ATA

SH3BP2 (NM 003023. 4)

CAGCCGEGTG ACCCAGGCCG AGGCCGECAG AAGACAGCCT

AGACTTCCTC
GAGTATTTTT
CAGCTCAGTT
TCCTGGAACT
ACTATAGCTT

GCCATTGGTG

Al all ed@ yA

TGGCTACCTG
ad yTyrLeu

CCCTGCCCTT
r oLeuAr gPh

AGCACCTCTG

TTGCACTTTT
CTTTTTATTT
GCCCAGACTG
CCTGGCTCAA
CATGGCGECT

Met Al aAl a

CCCAGAACCT
| ad nAsnLe

CACAAGAAGG
H sLysLysG

TGICATCATC

evalllelle

CCTCCCCGCA

GITGGAGEGT

GCTGGTTTGC

GATGCCTTGA
TAAAAGCAGA

ATTTTGITTT
GAGAGCAGTG
TCGATCCTCC
GAAGAGATCGC
d ud uMetH

GCTAACCATG
uLeuThr Met

GCGGTACCCA
lyd yThrd

CACAAACGCT
H sLysArgC

GGECECCTTC

Ser Thr Ser A | aSer Prod nd yAl aPhe

GGTGATGCGG GCGECTGAGG AGACCACGTC
gVal Met Arg Al aAl ad uG | uThr Thr Se

TAATTTTTTA
GCCAATCATA
TGGATAAGCC
ATTGCECCTGT
i sTrpProVa

CCTGEEEECG
Prod yd yVv

GCTGCACCTG

nLeud nLeu

GCGTCTACTA
ysVal Tyr Ty

TCCCTGAGTG
Ser LeuSer G

CAACAACGTT
r AsnAsnVal

ATTTTAGCTC
GCTTACTGCC
TCCTCCGGGT
CCCTATGAAG
| ProMet Lys

TGGCCAAGGC
al Al aLysAl

CTGAAATGEC
LeuLysTr pP

CTTCAAGAGT
r PheLysSer

GCTATAACCG
| yTyr AsnAr

TTCCCCTTCA
PhePr oPhelL

-212
-162
-112
-62
-12
39
13

89
30

139
47

189
63

239
80

289
97

- cDNA + Protein

>VEers

408del C
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https://infevers.umai-montpellier.fr
https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=11&Id_mutation=1092&page=sequence&seq=cDNA&ancre=1092&prot=1
https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=11&Id_mutation=1092&page=sequence&seq=cDNA&ancre=1092&prot=1
https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=11&Id_mutation=2245&page=sequence&seq=cDNA&ancre=2245&prot=1
https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=11&Id_mutation=2245&page=sequence&seq=cDNA&ancre=2245&prot=1

AGATCATCCA
ysllelleH

TCCGAGGAGG
Ser d ud uG

CCACTTCCAC
yH sPheHi s

CGGACACAGA
er AspThr As

CTTTCCCCGT
LeuSer ProT

TGACTCCTAC
pAspSer Tyr

CCCTGATGCA
| aLeuMet Hi

AAGCCAGCCT
LysPr oAl aP

CCcceaarece
yProd yPro

TATCAGCAAG
sl | eSerlLys

AGCGCAAGAG
| UAr gLysSe

GAAAAGAAAG
d uLysLysA

CAGCTTCTAC
pSer PheTyr

ACCCCACGGA
yrProThr As

CTGGAGCCTG
Leud uPr oA

CCCACCGGCT
sPr oPr oAl a

TCTCTGACAT
heSer AspMe

CTACTGCCAC
LeuLeuPr oP

AAGCACCGCA
LysHi sArgT

CTGGATGGCC
rTrpMet Al a

ACCTGCCCTT

spLeuProlLe

GGCCCAGITG
d yAl aval G

CAATGAAGAC
pAsnd uAsp

ACTCCCCGCGA
spSer Prod

TACCCACCAC
Tyr ProProP

GCCCCEEECC
t ProAr gAl a

cceeaeecce

r oPr oPr oPr

CGTGGTTCTT
hr Tr pPhePh

TTGCTGCGCA
LeuLeuAr gA

GGACACCAGC
UAspThr Ser

AGCGGECCTGT
| uAr gProVa

TATGAGCACG
Tyr @ uHi sA

GCCCGGAAGG
uProd yArg

CCCCAGTGCC
r oProval Pr

CACTCCTTTA
Hi sSer PheT

TAAGCACGGC
oLysH sy

CTCGGCCTCC
eSer Al aSer

GGGAGATTGG
rgdull ed

GACTCCAGCT
AspSer Ser S

GGATATCAGC
| Aspl | eSer

ACGATGAGGA
spAspd uAs

CTTGAGGATG
Leud uAspA

CACGCCCAGG
oThr Pr oAr g

CCTCCAAGEG
hr Ser Lysd

CTCCCAGATG
LeuPr oAspV

113

389
130

439
147

489
163

539
180

589
197

639
213

689
230

739
247



https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=11&Id_mutation=959&page=sequence&seq=cDNA&ancre=959&prot=1
https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=11&Id_mutation=959&page=sequence&seq=cDNA&ancre=959&prot=1
https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=11&Id_mutation=1440&page=sequence&seq=cDNA&ancre=1440&prot=1
https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=11&Id_mutation=1440&page=sequence&seq=cDNA&ancre=1440&prot=1

TTGGCCTGGC
al d yLeuAl

GCTGAGCCTT
Al ad uProC

CCCTCTGAGC

oProlLeuSer

TCCGGGAGAG
heAr gd uSe

GCCTGCTCCA
Al aCysSer T

CTGTGACAAA
nCysAspLys

CTGAGCCCCC
er d uPr oPr

GAAGAGGACC
d ud uAspP

CGTGGECTCCC
oVal Al aPro

TGCTGAGGAC
aAl ad uAsp

GCCCCAGGGT
ysPr oAr gVa

ACCATGCCCA
Thr Met ProT

TGCCAGCCCC
r Al aSer Pro

CTTCCAGTGC
hr Ser Ser Al

CTCAAGTCCT
LeuLysSer P

ACCTGTGCCA

oProVal Pro

CCCCAAGGGA
r oPr oAr gd

CCCCCTCCTG
Ar gPr oPr oA

AGTCCTGCCC

TCCAAGAGGG
Ser LysAr gA

ACCTGCTACC
| ProAl aThr

CCGCACCCGG
hr Al aPr od

AGCCCGGAGC
Ser Prod uP

TGCCATCATG
aAl al | eMet

TCCACCTGTC
heH sLeuSe

GCCAACAAGC
Al aAsnLysP

GGCAGCCATG
uAl aAl aMet

CGCTGAAGCT
| aLeuLysLe

AGGCCAGAGA

ACCCACTGTIG
spProLeuCy

CCCCGAAGCGA
Pr oAr gAr gM

CCTCCGGAAA
yLeuAr gLys

CCTGGACCCC
roTrpThr Pr

GCCACTGCCA
Al aThr Al aT

CCCCCGAGGA
rProArgdy

CCAAGTTCCT
roLysPhelLe

CCCGGACTCT
Prod yLeuP

GCCAGTGCCT
uProVval Pro

AGCCGCAGCT

CCCGAGCCEG
SPr oArgArg

TGAGCGATCC
et Ser AspPr

CCCCCTTGCT
Pr oPr oCysP

TGGCCACGEG
odyH sy

CCTCCAGAAA
hr Ser Ar gAs

CCACCCACAT
ProProThr S

GAAGATACGCT
uLysl | eAl a

TTGTGCCCCC
heVal Pr oPr

GAGGCCATGG
d uAl aMet A

CCCGCACCTC

789
263

839
280

889
297

939
313

989
330

1039
347

1089
363

1139
380

1189
397

1239

2
>y



https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=11&Id_mutation=2108&page=sequence&seq=cDNA&ancre=2108&prot=1
https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=11&Id_mutation=2108&page=sequence&seq=cDNA&ancre=2108&prot=1

| aAr gPr oAl

CAGCGATCAC

aVal LeuPro

CCCCCCATGG

HA20R GA A20E

G nArgSer P

GCCCCGGCAA
sProArgdn

ACTATGAGAA
spTyr d uLy

TCCTGCGAAG
Ser Cysd uV

CCAGGATGGA
od nAspd y

TCCTGGITGT
al LeuVal Va

TTTGAGAAGG
Phed uLysA

TGTGGGCAGC
rval @ ySer

AGAGCCTCCT

r oPr oAspd

CCCTCACAGG
ProSer d nA

GGTGCCACTG

sVal ProLeu

TGGAAACGTT
al @ uArglLe

CTCTACTGCA
LeuTyr Cysl

GTGGGACGAA
| Tr pAspd u

ACTCTAAGTT
spSer LysPh

ATGGTGGACGC
Met Val G uH

GCTGCGGECAC

Ar gProd uL

GCAGAGITTC

y@d nSer Phe

CTGACACTGG
| aAspThrd

CCCAACTCGG
Pr oAsnSer V

GTTCAAGGCT
uPheLysAl a

TCCGGAACTC
| eAr gAsnSe

ACCTCTAACA
Thr Ser AsnL

CTACCTGGAG
eTyrLeud u

ACTACCACAC
i sTyrHi sTh

CCCTACGECT

ysProd nLe

AGGACGCTTCT

Ar gSer PheS

CGGGGACGAC
yd yAspAsp

TCTTCGICAA
al PheVval As

ACAAGCCCCC
Thr Ser Pr oA

CTCTACCAAG
r Ser Thr Lys

AAGTGAGGAA
ysVal Ar gAs

GGCGAGGTCC
d yd uval L

CCACGTCCTG
rH sVal Leu

ACACTGEECC

uProHi sLeu

CCTTTGAAAA

er Phed uLy

TCGGACGAGG
Ser Aspd uA

CACCACGGAG
nThr ThrG u

GGGGAGAGCC
rgd yd uPr

TCGGGGAAGG
Serd yLysV

CTATCCCATT
nTyrArglle

TGITTGTGAG
euPheVal Se

CCCAGCCACC
ProSer Hi sG

TAGGTGATGG

413

1289 c.1243CT RA15P R415Q P418T P418L P418H P418R P418Ha D419N D419Y D419G A20R &C

430

1339
447

1389
463

1439
480

1489 (481l
497

1539
513

1589
530

1639 V542M S545N

547

&
a1
N
=

*3



https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=11&Id_mutation=1523&page=sequence&seq=cDNA&ancre=1523&prot=1
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https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=11&Id_mutation=1345&page=sequence&seq=cDNA&ancre=1345&prot=1
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https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=11&Id_mutation=955&page=sequence&seq=cDNA&ancre=955&prot=1
https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=11&Id_mutation=1523&page=sequence&seq=cDNA&ancre=1523&prot=1
https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=11&Id_mutation=952&page=sequence&seq=cDNA&ancre=952&prot=1
https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=11&Id_mutation=953&page=sequence&seq=cDNA&ancre=953&prot=1
https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=11&Id_mutation=957&page=sequence&seq=cDNA&ancre=957&prot=1
https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=11&Id_mutation=950&page=sequence&seq=cDNA&ancre=950&prot=1
https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=11&Id_mutation=951&page=sequence&seq=cDNA&ancre=951&prot=1
https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=11&Id_mutation=1003&page=sequence&seq=cDNA&ancre=1003&prot=1
https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=11&Id_mutation=1438&page=sequence&seq=cDNA&ancre=1438&prot=1
https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=11&Id_mutation=961&page=sequence&seq=cDNA&ancre=961&prot=1
https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=11&Id_mutation=1345&page=sequence&seq=cDNA&ancre=1345&prot=1
https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=11&Id_mutation=956&page=sequence&seq=cDNA&ancre=956&prot=1
https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=11&Id_mutation=954&page=sequence&seq=cDNA&ancre=954&prot=1
https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=11&Id_mutation=958&page=sequence&seq=cDNA&ancre=958&prot=1
https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=11&Id_mutation=955&page=sequence&seq=cDNA&ancre=955&prot=1
https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=11&Id_mutation=960&page=sequence&seq=cDNA&ancre=960&prot=1
https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=11&Id_mutation=960&page=sequence&seq=cDNA&ancre=960&prot=1
https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=11&Id_mutation=2105&page=sequence&seq=cDNA&ancre=2105&prot=1
https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=11&Id_mutation=2106&page=sequence&seq=cDNA&ancre=2106&prot=1
https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=11&Id_mutation=2105&page=sequence&seq=cDNA&ancre=2105&prot=1
https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=11&Id_mutation=2106&page=sequence&seq=cDNA&ancre=2106&prot=1
https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=11&Id_mutation=2107&page=sequence&seq=cDNA&ancre=2107&prot=1
https://infevers.umai-montpellier.fr/web/detail_mutation.php?n=11&Id_mutation=2107&page=sequence&seq=cDNA&ancre=2107&prot=1

| nSer LeuLe

CAGICCATGT
GCCACACAGA
TGTGCTTGCC
CTCATCCAGC
GGACGAAGEG
GAAACCCAGG
CCCCCATCAC
CAGCTGEGTG
CACAGECTCC
GCCTTGGTGG
GGTGCCCATG
CAACAGITGG
CCAGGGTGCA
GCTGGGAGCC
GGGCAGTGCT
TCCCTGCATT
TTCCAGAACT
GCTACACCTG
TGCATGCCTG
CAGCCCAGTC
AGGGCAGCTG
GAAGTAACAG
GGTGCGTAGG
TGGCTCAGEC
CAGCAGGTCA
CAGACTCAGG

uLeuArgHi s

GGCTGCCAGG
CGGACATGEG
TAGGGECCTCT
AGGITGGGTT
ACTCTGITCC
ACCAACGCTGT
ACTCACCCCT
GGEECCEEEG
AGTAGGGEECT
CTGEEETTG
CTGATGICTA
TTGICTTGIC
CAGCGAGTAA
CACACCCCAC
GCTGCAGAGC
AGIGCCTGGT
TGCATACACT
CTTCATTCCC
GICCCATTCC
TGGGGACAGC
GGTGTGCAGG
CTACGATGEG
GACGGTGGTA
CCAGCCCCAA
CTCTCCCTGG
GAGGTAGEEG

ProTyrd yT

CCAAGGCAGT
CCCACATGEG
GIGATGGACA
CTAGGCCTGA
CCCACACTAA
GCCTGEECECTC
AAGTCGECTG
CTGECCCTGG
GITGCCTCCA
ATTGGCGAAGG
AGTGGTGACC
TTCCAGGGTG
CAGATCAGEA
TCACCAGITC
TAGAAGGCCC
TACTGGGTAC
GAGCGGECECTA
TGCATTAGCG
AGACAGGEEC
TGGGTATGAG
GACTGEEGEEC
ATGGGAACAG
CCCAGATGCC
TCCATCCCCT
CACACCTTCC
CTGGCCAGGEA

yr Thrd yPr

CACAGGEEECC
AGGGTGAGCA
TCTCGTAGGA
ACCAGGCGCC
CTTGCCCTGT
CAAGGACAGG
GGAGCCAGEC
GACCCCCAGG
ATAAAGCAGC
AGGCGGATTAC
GCAGCAGTAC
CAGGTCACTG
CCCAAACTTG
TGCTGCCTCA
TGCAGCTACA
CTCCTGAGTG
CAGAGCTAGA
AGCAGITATT
CTCTGECCTG
GIGCTTACGG
TCCCGCGAAGA
TGGACCCTAA
CAAGTCTTCC
TACTTTCTGC
AGCCTGGATT
CCCTAGAATC

0Ar gSt op

CTGACCCCAG
GGAGCAAGEC
CCCAGCCAGT
AGGCTCCAGA
CCCAATCCCA
AACACTGGTIC
AGGGECCAGSG
AACGCTAAGA
AGITGAGCTTT
CAGCTTACTG
CCGGGAACCC
AGTGACTTCC
GCCAGICTGG
GGTCAGGCCA
GCTGCTTCAT
GCTGTCCCCG
AGGCCCTGCA
GGGTACCTCC
GCTGAGITCA
CACAGTGICC
TTTTTTGGAG
GCAGGCCAAG
AGGCAATACC
CATGGAGITC
TTTAATGAAA
CTTGTGATTT

*53
*103
*153
*203
*253
*303
*353
*403
*453
*503
*553
*603
*653
*703
*753
*803
*853
*903
*953
*1003
*1053
*1103
*1153
*1203
*1253
*1303



TTCTTAGCAC
CCACTGACAG
GGGIGTGITC
TGGTTAGCGG
GGAACTGCAG
GIGTCCAAGG
AGAGGTCAGT
TCTGATCTAT
TCTTTGCCCT
CTGIGGCCAT
TTTTTGAGAT
GATCTCCGCT
CCTCAGCCTC

CTTATGICAG
TGACTGACTG
TGGGGACCTG
ATGTCGGAGG
GCCCTGCAGA
CCACCTCTGC
GCACCACAGC
CTCTGGAAAA
GICTGACCTG
AGITTCTCTT
GIAGICTCAC
CACTGCCACC
CCGAGTAGCT

CTAATTTTTT

CTGGTCTCGA
AGTGCTGGGA
ATTTTTAAAT
GGGEGTGCTGA
CACTTACACG
CCCAGAGCCA
TGGTTACCCG
TCTGCACCTG
GAGGGCCTCA
TCCTCCAGCA
CTTGCCATAA
TTTACTGACC
CTTGGAGAAG
TCTCACAGAG

GTATTTTTAG
ACTCCTGACC
TTACAGGCAT
GGAGAATTGG
GCTAGTGAGT
GICACCTGGA
GGTGATAGGT
AAGCCCACGCT
CTAGCACAGC
GITTCAAGAG
TGAAGAAGGA
GIGITCTAGT
ACATCTGIGA
CAGCTGCTAG
GCCTGEETTC

GGAAACCTAA
GGGEGAGAAGG
TGGITTGCTG
CTGTGACCCC
TGACGGCAGC
AGGCGTTTCC
CGAGECTGEA
CCAGCCATTC
AACTTCCTTA
CCTGTAAAAT
CCTGreacece
TCCGCCTCTC
GGGATTCCAG
TAGAGACGEG
TCAGGTGATC
GAGCCACTGT
GIGCGAGATG
GGTGCAGTCC
GCCGECTCAA
CCCTCTGECC
GGEEECCCTGEG
TGTCCACGIC
TGTGITGEEG
GCCATGAGGA
CCACATATAA
GGTGCCGAGC
TAGACCCATT
AAGTCCCACC

ACTGAGGTCA
TCCTGCAGCC
GCGGAAACAA
AGGGGGECCAT
CACCTGCTTC
TCTTCAGCCT
GCACAGCGAG
CTCCTCCCTG
GCGAGICATG
TTTATTATTT
AGCCTGGAGT
TAGITCAACGC
GCGCCCGCCA
ATTTTATCAT
TGCCCACCTT
GCCTEECCCC
TGGTTTCCAG
AGGACACCTT
GIGGCTAAAG
AACTGGACAG
TCCAGCCTCG
TGTGTGAGCT
TGGGATGEEG
GITCCCATGA
GGGTAGGGTT
TGGGTCCTTG
TTACAGGTGA
TCTGCCACTA

GCACTTGGEC
CccrTeecer
GIGATGAGEC
AGGGTGCGGET
CAGGAACCAG
GCCTGEECGETG
CTTCTGITGT
CAGTCAGAAT
CCACTCCCCA
TAGITTTTTG
GCAATGCCGT
GATTTTCCTG
CCACGCCTGG
GITGGCCAGG
GGCCTCCCAA
TTCCTGTAAA
CCTGGTCCCT
TGCTTTATGT
CATCCTGCEGEG
TTGAGCCCTG
CCTCCCAGAC
GCTCTAGGCC
CAGGCCGTGG
CCTCCCGAGA
GCGATTACCA
ACATCATTTG
GAGAACCAAG
ACTGCCATGT

*1353
*1403
*1453
*1503
*1553
*1603
*1653
*1703
*1753
*1803
*1853
*1903
*1953
*2003
*2053
*2103
*2153
*2203
*2253
*2303
*2353
*2403
*2453
*2503
*2553
*2603
*2653
*2703



GACCCTATCT
GCTCCCTECC
GGEEGTCTCT
TTTCACTCAA
TCACCCTGCG
AGGCCTTGCC
CTGAGCCTTT
GGTGGECECTCA
GCACCCCCAG
CCGAAGGATT
GTGAAAAGAT
CAGCCTAGAG
TCAATCGATT
CTGCCAAATT
AGGCTGGTCT
CAAGTCCTGG
GITTTTAGAA
GITGTGCGA
TGCTTCCTCGC
ACCTGGGACC
CATTTCATAG
GIGATCCAGG
ACATGGGAGG
ACAACCTCTG
TCGCACACAC
CTAGACTGCC
AAGAGGGECECA
TCAGAAGTGT

ATCCTTCACT
AGCCTCCCTG
TGCCTGECTC
CCAAGEEEEC
TTGCCCTCTG
CTAGGGCCAG
GGGAGGACTC
GITCTGEGEEC
CCCAGCGTGA
GIGGTGAGCC

GCTCTGAGCC
CCACCCCTCA
CCAGGECTAG
CACAGCACTG
GGICTGTGAG
TCCTGCTTCC
ACTGACATAC
TTGGGAAAAG
AACATCCTTC
CCGIGCCTTC

ITTTTCTTTI
TGGATTGECG
CTCCTGCCTC
TTTGTATTTT
TGAACTCCTG
GATTACAGEC
CCAGAAGAAA
GCTCCCCTGC
ACCTCAGGAT
TGCGECTTAG
AAAGGCAGAT
CCCTGGAGEG
GCCGTCCTTG
TTTCTGTGAC
CCCCTCCCTT
TGCTGAGGEEG
GIGACCCTGT
GIGTGAGT GG

TTTTTTGGGA
TGATCTCGCC
ACCCTCCCAT
TAGTGGAACC
ACCTCAACTG
GCGAGCCACG
CCTCGGITCC
TGGITGEEEC
GGGECGAGEGET
TTCCCTGAGG
TGAAGCTCAG
ATGGECCTAGG
TCTCTAGACG
CCAGCAGCAT
ATCTCTGCCT
GCAGTGCCAG
GAAGATCCTT
TGAACCCTTT

TAGACCCTGG
CGACCTCTGA
GGTTAGGECT
GGGAGTGAAA
GGTGEECTGG
TCATTTTATA
CTACCTTCAA
GCGCCCCAGTG
TTCTCTTCCT
AGITAATAAA
CACAGTCTCA
TCAATGCAAA
GIAGCTGGEA
GGGGTTTCAC
ATCCGCCCAC
GCGCCCAGCC
CACTGATCCT
TCAGCGCAGC
GGGECATTGGEG
CAGGCAGEEC
CAGGGAAGAG
ACACCAGGGT
AGGGGAATGG
CAAGCCCCTC
GCACGCCCTG
GAGGTTGCCT
GACAGACAAC
TAAGCCATCT

CCCCTCCCTG
TGGICGTTGT
CTGGAGGTGC
CTaCceceEce
CAGGAGCGCCT
GATAGGGAAA
GATGAGITCA
GCTTTGGGAA
GIGGTTCCAT
GATTTGTATT
CTCTGTCECC
TCTCCAGGGT
TTACAGCTGC
CATGTTGGECC
CTTGGECCTCC
TTGAAAAGAT
TCTGGGCCAC
CCCAGGGAGG
GGAGAGEEEG
TTATTGGEEEC
GCTTTTGAGG
CACACCAGEA
GGGAAGGECC
GCTGGEGCACC
TTCCCTCCAC
GICCTTGEEG
CCCCACCACC
TCCAGCCATT

*2753
*2803
*2853
*2903
*2953
*3003
*3053
*3103
*3153
*3203
*3253
*3303
*3353
*3403
*3453
*3503
*3553
*3603
*3653
*3703
*3753
*3803
*3853
*3903
*3953
*4003
*4053
*4103



CTCACTGGAG
CCTCCTTCGG
GCTGCCCTGG
TCAGACCTGA
AACATACAGA
AGGAAGTGAA
CAAGTGCCCT
TGTGAGICTT
GCAGGCATTG
ACAGATGCAA
GAGATTTATT
TAAAAACTTC
GICAGICAAG
CCCAACACAA
GCGATTTTTT
TGCGTGACCC
TGGACATGCC
ACTACACACA
TGIGITTTTT
GICTGACTCC
GITTACGTGC
TGGCAGACAT
TAATTTGCAT
TTATTAACCA
CCATTTTTTA
CTGAGACAGG
CTCAGCTCAC
CCTCCCAAGT

GGAGATTTGA
ACCCCTAGGA
CGITGCCGTC
GGCAGAATCC
AAAGTGAATA
CGATCTGCAA
CCCCTCACAG
GIGITCTTGT
CAGTATTTTC
ATTCTGGCAG
CATGITCCTG
CATTGITTGG
CTTGTCCAAT
ATTTGTAAAC
TTTTTAGCTC
GAGACAGITC
TGCTGTAGAT
ATGCTGCTAG
GCAAATCGTG
TGGGTTCTAG
CCACCAGCAG
TTCACTTTTG
TTAGCTAATT
TTTTGATTTT
ACTTGITGIC
GICTCACTCT
TGCAGCCTTG
AGCTGGGACC

TGGGTACAGA
AGCTTCGCAG
TGCTTCTTCC
CTTTTTCATT
AAACATAAAT
CCACCATCAG
TGTCACTTCC
TTTTCTAAAA
CTGITTCTGT
CTGECTTCTT
TGCGTAGTAT
CTGTATCGTA
GCATGCAGCC
TTTCTTAAAA
ATCAGCTATA
TTCCCGTATG
GGACAGTTGG
CAACAGITTT
CACAAATTTT
GGTATGAAGA
TAAAACAGAA
CCAGTCTGGT
ACCAAGGAGA
GICTCCTGTG

GCAGACCCCT
GCCTTCCAGG
CTGGECCCCAC
CATTTCCTGC
GCACAACCTA
GAAATAGTTT
GCCCTCTCTG
AGTCTTCAGC
GCTTTATCCC
TGGCTCGTTA
AGITTGTGCA
GITCACAGAT
CAGGATGCCT
CATTATAAAG
GITAGIGGTA
GICCATGGAA
TTTGITTCTA
GICCATGICT
TCTAGGGTTT
TCTTTCTAAA
TTCCCTTGCC
GGCGTGTATA
TTGAGCATAT
AAGTGTCTAT

ACCTGICTAC
CTGCCAGACA
TCTGAGGGEEC
AGAATAAAAC
ACACACTGIT
TGCCAGCACC
CCCTGCECTTA
ACCCAATTAT
CTTGAATCAT
TTATGICTGT
TGITCATTCGC
TCATTTCACT
TTGAATGT GG
ATTTTTGITT
GIGTATTTTA
GCCAAAAGAT
GITTGGGGTA
CTGATGCACG
GTACTCAGGA
TATTGITCTA
TTCCCATCCT
GITATGGCCT
TTTTATGITT
CATCTTTTGC

ITTTTCTTTI
GITGCCCTGG
AGICAGECTC
ACAGGCCCAC

TCTTTTCTTT

CTGGAGIGCA
AGGTGATTCT
ACCACCAAGC

ITTTTTTTTT
GIGGTGCAAT
CTCACCTCAG
CCACCTAATT

*4153
*4203
*4253
*4303
*4353
*4403
*4453
*4503
*4553
*4603
*4653
*4703
*4753
*4803
*4853
*4903
*4953
*5003
*5053
*5103
*5153
*5203
*5253
*5303
*5353
*5403
*5453
*5503



TTTTGTATTT
TCAAACTCTT
GATTATAGGEC
TGTATAGTCT
CTCTGECTTG
AGACAAGGTC
GCCTTATTGC
CTCCTGAGTA
TTTTTTTTTT
CTCCTAGACT
ACAGGCATGA
TTGATCAGIG
TTTCCAGGECT
GCAGAGGCAG
AACATGGCCGA
GGTGGTGCGT
TTGCTTGAGC
GCACTTCAGC
AAAAAAAAAA
ATGAAGATAG
TCATATTTAG
GAGGTAAGGA
TCCTATCATT
TCTGICATAT
CCTCTGITCC
ATTATTATCA
TATTTTTCTT
ATGTAAGGTT

TTAAGTAGAG
GAGCTCAAGC
GIGAGCTACC
TGATATTATC
ACTGITTATG
TTGCTCTGIC
AGCCTCAATT
GCCGGAACTA
TTTAGAGATA
CAATGAGCCT
GCCACTGTGC
TTTTCATTTT
GGGTACAGTG
GAGGATTACT
AACACCATCT
GCCTGTAGTC
CCAGAAGGTC
CTGTGAGACA
AAAAAAAGAA
TCTCTTAGAT
GCCTTTAATT

ACGGGITTCA
GATCTGCTGG
AGATTTTTTC
CATAATGTGT
GIGICCTTTT
ACCCAGECTG
CCTAGCCTTA
CAGTCACGCA
GGATCTTACT
CCCATCTTGA
ATGCCAGITC
GGTTAGTGCT
GCTCACACCT
TGAGCTCAGG
CTACAAAAAA
CCAGCTACTC
AAGGCTGCAG
GAGTGAGACC
AACCACTGAA
TATATTCTGA
CACCTAGATT

TTCACTTTCA
GITTGTAATC
GICCACATAT
ATTAGICTGT
ATTATGTATT
CTTTGAGAGT
TTTCTCCCAT

TTTTTTTCTC
TAACTTTCTG
GACATATGTA
CTGITCTTGT
GAGATCTGAT
GICTTGACTA
ATAAGITTTA

TCATGITATG
CCTCAGCCTC
TTATTAATCT
ATTGCAAATA
TTTTTGGEGEEG
GAGIGITATG
AACAGTCCTC
CTTCCATGTC
ATGCCCCAGC
CCTCCCAAAG
TTATTTTTAA
TTTTGIGECT
GIAATGCCAG
AGTTTGAGAC
TACAAAAATT
AGGTGCCTCG
TGAGCTGTGA
CTATCTCAAA
ATTATTTCCA
AATCCTTATA
TGGITTTTTG
TCCATAGGGT
CGCCCATCTG
GATCTGITGT
GCCAATATCA
AAAGTAAGTC
TTCTGECTCT
AAATCAGCTT

CAGGCTCCTC
CCAAAGTITGG
AATAATTCTT
TCTTCTCTAA
GCGITTTTTG
GCACAATCTT
CCACCTCAGC
CAGATAATTT
TGGTCTCAAA
TGCTGEGAGT
TGCAGITGAA
TAAGAAATTC
CACTTTGGEGEG
CAACCTGGAC
AGCTGGACAT
GGTGAGAGA
TTGTGCCACT
AAAAACCAAA
CTCCAAGGTC
AATGTAAATT
CATATGGTGT
TACACACCTG
CAATGCCACC
TGGATTCTTT
ACGCTGICTTC
TTTTCCACCT
TTGTATTTTC
GICAATTCCA

*5553
*5603
*5653
*5703
*5753
*5803
*5853
*5903
*5953
*6003
*6053
*6103
*6153
*6203
*6253
*6303
*6353
*6403
*6453
*6503
*6553
*6603
*6653
*6703
*6753
*6803
*6853
*6903



ACAACAATGA TGCCACTTGAT AGITTGGGAA TTTATTATAG CTATCAATCA *6953
GITTTGEGAA AATTGACGTIC TTTACAATAT TGAGITTTCT GATTCATGAA *7003
CATGGTTTAC CTCTCTTTCC ATTTGGGTCT TCTTTAAGGT TTACCAATAG * 7053
GATTTTATAT TTTTGICCAT TGIGGICTTG CTTATCTTAA GITTGATTTG *7103
TAAATATTTT ATGITTCTTT TAGICTATTG TAAATTGIGI ATTTTTAATT *7153
TCATTTTTTT TTTTGITAAT AGCATATAAA ACACACCTTG TCTTTTAACT *7203
GGAGCATTTT GTICCATTGIG TATTTAATGT AATTAAATCT ACCATCTTAT *7253
TTTATGCTA

SH3BP2 (NM_003023.4) - cDNA + Protein - 2026-02-28
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