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Representative

l-02¢ 12011 RS U02324 (rat)
l-p4a 201 "V EEERY SRS u02322 (rat)

3 e S (AN NN ACAQAQQR [ e

i-plo N2 A ISR SSNER AF194993 (rat)

M Lo T \. [N NAAAAN A AN =

22 L N AR AR

li-p1a |- AN qum Q QOO N =
t B | SRR SRRV

-3 NI N DQ176766.1 (1

U02324 (typel-alpha2c) U02322 (typel-betada)

Type I: 1-99:
ATGTCTGAGCGCAAAGAAGGCAGAGGCAAGGGGAAGGGCAAGAAGAAGGACCGGGGATCCCGCGGGAAGCCCGG
GCCCGCCGAGGGCGACCCGAGCCCA

EGF-like 502-637:
TCCACATCAACATCCACGACTGGGACCAGCCATCTCATAAAGTGTGCGGAGAAGGAGAAAACTTTCTGTGTGAATGG
GGGCGAGTGCTTCACGGTGAAGGACCTGTCAAACCCGTCAAGATACTTGTGCAAGTGCC

Alfa: 638-700:
AACCTGGATTCACTGGAGCAAGATGTACTGAGAATGTACCCATGAAAGTCCAAACCCAAGAAA

Beta: 638-691
CAAATGAGTTTACTGGTGATCGTTGCCAAAACTACGTAATGGCCAGCTTCTACA

AF194993 IllI-beta-1

Type II: 1-513:
CCCAGCGTGGGCTCGGTGCAGGAGCTGGCCCGGCGCGCCGCGGTGGTGATCGAGGGAAAGGTGCACCCGLCGLGG
CGGCAGCAGGGGGCACTCGACAGGAAGGCAGCAGGCGAGGCAGGGGCAGGGGCGCGGGACCAGCCCGTCCAGGA
CTCGCCACCTTCACAGGACCCTCTGCCTGCTGTCAACTGGACCCTGCCCACTGGGGGCCCCGAGCCCAGCACCGATCA
GCCCGGGGACCCCGCGCCCTATCTGGTCAAGGTGCACCAGGTGTGGGCTGTGAAAGCCGGGGGTTTGAAGAAGGAC
TCGCTACTCACCGTGCGCCTGGATACCTGGGGCCACCCAGCCTTCCCGTCCTGCGGGCGGCTCAAGGAGGACAGCAG
GTACATCTTCTTCATGGAGCCGGATGCCAACAGCAGCGGCCGCGCGCCGCCCGCCTTCCGAGCCTCGTTTCCCCCACT
GGAGACTGGCCGCAACCTCAAGAAGGAGGTCAGCCGGGTGTTGTGCAAGCGGTGC

EGF-like: 916-1051
TCCACATCGACATCCACGACTGGGACCAGCCATCTCATAAAGTGCGCGGAGAAGGAGAAAACTTTCTGTGTGAATGG
GGGCGAGTGCTTCACGGTGAAGGACCTGTCAAACCCGTCAAGATACTTGTGCAAGTGCC

Beta: 1052-1105
CAAATGAGTTTACTGGTGATCGTTGCCAAAACTACGTAATGGCCAGCTTCTACA



AF194439 lll-alpha-2a

Type Ill: 1-669:
ATGGAGATTTATTCCCCAGACATGTCTGAGGTAGCTGGCGGGAGGTCCTCCAGCCCCTCCACTCAGCTGAGTGCAGTT
CCATCTCTTGATGGGCTTCCGGCAGCGGAGGAACATATACCAGACACCCACACAGAAGATGAGAGAAGCCCTGGACT
CCTGGGCCTGGCGGTGCCCTGCTGTGTGTGCCTGGAAGCTGAGCGCCTGAGAGGGTGTCTCAACTCCGAGAAGATCT
GCATTGTTCCCATTCTGGCTTGCCTAGTCAGCCTCTGCCTCTGCATTGCTGGCCTGAAGTGGGTATTTGTGGACAAGAT
ATTTGAATACGACTCTCCTACCCACCTTGACCCTGGGGGGTTAGGCCAGGACCCTGTGATTTCTCTGGATCCAACTGCT
GCCCCAGCCATTTTGGTATCATCCGAGGCATACACTTCACCTGTCTCTAAGGCTCAGTCTGAAGCTGGGGCTCATGTTA
CAGTACAAGGTGACCATGCTGCTGTGGCCTCTGAACCTTCAGCAGTACCGACCCGGAAGAACCGGCTGTCTGCTTTTC
CTCCCTTTCACCCTACTGCACCGCCCTTCCCTTCTCCAGCTCGGACCCCTGAGGTGAGAACACCCAAGTCAGGAACTCA
GCCACAAACAACAGAAACTAACCTGCAAACTGCTCCTAAACTT

EGF-like: 670-805:
TCCACATCAACATCCACGACTGGGACCAGCCATCTCATAAAGTGTGCGGAGAAGGAGAAAACTTTCTGTGTGAATGG
GGGCGAGTGCTTCACGGTGAAGGACCTGTCAAACCCGTCAAGATACTTGTGCAAGTGCC

Alpha: 806-868:
AACCTGGATTCACTGGAGCAAGATGTACTGAGAATGTACCCATGAAAGTCCAAACCCAAGAAA

AF194438 lll-beta-1a /DQ176766 llI-beta-3

Type lll: 1-669 like
ATGGAGATTTATTCCCCAGACATGTCTGAGGTAGCTGGCGGGAGGTCCTCCAGCCCCTCCACTCAGCTGAGTGCAGTT
CCATCTCTTGATGGGCTTCCGGCAGCGGAGGAACATATACCAGACACCCACACAGAAGATGAGAGAAGCCCTGGACT
CCTGGGCCTGGCGGTGCCCTGCTGTGTGTGCCTGGAAGCTGAGCGCCTGAGAGGGTGTCTCAACTCCGAGAAGATCT
GCATTGTTCCCATTCTGGCTTGCCTAGTCAGCCTCTGCCTCTGCATTGCTGGCCTGAAGTGGGTATTTGTGGACAAGAT
ATTTGAATACGACTCTCCTACCCACCTTGACCCTGGGGGGTTAGGCCAGGACCCTGTGATTTCTCTGGATCCAACTGCT
GCCCCAGCCATTTTGGTATCATCCGAGGCATACACTTCACCTGTCTCTAAGGCTCAGTCTGAAGCTGGGGCTCATGTTA
CAGTACAAGGTGACCATGCTGCTGTGGCCTCTGAACCTTCAGCAGTACCGACCCGGAAGAACCGGCTGTCTGCTTTTC
CTCCCTTTCACCCTACTGCACCGCCCTTCCCTTCTCCAGCTCGGACCCCTGAGGTGAGAACACCCAAGTCAGGAACTCA
GCCACAAACAACAGAAACTAACCTGCAAACTGCTCCTAAACTT

EGF-like: 670-805 like
TCCACATCAACATCCACGACTGGGACCAGCCATCTCATAAAGTGTGCGGAGAAGGAGAAAACTTTCTGTGTGAATGG
GGGCGAGTGCTTCACGGTGAAGGACCTGTCAAACCCGTCAAGATACTTGTGCAAGTGCC

Beta: 806-859:
CAAATGAGTTTACTGGTGATCGTTGCCAAAACTACGTAATGGCCAGCTTCTACA
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Oligo | Oligolist Sequence |Sequence list | Mutt-alignment | Mutt-alignment list |

Name |U02324 NRG1 1 alpha! Long name I
Description
AF194993 NRG1 Il betala — Creation
AF194439 NRG1 li-alphaZa Length |1269 Type |DNZ checksumISEES Author St |04/10/2020
AF194438 NRG1 lll-betata Sequence header
--DQ176766 NRG1 lll-beta3
Multiple alignment
Name [ init [end | comments |
| 1 L]
S 502 837
{alphz [t 700
1
51
101 cactgcctcc cagattgaaa gaaatgaaga JcCaggagtc agctgcaggc
151 <tccaagctay TOCTCCOOLY CQaaacCagc TCCOagTact CCULCactcad
201 attcaaatgg ttcaagaatg ggaacgagct gaaccgcaaa aataaaccag
251 aaaacatcaa gatacagaag a2agccaggga agtcagagcoct togaattaac
301 aaagcatccc tggctgactc tggagagtat atgtgcaaag tgatcagcaa
351 ogttaggaaat gacagtgcct cCtgccaacat CaccCattgtt gagtcaaacy
401 agttcatcac tggcatgcca QoCLCgacty agacagoccta tgtgtcctca
451 gagtctccca ttagaatctc agtttcaaca gaaggogcaa acacttcotto
501 &
551
601 aac ctggattcac
651 tggagcaaga tgtactgaga atgtacccat gaaagbccaa acccaagaaa
701 aagcggagga actctaccay aagagggtgc tgacaattac Lggcatctgt
751 atcgcoccocctgoc tggtggtbcgg catcatgtbgt gtggtggoct actgcaaaac
801 caagaagcay cggcagaagc ttcatgatcyg gocttcggcag agtcttcggt
851 cagaacogad CaacCLOOLO aacatadcoa ALOOOCCLCa CCacccaaac
Oligo list (0 oligonucleotides) [
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Oligo
Sequence
U02324 NRG1 | alphaZc

AF194993 NRG1 Il betala
AF194439 NRG1 lll-alpha2a
AF194438 NRG1 lll-betala
- DQTTE766 MRG1 lll-betal
Multiple alignment

Oligo | Oliga list Sequence | Sequence list| Mult-alignment | Mutti-alignment st |

Name (U02322 NRG1 | betad: Long name I
Description
Length [1989 Type|DH2 decksum|5-188 Authar C"“"£ 04/10/2020
Sequance header
‘Seguence annotations
Name | init [end | comments |
| 1 £
| |ecFiie 502 837
| B3 B3z 831

51
101
151
201
251
301
351
401
451
501
551
601
€51
T01
T51
501
851

cactgcctcc
tccaagetag
attcaaatgg
aaaacatcaa
aaagcatccc
gttaggaaat
agttcatcac
gagtctccca
a

ggaggaaaag
agccttgtga
gacaattact
tootooccta

cagattgaaa
tgctccggty
ttcaagaatg
gatacagaag
tggctgactc
gacagtgcct
tggcatgcca
ttagaatctc

gcaagaaaca
aagaatcgaa
ggcatctgta
ctocaaaacc

gaaatgaaga
cgaaaccagce
ggaacgagct
aagccaggga
tggagagtat
ctgccaacat
gcctogacty
agtttcaaca

gagaagcctc
agcggaggaa
tcgccctgot
aadaaccadc

gccaggagtce
tccgagtact
gaaccgcaaa
agtcagagct
atgtgcaaag
caccattgtt
agacagccta
gaaggcgcaa

tagaaagaaa
ctctaccaga
ggtggtogge
gocagaadgct

gag
agctgcaggc
cctcactcag
aataaaccag
tcgaattaac
tgatcagcaa
gagtcaaacy
tgtgtocctca
acacttcttc

tgacttcta
attggatcat
agagggtgct
atcatgtgtg
tcatoatooo
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- Oligo Oligo | Oligo list Sequence | sequence list | Mult-alignment | Mut-alignmentlist |
- Sequence

U02324 NRG1 | alphaZc Mame |AF194993 NRG1 Il bet Long name |

U02322 NRG1 | betada -

F1e IRG1 | betata — s
AF194439 NRG1 III—aIpha.Za Length (2349 Type |DNE checksllmlzsﬂs Aurthor date 04/10/2020
AF194438 NRG1 lllbetala Sequence header

DQ176766 NRG1 Il--beta3
-Multiple alignment

Sequence annotations

Name I init I end I I
B o= 1 1 513
EGF-iike 318 1081
| P9 1052 1105
101
151
201
251
301
351
401
451

501 gcactgc ctcccagatt gaaagaaatg aagagoccagg
551 agtcagctgc aggctccaad ctagtgctcc ggtgcgaaac cagctccgad
601 tactcctcac tcagattcaa atggttcaag aatgggaacg agctgaaccy
651 caaaaataaa ccagaaaaca tcaagataca gJgaagaagcca gggaagtcad
701 agcttcgaat taacaaagca tCCCLggcty actctggaga gtatatgtgoe
751 aaagtgatca gcaagttagy aaatgacagt gcctctgcca acatcaccat
801 tgttgagtca aacgagttca tcactggcat goccagcctcg actgagacad
851 cctatgtgtc ctcagagtct cccattagaa tctcagtttc aacagaaggc
S01 gcaaacactt cttcatccac atcgacatcc acgactggga ccagccatct
951 cataaagtgc gcggagaagg agaaaacttt ctgtgtgaat gggggcgagt

1001 gcttcacggt gaagg gt gt caagatactt gtgcaagtgo
1051
1101 agcat cttgggattg aatttatgga agocggaggasa ctctaccaga
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Oligo | Olige list Sequence | Sequence list | Multi-alignment | Mult-alignment st
Name |AF194439 NRG1 lll-alp Long name I
Description
Length [2088  Type|oma checksumlaasq Author C""£ 28/10/2019
AF194438 NRG1 lll-betata Semenosbely
DQ176766 NRG1 lll-betal
- Multiple alignment
I Nams init I end I I ”
EGF-like domain B70 05
.nalpha 806 868
W= 1 ] v
1 "
51
101
151
201
251
301
351
401
451
501
551
601
651 ccacatcaac at g ggg g
701 atctcataaa gtgtgcggag aaggagaaaa ctttctgtgt gaatgggggc
751 gagtgcttca cggtgaagga cctgtcaaac ccgtcaagat acttgtgcaa
501 grge
851 aa gocggaggaac tctaccagaa gaggotbgotg
901 acaattactg gcatctgtat cgoccctgoctg gtggtcggoca tcatgtgtgt
551 ggtggocctac tLgcaaaacca agaagcagcyg gocagaagoctt catgatcggo
1001 ttcggoagag tcttocggtca gaacggagca acctggtgaa catagogaat o
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Oligo Oligo | Oligo list Sequence ]Sequence list| Mutti-alignment | Mult-alignment ist |
Sequence

-U02324 NRG1 | alphaZc Neme [AF194438 NRG1 ll-be Long rame |
-U02322 NRG1 | betada

- AF124993 NRG1 Il betal .
| AF194439 NRGH III-anTwaZa Length |2103 Type |DHA cnecksum|5711 Author C’BE:;; 28/10/2015
AF194438 NRG1 Ill-betata o e

-DQ176T66 NRG1 lll-beta3

Multiple alignment

Description ‘

Name init end L)
| E3 ) LS
o= 1 Bes

EGF-iks 870 805 v

-

ccacatcgac atCcacgact gggaccagco

atctcataaa gtgcgcggag aaggagaaaa CLLLCLOLOL gaatggggoc
gagtgcttca cggtgaagga cctgtcaaac ccgtcaagat acttgtgcaa
A
a gcatcttggg attgaattta tggaagocgga ggaactcotac
cagaagaggy tgctgacaat tactggcatc tgtatcgoccc tgctggtggt
cggcatcaty TOTLOLUQULOY Cotactgcaa aacCaagaay Cagcggcaga
Aamrttratma Fommettenn CAMAMEAT TS MMECAMARCT MAMCAACCTA

e
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- Oligo Oligo | Oligo list Seauence ]Sequence list | Mutti-alignment | Multi-alignmentlist |

F- Sequence

Mame [DQ176766 NRG IIl-0¢ Long name |

AF194993 NRG1 Il beta Deseoien |
1 "
AF194439 NRG1 III-ani:QE Length [894 Type[DNA checksum|sess Buthor C'ez‘;g 28/10/201%
AF194438 NRG1 Ill-betala Sequence header

- Multiple alignment
Sequence annotations
MName init end ‘comments ~
W= 1 a3

EGF-like &70 805

aaact {ayw

g g atccacgact gggaccagcc
701 atctcataaa gtgtgocggag aaggagaaaa ctttoctgtgt gaatggggge
751 gagtgcttca cggtgaagga cctgtcaaac ccgtcaagat acttgtgcaa

851 g tacgtccact cocctttotgt ctcoctgoctga gtag




