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Restriction Enyzme
H View On | Nucleotide Effect Differences from REBASE .PSSM Description||Zygosity
Sequence Change Gained in Lost from Difference
Variant Reference
G C [C4915A  |[HI3IN]| | | 2229 [Homo |
2[G C |C4953A  |[Y143% |Ddel | | 13287 [Homo |
(_; C G5000A  |G159D BsiEll, Maclll, 1202 Homo
Tsp4Cl
H(_} C C5004T Y160= &iﬁim’ 4875 Homo
5lG C |C5006T  |[P161L |[EcoNI, MnlI | | 14689 [Homo |
6/G C |C5081T  |[T186I | | | (8407 [Homo |
7G C [C5120T  ||[T199M |MslI |FnuDII | 7947 [Homo |
8[G C |G5183T  ||C220F | | | 1489 [Homo |
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Genomic Sequence

gatacttcgtaacaatctggaataatacagttgtgagtgattaaagcgaggaagaatcgacctccttgttge

M K T K K G

caacgtgaaaaggggaattttgacggac atg aag acc aaa aag g gtacgtatcatctccatatct

gttatatcagcgatttattatgtttttttatcggtgattgtgacatatggatggaacttgtcgatgatggtt

gaacagaaaatgtctggcattgcctgctattgttttccactgcagacaaaacagccttttctcaccatgtge

tggcgggctgtcaccatgagccgtttcgaattattaacacgcgtgtttatattcagcatataaagetttgat

tttatacagatatgattatttaaccgtcgtattgatgatttgttttacagtgttttttttaatacaccaatg

tataatataactgtcatctgtaactcttatgagctctgtagttgttgtttaagtgagtataaaacgtcttcg

tgtaatggttgaacttctttggcttgggaaaatgctcatgcgctcagagtttctcacaacactcactcaagt

ttgttgggaatacgagggaaactttccgagtggccttgtttttagtttgacgactacttcgttgectttgact

gcatttaaacattgtgctgcggtttaaaacgtgcaacgataattcctgacctccttttgtgaagtttgtgta

tttcgcgccgecttectcgaggcgacgectttcacattececctecgacctegtgtttectcacagcacacaataga

gcccgagctattctctgctattaagtttacatttctettatgttatggcaccttgtecgegtagagtgtegtg

137

209

281

353

425

497

569

641

713

785

857



tcaagctcttatccgccacctgacgtgatttcacgagttttcacctcgtgaaaagtcgataaaacagagttt

gaaatgtcccacaagcgacattcttttgttcggtcttgagatttgcaacaggttccecctecececttectect

cctcatgtaggccgacgacaaaattacttctcattactccttctcacaagtttaatcattttctcacacaac

ctcaaaaaatagacgtgtacgtgatttcactcgtttcggtttttgactgttaagtatcccacgcacaccctg

gagctcaagttagggaaagttttgtttcacttagagtgctcatgaactaaaagtccccttaagcactttcag

taaaacgtgttattgacaaactaaccggtttatgatataagaggtaataatattcaagtcgtcatcagaaac

aggaagaacggtataatatcgggttacttcactcaaaatcaaaaccctgtcatggcttactcaccccatcat

gttattccaaacccacatgacttactttcttccactaaaggagctggtagacacaatgttacccactcagte

atgattcacaatttggagtgaataacactgacattgttttccttgagtgtaccttagataaagaatcacaga

tatgaaagcaaaaaaacaaatgagattttttttttgaagggggttaactatcactttacatgagttaactta

cccatgcataatcgcagtttatttagtgtttgcaagtgcacaagctgtattcacagtgctcagaaagtcacg

atgaaacattgacacagtttagagtctttgtgacgcctccactccaaccatgaatcacatggctttgcttga

cagcagggatgtgacacatcagctgccacacacacactaacagacgcacgcttatacatgcatacagacggce

caggcgctgttgtgtagcattcagcggttggcattttggatggaaagccagtgtgtgtaggatagggggagg

aggagggtcctcagcaggggtttgggggttgatgtttcactgggtgtcttttgtccteccttcacacacatgg

929

1001

1073

1145

1217

1289
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1577

1649

1721

1793

1865

1937



gtacacactgattcccagcttactcattccctgaaacacttattgectggttacaaacacattgctcatacat

cagtctgactttacacttttcctcattctgtacacacatatgcacgtgcagaataaacaatacgttttagcet

A% L A

IPB003106B (1.0e-04) IC 1.50
M S G S E T E D E

ctggtctcttatgaatgcag gt gtt ttg gcg atg tca gga agc gag acg gag gat gag

D S L D v P L D L S S N G G v S G K
gac agt ttg gat gtg cct ctt gac ctc tct tcg aat gga gga gtg tca ggg aag
IPBO03893A (1.1e-13) IC 4.26

R K R R G N L P K E S \Y () I L R D W
agg aag agg aga gga aac ttg ccc aaa gag tcg gta caa ata ctc cgg gac tgg
L Y 0) H R Y N A Y P S E () E K A L L
ctc tac caa cac aga tac aat gcc tat cca tca gag cag gaa aaa gcc ctg ctg
S K (0] T H L S T L (0]

tcc aag cag acc cat cta tcc aca cta cag gtactaaacattttcgaaaagtctatgtggcc

tagtacacttcaaggaaaccaaaacaaaaacagcacaactgcatgtaacagcatgtgctgtaattgaaataa

catgattgtggaaaattgttatggaaaggttaaaaccgttttgctttattattattccaaattgtttagcca

ttttatttaaattattgtctttttcggttagtttctaagacatttgtaattattaaaaatttgatgcgacac

taatactattacagatgatttttaaagctggaataaaacaacatcaacaacaggcctggcaaagtcacagaa

taccttgtctgaacatttttcaagctgtacttttgttaaaagtagctattagtagatgcaaaatcttaagaa

aattaaaaataactctgtagttaggcttcagagaagtttctttctcacgactacttgtttccgtcaagaatg

cgagggggaatttttgagttttctgctttgttgatcagtaatctatttatatgcttcacaggagagcagtta

gctgtcatcaatgtctagttcaactgacgtgtgaaggaaaccgaaaggttcaatgtcataactaggccagaa

aaaaaagtcagctctttttttcgctagtgcttctecggtttaagatcacacgttctgttceccgectgagtttta
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18
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72
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82
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82
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82
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82
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82
2651

82
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82
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82
2867

82
2939

82
3011



gcgtcatataaacaacacttcctgtgaatgcagtcaatggagagaattcctgtggacagatgagtgaataac

tgttttgagtcatctgagatgtggccacatagagagaaagagagagagagacttgctcagacactgggccag

gaatttcccctgecgectcageccagectgtctcactaacaatggggagacacaatacacacacattaacatagtg

aagactaccaggctcagctcaggcagaccgttgggtacacaatacagccccattacacagagagccaaagag

gcttctcatctgaagagactcgctggaagacaatacagaaacattaccatactgaagtctgcattttgaaaa

tggcccctttagatactgagaaagaaaagttactttgaaataagttctatcaggataggtcaggatagaaat

gtgaacgccaacacattgaaatacgttatttcaggatagaaatgtgaatgccaacacattgaaataagttct

ttcaggataggtcaggatagaaatgtgaacgccaacacattgaaatacgttattttaggatagaaatttaaa

agccaaaacatattttcttgtttgtgtaataagtgtattaatcgctttaattaaataaatatgttgaaaatg

aaatgcaataatgtcatcttaatgcagattattagcacttggtgttatgagacagtaaaataataatattaa

taataataataataataattatgatatttatataaaaattgataaagtgcttgtattttaattatttcttta

tgatatatgtgattgtgaactttttctatgatggttctagctgattattttagatttaagatttaccccagt

gtaaacttcatggtaaatgtacagttgcctgtggtgtgtgatctacattaacaaaaaaaaaggccagcaaag

tttaattgttgttataaactgaaggtgttaactgtcagccatttgccttgcagcagtaatttgtctttttgt

agagatgcacatcgaagtcaagcattcacacattttttctgtagcctgaaatgttggatttgcattagagta

82
3083

82
3155

82
3227

82
3299

82
3371

82
3443

82
3515

82
3587

82
3659

82
3731

82
3803

82
3875

82
3947

82
4019

82
4091



gaccttaaaccccctcaggtgagactcggcggagcaatgaaagatacagtgctattagcatgattaaggect

aaagcctccagcactaacaaagaacacaatctgagggataaaggtgaactgttacttaggtgattgagagaa

atcctcaccgccaagagcttcctgettttaattgeccaggtcagettttttcaaagaggaaaaacaaaaatag

agtcacatgttaactcaattcagcctcatgaatttccttttttaacttaagtgagacagtgtgcaaacaaag

taaacaaaggtttcataagactataccgtttgaactttaacaggtggcaaaatgttttaagactgaatggga

atgtaattttctcgacaattgaacataacacaagacaagcatttctatgttaaaagactggttattttagca

tcaagtactattgaagtttatttcataaatgattttagcttttaatcaatgttgtttttgttctgttctcag

taattttagtgttaatgtttttagttttaaacaaacattaacaatgcttttacagttttaaacaaacaatct

taaaagctacagctaattatttggggattgtagtacacaataaatgtaataatagtaaaaattggattgtat

IPB003893B (1.3e-07) IC 4.32
\Y C N W F I N A R R
caataatcattgtatctgtatctctccacag gtt tgc aac tgg ttt ata aat gcg cgg cga

R L L P E M L R K D G K D P N (0] F T
cga ctc ctt cct gag atg ctc cgg aaa gat ggc aag gac ccc aac cag ttc acc

I S R R G S K G G E M L S D N S 0] S
atc tcg cgg cgg ggc agc aag ggt ggc gaa atg ctc agt gac aac tcc cag tcc

P K H G L L A N G E D R N S Y E P G
ccg aaa cac ggt ctg ctc gcc aac gga gaa gac cgc aac agc tac gag cct ggc
aH131N[1] avyl4a3*[2]

S P H P T S N T P T S N G Y P K K A
tca cct cac ccg acc agc aac aca ccc act tcc aac ggt tac ccc aaa aag gcc
aGl59D[ 3]
tY160=[4]
tP161L[5]

82
4163

82
4235

82
4307

82
4379

82
4451

82
4523

82
4595

82
4667

82
4739

92
4800

110
4854

128
4908

146
4962

164
5016



L
ctg

atc

ctc

999

ccg

gac

gcc

S

tcc cct aaa aca cct

C

tgc cac acc act atc

G

C

tgt cga ggg gag

P

H

\%
ggc gtc gag gga

R

K

T P P S P G
ccc tcg ccc gga

T T I T T A T
acc aca gcc acg
tT186I[6]
E G A T E L b
gcc aca gag ctg cca

G

tC220F[8]

P

CCC acc cca ccc

\Y

*

T

A
gta gcg ctg aag

P

L

E G N \Y S P
ggt aac gtc agc cct

P D L T ©Q D
gac ctc acc cag gac

K R A A E M
agg gct gcc gaa atg

cct

caa

ctc

cag

ttc

gag

gtc

ggc

aca

agc

agc

ctg

tta ccc aga ccc tcc gtc

I N T T T R
atc aac aca aca acg cgc

tT199M[ 7]

gat gcg gcc agc cta ttc

ctg ttc aac acc cct

ggc

ggt ttc cag ctg ctg gtt

cag gcc aaa aag ctc ctc

tga agaaaaaaaaaacggatggaggaattaaagagcttcatcgatgtttgtttttcgecccecceccccce

caaatgtgaactccactgggagttcataaaaaactt

Coding Sequence

M

K

T

K

K G | vV L A

atg aag acc aaa aag g | gt gtt ttg gcg

gag

aag

gac

agg

agt

aag

L
ttg

agg

D \Y P L D L
gat gtg cct ctt gac ctc

IPB003893A (l.le-13) IC
R G N L P K

M
atg

S
tct

4.26
E

S
tca

S
tcg

S

182
5070

200
5124

218
5178

236
5232

254
5286

272
5340

274
5410

274
5446

IPB003106B (1.0e-04) IC 1.50

G S E T E D
gga agc gag acg gag gat

N G G v S G
aat gga gga gtg tca ggg

A% (0] I L R D

aga gga aac ttg ccc aaa

H R Y N A Y

gag

P

tcg

S

gta caa ata ctc cgg gac

E (0] E K A L

tgg

ctc

tac

caa

cac aga tac aat gcc tat

T H L S T L

cca

(0]

tca

| v

gag cag gaa aaa gcc ctg

IPB003893B (1.3e-07)

C N W F I

ctg

tcc

aag

cag

acc cat cta tcc aca cta

R L L P E M

cag | gtt tgc aac tgg ttt ata

L

R

K D G K D P

aat

gcg

cgg

cga

cga ctc ctt cct gag atg

ctc cgg aaa gat ggc aag gac ccc

17
51

35
105

53
159

71
213

IC 4.32
88
264

106
318



N_

aac cag ttc

N

aac tcc cag

Y

tac gag cct

Q

S

E

F T I
acc atc

Q S P
tcc ccg

P G S
ggc tca

av143+%[2]

P

CCcC aaa aag

K

K A L
gcc ctg

tP161L[5]

aga

aca

gcc

ttc

cag

aaa

cccC

aca

agc

aac

ctg

aag

tcc gtc atc

T R L
acg cgc ctc
tT199M[ 7]

L F G
cta ttc ggg

T P P
acc cct ccg

L \Y D
ctg gtt gac

L L A
ctc ctc gcecc

S R R G
tcg cgg cgg ggc

K H G L
aaa cac ggt ctg
aH131N[1]

P H P T

cct cac ccg acc

S b K T
tcc cct aaa aca

Cc H T T
tgc cac acc act

agc

ctc

agc

cct

I
atc

tT186I[6]

G \Y E G
ggc gtc gag gga

C R G E

tgt cga ggg gag
tC220F[8]

P T P P
CCC acc cca ccc

A\ A L K
gta gcg ctg aag

tga

A
gcc

ggt

gac

agg

aag

gcc

aac

cccC

acc

aac

ctc

gct

ggt

aac

aca

tcg

gag

gtc

acc

gcc

ggc

gga

cccC

cccC

gcc

ctg

agc

cag

gaa

gaa

gaa

act

gga

acg

cca

cct

gac

atg

M

atg

gac

tcc

cct

caa

ctc

cag

ttc

gag

L

ctc

cgc

aac

gtc

ggc

aca

agc

agc

ctg

S D 124
agt gac 372
N S 142
aac agc 426
G Y 160
ggt tac 480
aGl59D[ 3]

tY160=[4]

L P 178
tta ccc 534
I N 196
atc aac 588
D A 214
gat gcg 642
G L 232
ggc ctg 696
G F 250
ggt ttc 750
Q A 268
cag gcc 804
274

822



