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Your Gene

IPB007086, IPB006794, and IPB001293

Genomic Sequence

Coding Sequence

For help interpreting these results, view the PARSENP Introduction page.

#
View On 

Sequence

Nucleotide 

Change
Effect

Restriction Enyzme 

Differences from 

REBASE PSSM 

Difference

SIFT 

Score
Description Zygosity

Gained in 

Variant

Lost from 

Reference

1 G C G2460A V170I
BglII, DpnI, 

MboI, XhoII
MnlI 4.8 0.09 7748 Homo

2 G C G2474T P174= 4940 Homo

3 G C T2534C S194= 8513 Homo

4 G C A2568G I206V 6841 Homo

5 G C T2589G F213V SgrAI CviJI 3305 Homo

6 G C C2598T P216S MmeI, MnlI 2178 Homo

7 G C C2598T P216S MmeI, MnlI 6892 Homo

8 G C T2617A M222K
CviRI, 

NlaIII, NspI
4288 Homo

9 G C T2617A M222K
CviRI, 

NlaIII, NspI
4377 Homo

10 G C C2673A,C2674T P241M MseI, VspI AciI 7830 Homo

11 G C C2674T P241L AciI 7830 Homo

12 G C C2711A F253L MseI 6517 Homo

13 G C C2761T T270I 8662 Homo

14 G C C2813T N287= 4950 Homo

15 G C C2894T D314=
FokI, 

TspDTI
7272 Homo

16 G C C2907T H319Y 37.0 0.00 6938 Homo

17 G C A2916T I322F FokI, SfaNI 17.5 0.10 974 Homo

18 G C C2930T H326= 7802 Homo
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19 G C C2954A C334*
TspDTI, 

TspRI

AvaIII, 

CviRI, 

NlaIII

8726 Homo

20 G C A2977G D342G

AciI, CfrI, 

CviJI, 

HaeIII, 

NspBII, 

TauI

7365 Homo

Download Tab-Separated table

View Variants on 3D Structure

No protein homology model was submitted. You may add one using any or all of the fields below.

Blocks Families:

Blocks File: Browse...

Sequence Alignment: Browse...

Redo analysis with homology model

-OR-

 Reverse PSI-Blast/SIFT for Models

Genomic Sequence

 

                                                                           0

caaatggcttatatgaaaatgtaaaaaattattacatgaggtagaataagctattaggtgacagtttgtcca   72

 

 

                                                                           0

ccaaggcgcacctaaataaaacaggctagccttttattgtgatgttgtgaaataataatacgtattatttta   144

 

 

                                                                           0

caataattacataataattgcaatactgtggttattttcactttcttgcattatatttcactctgagatgtg   216

 

 

                                                                           0

agtttggacatgcgtttaatgtgaattgattatgcacaacctaaaataaataaaatcattggctcaaattcc   288

 

 

                                                                           0

gacctaagttccctcctcccccgtatatcttactaagtgcagtttctaaacccacggggggaattcagttct   360

 

 

                                                                           0

atcgtcttttttatttggtcgcatctttaaacctcacagcggaaagtatttctatatttacgtatacaggca   432

 

 

                                                                           0

tttacatttggaaagttttagttgtttggtctgcagtttaggagtgatagaaatgcttaactaattaaacta   504

 

 

                                                                           0

taataagcaattctgtgtttttaatataataataattataataataataattaaaaataattcaaagccttg   576
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                                                                           0

cgcaaattgtgctgtattctgagctatccagtacggaattgacgatttaacataatgtctaagaggataata   648

 

 

                                                                           0

aaatgacaatatattggtctaaatttagaataacaaataaacacactttccagtagttttctaattatagta   720

 

 

                                                                           0

acacagttactaaaaacgtttccctctttccaaaaccatggggtctattcaaatagatgtagctcactttcc   792

 

 

                                                                           0

gactgccattgaagcaaaggtagaaattccgtcatttgattgtggttttctgatgcttgctgagccgcgtct   864

 

 

                                                                           0

ctttgctcggcaacactcgctagtttccgatgctcaatttccggaatatgctccataaatggacgaaggggt   936

 

 

                                                                           0

gtagatgtttaccggataaaaccatgtatggcattgaaataaaccggaattcctgattgagaatgttatgtt   1008

 

 

                                                                           0

gtatcaaaacggaagcgttttcatttaaaatgcagcatctttcagcactaaaaacgcattgcttgtgttatc   1080

 

 

                                                                           0

ttgcagattaaaatcatttaaaacatataacaacgcgccttttttaatttcccctcccagctcgttggtttt   1152

 

 

                                                                           0

catgcacgagcgcccgtacagaaaggattctccattgacaagtattacctcaacgcgtcacagtgcccgcaa   1224

 

 

                                                                           0

ccaatcagaacgcgcagcgctacttttcttttgccatccagtccttaaatggtcagtgacgtgtcaccgcat   1296

 

 

                                                                           0

tgataggctctccataaatacatactaccactagcagctccgcaaggatctgtcattcaacaacacagagcc   1368

 

 

                                                                           0

gtcagatggcatcacagtgaacgctaaactcactgatcactgacagctttccacatgtaacgcttcgtgcgc   1440

 

 

                                                               M   T       2

gcgttcgcacagacacaacacattctgtgaacatccgagcgagtgcttcttaggacttcacg atg aca     1508

 

 

A   K   T   L   E   K   A   P   V   S   L   G   G   F   V   H   P   L      20

gct aaa act ttg gag aaa gcc cct gtg agt ctc ggt ggc ttt gtg cac cct ctt    1562

 

 

A   D   S   I   Y   S   V   D   E   L   G   T   T   L   P   A   S   V      38

gcc gat agc atc tat tcg gtg gac gag ctt ggc aca aca ctg cca gcc tct gtg    1616

 

 

T   I   Y   N   D   L   G   G   H   Y   E   Q   I   N   A   G   D          55

act ata tat aac gat tta gga gga cat tac gag cag ata aac gca gga g gtaaga   1671

 

 

                                                                           55

acgatgcgcgcgtctcagtcacgtgctgtctgtttatatatcgttagagagctaatgatttcatgttggtag   1743

 

 

                                                                           55

tttaaaaacattgaaagcgtgcgtttgctgtgttatatgtttaaaggggtaaactgaagttcgttgccggtg   1815
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                                                                           55

ttgggcaaaaaaagtaatgcatccaaatttaagcctatctttctctgtaaaaaagcaaaaataacatgacat   1887

 

 

                                                                           55

actttcattaatgagtaaaaaaagaacttaagattgtaatactatattactttcctccctgacactttttgt   1959

 

 

                                                                           55

tgaatagctttttaaaattaaagtgacaagtgcaaaaaagttgtccatcattattttacagttgtcagatgt   2031

 

 

                                                                           55

ttaaagattttactaatgattcattcattctttcatgattcattctttcgtgtgtgtctaactgtgcatttt   2103

 

 

                G   L   I   N   G   D   M   S   T   E   K   R   A   L      69

tccctcttccag at ggc ctg att aac ggg gat atg agc acg gag aag cgc gcc ctc    2159

 

 

D   L   A   Y   S   S   S   F   A   Q   P   A   G   P   R   N   Q   T      87

gac tta gcc tac tcc agc agc ttc gcg caa cca gct ggc cct cgc aac caa act    2213

 

 

F   T   Y   M   G   K   F   S   I   D   S   Q   Y   P   G   N   W   N      105

ttt acc tac atg gga aag ttt tcc atc gac tcc cag tac ccg gga aac tgg aac    2267

 

 

P   E   G   V   I   N   I   V   S   A   G   I   L   G   M   T   Q   P      123

cca gag ggc gtg atc aac atc gtg agc gcg ggg atc ctg ggc atg acc cag cca    2321

 

 

S   S   A   S   S   S   P   A   S   S   V   S   P   S   H   F   S   S      141

tcc tca gca tcc tcg tca cct gca tcc tca gtc tcc ccc agc cac ttc tcc agc    2375

 

 

T   L   S   C   T   M   A   Q   N   Q   A   D   M   E   H   I   Y   S      159

act ctc agc tgc acc atg gcg cag aac caa gca gac atg gag cac atc tac tct    2429

 

    IPB007086A (7.4e-05) IC 1.00

P   P   P   P   Y   S   G   C   G   E   V   Y   Q   D   P   S   A   F      177

ccc ccg ccg ccc tac tct gga tgc gga gag gtc tat caa gac ccg tct gcg ttc    2483

                                        aV170I[1]         tP174=[2] 

 

 

L   S   T   S   T   C   P   I   S   Y   P   P   P   S   Y   S   S   P      195

ctt tcc acc tcc acc tgt ccc atc tca tat cct ccg cca tcc tac tcc tct cca    2537

                                                                  cS194=[3] 

 

 

K   P   N   A   D   S   G   L   F   P   I   I   P   D   Y   A   G   F      213

aag cca aac gcc gac tct ggg ttg ttc cct ata atc ccg gac tac gcc ggc ttt    2591

                                        gI206V[4]                   gF213V[5] 

 

 

F   Q   P   P   C   Q   R   D   M   Q   S   M   P   D   R   K   P   F      231

ttc caa cct ccg tgc cag agg gac atg cag tcg atg ccc gac cgc aaa ccg ttc    2645

        tP216S[6]                aM222K[8] 

        tP216S[7]                aM222K[9] 

 

 

S   C   P   L   D   S   F   K   L   P   P   P   L   T   P   L   N   T      249

tcc tgc ccg ctg gac tct ttc aaa tta ccg cct cct cta acc ccc ctg aac act    2699

                                    atP241M[10] 

                                     tP241L[11] 

 

 

I   R   N   F   T   L   G   G   P   V   P   D   G   P   R   L   P   T      267

atc agg aac ttc acg cta ggg gga cca gtg cct gac gga ccc cgg cta ccc aca    2753

              aF253L[12] 

 

 

A   Y   T   P   Q   N   L   P   L   R   P   I   L   R   P   R   K   Y      285



PARSESNP: IPB007086, IPB006794, and IPB001293 on Your Gene http://www.proweb.org/proweb-bin/parsesnp.cgi

5 of 8 3/31/2006 10:28 AM

gct tac act ccg cag aat ttg ccc ctc agg cca atc ctg cgt cca agg aaa tac    2807

         tT270I[13] 

 

                                                        IPB007086A (2.3e-09) IC 1.00

P   N   R   P   S   K   T   P   V   H   E   R   P   Y   P   C   P   A      303

ccc aac aga ccc agc aag acg ccc gtg cac gag cgg ccc tac ccc tgt ccg gcg    2861

      tN287=[14] 

 

                                                IPB007086B (1.1e-11) IC 1.47

E   G   C   D   R   R   F   S   R   S   D   E   L   T   R   H   I   R      321

gag ggc tgc gac agg cgc ttc tcg cgc tcg gac gaa ctt acc aga cac atc cgc    2915

                                          tD314=[15]        tH319Y[16] 

 

                        IPB007086A (5.5e-10) IC 1.00

I   H   T   G   H   K   P   F   Q   C   R   I   C   M   R   N   F   S      339

atc cac acc ggc cac aaa ccc ttc cag tgt cgg ata tgc atg agg aac ttt agt    2969

tI322F[17]        tH326=[18]                      aC334*[19] 

 

                IPB007086B (7.1e-11) IC 1.47                    IPB007086A (1.9e-10) IC 1.00

R   S   D   H   L   T   T   H   I   R   T   H   T   G   E   K   P   F      357

cgc agc gac cac ctg acg acc cac att cgc acg cac acc ggc gaa aag ccg ttc    3023

         gD342G[20] 

 

                                                        IPB007086B (2.3e-05) IC 1.47

A   C   D   F   C   G   R   K   F   A   R   S   D   E   R   K   R   H      375

gcc tgc gac ttt tgc ggg aga aag ttc gcg agg agc gac gaa aga aag aga cac    3077

 

 

T   K   I   H   L   R   Q   K   E   R   K   S   S   S   S   S   T   G      393

acc aaa atc cac ctg cga caa aaa gag cga aag tcc tcc tcg tcg tcc aca gga    3131

 

 

V   S   S   S   E   R   G   V   A   T   S   I   C   S   S   S   S   N      411

gtg tcc agc tca gag cgc ggc gtc gcc acg agc atc tgc tcg tcc agt tca aac    3185

 

 

Q   *                                                                      413

cag tga actttcaactggaccgtgcaatatccaacactatgtaggcaatacaataatgcaccgttcgtgt   3255

 

 

                                                                           413

tttattaaaactgggtggactgatgaggtgaaatcaaaccacagtgccaaacatggacactttctttgcgca   3327

 

 

                                                                           413

cacttttagtaaaggtgatgcaaagttgtttttaaatgcctcagtcgcatgctgactgacccaaacgcactt   3399

 

 

                                                                           413

tgtttgaatatttaggccaattaatttaataataataataaaataaccttagatagcacgtgggagaattgt   3471

 

 

                                                                           413

gtcttagattttaaaagttggaaagtggagtgcttacgtttttttaaaagttaatttaaacaaactaaactt   3543

 

 

                                                                           413

tcaaggaggtgtctaacatcactattttctcccatcgtcgtgcctttcgtccgttcatcttgtacagagagg   3615

 

 

                                                                           413

cgtggatgaaattgtacattagcctttaatatgaaagttttggaagatatatttttgtacaaactgtttcgt   3687

 

 

                                                                           413

gtcgtgcttaaacatggatgtatatagctgaactatatcgtttgttctgtggttgtttggactgttatacat   3759

 

 

                                                                           413

gtatttgttatgaagtgactaacgcgggtcaataatgtcctactttgtcaacttgaaaataataaacaacac   3831

 

 

                                                                           413
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atgaattgtgaacttgtttaactgtctgcaactcatttttattacatatttttttaaaaaggggggaaataa   3903

 

 

                                                                           413

agggaaaaagcgaattagaattgaagggacattcccgttttggcatcactgagctctgactcattgtaaggt   3975

 

 

                                                                           413

ccagcgcccacacatgttgtttacaaatgctgaaagagtgtgaatattcacagccctcttattgttcaggca   4047

 

 

                                                                           413

acatttttgatggggaatatgaataatcggagttagttagttggaacaatatatgaacataaaatgattcac   4119

 

 

                                                                           413

tttatgatttactgatttgacacaaaattacaacacattatgaccactctttacagtgtagcctataaggtg   4191

 

 

                                                                           413

tgaaaaaataactgacaaataattgttgccactgtatgagtctttgtggttttatgtggttgaaggtttacc   4263

 

 

                                                                           413

aacccccgcgtttagagttgggacaaccccatattgagcttcataaaatgtacatgatgacaacatgtacaa   4335

 

 

                                                                           413

tgttttgaattgtgattattaatagctcaatattagatgaattaattttttttaaacggcagtttctttgtt   4407

 

 

                                                                           413

attaactctaagcattaatgaaaaatgtcaaatttgacttgtacatacgcaccacattcaaaacaaatgtct   4479

 

 

                                                                           413

cttggtgcttgttcagactacctatttaaaatgagttgaaacaattcttaggatttttttgggtacaacata   4551

 

 

                                                                           413

attgttttatgttcaatcctacattcctaaaaataaaacagttaagttaattggtttgtgttgaagcaaaca   4623

 

 

                                                                           413

tgaagcaattgtgtagagcccagcattttttactgtgcatgcactattatttttacagtgggttgcagctgg   4695

 

 

                                                                           413

aagggcatctgctaaaacatatgctggataagttggcggttcattctgctgcgtggcaacccctgatgaata   4767

 

 

                                                                           413

aagggactaagctgaaggaaaatgaatgaatgaatgcactattattgacagataaggagacgcatattgaat   4839

 

 

                                                                           413

tataatttttattcttcggtgtttctactcttcaagatggttgttgaccattctgccacagaacaatatctg   4911

 

 

                                                                           413

ttttcctaaagaatcttttagcctgaaaaaaaaaagaatcaatcatctaaacaatctttaaacatcttc      4980

 

Coding Sequence

 

 M   T   A   K   T   L   E   K   A   P   V   S   L   G   G   F   V   H     18

 atg aca gct aaa act ttg gag aaa gcc cct gtg agt ctc ggt ggc ttt gtg cac   54

 

 

P   L   A   D   S   I   Y   S   V   D   E   L   G   T   T   L   P   A      36

cct ctt gcc gat agc atc tat tcg gtg gac gag ctt ggc aca aca ctg cca gcc    108
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S   V   T   I   Y   N   D   L   G   G   H   Y   E   Q   I   N   A   G      54

tct gtg act ata tat aac gat tta gga gga cat tac gag cag ata aac gca gga    162

 

 

D |    G   L   I   N   G   D   M   S   T   E   K   R   A   L   D   L       71

g | at ggc ctg att aac ggg gat atg agc acg gag aag cgc gcc ctc gac tta     213

 

 

A   Y   S   S   S   F   A   Q   P   A   G   P   R   N   Q   T   F   T      89

gcc tac tcc agc agc ttc gcg caa cca gct ggc cct cgc aac caa act ttt acc    267

 

 

Y   M   G   K   F   S   I   D   S   Q   Y   P   G   N   W   N   P   E      107

tac atg gga aag ttt tcc atc gac tcc cag tac ccg gga aac tgg aac cca gag    321

 

 

G   V   I   N   I   V   S   A   G   I   L   G   M   T   Q   P   S   S      125

ggc gtg atc aac atc gtg agc gcg ggg atc ctg ggc atg acc cag cca tcc tca    375

 

 

A   S   S   S   P   A   S   S   V   S   P   S   H   F   S   S   T   L      143

gca tcc tcg tca cct gca tcc tca gtc tcc ccc agc cac ttc tcc agc act ctc    429

 

                                                                    IPB007086A (7.4e-05) IC 1.00

S   C   T   M   A   Q   N   Q   A   D   M   E   H   I   Y   S   P   P      161

agc tgc acc atg gcg cag aac caa gca gac atg gag cac atc tac tct ccc ccg    483

 

 

P   P   Y   S   G   C   G   E   V   Y   Q   D   P   S   A   F   L   S      179

ccg ccc tac tct gga tgc gga gag gtc tat caa gac ccg tct gcg ttc ctt tcc    537

                                aV170I[1]         tP174=[2] 

 

 

T   S   T   C   P   I   S   Y   P   P   P   S   Y   S   S   P   K   P      197

acc tcc acc tgt ccc atc tca tat cct ccg cca tcc tac tcc tct cca aag cca    591

                                                          cS194=[3] 

 

 

N   A   D   S   G   L   F   P   I   I   P   D   Y   A   G   F   F   Q      215

aac gcc gac tct ggg ttg ttc cct ata atc ccg gac tac gcc ggc ttt ttc caa    645

                                gI206V[4]                   gF213V[5] 

 

 

P   P   C   Q   R   D   M   Q   S   M   P   D   R   K   P   F   S   C      233

cct ccg tgc cag agg gac atg cag tcg atg ccc gac cgc aaa ccg ttc tcc tgc    699

tP216S[6]                aM222K[8] 

tP216S[7]                aM222K[9] 

 

 

P   L   D   S   F   K   L   P   P   P   L   T   P   L   N   T   I   R      251

ccg ctg gac tct ttc aaa tta ccg cct cct cta acc ccc ctg aac act atc agg    753

                            atP241M[10] 

                             tP241L[11] 

 

 

N   F   T   L   G   G   P   V   P   D   G   P   R   L   P   T   A   Y      269

aac ttc acg cta ggg gga cca gtg cct gac gga ccc cgg cta ccc aca gct tac    807

      aF253L[12] 

 

 

T   P   Q   N   L   P   L   R   P   I   L   R   P   R   K   Y   P   N      287

act ccg cag aat ttg ccc ctc agg cca atc ctg cgt cca agg aaa tac ccc aac    861

 tT270I[13]                                                           tN287=[14] 

 

                                                IPB007086A (2.3e-09) IC 1.00

R   P   S   K   T   P   V   H   E   R   P   Y   P   C   P   A   E   G      305

aga ccc agc aag acg ccc gtg cac gag cgg ccc tac ccc tgt ccg gcg gag ggc    915

 

                                        IPB007086B (1.1e-11) IC 1.47

C   D   R   R   F   S   R   S   D   E   L   T   R   H   I   R   I   H      323

tgc gac agg cgc ttc tcg cgc tcg gac gaa ctt acc aga cac atc cgc atc cac    969
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                                  tD314=[15]        tH319Y[16]  tI322F[17] 

 

                IPB007086A (5.5e-10) IC 1.00

T   G   H   K   P   F   Q   C   R   I   C   M   R   N   F   S   R   S      341

acc ggc cac aaa ccc ttc cag tgt cgg ata tgc atg agg aac ttt agt cgc agc    1023

          tH326=[18]                      aC334*[19] 

 

        IPB007086B (7.1e-11) IC 1.47                    IPB007086A (1.9e-10) IC 1.00

D   H   L   T   T   H   I   R   T   H   T   G   E   K   P   F   A   C      359

gac cac ctg acg acc cac att cgc acg cac acc ggc gaa aag ccg ttc gcc tgc    1077

 gD342G[20] 

 

                                                IPB007086B (2.3e-05) IC 1.47

D   F   C   G   R   K   F   A   R   S   D   E   R   K   R   H   T   K      377

gac ttt tgc ggg aga aag ttc gcg agg agc gac gaa aga aag aga cac acc aaa    1131

 

 

I   H   L   R   Q   K   E   R   K   S   S   S   S   S   T   G   V   S      395

atc cac ctg cga caa aaa gag cga aag tcc tcc tcg tcg tcc aca gga gtg tcc    1185

 

 

S   S   E   R   G   V   A   T   S   I   C   S   S   S   S   N   Q   *      413

agc tca gag cgc ggc gtc gcc acg agc atc tgc tcg tcc agt tca aac cag tga    1239

 

 

                                                                           413

                                                                           1239

 


