PROL11-S-A-P Blast 70912J
>ens |[ENSOCUP00000003592 pep:novel
genescaffold:RABBIT:GeneScaffold_1031:42948:151078:-1
gene:ENSOCUG00000004142 transcript:ENSOCUT00000004152
Length = 1951

Score = 58.5 bits (120), Expect = 7e-08
Identities = 24/24 (100%), Positives = 24/24 (100%)

Query: 1 AMNREVSSLKNKLRRGDLPFVVPR 24
AMNREVSSLKNKLRRGDLPFVVPR
Sbjct: 1900 AMNREVSSLKNKLRRGDLPFVVPR 1923

>ens | ENSMODP00000036273 pep:novel
chromosome : BROADO5:8:90889625:90924652: -1
gene:ENSMODG00000001078 transcript:ENSMODT00000037863
Length = 1796

Score = 58.5 bits (120), Expect = 7e-08
Identities = 24/24 (100%), Positives = 24/24 (100%)

Query: 1 AMNREVSSLKNKLRRGDLPFVVPR 24
AMNREVSSLKNKLRRGDLPFVVPR
Sbjct: 1745 AMNREVSSLKNKLRRGDLPEFVVPR 1768

>ens | ENSMODP00000001289 pep:novel
chromosome : BROADO5:8:90889625:90924664:-1
gene :ENSMODG00000001078 transcript:ENSMODT00000001316
Length = 1787

Score = 58.5 bits (120), Expect = 7e-08
Identities = 24/24 (100%), Positives = 24/24 (100%)

Query: 1 AMNREVSSLKNKLRRGDLPFVVPR 24
AMNREVSSLKNKLRRGDLPFVVPR
Sbjct: 1736 AMNREVSSLKNKLRRGDLPEFVVPR 1759

>ens | ENSMODP00000001291 pep:novel
chromosome : BROADO5:8:90889625:90924664:-1
gene :ENSMODG00000001078 transcript:ENSMODT00000001318
Length = 1791

Score = 58.5 bits (120), Expect = 7e-08
Identities = 24/24 (100%), Positives = 24/24 (100%)

Query: 1 AMNREVSSLKNKLRRGDLPFVVPR 24
AMNREVSSLKNKLRRGDLPFVVPR
Sbjct: 1740 AMNREVSSLKNKLRRGDLPFVVPR 1763

>ens | ENSETEP00000003664 pep:novel
genescaffold:TENREC:GeneScaffold_1315:2358:59959:-1
gene:ENSETEG00000004472 transcript:ENSETET00000004480
Length = 1844

Score = 58.5 bits (120), Expect = 7e-08
Identities = 24/24 (100%), Positives = 24/24 (100%)

Query: 1 AMNREVSSLKNKLRRGDLPFVVPR 24
AMNREVSSLKNKLRRGDLPFVVPR
Sbjct: 1793 AMNREVSSLKNKLRRGDLPFVVPR 1816

>ens | ENSDNOP00000012840 pep:novel
genescaffold:ARMA:GeneScaffold _1188:3760:41548:-1
gene :ENSDNOG00000016566 transcript:ENSDNOT00000016568




Length = 1849

Score = 58.5 bits (120), Expect = 7e-08
Identities = 24/24 (100%), Positives = 24/24 (100%)

Query: 1 AMNREVSSLKNKLRRGDLPFVVPR 24
AMNREVSSLKNKLRRGDLPFVVPR
Sbjct: 1798 AMNREVSSLKNKLRRGDLPEFVVPR 1821

>ens | ENSCAFP00000002455 pep:known
chromosome :BROADD2:10:31135177:31194500:1
gene:ENSCAFG00000001630 transcript:ENSCAFT00000002643
Length = 1962

Score = 58.5 bits (120), Expect = 7e-08
Identities = 24/24 (100%), Positives = 24/24 (100%)

Query: 1 AMNREVSSLKNKLRRGDLPEFVVPR 24
AMNREVSSLKNKLRRGDLPFVVPR
Sbjct: 1911 AMNREVSSLKNKLRRGDLPEFVVPR 1934

>ens | ENSBTAP00000013737 pep:known
chromosome:Btau_3.1:5:73740157:73794273:-1
gene:ENSBTAG00000010402 transcript:ENSBTAT00000013737
Length = 1960

Score = 58.5 bits (120), Expect = 7e-08
Identities = 24/24 (100%), Positives = 24/24 (100%)

Query: 1 AMNREVSSLKNKLRRGDLPFVVPR 24
AMNREVSSLKNKLRRGDLPFVVPR
Sbjct: 1909 AMNREVSSLKNKLRRGDLPFVVPR 1932

>tr|0027171002717_BOVIN Non-muscle myosin heavy chain
(Fragment) . [Bos taurus]
Length = 625

Score = 58.5 bits (120), Expect = 7e-08
Identities = 24/24 (100%), Positives = 24/24 (100%)

Query: 1 AMNREVSSLKNKLRRGDLPFVVPR 24
AMNREVSSLKNKLRRGDLPEFVVPR
Sbjct: 569 AMNREVSSLKNKLRRGDLPEFVVPR 592

>tr|Q6ZNL4 |Q6ZNL4_HUMAN (FLJ00279)FLJ00279 protein (Fragment) .[Homo
sapiens]
Length = 563

Score = 58.5 bits (120), Expect = 7e-08
Identities = 24/24 (100%), Positives = 24/24 (100%)

Query: 1 AMNREVSSLKNKLRRGDLPFVVPR 24
AMNREVSSLKNKLRRGDLPEFVVPR
Sbjct: 512 AMNREVSSLKNKLRRGDLPEFVVPR 535

>sp|P35579 |MYH9_HUMAN (MYH9)Myosin-9 (Myosin heavy chain 9) (Myosin
heavy chain, nonmuscle IIa) (Nonmuscle myosin heavy chain
ITa) (NMMHC II-a) (NMMHC-IIA) (Cellular myosin heavy
chain, type A) (Nonmuscle myosin heavy chain-A) (NMMHC-
A) . [Homo sapiens]
Length = 1960

Score = 58.5 bits (120), Expect = 7e-08
Identities = 24/24 (100%), Positives = 24/24 (100%)



Query: 1 AMNREVSSLKNKLRRGDLPFVVPR 24
AMNREVSSLKNKLRRGDLPFVVPR
Sbjct: 1909 AMNREVSSLKNKLRRGDLPEFVVPR 1932

>sp|Q258K2 [MYH9_CANFA (MYH9)Myosin-9 (Myosin heavy chain 9) (Myosin
heavy chain, nonmuscle IIa) (Nonmuscle myosin heavy chain
ITa) (NMMHC II-a) (NMMHC-IIA).[Canis familiaris]
Length = 1960

Score = 58.5 bits (120), Expect = 7e-08
Identities = 24/24 (100%), Positives = 24/24 (100%)

Query: 1 AMNREVSSLKNKLRRGDLPFVVPR 24
AMNREVSSLKNKLRRGDLPFVVPR
Sbjct: 1909 AMNREVSSLKNKLRRGDLPEFVVPR 1932

>ens | ENSMMUP00000008018 pep:novel
chromosome :MMUL_1:10:80182656:80248752:-1
gene :ENSMMUGO0000006101 transcript:ENSMMUT00000008531
Length = 1857

Score = 57.1 bits (117), Expect = 2e-07
Identities = 23/24 (95%), Positives = 24/24 (100%)

Query: 1 AMNREVSSLKNKLRRGDLPFVVPR 24
AMNREVSSLKNKLRRGDLPFV+PR
Sbjct: 1806 AMNREVSSLKNKLRRGDLPFVMPR 1829

>tr |Q3UHU4 |Q3UHU4_MOUSE (Myh9)15 days pregnant adult female amnion
cDNA, RIKEN full-length enriched library,
clone:M421002E03 product:myosin heavy chain IX, full
insert sequence (Myosin, heavy polypeptide 9, non-muscle)
(14 days pregnant adult female placenta cDNA, RIKEN
full-length enriched library, clone:M5C1040F03
product :myosin heavy chain IX, full insert sequence) (14
days pregnant adult female placenta cDNA, RIKEN
full-length enriched library, clone:M5C1034I06
product:myosin heavy chain IX, full insert sequence)
(Adult male brain UNDEFINED_CELL_LINE cDNA, RIKEN
full-length enriched library, clone:M5C1009M09
product:myosin heavy chain IX, full insert sequence)
(Adult male brain UNDEFINED_CELL_LINE cDNA, RIKEN
full-length enriched library, clone:M5C1000I08
product:myosin heavy chain IX, full insert sequence)
(Adult male brain UNDEFINED_CELL_LINE cDNA, RIKEN
full-length enriched library, clone:M5C1000D20
product:myosin heavy chain IX, full insert sequence) (11
days embryo whole body c¢DNA, RIKEN full-length enriched
library, clone:M421019F08 product:myosin heavy chain IX,
full insert sequence) (15 days pregnant adult female
amnion cDNA, RIKEN full-length enriched library,
clone:M421013D17 product:myosin heavy chain IX, full
insert sequence) (16 days embryo whole body cDNA, RIKEN
full-length enriched library, clone:M421012L14
product:myosin heavy chain IX, full insert sequence)
(CDNA, RIKEN full-length enriched library,
clone:M421007L07 product:myosin heavy chain IX, full
insert sequence) (15 days embryo liver cDNA, RIKEN
full-length enriched library, clone:M421006M24
product :myosin heavy chain IX, full insert sequence) (15
days embryo liver cDNA, RIKEN full-length enriched
library, clone:M421003H12 product:myosin heavy chain IX,
full insert sequence) (15 days pregnant adult female
placenta c¢DNA, RIKEN full-length enriched library,
clone:M421002M21 product:myosin heavy chain IX, full



insert sequence) (11 days embryo whole body cDNA, RIKEN
full-length enriched library, clone:M421002F11
product:myosin heavy chain IX, full insert sequence) (11
days embryo whole body c¢DNA, RIKEN full-length enriched
library, clone:M421001K04 product:myosin heavy chain IX,
full insert sequence) .[Mus musculus]

Length = 1960

Score = 54.8 bits (112), Expect = 9e-07
Identities = 23/24 (95%), Positives = 23/24 (95%)

Query: 1 AMNREVSSLKNKLRRGDLPFVVPR 24
AMNREVSSLKNKLRRGDLPFVV R
Sbjct: 1909 AMNREVSSLKNKLRRGDLPFVVTR 1932

>tr|Q811J9|0811J9_MOUSE (Myh9)Myh9 protein (Fragment) .[Mus musculus]
Length = 575

Score = 54.8 bits (112), Expect = 9e-07
Identities = 23/24 (95%), Positives = 23/24 (95%)

Query: 1 AMNREVSSLKNKLRRGDLPFVVPR 24
AMNREVSSLKNKLRRGDLPEFVV R
Sbjct: 524 AMNREVSSLKNKLRRGDLPEFVVTR 547

>tr |Q6KANG |Q6KANG6_MOUSE (Myh9)MFLJ00279 protein (Fragment) . [Mus
musculus]
Length = 1335

Score = 54.8 bits (112), Expect = 9e-07
Identities = 23/24 (95%), Positives = 23/24 (95%)

Query: 1 AMNREVSSLKNKLRRGDLPFVVPR 24
AMNREVSSLKNKLRRGDLPFVV R
Sbjct: 1284 AMNREVSSLKNKLRRGDLPEFVVTR 1307

>tr|Q811I2|Q811I2_MOUSE (Myh9)Myh9 protein (Fragment) .[Mus musculus]
Length = 895

Score = 54.8 bits (112), Expect = 9e-07
Identities = 23/24 (95%), Positives = 23/24 (95%)

Query: 1 AMNREVSSLKNKLRRGDLPFVVPR 24
AMNREVSSLKNKLRRGDLPEFVV R
Sbjct: 844 AMNREVSSLKNKLRRGDLPEFVVTR 867

>tr |Q3UFTO|Q3UFTO_MOUSE (Myh9)Bl6 F10Y cells cDNA, RIKEN full-length
enriched library, clone:G370090D06 product:myosin heavy
chain IX, full insert sequence. (Fragment).[Mus
musculus]
Length = 959

Score = 54.8 bits (112), Expect = 9e-07
Identities = 23/24 (95%), Positives = 23/24 (95%)

Query: 1 AMNREVSSLKNKLRRGDLPFVVPR 24
AMNREVSSLKNKLRRGDLPEFVV R
Sbjct: 908 AMNREVSSLKNKLRRGDLPEFVVTR 931

>tr[Q63731|063731_RAT Neuronal myosin heavy chain.[Rattus norvegicus]
Length = 1999

Score = 54.8 bits (112), Expect = 9e-07
Identities = 23/24 (95%), Positives = 23/24 (95%)



Query: 1 AMNREVSSLKNKLRRGDLPFVVPR 24
AMNREVSSLKNKLRRGDLPEFVV R
Sbjct: 1909 AMNREVSSLKNKLRRGDLPEFVVTR 1932

>tr |Q3UHTO|Q3UHT9_MOUSE (Myh9)15 days embryo liver cDNA, RIKEN
full-length enriched library, clone:M421003018
product:myosin heavy chain IX, full insert sequence.
(Fragment) . [Mus musculus]
Length = 2031

Score = 54.8 bits (112), Expect = 9e-07
Identities = 23/24 (95%), Positives = 23/24 (95%)

Query: 1 AMNREVSSLKNKLRRGDLPFVVPR 24
AMNREVSSLKNKLRRGDLPFVV R
Sbjct: 1980 AMNREVSSLKNKLRRGDLPFVVTR 2003

>tr|Q99JJ31099JJ3_MOUSE (Myh9)Myh9 protein (Fragment) .[Mus musculus]
Length = 529

Score = 54.8 bits (112), Expect = 9e-07
Identities = 23/24 (95%), Positives = 23/24 (95%)

Query: 1 AMNREVSSLKNKLRRGDLPFVVPR 24
AMNREVSSLKNKLRRGDLPEFVV R
Sbjct: 478 AMNREVSSLKNKLRRGDLPEFVVTR 501

>tr|Q7TQJ6 | Q7TQJ6_MOUSE (Myh9)Myh9 protein (Fragment) .[Mus musculus]
Length = 378

Score = 54.8 bits (112), Expect = 9e-07
Identities = 23/24 (95%), Positives = 23/24 (95%)

Query: 1 AMNREVSSLKNKLRRGDLPFVVPR 24
AMNREVSSLKNKLRRGDLPFVV R
Sbjct: 327 AMNREVSSLKNKLRRGDLPEFVVTR 350

>sp | Q8VDDS5 [MYH9_MOUSE (Myh9)Myosin-9 (Myosin heavy chain 9) (Myosin
heavy chain, nonmuscle IIa) (Nonmuscle myosin heavy chain
ITa) (NMMHC II-a) (NMMHC-IIA) (Cellular myosin heavy
chain, type A) (Nonmuscle myosin heavy chain-A) (NMMHC-
A) . [Mus musculus]
Length = 1960

Score = 54.8 bits (112), Expect = 9e-07
Identities = 23/24 (95%), Positives = 23/24 (95%)

Query: 1 AMNREVSSLKNKLRRGDLPFVVPR 24
AMNREVSSLKNKLRRGDLPFVV R
Sbjct: 1909 AMNREVSSLKNKLRRGDLPFVVTR 1932

>ens | ENSRNOPO0000007398 pep:known
chromosome:RGSC3.4:7:115681444:115732774:-1
gene :ENSRNOG00000004860 transcript:ENSRNOT00000007398

Length = 1960

Score = 53.9 bits (110), Expect = 2e-06
Identities = 22/24 (91%), Positives = 23/24 (95%)

Query: 1 AMNREVSSLKNKLRRGDLPFVVPR 24
AMNREVSSLKNKLRRGD+PFVV R
Sbjct: 1909 AMNREVSSLKNKLRRGDMPFVVTR 1932



>sp Q62812 |MYH9_RAT (Myh9)Myosin-9 (Myosin heavy chain 9) (Myosin
heavy chain, nonmuscle IIa) (Nonmuscle myosin heavy chain
ITIa) (NMMHC II-a) (NMMHC-IIA) (Cellular myosin heavy
chain, type A) (Nonmuscle myosin heavy chain-A) (NMMHC-
A) . [Rattus norvegicus]
Length = 1961

Score = 53.9 bits (110), Expect = 2e-06
Identities = 22/24 (91%), Positives = 23/24 (95%)

Query: 1 AMNREVSSLKNKLRRGDLPFVVPR 24
AMNREVSSLKNKLRRGD+PFVV R
Sbjct: 1910 AMNREVSSLKNKLRRGDMPFVVTR 1933

>ens | ENSGALP00000020445 pep:known
chromosome :WASHUC2:1:53802224:53824065:1
gene:ENSGALG00000012533 transcript:ENSGALT00000020472
Length = 1335

Score = 52.5 bits (107), Expect = 5e-06
Identities = 22/24 (91%), Positives = 23/24 (95%)

Query: 1 AMNREVSSLKNKLRRGDLPFVVPR 24
AMNREVSSLK+KLRRGDLPEFVV R
Sbjct: 1284 AMNREVSSLKSKLRRGDLPEFVVTR 1307

>sp|P14105|MYH9_CHICK (MYH9)Myosin-9 (Myosin heavy chain 9) (Myosin
heavy chain, nonmuscle IIa) (Nonmuscle myosin heavy chain
ITa) (NMMHC II-a) (NMMHC-IIA) (Cellular myosin heavy
chain, type A) (Nonmuscle myosin heavy chain-A) (NMMHC-
A) . [Gallus gallus]
Length = 1959

Score = 52.5 bits (107), Expect = 5e-06
Identities = 22/24 (91%), Positives = 23/24 (95%)

Query: 1 AMNREVSSLKNKLRRGDLPFVVPR 24
AMNREVSSLK+KLRRGDLPFVV R
Sbjct: 1908 AMNREVSSLKSKLRRGDLPEFVVTR 1931

>ens | SINFRUP00000173334 pep:novel
scaffold:FUGU4:scaffold_65:3314:30429:-1
gene: SINFRUG00000159990 transcript:SINFRUT00000167769
Length = 1948

Score = 47.4 bits (96), Expect = 2e-04
Identities = 18/21 (85%), Positives = 21/21 (100%)

Query: 1 AMNREVSSLKNKLRRGDLPFV 21
AMNREV++LKNKLRRGD+PFV
Sbjct: 1903 AMNREVTTLKNKLRRGDMPFV 1923

>ens | ENSDARP00000012490 pep:known
chromosome:ZFISH6:3:68490896:68496169:-1
gene:ENSDARG0O0000002003 transcript:ENSDART00000010135
Length = 201

Score = 47.4 bits (96), Expect = 2e-04
Identities = 19/24 (79%), Positives = 22/24 (91%)

Query: 1 AMNREVSSLKNKLRRGDLPFVVPR 24
AMNREV+SLK+KLRRGDLPF + R
Sbjct: 153 AMNREVNSLKSKLRRGDLPFTMRR 176



>ens | ENSGACP00000008034 pep:novel
group :BROADS1 :groupXI:2556158:2573436:-1
gene:ENSGACG00000006070 transcript:ENSGACT00000008053
Length = 1952

Score = 46.0 bits (93), Expect = 4e-04
Identities = 18/23 (78%), Positives = 20/23 (86%)

Query: 2 MNREVSSLKNKLRRGDLPEFVVPR 24
MNREV++LKNKLRRGD PF V R
Sbjct: 1903 MNREVITLKNKLRRGDFPFTVRR 1925

>ens | ENSGACP00000025512 pep:novel
group :BROADS1 :groupIX:16378336:16393085:-1
gene:ENSGACG00000019298 transcript:ENSGACT00000025562
Length = 1957

Score = 40.4 bits (81l), Expect = 0.019
Identities = 16/24 (66%), Positives = 21/24 (87%)

Query: 1 AMNREVSSLKNKLRRGDLPFVVPR 24
+MNREVS+LK+KLRRGD+P + R
Sbjct: 1909 SMNREVSALKSKLRRGDVPLNMRR 1932

>ens | ENSDARP00000065501 pep:known
chromosome:ZFISH6:6:67651756:67660623:-1
gene :ENSDARG00000044595 transcript:ENSDART00000065502
Length = 352

Score = 40.0 bits (80), Expect = 0.027
Identities = 16/17 (94%), Positives = 17/17 (100%)

Query: 1 AMNREVSSLKNKLRRGD 17
AMNREVS+LKNKLRRGD
Sbjct: 304 AMNREVSTLKNKLRRGD 320

>tr Q56107056107 _DANRE Putative uncharacterized protein
(Fragment) . [Danio rerio]
Length = 352

Score = 40.0 bits (80), Expect = 0.027
Identities = 16/17 (94%), Positives = 17/17 (100%)

Query: 1 AMNREVSSLKNKLRRGD 17
AMNREVS+LKNKLRRGD
Sbjct: 304 AMNREVSTLKNKLRRGD 320

>tr|Q56A44 |Q56A44_DANRE Putative uncharacterized protein
(Fragment) . [Danio rerio]
Length = 232

Score = 40.0 bits (80), Expect = 0.027
Identities = 16/17 (94%), Positives = 17/17 (100%)

Query: 1 AMNREVSSLKNKLRRGD 17
AMNREVS+LKNKLRRGD
Sbjct: 184 AMNREVSTLKNKLRRGD 200

>tr|QLlECX7|QlECX7_DANRE (zgc:162029)Zgc:162029 protein
(Fragment) . [Danio rerio]
Length = 480

Score = 40.0 bits (80), Expect = 0.027



Identities = 16/17 (94%), Positives = 17/17 (100%)

Query: 1 AMNREVSSLKNKLRRGD 17
AMNREVS+LKNKLRRGD
Sbjct: 432 AMNREVSTLKNKLRRGD 448

>tr |A4VCF3 |A4VCF3_DANRE (zgc:162029)72gc:162029 protein. [Danio rerio]
Length = 680

Score = 40.0 bits (80), Expect = 0.027
Identities = 16/17 (94%), Positives = 17/17 (100%)

Query: 1 AMNREVSSLKNKLRRGD 17
AMNREVS+LKNKLRRGD
Sbjct: 632 AMNREVSTLKNKLRRGD 648

>ens | ENSRNOP00000027132 pep:known
chromosome:RGSC3.4:1:95081948:95146455:-1
gene :ENSRNOG00000020014 transcript:ENSRNOT00000027132
Length = 2001

Score = 35.3 bits (70), Expect = 0.67
Identities = 13/20 (65%), Positives = 18/20 (90%)

Query: 1 AMNREVSSLKNKLRRGDLPFEF 20
+MNREV++L+N+LRRG L F
Sbjct: 1938 SMNREVITLRNRLRRGPLTE 1957

>ens | ENSPTRP00000019466 pep:known
chromosome:CHIMP2.1:19:55900626:56005434:1
gene:ENSPTRG00000011333 transcript:ENSPTRT00000021081
Length = 1766

Score = 35.3 bits (70), Expect = 0.67
Identities = 13/20 (65%), Positives = 18/20 (90%)

Query: 1 AMNREVSSLKNKLRRGDLPFEF 20
+MNREV++L+N+LRRG L F
Sbjct: 1704 SMNREVITLRNRLRRGPLTFE 1723

>ens | ENSPTRP00000019469 pep:known
chromosome:CHIMP2.1:19:55900626:56005434:1
gene:ENSPTRG00000011333 transcript:ENSPTRT00000021084
Length = 1980

Score = 35.3 bits (70), Expect = 0.67
Identities = 13/20 (65%), Positives = 18/20 (90%)

Query: 1 AMNREVSSLKNKLRRGDLPF 20
+MNREV++L+N+LRRG L F
Sbjct: 1918 SMNREVTITLRNRLRRGPLTF 1937

>ens | ENSPTRP00000048538 pep:known
chromosome:CHIMP2.1:19:55900626:56005434:1
gene:ENSPTRG00000011333 transcript:ENSPTRT00000049528
Length = 2012

Score = 35.3 bits (70), Expect = 0.67
Identities = 13/20 (65%), Positives = 18/20 (90%)

Query: 1 AMNREVSSLKNKLRRGDLPF 20
+MNREV++L+N+LRRG L F
Sbjct: 1950 SMNREVTTLRNRLRRGPLTFE 1969



>ens | ENSMUSP00000046059 pep:known
chromosome :NCBIM36:7:44473872:44538885: -1
gene:ENSMUSG00000030739 transcript:ENSMUST00000048102
Length = 2006

Score = 35.3 bits (70), Expect = 0.67
Identities = 13/20 (65%), Positives = 18/20 (90%)

Query: 1 AMNREVSSLKNKLRRGDLPFEF 20
+MNREV++L+N+LRRG L F
Sbjct: 1943 SMNREVITLRNRLRRGPLTFE 1962

>ens | ENSMMUP00000001915 pep:novel
chromosome :MMUL_1:19:56413042:56510529:1
gene:ENSMMUG00000001427 transcript:ENSMMUT00000002029
Length = 1781

Score = 35.3 bits (70), Expect = 0.67
Identities = 13/20 (65%), Positives = 18/20 (90%)

Query: 1 AMNREVSSLKNKLRRGDLPFEF 20
+MNREV++L+N+LRRG L F
Sbjct: 1719 SMNREVITLRNRLRRGPLTFE 1738

>ens |ENSP00000366164 pep:known
chromosome :NCBI36:19:55398697:55505610:1
gene:ENSG00000105357 transcript:ENST00000376965
Length = 1782

Score = 35.3 bits (70), Expect = 0.67
Identities = 13/20 (65%), Positives = 18/20 (90%)

Query: 1 AMNREVSSLKNKLRRGDLPF 20
+MNREV++L+N+LRRG L F
Sbjct: 1720 SMNREVTTLRNRLRRGPLTFEF 1739

>ens |ENSP00000262269 pep:known
chromosome :NCBI36:19:55398697:55505610:1
gene:ENSG00000105357 transcript:ENST00000262269
Length = 1996

Score = 35.3 bits (70), Expect = 0.67
Identities = 13/20 (65%), Positives = 18/20 (90%)

Query: 1 AMNREVSSLKNKLRRGDLPF 20
+MNREV++L+N+LRRG L F
Sbjct: 1934 SMNREVITLRNRLRRGPLTFEF 1953

>tr|Q7TQH2 |Q7TQH2_MOUSE (Myhl4)Myhl4 protein (Fragment) . [Mus
musculus]
Length = 603

Score = 35.3 bits (70), Expect = 0.67
Identities = 13/20 (65%), Positives = 18/20 (90%)

Query: 1 AMNREVSSLKNKLRRGDLPEF 20

+MNREV++L+N+LRRG L F
Sbjct: 540 SMNREVTITLRNRLRRGPLTE 559

>tr|AlL2Z2 |A1L2Z2_HUMAN (MYH14)MYH14 protein. [Homo sapiens]
Length = 638

Score = 35.3 bits (70), Expect = 0.67



Identities = 13/20 (65%), Positives = 18/20 (90%)

Query: 1 AMNREVSSLKNKLRRGDLPF 20
+MNREV++L+N+LRRG L F
Sbjct: 576 SMNREVITLRNRLRRGPLTE 595

>sp_vs|Q6URW6—-2 |MYH14_MOUSE-2 (Myhl4)Isoform 2 of Q6URW6.[Mus
musculus]
Length = 1992

Score = 35.3 bits (70), Expect = 0.67
Identities = 13/20 (65%), Positives = 18/20 (90%)

Query: 1 AMNREVSSLKNKLRRGDLPFEF 20
+MNREV++L+N+LRRG L F
Sbjct: 1929 SMNREVITLRNRLRRGPLTFE 1948

>sp_vs|Q72406-4|MYH14_HUMAN-4 (MYH14)Isoform 4 of Q7Z406.[Homo
sapiens]
Length = 1779

Score = 35.3 bits (70), Expect = 0.67
Identities = 13/20 (65%), Positives = 18/20 (90%)

Query: 1 AMNREVSSLKNKLRRGDLPFEF 20
+MNREV++L+N+LRRG L F
Sbjct: 1717 SMNREVITLRNRLRRGPLTFE 1736

>sp_vs|Q72406-2|MYH14_HUMAN-2 (MYH14)Isoform 2 of Q7Z406.[Homo
sapiens]
Length = 2028

Score = 35.3 bits (70), Expect = 0.67
Identities = 13/20 (65%), Positives = 18/20 (90%)

Query: 1 AMNREVSSLKNKLRRGDLPFEF 20
+MNREV++L+N+LRRG L F
Sbjct: 1966 SMNREVITLRNRLRRGPLTFE 1985

>sp | Q6URW6 [MYH14_MOUSE (Myhl4)Myosin—-14 (Myosin heavy chain 14)
(Myosin heavy chain, nonmuscle IIc) (Nonmuscle myosin
heavy chain IIc) (NMHC II-C).[Mus musculus]

Length = 2000

Score = 35.3 bits (70), Expect = 0.67
Identities = 13/20 (65%), Positives = 18/20 (90%)

Query: 1 AMNREVSSLKNKLRRGDLPFEF 20
+MNREV++L+N+LRRG L F
Sbjct: 1937 SMNREVITLRNRLRRGPLTFE 1956



