLQHRLDEAEQLALKGGKKQIQKLEARVRELESELDAEQKRGAEALKGAHKYERKVKEMT

YQAEEDRKNILRLQDLVDKLQAKVKSYKRQAEEAEEQANTQLSRCRRVQHELEEAEERADIAES

QVNKLRAKSRDVGGQKMEE- 

 UPI000180BC7B_C__intesti        -----------

AAQYLRLSREKIIENQTQKPDGKKYVWFPDKAEAYVKGELIKTEKGKCTIKSIAEGEMTVKEDD

LQEMNPPRYEKCEDMAGMTFLNEASVLNNLRSRYESFMIYTYSGLFCVTVNPYKMLPVYAPYVI

AAYKGKRRTEMPPHLYSIADNAYTEMLMNRENQSMLITGESGAGKTVNTKKVIQYFALVAAYGA

SQDDGK----

GTLEDQIVQCNPAMEAFGNAKTVRNDNSSRFGKFIRIHFGSTGLLASGDIEHYLLEKSRVIYQQ

EGERNYHIFYQIISGSKPELIDQLLVTKDPYDYKSISQGVVSVDNLDDGAELLLTDDAFRVLGF

NQEEITGIYRIMAGIMHQQNMKFKNKQREEQAEPDGTEDADKVAYLFGLNSADFIKYICHPRVK

VGNEYVTKGQSCNQVSYGMGALSKGLFGRHFDWLVKLINQTLSTKLPRSFFIGVLDIAGFEIFD

SNSFEQLCINFTNEKLQQFFNHHMFVLEQEEYKKEGIDWVFIDFGMDLAACIELIEKPLGIMSI

LEEECMFPKASDDTFKDKLYQNHLGKSKAFGKP-

VKKTKYEAHFELYHYAGTVAYNICGWLEKNKDPLNNSVVDLYKKASLKLMQTIWEGISPEEASG

GGKGGKRKKGGSFMTVSSLHRQSLNSLMTNLRSTAPHFVRCLIPNERKCPGEMESHLVLHQLRC

NGVLEGIRICRKGFPNRVPYGDFKQRYRILNPNAAPEGQFMDSKKASEKLLGSIDIDHESYKLG

HTKVFFRAGMIGRLEELRDNKLASIFKLLQARMRGMLMRKEYQKMIERRQACRIIQSNLRAFFG

MANCEWMKLMFKIKPLLKTAESAKELEEMEKEFAETKVNLEKETKRRKELEEMQVSFIQEKNDL

VMQLQAQQDQIDDGEDRCDQLIKTKVELDGKIKELTERLEDEEELNNELVSKKRKLEDECSELK

KDIDDLEITLAKVEKEKHATENKLKNLQEELATQDEQIAKLQKEKKALQEAHQQTLDDLQSEED

KVNSLTKQKAKLEQQVDDLEASLEQEKKLRMELERTKRKLEGDLRLTQETVMDLENDKQRLEEK

LKKQEFEYSQLATKLEDEQALVSQLQKKIKELQARIEELEEELEAERAARAKVEKQRADLSREL

EELSERLEEAGGATAAQIELNKRREAEFAKLRRELEESNLGHEATVSTLRKKNADTSSEMSEQI

DNLQRVKQKLEKEKSEMKMEIDDLASNVESVTKAKLNYEKMARNLEEQLNETKMKNDNFTKEVN

ELNAAKARLSSENGEFGRQLEEREHLMAQLTRSKNSSSQQIDELKRVVEEETKAKAALAHAVQA

SRHDNDLLREQYEEEQEAKAELQRALSKANAEVAQWRNKYETDAIQRTEELEEAKKKLAIRLQE

AEEQVEAMQAKASSLDKTKNRLQSELEDLTIDLEKSNSAAAALDKKQRNFDKILAEHKQKAEEI



 

 

QVELEQSQKEARSLSTELFKMKNAYEESLDALETVKRENKNLQEEIADLTDQLGEGGKSIHELE

KAKRTLEHERNEMQSALEEAEGAIEGEESKVLRLQVELAQIKQEFERRLAEKEEEVDNQRRNQQ

RSIESMQTTLDSESKARQEAVRIKKKMEGDLNDLEIQLGHANRQASEAQKQAKSIQSHVKDLEM

QVDEAQRHAEDLQEQSAVIERRGNLLTAEIEELRSALEQAERGRKLAETELLESSERSNLLHTQ

NTALINQKRKLEGELQTMQGEVEESVQEQRNAEDKAKKAIVDAATMAEELKKEQDLSSHLERMK

KNMEQTVKDLQQRLDEAENIALKGGKKQVQKLETRIRELENELDSEQRRNGDSVKSQRKIERRL

KEVSYQGEEDKKNLTRIQDLVDKLQIKVKTYKRQAEEAEEQANTNLSKYRKLQHELDDAEERAE

MAESQLNKMRSKAQEWELEKLQEE 

 Q25142_H__roretzi_Embryo        

MATLDLSIFQDAAPYLRMSQEELLVLQTQKPDGKKYVWVPNKEKAYIKGEVISIEGGKAKLKTC

DEGEVTVKEDDLQLMNPPRYNKCEDMVNMTHLNEASVLRNLNDRYTAFMIYTYSGLFCVTVNPY

KMLPVYAPYVIQAYRGKRKTEMPPHLYSIADNAYTEMLMNRENQSMLITGESGAGKTVNTKKVI

QYFALVAADSVAQNDDK----

GTLEDQIVQCNPAMEAFGNAKTARNDNSSRFGKFIRIHFGATGSLASGDIEHYLLEKSRVIWQQ

AGERNYHIFYQIISGGKPELIDQLLVTKDPYDFKSISQGVVVVENLDDAQELLLTDEAFHILGF

TQEEINGIYRIMAGIMHQQNMKFKNKQREEQAEPDGTEDADKVAYLFGMNSADFLKYICHPRVK

VGNEFVTKGQTVPQVTYSIGGLSKGIFEKHFNWLVKIINQSLSTKLPRSYFIGVLDIAGFEIFD

FNSFEQLCINFTNEKLQQFFNHHMFVLEQEEYKKEGIDWVFIDFGMDLAACIELIEKPLGIMSI

LEEECMFPKATDNSFKEKLYQNHLGKTKAFGKP-

VKKTKFEAHFELHHYAGTVAYSVTDWLEKNKEPLNNSVVELYKKCSLKLMQTIWEGVSADDSSG

GGKGGKRKKGGSFMTVSSMHRESLNKLMTNLRSTAPHFVRCIVPNDTKTPGEMDPHIVLHQLRC

NGVLEGIRICRKGFPNRLPYGDFKQRYRILNPNAVPEGQFVDSKKGSEKILSSLEIDHTQYKLG

HTKVFFRAGMLGVLEELRDDKLSSIFKLIQARLRGKLMKIEYNKLIEQRVAVRVIQSNLRAFFG

VRDWEWMKLMFKIKPLLQTAEAAKEMEQLEAENEELKTNYEKEMKRRKELEESQVSLIQEKNDL

LMQLQSEQDRIEDAEDRCDQLIRTKVELDGKIKEIQERLEDEEELNNELVSKKRKLEDECSELK

KDIDDLEITLAKVEKEKHATENKLKNLQEELASQDEQIAKLQKEKKALQEAHQQTLDDLQSEED

KANSLTKQKAKLEQQVDDLEASLEQEKKLRMDLERTKRKLEGDLRLTQETVMDLENDKQRLEEK

LKKQEFEYSQLATKLEDEQALVMQLQKKIKELQARIEELEEELEAERAARAKVEKQRADLSREL

EELSERLEEAGGATAAQIELNKRREAEFSKLRRELEESNLAHEATVSTLRKKHADSSAEMSEQI

DNLQRVKQKLEKEKSEMKMEVDDLAANVESITKAKLNYEKMARNLEEQFSESKTKCDNFCKEVN

ELNAAKARFASENGELSRQLEEREHLMAQLTRTKNSSSQQIEELKRVVEEETKAKAALAHSVQA

SRHDNDLLREQYEEEQEAKAELQRALSKANAEVAQWRNKYETDAIQRTEELEEAKKKLATRLQE

AEEQVEATQAKCASLDKTKNRLQGELEDLTIDLERSNSAAAALDKKQRNFDKVLAERKQKEEEI

QVELEQAQKEARGLSTELFKMKNSYEESLDALETVKRENKNLQEEIADLTDQLGEGGKSIHELE

KAKRTLEHERNEIQAALEEAEGAIEGEESKVLRLQVELAQIKQDFERRLSEKEEEIENTRRNQQ

RALESMQTTLDSESKSRQEAVRMKKKMEGDLNDLEIQLGHATRQASESQKSVKTFQAHVKDLEL

QVDESQRHSDDLQEQFAVIERRENLIKAEIDELRSALEQAERGRKLAETELLESSERSNLLHTQ

NTALINQKRKLEGELQNVQSEVEEAVQEQRNAEEKAKKAITDAAMMAEELKKEQDLSSHLERMK

KNTEQTVKDLQQRLDEAEQVALKGGKKQVQKLETRVRELENELDSEQRRNGESVKNQRKTERKL

KEVTYQAEEDKKNLVRIQDLVDKLQIKVKTYKRQSEEAEEQANQNMSKYRKLQHELDDAEERAD

MAESAFNKLRSKARDM-------- 

 B2RFJ0_O__dioica_Myosin_        -----------------------

LDIRNAPYSAKTACWVPDKEFGYIKGEKLGEKDGKIEVKRIDDKVKLYKPEQVEQQNPPKYELL

EDMANMTNLSEATVIHNLKSRYERFLIYTYSGLFCVTVNPYKWLPVYDPHVVGCYANKRKTEMP

PHIFSVSDNAYNDMLRNRENQSMLITGESGAGKTVNTKRVIQYFATVAAIKDDAGADGDCKLGT

LEDQIVAANPAMEAFGNAKTIRNDNSSRFGKFIRIHFGGTGKLSSGDIDTYLLEKSRVIFQLPT

ERCFHIFYQMCTGHKPEINEMCMISTDPYDYQYCSIGEITVKSINDTEELDATDESFDILGFTE



 

 

EEKTAIYKITAGLMHTGNTEFKQKPREEQAEPDGTEDAEKIGYLFGINAADWLKAICTPKVKVG

TEYVTKGQTVDQVYYALGAIAKAVFDRLFKWLVDVVNRALSTDLPRNYFIGILDIAGFEIFEFN

TFEQLCINYTNEKLQQFFNHHMFILEQEEYKREGIEWEFIDFGMDLQATIELIEKPLGIMSILE

EECIVPKATDMTYRDKLFQQHLGKTKSIGKLK-

KQGKFEAHFEIYHYAGTVAYNVTDWLLKNKDPLNNSLVSLFKNSTLSACKKIWESVSADDKGGG

KKGGKRQKGGSFQTVSALHRESLLRLMTNLHATQPHFVRCIIPNEQKRPGFMDNNLVLHQLRCN

GVLEGIRICRKGFPSRVEYAEWKQRYTILNAKVIPQKGFMDNKKACERLLESLDVSPEVYRFGH

TKLFFKAGVIGQLEELRDDKIGQILTKLQSFIRSKIAKEKYLQVVAERDGAMVIQANWRAYVQL

ADWPWMHLIYKIRPLLNSAEKRKEMDELKTEYDDIKKQLEIETAMRKKLEDAYVKYTQEKNKFI

AMMNGEGDALADAEDRAEALSKSKIQLDGQIKELQERLEDEEEINHDLVNKKAKLEREKRELQK

DIEELESTLAKVEQEKVSLEEKVKENCDALGNTEEHMDKLAKEKRALQEQHQQVLDDLQVEEDK

VHSLAKAKNKMEQLVDDLDSALSHEKKCRVDLERQKRKLEGDLRLNQETIMDLENDKQRLEEKI

KKAEFESNQIRTKCEDEQALIAQLSKKIKELLARIEELEEELEAERAAKAKSEKARMEISRELE

EFAERLDVATNATTSQIEKSKKRDAELAKLARDMEELTLAQESQIVSLRKKHADHTSEIGETIE

NLTRIKCKLEKERSEMRMEADDLLSTIDTLTKQRVLLEKQMRTTEDQFNDLQEKYDKSERELSD

ANASKARGIAEYNELKRLVEEKEAMNSQLNRQKNSVNQQIEETKRAFEEDSKVKNSLAHQYQNA

VHDAELLKEQYDDEVECKHELQQQLTKSQGEIQHWKGKYETDAIQKTEELEDAKKKLSTRLGDV

EEQVETISAKCGSLDKSKTRYQGEIETITISLEKTNNQISTLEKKQKTFDKLVEDSVTRQNQLA

FEVEAANKSARERSTEVYKLRNVYEETIEHTETLMREVKQTQEELVDLQDQNSETQRHISELER

AKRESEVELNQLQAQYEESEAAVEQEENKILRIQMELNELKNDYEIRIREKEDDIDSSRRNAQR

STDSLQNSLDAETKSRAEAIKGKKKLEGEMADVEVQLAHSSPQKNEFQRQVKDIMAEIKENDIA

IEEVERVCESIRENFAISNRRNKISSEEIAELRSNFESLERARKVAEGELNEARDRANMLHTQN

AALMNQKRKYDKDVQALTDEVDEATTEAKNAAEKAKKAVTDAVGMADELRKEQDQSMHLQKSRK

TLEGVVKELQQRLTDTEQQAMKGGKKQQQRLESKIREMEGELESETRRGCEAQKTLRKTERKLK

ELQYATEEDSKKSSRLQDLADQLQLKVKSYKRAAEEAEENANKNLALYRKFHHELDESEERAET

AEAALCKVRSHSK---------- 

 UPI0000E47670_S__purpura        --------------

YLQVGKKAQLESQAQSFDGKKMCWINDDKQGYIKCEILSTKGEECTVKTATGKQVTVKKDDTQQ

MNPPKFEKIEDMAGMTYLNEASVLENLRQRYYSGLIYTYSGLFCVAINPYRRLPIYTDKVVMLY

KGKRRTEMPPHVYSIADNAYHDMLQNHENQSMLITGESGAGKTENTKKVIQYFANIASVTGGKL

QQDTPEGGNLEDQVIQTNPPLEAFGNAKTIRNDNSSRFGKFIRIHFGTSGKLAGADIETYLLEK

SRVIRQNGVERSYHIFYQICSGYRQDVLDTLLLEKGCKTYCFQNQGEVEIDGVDDVEEFKLTDD

ALDVLGFSFEEKMSMYKMCATIMHFGNVEWKQRPREEQAEIESTTIIDKVAFLFGINPQELVKN

LLKPRIKVGNEYVSQGRTKAQVVYSVGALAKAIYNRLFSWLVQRVNKTLATKATKAFFIGVLDI

AGFEIFDFNTFEQICINLTNEKLQQFFNHHMFVLEQEEYKREGINWVFIDFGLDLQDTITLIEG

QMGVFAMLEEECMFPKATDFTFLEKLLKQH-

ANNAKITKPSKNVKKHAVHFEIHHYAGTVDYNVESWLDKNKDPLNEAVVELFRKSTDELLATIF

TDAAAAG---

RGRGSGRKKGGSFQTVSALHREQLTRLLATLYNTQPHFVRCIIPNEKKAPGVIDAFLVLHQLAC

NGVLEGIRICRKGFPNRLPFGEFKQRYAILAPSAIPQG-

FLDSRKASDMLLKALPLEENEFRMGHTKVFFRAGVLGKLEEWRDDRLAEIISMIQAQIRGYLGR

IEFKKMLDQKLGLGVIQRNLRKYLILRNWGWWRLYTKVKPLLNVARAEDEMKAKDDVIKKAKEL

LKKEGDARKAMEEKNADLLKEKADLLAQLNSEAESSAEIEEKFTKMMSLKADLQTQLTDLQDRL

EEEEDAGASASAARRKLEQESSELKRDIEDLEISLTKSEEEKKQKDAAIRSLNDDIAAQDEVIG

KLSKEKANLEEEHNKTLDALAQEEEKANHLSKVKAKLEASVDELEDGLEHEKKIRADVEKVKRK

LEGDLKMTQETVEELEHAKREAEESIKKRDFEVSQLNTRLEDEQSLVAQLQRKIKELQARIEEL

EEELEAERQNRAKAEKQRADVTRELEDLGDRLEEQGGATAAQIEVNKRREAELSKLKREIEDQI



 

 

VQHESVASQLRKKHTDSVAELTENLESVNRNKSKMEKERTQLRVELEDVSSNMDYITKAKLNAE

KSCHQLESQLSEANAALNERDRAINDLQNSKSRLGSENSDLARQLEDLENQLSQLNKTRMSLSM

QMEEYKRSSDEESRAKNSLASQLRQLQADNDQLRDQVEEESEARAEVQRILTKVNGELNQMRAK

FDGEAVQRAEELEEAKRKLMIRLAQVEEELSSALSKNGSLEKTKARLTGEVEDLQLDLERSNQL

CATLEKKQRNFDKDLAVWKEKCESLAVELDMSQREARTYSTELFKVKNSYEESLEVIVNVRRDN

KSLQDEIQDLTDQLGEGGKNCHELQKLVKRLELEKDELRVALEEAEAHLEAEEAKVIRAQLEIT

QVKQECDRRIIEKDEEFEITRKNHERSMESMQASLEAELKAKSDAQRLKKKLEGEVNDLEIQLD

HANRNSAEAIKTIKKLQMQVKELQATVDEETRAREDMRDQLQITERRSMMLIQELEEVRSALET

TERLRKLAEGDLQDANDRLAEVSAQNHVLSNQRRKAEAELQTLTAELEDAINEARNNDDNAKKA

IADATRLADELRTEQEHSVQIEKFRKSLEVQIKDMQVRLDEAEAAALKGGRRTIEKLEARLRDL

EGELEMEARRRSDAEKAVRRQERRVKEIIFQSEEDRKITERIQESCDKLTIKCKTLKRQLEESE

ENVNQNLAKYRNAQRDLEDYEERVELAETQVNKYRAKQR---------- 

 B1PS43_Homo_sapiens_Myos        ---------------------------

------

KRLVWVPSEKQGFEAASIKEEKGDEVVVELVNGKKVTVGKDDIQKMNPPKFSKVEDMAELTCLN

EASVLHNLRERYFSGLIYTYSGLFCVVVNPYKHLPIYSEKIVDMYKGKKRHEMPPHIYAIADTA

YRSMLQDREDQSILCTGESGAGKTENTKKVIQYLAVVASSKGKKDTSITEGPGELEKQLLQANP

ILEAFGNAKTVKNDNSSRFGKFIRINFDVTGYIVGANIETYLLEKSRAIRQARDERTFHIFYYM

IAGAKEKMRDLLL--

EGFNNYTFLSNGFVPIPAAQDDEMFQETVEAMAIMGFSEEEQLSILKVVSSVLQLGNIVFKKER

NTDQASMPDNTAAQKVCHLMGINVTDFTRSILTPRIKVGRDVVQKAQTKEQADFAVEALAKATY

ERLFRWILTRVNKALDTHRQGASFLGILDIAGFEIFEVNSFEQLCINYTNEKLQQLFNHTMFIL

EQEEYQREGIEWNFIDFGLDLQPCIELIERPPGVLALLDEECWFPKATDKSFVEKLCTEQ-

GSHPKFQKPKQLKDKTE--

FSIIHYAGKVDYNASAWLTKNMDPLNDNVTSLLNASSDKFVADLWKDDRIVGTESSLPSASKTK

KGMFRTVGQLYKEQLGKLMTTLRNTTPNFVRCIIPNHEKRSGKLDAFLVLEQLRCNGVLEGIRI

CRQGFPNRIVFQEFRQRYEILAANAIPKG-

FMDGKQACILMIKALELDPNLYRIGQSKIFFRTGVLAHLEEERDLKITDVIMAFQAMCRGYLAR

KAFAKRQQQLTAMKVIQRNCAAYLKLRNWQWWRLFTKVKPLLQVTRQEEEMQAKEDELQKTKER

QQKAENELKELEQKHSQLTEEKNLLQEQLQAETELYAEAEEMRVRLAAKKQELEEILHEMEARL

EEEEDRGQQLQAERKKMAQQMLDLEEQLEEEEAARQKLQLEKVTAEAKIKKLEDEILVMDDQNN

KLSKERKLLEERISDLTTNLAEEEEKAKNLTKLKNKHESMISELEVRLKKEEKSRQELEKLKRK

LEGDASDFHEQIADLQAQIAELKMQLAKKEEELQAALARLDDEIAQKNNALKKIRELEGHISDL

QEDLDSERAARNKAEKQKRDLGEELEALKTELEDTLDSTATQQELRAKREQEVTVLKKALDEET

RSHEAQVQEMRQKHAQAVEELTEQLEQFKRAKANLDKNKQTLEKENADLAGELRVLGQAKQEVE

HKKKKLEAQVQELQSKCSDGERARAELNDKVHKLQNEVESVTGMLNEAEGKAIKLAKDVASLSS

QLQDTQELLQEETRQKLNVSTKLRQLEEERNSLQDQLDEEMEAKQNLERHISTLNIQLSDSKKK

LQ-

DFASTVEALEEGKKRFQKEIENLTQQYEEKAAAYDKLEKTKNRLQQELDDLVVDLDNQRQLVSN

LEKKQRKFDQLLAEEKNISSKYADERDRAEAEAREKETKALSLARALEEALEAKEELERTNKML

KAEMEDLVSSKDDVGKNVHELEKSKRALETQMEEMKTQLEELEDELQATEDAKLRLEVNMQALK

GQFERDLQARDEQNEEKRRQLQRQLHEYETELEDERKQRALAAAAKKKLEGDLKDLELQADSAI

KGREEAIKQLRKLQAQMKDFQRELEDARASRDEIFATAKENEKKAKSLEADLMQLQEDLAAAER

ARKQADLEKEELAEELASSLSGRNALQDEKRRLEARIAQLEEELEEEQGNMEAMSDRVRKATQQ

AEQLSNELATERSTAQKNESARQQLERQNKELRSKLHEMEGAVKSKFKSTIAALEAKIAQLEEQ

VEQEAREKQAATKSLKQKDKKLKEILLQVEDERKMAEQYKEQAEKGNARVKQLKRQLEEAEEES

QRINANRRKLQRELDEATESNEAMGREVNALKSKLR---------- 



 

 

 

 ; 

end; 



 

 

Figure S4. Training Algorithm 

The algorithm creates a 3-way classifier that wraps an SVR classifier. The SVR 
classifier M, for every x, gives a prediction M(x) and probability estimates for both 
possible targets p(x,Pathogenic) and p(x,Benign). The classifier uses the Radial 
Basis Function (RBF) kernel, which requires two parameters: C and gamma. The 
training algorithm performs an exhaustive search to find these parameters, as 
recommended by the SVR library, libSVM (Chang and Lin). 
 
input: training data D (consists of 90% of full data set 

for each cross-validation run, 100% for creation of final 

classifier), minimum coverage threshold tCov 

output: 3-way classifier K 

 

1. search (exhaustively within a range of values) for 

kernel parameters C and gamma that maximize accuracy on 

D 

2. train SVR model M on D using C, gamma 

3. compute predictions and probability estimates for data 

D using M 

4. set thresholds tPathogenic, tBenign that maximize 

accuracy of M on D while keeping coverage above tCov. 

5. Return the following 3-way classifier K: 

1. K(x) = 'Benign' if M(x) = Benign and p(x,Benign) > 

tBenign,  

2.   else 'Pathogenic' if M(x) = Pathogenic and 

p(x,Pathogenic)>tPathogenic, 

3.   else 'NoCall' 

 

 



 

 

Figure S5. Validation Algorithm 

Ten-fold cross-validation algorithm for the variant classifier. 
 
input: all data D, minimum coverage threshold tCov 

output: average accuracy of the 10-fold cross-validation 

A_average  

1. Split D randomly into 10 parts (D_train_i)  

2. For i = 1..10: 

  2.1 train classifier using D_train_i, tCov to create 

trained classifier K_i (procedure in Supplementary Figure 

S3) 

  2.2 apply K_i to the rest of the data (D - D_test_i), 

compute accuracy A_i 

3. Return average(A_i) 



 

 

Figure S6. Splice Site Inference 

A screenshot of Alamut 1.5 (Interactive Biosoftware, 2009), standard software 
used for interpreting mutations in clinical laboratories. This shows that the variant 
MYBPC3 Glu258Lys is predicted to affect splicing. This is an example of the 
interface clinical laboratories typically use to view splice site predictions. 
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