
           
Dmel 
Dsim 
Dsec 
Dere 
Dyak 
Dana 
Dper 
Dpse 
Dwil 
Dmoj 
Dvir 
Dgri 
Ccap 
Gmor 
Aaeg 
Cpip 
Agam 

  ***.***:*: ***:**   .*::.      .   
NEIINTCRDNIRCLEAVLRGPPGTVLSNH-CAGQTK
NEIINTCRDNIRCLEAVLRGPPGTVLSNH-CAGQTK
NEIINTCRDNIRCLEAVLRGPPGTVLSNH-CAGQTK
NEIINTCRDNIRCLEAVLRGPPGTVLSNH-CAGQTK
NEIINTCRDNIRCLEAVLRGPPGTVLSNH-CAGQTK
NEIINTCRDNIHCLEAVLRGPPGTVLSNH-CADHTK
NEIINTCRDNIRCLEAVLRGPPGTVLSNQ-CAGQTK
NEIINTCRDNIRCLEAVLRGPPGTVLSNQ-CAGQTK
NEIINTCRDNIRCLEAVLRGPPGTVLSTH-CAGQTK
NEIINTCRDNIRCLEAVLRGPPGTVLSTQ-CAGQTK
NEIINTCRDNIRCLEAVLRGPPGTVLSTH-CAGQTK
NEIINTCRDNIRCLEAVLRGPPGTVLSSH-CAGQTK
TEIIKTCRDNLNCLESVLRGPPGTVVSAH-CAGQTK
TEIINTCRDNICCLESVLRTLSGSMFFNQGVVGQLK
DEIIKTCRENVRCLETVLLSQPGTVLTAAKCQDLRG
DEIIKTCRENVRCLETVLLSQPGTVLTAAKCQDLRG
SEIITTCRENVRCLESVLRCQPGTVLTAAKCQDLRG

                              .*:** *.**:.  ::*: ::.*::  * :*:*:      :*  :.      
Dmel -GPTESG--DSRQMVHMVECQCAPITRFVARVIEFVLDVGNMLEHFALYRFLAGTLRSLYELVDRPVGG-
Dsim -GPTESG--DSRQMVQVVECQCAPITRFVARVIEFVLDVGNMLEHFALYRFLAGTLRSLYELVDRPVGG-
Dsec -GPTESG--DSRQMVQVVECQCAPITRFVARVIEFVLDVGNMLEHFALYRFLAGTLRSLYELVDRPVGG-
Dere -GPAEPS-GDSRQMAQVVECQCAPITRFVARVIEFVLDVGNMLEHFALYRFLAGTLRSLYELVDRPVGG-
Dyak -GPTESGSGDARQMMHVVECQCAPITRFVARVIEFVLDVGNMLEHFALYRFLAATLRSLYELVDRPVGG-
Dana ATPPESG--DCLAKSRMAQCQCAPISRFLARVIEFVLNLGNMLEHFTIYRFLSRTLRSLYELVNRPVGG-
Dper ------------GSLAIAECKCAPITRFVARLLEFVMDLGNLLEHFALYRFLAGTLRSLYALVNRPMG--
Dpse ------------GSLAIAECKCAPITRFVARLLEFVMDLGNLLEHFALYRFLAGTLRSLYALVNRPMG--
Dwil ----------------APECKCAPITRFVARIIDFVTDVSNLLEHFTLYRFLMGTLRSFYALVNRPLG--
Dmoj ----------------IVECKCAPITRFVARLIDFVLDVGNLLEHFTLYRFLAGTLRTLYALVNRPMG--
Dvir ----------------IAECKCAPITRFVARLIEFVMDLSNMLEHFTLYRFLAGTLRSLYALVNRPMG--
Dgri ----------------ILECKCAPITRFIGRIIEFVLDVGNLLEHFALYRFLAGTLRSLYALVNRPMG--
Ccap -----------------LDCKCAPITRFIARTIDFLSDVSNMLMYFTLYRFFVNTLKSLYTLINYRIP--
Gmor -----------------ESCQCAPINRFIARLLEFVLDMNNIFNNFTLYKFFMK----LY--VN------
Aaeg VDDGQARRK---IVVVGHECRCAKITRFIATLIEFLLDVGNLLRNFNLYKFFVGVLQGFYRLVGFFGR--
Cpip VGAGKGRRK---VVVVRSECRCARITRFVAVVIDFLLDVGNLLRNFTLYRFFVGVLNGFYRLVGFLGR--
Agam RERRQPRKPKKVVVVVREECRCARITRFIAWLIDFLLDIGNVMRNFTLYRFFVGVLNGFYRLVDFFGRDR

35
35
35
35
35
40
43
43
32
37
41
49
8
8
91
83
134

                    
-------RLGRFFDGLRGLF   114
-------RLGRFFVGLRGLF   114
-------RLGRFFVGLRGLF   114
-------RLGRFFVGLRGLF   115
-------RLGRFFVGLRGLF   116
-------RLDRFFAGLRGLL   119
-------PLERLFGGLRGLL   112
-------PLERLFGGLRGLL   112
-------RLERLFASFRGLL    97
-------RLERLFAGFRGLL   102
-------RLERLFAGVRGLL   106
-------RLERLFAGFRGLL   114
-------FFRRFF-------    65
------------FA------    51
---GDDATFRALSVGIV---   180
---DDDDTLRKLAVGVV---   172
LARGADDLLKRLTVGII---   260

101
101
101
102
103
106
 99
 99
 84
 89
 93
101
59
49

166
158
244

101
101
101
102
103
106
 99
 99
 84
 89
 93
101
59
49

155
147
203

...

...

...

                                                                       
GEFP-PPPTPRK----------------------PSSSSPVS-ACLRRRRRR---RLGTELP--------    35
GEFP-PPPTPRK----------------------PSSSSPVS-AGLRRRRRR---RPGTELP--------    35
GEFP-PPPTPRK----------------------PSSSSPVS-AGLRRRRRR---RPGAELP--------    35
GEFP-PPATPRK----------------------PSSSSPVS-AAVRRRRRR---RPGTELP--------    35
GEFP-PPPTPRK----------------------PSSSSPVS-AGIRRRRKR---RPGTELP--------    35
GEFQ-HPP--------------------------PSSSYAVDKTGLRRRRRRQTYRYQAELELLLT----    39
GESQQQPPSSSS----------------------TSSVRRRRRQHLAATPEGDADTDAEPIPIPG-----    43
GESQQQPPSSSS----------------------TSSVRRRRRQHLAATPEGDADTDAEPIPIPG-----    43
GESQ--PRS-------------------------SSAS-----ARTKTSKNSVCNDHQQLIVQL------    32
GESL--PPG-CR-LIA-------------------TAT----ATGHQSAVTAAAGAAAAATPMP------    37
GESL--PAG-CH-LIP-------------------TATGNLTAAAAPSAAAATAAAAAAAIATP------    41
GESL--PAATCRRLMVRR-------------ASTVAATTTALLNAATASASAPAAQPAAALQQP------    49
GELA------------------------------------------------------VCIH--------     8
GELH------------------------------------------------------IYLH--------     8
K-RKPSTTKRRTFCPKKSGGGTLTRTLLNRKSRRVYRFGQDDDEPQTCDESIEPGEGSCSVDKT------    63
KNRSPHHNRSKPVSTRR-------RALLNRRSRKVYHFDNEGEEDDRSRPTTTTTDDRGDSDND------    57
K-RMMHPPRAQTTSRGSS------SAAIEGEEHDYSEGGSESDDEDDGGSSTISCSDSSSTDSSYTSTLG    63

1
1
1
1
1
1
1
1
1
1
1
1
1
1
1
1
1

...

...

...

exon 15 exon 15ext

exon 15ext

A

B

                                                                      
canonical GEFPPPPTPRKPSSSSPVSACLRRRRRRRLGTELPGPTESGDSRQMVHMVECQCAPITRFVARVIEFVLDVGNMLEHFALYRFLAGTLRSLYELVDRPVGGRLGRFFDGLRGLF
Z3-3772 GEFPPPPTPRKPSSSSPVSACLRRRRRRRLGTELPGPTESGDSRQMVHMVECQCAPITRFVARVIEFVLDVGNMLEHFALYRFLAGTLRSLYELVDRPVGGRLGRFFDGLRGLF
Z3-1140 GEFPPPPTPRKPSSSSPVSACLRRRRRRRLGTELPGPTESGDSRQMVHMVECQCAPITRFVARVIEFVLDVGNMLEHFALYRFLAGTLRSLYELVDRPVGGRLGRFFDGLRGLF
MW GEFPPPPTPRKPSSSSPVSACLRRRRRRRLGTELPGPTESGDSRQMVHMVASWHG
Z GEFPPPPTPRKPSSSSPVSACLRRRRRRRLGTELPGPTESGDSRQMVHMVECQCAPITRFVARVIEFVLDVGNMLEHFALYRFLAGTLRSLYELVDRPVGGRLGRFFVGLRGLF
Z3-1711 GEFPPPPTPRKPSSSSPVSSCLRRRRRQRPGTELPGPTESGDSRQMVHVVECQCAPITRFVARVIEFVLDVGNMLEHFALYRFLAGTLRSLYELVDRPVGGRLGRFFVGLRGLF
Tai255.1 GEFPPPPTPRKPSSSSPVSACLRRRRRRRPGTELPGPTESGDSRQMVHVVECQCAPITRFVARVIEFVLDVGNMLEHFALYRFLAGTLRSLYELVDRPVGGRLGRFFVGLRGLF

exon 15ext

C


