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= Descriptions
Sequences producing significant alignments:

Description Max Total Query E Ident Accession
score score cover value

Transcripts

PREDICTED: Homo sapiens actin, gamma 1 (ACTG1),

0, 0,
transcript variant X1, mRNA 44.6 85.5 100% 0.008 94% XM 006722048.1
Homo sapiens actin, gamma 1 (ACTGL), transcript 44.6 85.5 100% 0.008 94% NR 037688.1
variant 3, non-coding RNA
Homo sapiens actin, gamma 1 (ACTGL), transcript 44.6 85.5 100% 0.008 94% NM_001199954.1
variant 1, mRNA
Homo sapiens actin, gamma 1 (ACTG1), transcript 246 85.5 100% 0.008 94% NM 001614.3
variant 2, mRNA -
Homo sapiens actin, gamma 2, smooth muscle, enteric o o
(ACTG2). transcript variant 2, MRNA 42.8 42.8 50% 0.028 96% NM 001199893.1
Homo sapiens actin, gamma 2, smooth muscle, enteric 0 0
(ACTG2), transcript variant 1, mRNA 42.8 42.8 50% 0.028 96% NM 001615.3
PREDICTED: Homo sapiens actin, beta (ACTB), 41.0 80.1 94% 0.096 96% XM_006715764.1
transcript variant X1, mRNA
Homo sapiens actin, gamma 1 pseudogene 0 0
(LOC644961), non-coding RNA 41.0 80.1 94% 0.096 96% NR 033926.1
Homo sapiens actin, gamma 1 pseudogene 4 0 0
(ACTG1P4), non-coding RNA 41.0 81.9 96% 0.096 96% NR 024438.2
Homo sapiens actin, beta (ACTB), mMRNA 41.0 80.1 94% 0.096 96% NM 001101.3
Homo sapiens actin, alpha, cardiac muscle 1 (ACTC1), 41.0 783 100% 0.096 93% NM 005159 4
mRNA —
Homo sapiens actin, beta pseudogene (LOC644936), 39.2 39.2 46% 034 96% NR 004845.1

non-coding RNA
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Description Max Total Query E Ident Accession
Score Score cover value

Homo sapiens actin, alpha 1, skeletal muscle (ACTA1L), 392 39.2 16% 034 96% NM 001100.3

mRNA —

Homo sapiens actin, alpha 2, smooth muscle, aorta 0 0

(ACTA2), transcript variant 2, mRNA 7.4 7.4 53% 1.2 89% NM _001613.2

Homo sapiens actin, alpha 2, smooth muscle, aorta 0 0

(ACTA2), transcript variant 1, mRNA 37.4 37.4 53% 1.2 89% NM 001141945.1

PREDICTED: Homo sapiens POTE ankyrin domain

family, member E (POTEE), transcript variant X1, 35.6 35.6 46% 4.1 92% XM 006712538.1

mRNA

Homo sapiens POTE ankyrin domain family, member | o o

(POTEI), mRNA 35.6 35.6 46% 4.1 92% NM 001277406.1

Homo sapiens POTE ankyrin domain family, member J o o

(POTEJ), mRNA 35.6 35.6 46% 4.1 92% NM 001277083.1

Homo sapiens actin-related protein T1 (ACTRT1), 35.6 35.6 16% 41 92% NM 138289 3

mRNA .

Homo sapiens POTE ankyrin domain family, member 0 0

M (POTEM), mRNA 35.6 35.6 46% 4.1 92% NM 001145442.1

Homo sapiens POTE ankyrin domain family, member E 0 0

(POTEE), mRNA 35.6 35.6 46% 4.1 92% NM 001083538.1

Genomic sequences|

show first

]

Homo sapiens chromosome 17, alternate assembly 246 85.5 100% 0.008 94% NC 018928.2

CHM1_1.1 —

Homo sapiens chromosome 17, alternate assembly 146 85.5 100% 0.008 94% AC 000149 1

HuRef _—

Homo sapiens chromosome 17, GRCh38 Primary 246 85.5 100% 0.008 94% NC 00001711

Assembly ——

Homo sapiens chromosome 2, alternate assembly 128 184 96% 0028 96% NC 018913.2

CHM1_ 1.1
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Description Max Total Query E Ident Accession
Score Score cover value
Homo sapiens chromosome 2, alternate assembly 0 0
HuRef 42.8 113 96% 0.028 96% AC 000134.1
Homo sapiens chromosome 2, GRCh38 Primary 18 184 96% 0028 96% NC 00000212
Assembly ' ° ’ ° I
Homo sapiens chromosome 1, alternate assembly 21.0 236 98% 0.096 96% NC 018912.2
CHM1 1.1 : 0 : 0 eeeeeeas
Homo sapiens chromosome 3, alternate assembly 41.0 765 94% 0.096 96% NC 018914.2
CHM1_1.1 : : 0 : 0 = —=20song
Homo sapiens chromosome 7, alternate assembly 0 0
CHM1 1.1 41.0 80.1 94% 0.096 96% NC 018918.2
Homo sapiens chromosome 15, alternate assembly 41.0 153 100% 0.096 93% NC 018926.2
CHM1_1.1 : 0 : 0 e
Homo sapiens chromosome X, alternate assembly 0 0
CHM1 1.1 41.0 76.5 48% 0.096 96% NC 018934.2
Homo sapiens chromosome X, alternate assembly 41.0 765 48% 0.096 96% AC 000155.1
HuRef . . 0 . 0 .
Homo sapiens chromosome 7, alternate assembly 21.0 80.1 94% 0.096 96% AC 000139 1
HURef . . 0 . 0 .
Homo sapiens chromosome 3, alternate assembly 41.0 765 94% 0.096 96% AC 000135.1
HuRef . . 0 . 0 .
Homo sapiens chromosome 15, alternate assembly 0 0
HuRef 41.0 153 100% 0.096 93% AC 000147.1
Homo sapiens chromosome 1, alternate assembly 41.0 236 98% 0.096 96% AC 000133 1
HuRef ' 0 ' ? —
Homo sapiens chromosome 1, GRCh38 Primary 210 236 98% 0.096 96% NC 00000111
Assembly ' ° ’ 0 —
Homo sapiens chromosome 3, GRCh38 Primary 21.0 765 94% 0.096 96% NC 000003.12
Assembly ' ’ 0 ' 0 _—
Homo sapiens chromosome 7, GRCh38 Primary 410 80.1 94% 0.096 96% NC 00000714

Assembly
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Description Max Total Query E Ident Accession
Score Score cover value
Homo sapiens chromosome 15, GRCh38 Primary 0 0
Assembly 41.0 153 100% 0.096 93% NC 000015.10
Homo sapiens chromosome X, GRCh38 Primary 210 765 48% 0.096 96% NC 000023.11
Assembly ' : 0 - 0 NC 000023.11
Homo sapiens chromosome 5, alternate assembly 0 0
CHM1 1.1 39.2 225 96% 0.34 96% NC 018916.2
Homo sapiens chromosome 5, alternate assembly 392 295 96% 034 96% AC 0001371
HuRef A UUJ2ofl..
Homo sapiens chromosome 5, GRCh38 Primary 0 0
Assembly 39.2 225 96% 0.34 96% NC 000005.10
Homo sapiens chromosome 10, alternate assembly 374 729 100% 12 89% NC 0189212
CHM1_1.1 ' ' 0 ' 0 el
Homo sapiens chromosome 16, alternate assembly 0 0
CHM1 1.1 374 374 48% 1.2 92% NC 018927.2
Homo sapiens chromosome 22, alternate assembly 374 729 90% 12 96% NC 018933.2
CHM1_1.1 : : 0 : 0 Sxeafoos
Homo sapiens chromosome Y, alternate assembly 0 0
HuRef 374 74.7 96% 1.2 92% AC 000156.1
Homo sapiens chromosome 22, alternate assembly 374 374 24% 12 96% AC 0001541
HuRef . . 0 . 0 .
Homo sapiens chromosome 16, alternate assembly 0 0
HuRef 374 374 48% 1.2 92% AC 000148.1
Homo sapiens chromosome 10, alternate assembly 374 729 100% 12 89% AC 0001421
HuRef . . 0 . (1] .
Homo sapiens chromosome 10, GRCh38 Primary 374 729 100% 12 89% NC 000010.11
Assembly ' ’ ° ’ 0 _—
Homo sapiens chromosome 16, GRCh38 Primary 374 374 48% 12 920 NC 000016.10
Assembly ' ’ ° ' 0 —
Homo sapiens chromosome 22, GRCh38 Primary 374 729 90% 12 96% NC 000022.11

Assembly
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Description

Homo sapiens chromosome Y, GRCh38 Primary
Assembly

Homo sapiens chromosome 6, alternate assembly
CHM1_1.1

Homo sapiens chromosome 11, alternate assembly
CHM1_ 1.1

Homo sapiens chromosome 14, alternate assembly
CHM1_1.1

Homo sapiens chromosome 18, alternate assembly
CHM1_ 1.1

Homo sapiens chromosome 6, alternate assembly
HuRef

Homo sapiens chromosome 18, alternate assembly
HuRef

Homo sapiens chromosome 11, alternate assembly
HuRef

Homo sapiens unplaced genomic scaffold, alternate
assembly HuRef DEGEN_1103279047854

Homo sapiens chromosome 6, GRCh38 Primary
Assembly

Homo sapiens chromosome 11, GRCh38 Primary
Assembly

Homo sapiens chromosome 14, GRCh38 Primary
Assembly

Homo sapiens chromosome 18, GRCh38 Primary
Assembly

B Alignments
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PREDICTED: Homo sapiens actin, gamma 1 (ACTGL1), transcript variant X1, mRNA

Sequence ID: ref[XM_006722048.1| Length: 2129 Number of Matches: 2
Range 1: 1386 to 1415

Score Expect Identities Gaps Strand Frame
44.6 bits(48) 0.008() 29/31(94%) 1/31(3%) Plus/Minus
Features:

Query 22 TCCGTCTTAGAAGCATTTGCGGTGCACGATG 52

sojcr 1415 O HAMEUHHIULLILNL - 1566

Range 2: 1127 to 1151

Score Expect Identities Gaps Strand Frame
41.0 bits(44) 0.096() 24/25(96%) 0/25(0%) Plus/Plus

Features:

Q TCATGAAGTGTGACGTTGACATCCG 25

oer 11z MOHSUHEHLCECETOHI e,

Homo sapiens actin, gamma 1 (ACTG1), transcript variant 3, non-coding RNA

Sequence ID: ref[NR_037688.1| Length: 1855 Number of Matches: 2
Range 1: 1243 to 1272

Score Expect Identities Gaps Strand Frame
44.6 bits(48) 0.008() 29/31(94%) 1/31(3%) Plus/Minus
Features:

22 TCCGTCTTAGAAGCATTTGCGGTGCACGATG 52

wger 1272 ML HIUIHIUUIITH 1o
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Range 2: 984 to 1008

Score Expect Identities Gaps Strand Frame
41.0 bits(44) 0.096() 24/25(96%) 0/25(0%) Plus/Plus
Features:

uery 1 TCATGAAGTGTGACGTTGACATCCG 25

gt o5 MUY o0

Homo sapiens actin, gamma 1 (ACTG1), transcript variant 1, mRNA

Sequence ID: ref[NM_001199954.1| Length: 2123 Number of Matches: 2
Range 1: 1362 to 1391

Score Expect Identities Gaps Strand Frame
44.6 bits(48) 0.008() 29/31(94%) 1/31(3%) Plus/Minus

Features:

Q 22 TCCGTCTTAGAAGCATTTGCGGTGCACGATG 52

oo soon MALHIHIUSUEHALEHIE 1o,

Range 2: 1103 to 1127

Score Expect Identities Gaps Strand Frame
41.0 bits(44) 0.096() 24/25(96%) 0/25(0%) Plus/Plus
Features:

TCATGAAGTGTGACGTTGACATCCG 25

oger 1105 WAL .

Homo sapiens actin, gamma 1 (ACTG1), transcript variant 2, mRNA
Sequence ID: ref[NM_001614.3| Length: 2004 Number of Matches: 2
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Range 1: 1243 to 1272

Score Expect Identities Gaps Strand Frame
44.6 bits(48) 0.008() 29/31(94%) 1/31(3%) Plus/Minus
Features:

22 TCCGTCTTAGAAGCATTTGCGGTGCACGATG 52

wger 1272 MU ITH 1o

Range 2: 984 to 1008

Score Expect Identities Gaps Strand Frame
41.0 bits(44) 0.096() 24/25(96%) 0/25(0%) Plus/Plus
Features:

1 TCATGAAGTGTGACGTTGACATCCG 25

cooe ose SUIUUUIEASIOHE o

Homo sapiens actin, gamma 2, smooth muscle, enteric (ACTG2), transcript variant 2, mMRNA

Sequence ID: ref[NM_001199893.1| Length: 1216 Number of Matches: 1
Range 1. 841 to 866

Score Expect Identities Gaps Strand Frame
42.8 bits(46) 0.028() 25/26(96%) 0/26(0%) Plus/Plus
Features:

TCATGAAGTGTGACGTTGACATCCGT 26

ger 51 MHHULHATGHITHL e

Homo sapiens actin, gamma 2, smooth muscle, enteric (ACTG2), transcript variant 1, mMRNA
Sequence ID: ref[NM_001615.3| Length: 1345 Number of Matches: 1

http://blast.ncbi.nlm.nih.gov/Blast.cgi 30/10/2014
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Range 1: 970 to 995

Score Expect Identities Gaps Strand Frame
42.8 bits(46) 0.028() 25/26(96%) 0/26(0%) Plus/Plus
Features:

1 TCATGAAGTGTGACGTTGACATCCGT 26

oger 070 MURMULHILHITHIE oo,

PREDICTED: Homo sapiens actin, beta (ACTB), transcript variant X1, mRNA

Sequence ID: ref[XM_006715764.1| Length: 1816 Number of Matches: 2
Range 1: 933 to 957

Score Expect Identities Gaps Strand Frame
41.0 bits(44) 0.096() 24/25(96%) 0/25(0%) Plus/Plus

Features:

Que 1 TCATGAAGTGTGACGTTGACATCCG 25

oo osa MUY o,

Range 2: 1192 to 1215

Score Expect Identities Gaps Strand Frame
39.2 bits(42) 0.34() 23/24(96%) 0/24(0%) Plus/Minus
Features:

TAGAAGCATTTGCGGTGCACGATG 52

ger 1215 MOV 1,

Homo sapiens actin, gamma 1 pseudogene (LOC644961), non-coding RNA
Sequence ID: ref[NR_033926.1| Length: 2652 Number of Matches: 2
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Range 1: 1640 to 1664

Score Expect Identities Gaps Strand Frame
41.0 bits(44) 0.096() 24/25(96%) 0/25(0%) Plus/Plus
Features:

TCATGAAGTGTGACGTTGACATCCG 25

et 10s0 MHULHILL UL oo,

Range 2: 1900 to 1923

Score Expect Identities Gaps Strand Frame
39.2 bits(42) 0.34() 23/24(96%) 0/24(0%) Plus/Minus
Features:

TTAGAAGCATTTGCGGTGCACGAT 51

oper 1025 MIUITHAILAEIE oo

Homo sapiens actin, gamma 1 pseudogene 4 (ACTG1P4), non-coding RNA

Sequence ID: ref|[NR_024438.2| Length: 1988 Number of Matches: 2
Range 1: 991 to 1015

Score Expect Identities Gaps Strand Frame
41.0 bits(44) 0.096() 24/25(96%) 0/25(0%) Plus/Plus

Features:

Query 1 TCATGAAGTGTGACGTTGACATCCG 25

sojct 901 TCAHUMSHEME UYL 1015

Range 2: 1247 to 1271

Score Expect Identities Gaps Strand Frame

http://blast.ncbi.nlm.nih.gov/Blast.cgi 30/10/2014
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41.0 bits(44) 0.096() 24/25(96%) 0/25(0%) Plus/Minus
Features:
TTAGAAGCATTTGCGGTGCACGATG 52

per 1o MU 1.y

Homo sapiens actin, beta (ACTB), mRNA

Sequence ID: ref[NM_001101.3| Length: 1852 Number of Matches: 2
Range 1: 929 to 953

Score Expect Identities Gaps Strand Frame
41.0 bits(44) 0.096() 24/25(96%) 0/25(0%) Plus/Plus
Features:

1 TCATGAAGTGTGACGTTGACATCCG 25

oper 020 HUUUEHULE OO oo

Range 2: 1188 to 1211

Score Expect Identities Gaps Strand Frame
39.2 hits(42) 0.34() 23/24(96%) 0/24(0%) Plus/Minus
Features:

TAGAAGCATTTGCGGTGCACGATG 52

gt e HOWDHIUUITH oo

Homo sapiens actin, alpha, cardiac muscle 1 (ACTC1), mRNA

Sequence ID: ref[NM_005159.4| Length: 3693 Number of Matches: 2
Range 1: 1353 to 1379

Score Expect Identities Gaps Strand Frame
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41.0 bits(44) 0.096() 25/27(93%) 0/27(0%) Plus/Minus

Features:

Query TCTTAGAAGCATTTGCGGTGCACGATG 52

sojet 1370 HHISMAHAHAILI 1555

Range 2: 1094 to0 1118

Score Expect Identities Gaps Strand Frame
37.4 bits(40) 1.2() 23/25(92%) 0/25(0%) Plus/Plus

Features:

Que TCATGAAGTGTGACGTTGACATCCG 25

soper 1008 JUUHILHILHIL |

Homo sapiens actin, beta pseudogene (LOC644936), non-coding RNA

Sequence ID: ref[NR_004845.1| Length: 1456 Number of Matches: 1

Range 1. 777 to 800

Score Expect Identities Gaps Strand Frame
39.2 bits(42) 0.34() 23/24(96%) 0/24(0%) Plus/Minus

Features:

Query TAGAAGCATTTGCGGTGCACGATG 52

sojet 800 TASMACHHHELLHLIAHE 777

Homo sapiens actin, alpha 1, skeletal muscle (ACTAL), mMRNA

Sequence ID: ref[NM_001100.3| Length: 1509 Number of Matches: 1

Range 1: 1215to0 1238

Score Expect Identities Gaps Strand Frame

http://blast.ncbi.nlm.nih.gov/Blast.cgi
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39.2 bits(42) 0.34() 23/24(96%) 0/24(0%) Plus/Minus
Features:
TAGAAGCATTTGCGGTGCACGATG 52

oper 1250 MOWTHUTH s

Homo sapiens actin, alpha 2, smooth muscle, aorta (ACTA2), transcript variant 2, mRNA

Sequence ID: ref[NM_001613.2| Length: 1415 Number of Matches: 1
Range 1. 1226 to 1253

Score Expect Identities Gaps Strand Frame
37.4 bits(40) 1.2() 25/28(89%) 0/28(0%) Plus/Minus
Features:

25 GTCTTAGAAGCATTTGCGGTGCACGATG 52

per 1255 S HOIEOHHETHLIL e

Homo sapiens actin, alpha 2, smooth muscle, aorta (ACTA2), transcript variant 1, mRNA

Sequence ID: ref|[NM_001141945.1] Length: 1798 Number of Matches: 1
Range 1. 1585 to 1612

Score Expect Identities Gaps Strand Frame
37.4 bits(40) 1.2() 25/28(89%) 0/28(0%) Plus/Minus
Features:

Query 25 GTCTTAGAAGCATTTGCGGTGCACGATG 52

sojct 1612 SHHACMEAHHELIAN - 1565

PREDICTED: Homo sapiens POTE ankyrin domain family, member E (POTEE), transcript variant X1, mRNA

http://blast.ncbi.nlm.nih.gov/Blast.cgi 30/10/2014
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Sequence ID: ref[XM_006712538.1| Length: 2816 Number of Matches: 1
Range 1: 2027 to 2050

Score Expect Identities Gaps Strand Frame
35.6 bits(38) 4.1(0) 22/24(92%) 0/24(0%) Plus/Minus
Features:

TAGAAGCATTTGCGGTGCACGATG 52

oger 2050 MUWTHHITHILHL oy

Homo sapiens POTE ankyrin domain family, member | (POTEI), mRNA

Sequence ID: ref|[NM_001277406.1| Length: 3228 Number of Matches: 1
Range 1. 3204 to 3227

Score Expect Identities Gaps Strand Frame
35.6 bits(38) 4.1(0) 22/24(92%) 0/24(0%) Plus/Minus
Features:

Query 29 TAGAAGCATTTGCGGTGCACGATG 52

sojct 3227 TASMLAHHEEE MM 5204

Homo sapiens POTE ankyrin domain family, member J (POTEJ), mMRNA

Sequence ID: ref|[NM_001277083.1| Length: 3277 Number of Matches: 1
Range 1: 3093 to 3116

Score Expect Identities Gaps Strand Frame
35.6 bits(38) 4.1(0) 22/24(92%) 0/24(0%) Plus/Minus
Features:

TAGAAGCATTTGCGGTGCACGATG 52

ger o115 HOWHIUUIALIH soes
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Homo sapiens actin-related protein T1 (ACTRT1), mRNA

Sequence ID: ref[NM_138289.3| Length: 1452 Number of Matches: 1
Range 1. 1045 to 1068

Score Expect Identities Gaps Strand Frame
35.6 bits(38) 4.1() 22/24(92%) 0/24(0%) Plus/Plus
Features:

y 1 TCATGAAGTGTGACGTTGACATCC 24

oyt 1065 MHUHHILATIHL oss

Homo sapiens POTE ankyrin domain family, member M (POTEM), mRNA

Sequence ID: ref[NM_001145442.1| Length: 6666 Number of Matches: 1
Range 1. 2885 to 2908

Score Expect Identities Gaps Strand Frame
35.6 bits(38) 4.1() 22/24(92%) 0/24(0%) Plus/Minus
Features:

TAGAAGCATTTGCGGTGCACGATG 52

oger 200 MUMTHUTHLHT oos

Homo sapiens POTE ankyrin domain family, member E (POTEE), mRNA

Sequence ID: ref|[NM_001083538.1| Length: 3440 Number of Matches: 1
Range 1. 3256 to 3279

Score Expect Identities Gaps Strand Frame

35.6 bits(38) 4.1() 22/24(92%) 0/24(0%) Plus/Minus
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Features:
Query 29 TAGAAGCATTTGCGGTGCACGATG 52

sojct 3279 TASMALAHHEAE MM 5256

Homo sapiens chromosome 17, alternate assembly CHM1 1.1

Sequence ID: ref[NC_018928.2| Length: 81289577 Number of Matches: 2
Range 1: 79563992 to 79564021

Score Expect Identities Gaps Strand Frame
44.6 bits(48) 0.008() 29/31(94%) 1/31(3%) Plus/Plus

Features:

actin, cytoplasmic 2actin, cytoplasmic 2

Query 22 TCCGTCTTAGAAGCATTTGCGGTGCACGATG 52

sojct 79563092 UL HAMEUHHLLLILN - 70564001

Range 2: 79564349 to 79564373

Score Expect Identities Gaps Strand Frame
41.0 bits(44) 0.096() 24/25(96%) 0/25(0%) Plus/Minus

Features:

actin, cytoplasmic 2actin, cytoplasmic 2

Query TCATGAAGTGTGACGTTGACATCCG 25

sojct 79564373 TCAHCMEHHMHUMUNRLL 70564300

Homo sapiens chromosome 17, alternate assembly HuRef

Sequence ID: ref|AC_000149.1| Length: 76567021 Number of Matches: 2
Range 1: 74926527 to 74926556

Score Expect Identities Gaps Strand Frame
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44.6 bits(48) 0.008() 29/31(94%) 1/31(3%) Plus/Plus
Features: ) _ )

actin, cytoplasmic 2actin, cytoplasmic 2

Query 22 TCCGTCTTAGAAGCATTTGCGGTGCACGATG 52

sojct 7a026527 T HAMEHHILLLNLIL - 74026556

Range 2: 74926884 to 74926908

Score Expect Identities Gaps Strand Frame
41.0 hits(44) 0.096() 24/25(96%) 0/25(0%) Plus/Minus

Features:

actin, cytoplasmic 2actin, cytoplasmic 2

Que 1 TCATGAAGTGTGACGTTGACATCCG 25

sogor aszosos MHCULHHILHSEUIL ~ ozens

Homo sapiens chromosome 17, GRCh38 Primary Assembly

Sequence ID: ref[NC_000017.11| Length: 83257441 Number of Matches: 2
Range 1: 81510685 to 81510714

Score Expect Identities Gaps Strand Frame
44.6 bits(48) 0.008() 29/31(94%) 1/31(3%) Plus/Plus

Features:

actin, cytoplasmic 2actin, cytoplasmic 2

Query 22 TCCGTCTTAGAAGCATTTGCGGTGCACGATG 52

sojct s1510685 T HAMEHHLILLNLIN 61510714

Range 2: 81511042 to 81511066

Score Expect Identities Gaps Strand Frame
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41.0 bits(44) 0.096() 24/25(96%) 0/25(0%) Plus/Minus
Features: ) _ )

actin, cytoplasmic 2actin, cytoplasmic 2

Query 1 TCATGAAGTGTGACGTTGACATCCG 25

sojct 81511066 TCAHMEHHMHUMUNLL 61511000

Homo sapiens chromosome 2, alternate assembly CHM1_ 1.1

Sequence ID: ref[NC_018913.2| Length: 243205335 Number of Matches: 5
Range 1: 74073013 to 74073038

Score Expect Identities Gaps Strand Frame
42.8 bits(46) 0.028() 25/26(96%) 0/26(0%) Plus/Plus
Features:

actin, gamma-enteric smooth muscle isoform 1 precursoractin, gamma-enteric smooth muscle isoform 2 precursor
TCATGAAGTGTGACGTTGACATCCGT 26

ger raoro1s MURMULHALHODHE 2075005

Range 2: 131224266 to 131224289

Score Expect Identities Gaps Strand Frame
35.6 bits(38) 4.1() 22/24(92%) 0/24(0%) Plus/Plus

Features:

POTE ankyrin domain family member |

Query 29 TAGAAGCATTTGCGGTGCACGATG 52

sojct 131224266 TACMECAHHEGNAN 131000089

Range 3: 131419073 to 131419096

Score Expect Identities Gaps Strand Frame

http://blast.ncbi.nlm.nih.gov/Blast.cgi 30/10/2014



NCBI Blast:Nucleotide Sequence (52 letters) Page 21 of 21

35.6 bits(38) 4.1() 22/24(92%) 0/24(0%) Plus/Minus
Features: _ _

POTE ankyrin domain family member J

Query 29 TAGAAGCATTTGCGGTGCACGATG 52

sojct 131410006 TACSMECAHHEHGNAML 15141007

Range 4: 132025795 to 132025818

Score Expect Identities Gaps Strand Frame
35.6 bits(38) 4.1() 22/24(92%) 0/24(0%) Plus/Minus

Features:

POTE ankyrin domain family member E

Que 29 TAGAAGCATTTGCGGTGCACGATG 52

sojor 10202518 MAMAELHHELEHGILIL 1z00s70s

Range 5: 132388335 to 132388358

Score Expect Identities Gaps Strand Frame

35.6 hits(38) 4.1() 22/24(92%) 0/24(0%) Plus/Minus

Features:

93742 bp at 5' side: coiled-coil domain-containing protein 74A isoform 2124222 bp at 3' side: uncharacterized protein C2orf27
Query 29 TAGAAGCATTTGCGGTGCACGATG 52

sbjct 1323ssass  TACMCAHHHUHGNAMY 150586335

http://blast.ncbi.nlm.nih.gov/Blast.cgi 30/10/2014



