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Rip3 genome DNA 4044 bp

& How To &

Gene | Gene ~||RIPK3 N search |

Limits  Advanced

- Genomic context #|?
Location: 14q11.2 See RIPK3 in Epigenomics. MapWiewer
Sequence: Chromosome: 14; NC_000014_8 (24805227 24809242 complement)

Chromosome 14 - NC_000014.8

[ 24773357 b [ 24582494 b
LTE4R2 RIPK3* NFATCS N+NRIN
LTE4R
ADCY'4
- Genomic regions, transcripts, and products =[P
Genomic Sequence | MC_000014 chromosome 14 reference GRCh37 p10 Primary Assembly R Go to reference sequence details
Go to nucleotide Graphics GenBank
45 NC_000014.5: 26M..25M (5.2Kbp) C = | Find on Sequence: x| - i + AeToole~ | ¥ configure & P -
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How To

Nucleotide Nucleotide ~|

Limits Advanced Helg

Display Settings: FASTA .
ange region shown

@ Showing 4.02kb region from base 24805227 to 24809242,

< Whole sequence
& Selected region
from: 24805227

Homo sapiens chromosome 14, GRCh37.p10 Primary Assembly
MNCBI Reference Sequence: NC_000014.8
GenBank Graphics

to: 24809242

>gi|224589805:c24809242-24805227 Homo sSapiens chromoscoms 14, GRCh37.pl0 Primary Assembly
GCEGGACTGTAGAGGCGCCTATAAGGGARGTTGTTCAGTCAACTCGGAARAMGGGTAACAACCCGGARARG . -
TAGACTCACCGTCTTGGTCTAGAGACTGACCCCTGCACAGACAGACCCCTTCCCCTCTCTGCGAAAGGAC ST T
CARGCCCCAGAAGTCACTCCATCTCCTACGGCTCGCAATTTCCAGAGGCCCCCTGGCACCTTCCAGCCTG
ATETCGTGCCTCARCTTATGCTCAGTAGCCACTCCCATGTCEATCEGCAGCCTCCCACATTCACACCCAGR
GAGCCCCACAGACTCGCTCAGAGARCGTCITTGAGTCCGEECACGET GEEEECCGECCACCCAGECTGES

GATTGCAGIGAGARACGCCEAGTICACAGGEEECECEEEEGRAGCAGCECTEGAGGCACGECACGECCGGCTAGTC Update View

GECEACACCCCTICICICAGGCCCAGC GG TGCCCCCGCCCCCTIGEGIGTICCATCGAGEGALCTEGAGADACCH

Display options
Show reverse complement
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Rip3 gene structure

FGEMNESH 2.6 Prediction of potential genes in Homo_sapiens genomic DNA

g name. teot sequence # SEQ: RIP3 DNA 4044 (+) R:965 C:1217
Length of sequence: 4044 ) ] RIP3 DNA HMMgenel.la exon 1
Number of predicted genes 1: in +chain 1, in -chain 0. —_ ) —
Number of predicted exons &: in +chain &, in -chain 0. RIF3 DN& HMMgenel.la exon 2
Positions of predicted genes and exons: Variant 1 from 1, Score:47.896222 RIP3_DN.FL '-]I-:II-Igenel 1a EKD]‘.I._3
B cosf B cosi I cDsl CcDSo @ PolA TSS RIP3 DHNL HMMgenel.la exon_ 4
: . . . - . REIP3 DNA HMgenel.la EX0ON_5
... .. === el L = . RIP3 DNZ HMMgenel.la eXon &
750 1000 1200 1400 1600 1800 2000 2200 2400 2600 2800 2960 - -
I T
L. . e . e vomr ces RIP3 DHNL HMMgenel.la exon 7
D b pidion nT e RIP3 DN& HMMgenel.la lastex
: @ zea@s - zees - res RIFZ DN& Hgenel.la CDs
1 s 2284 - 2286 — 58 ) —
: - s zg@a - zs0a - e # SEQ: RIP3 DWAL 4044 (-) L:828
i Sequencher - [Contig[0001]]
El File Bdit Select hssenble Contig Sequence View Window Help
Lol [ oo
______ ) RIP3_DNA
! : axons_1
| "
! | RIFKS HUMAN_C03
: : exons 2
: : exns_3
i I
| ! axons 4 S h
| : exon; § equenc er
| I —_
| ! axons_§
I ! —
| ! &xons T
| ! —
: : xons_f
! : aions 9
I ! el
| | exons_10
_—
BamHI (1,628)
Drall (1673
BseXI (632) Apal (1,676) Pstl (3,134) (HindlIl (3,349) Dirall (3,509)
EcaRY (730) Pael (1,748) TiseXI (2,190) Drall (3,135) Drall (3,435) BseXl (3,846)
Xhal (97) Nmalll (417) | Drall (652)  (Pacl (880) [ Dieall (1.068) BamHI (1,756) HindIll (2,204 Nbal (2,744) Kpnl (3,165 Khal (3483) HindIll (3,882)
I [n-.n 196) Jg.en (20%) [n.m (768) Im.rr (983) [nr.u 217 |n.mm 1.820 |:n.r 2,279 [‘Pn'l (2,584) Imm (2,830) rn..r 230 |s=..1 (3,519) ]nnu (3,930)
1l | | |

Cumers : Apal, BamHI, Bacl, Dnll, BxeRl, ExeRV, Hinalll, Kpal, Fad, Sacl, 20pal & Jomalll
an-Crrmers - Tapl

e, SacTl, 5a Rt

Mapping all cutsites.

G:1034
102
486
704
1479
1751
2006
2284
37498
1

T:i

=3
]

3228

C:1034 G:1217 T:9&5

0.273
0.920
0.594
0.997
0.938
0.814
0.834
0.831
0.180



Rip3 mMRNA

Uif

Orf

Orf

Orf

Orf

Orf

B0

1940 bp

1

1600
Sequences

Fz

EDO

1000
Sequence

F3

S00

1000
Sequence

F1

. " 1

1500
Saquence

3=

1500

1500

1500
Sequence

RZ

S0

1 G0
Sequence

PlotORF

1560



Rip3 mMRNA

1801

1601

1201

1001

8201

8501

201

1940 bp

T
1001

dottup

T
1501




3. Rip3d EaFIINSEHTHF



Rip3 & & 5 3)4FiE

Regions
Domain 21 — 28T Protein kina=e .
Mucleotide binding 2T — 35 ATP ( By similarity ) i
Motif 450 — 486 RIFP homotvpic interaction motif (EHIM) —
1 MECVELYFSGAF—AFLYSIEEL EHOELVGRGOFOTVFRADHEENGYDVAVET VHSEATSE 59 QOYSTE  REIFES _HUMANW _ -
1 MSSYELWPTGASAVELYSREEL EELEF VOEGGECVVFRAHHETYHHD VAVEIVHSERTSY B0 Q90ZL0  RIPKS MOUSE Hucleatide binding
1 S SVELYLHGASSISLWGSEEL ENLGE VGHGGEGAVFEARHT AYHLDVAVEIVHSEFISE 60 Q9Z2FS  RIFKS ERAT Binding site
BRI R 1 L T o o O v R T Y T L v v _
# -
B0  EVEAMASLDHEFVLELEGVIEEVHATODFEFPALVTEFMENGSISGLIOSOCEEPRFIICE 119 Q9YST2  RIPES HUMAN I":'_"' —
61  EVEAMVHNLENENVIIIIGYTEDLGWDFVSGOALVIRFMENGELAGLIOFECFEFWFLICE 120 QOQZI0  EIFES MOUSE [ Similarity
61  EVEAMYHLEHENVLIIIGVWTEHLEWDY ¥ rGPALVTGFMENGSLSGLIOPSCPEPWFLICE 120 Q9Z2PS  RIFKS _RAT
o E - - - A G - f o i
120 LLEEVVLGMFYLHDONEVLIHER FFSHYII DFELHVELADFGLETFOGGS0SSTGE——— 176 QOYSTZ RIPES HUMANW
121 LIQEVVLGMCYLHSIDFFLIHEEI KFSHILI DFELHAKI ADFGLESTFOGGS0SGSGSGSG 180 QOQZL0  RIPKES MOUSE ] .
121 LLEEVVLGMCYLHSIHPSLIHEELEFSHYLIDLELHAKLADFGLSTFRGGEQSGS——G3G 176 QOUZZPS  RIPKS_RAT Rip3 Sequence Alignment

Aol odededodoool oo oo defododeododododode Codoopod oo oodoofe e e oo o oo e e e o

17T —GEFETLEYLAPELFYHYHREASTASTVWY SFGIIMYAVIAGREEVEIFTEFSLYYEAYCH 235 Q9YST2 RETTES_HIMAN
151 SREDSGETLAYIDNPELLFEVHLEASEASDYWYSFGILWAVIAGREEAEILYDETSILIRETYCD 240 Q9Q210 ETFES_MOUSE
173 SRDSGETLAYIAPELTN-HOGEASEASDWY SFEYLYWTVLAGREEAEYYDETSLIRGAYCH 23T Q9IZF5S ETFES_RAT

f o 3 I M S e - 5 T

236 ERANRPSLAEIFOAGPETPGLEGLEEIMRLCHSSEFPEDIRPSFAECIPETDEVFRMYENNME Z95 Q9YST2 RETFES_HIMAN

241 ERSEFPLTELFPPGEPETPGLEET EETMTHCOWGSASENRFSFAOCEFETHEYYHLYEDNEYD 300 2 HY90ZL0 ETFES_MOUSE

238 ERRERFFLTELFPIDSPETPGLEGLEEIMTHCHSSEPEDRPSFADCESETHHYYTILYADEYD 29T HQIZZPS ETFES_REAT
oo e A Codededopopeoe ook £ I S £ 5 3 3 S S S
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Show/hide intron positions

low complexity region
Start:409
End:423

SMART domain:STYKc
E-value:9.80e-50

100 ' 200  Start21 300 ‘ 400

End:287

STYKc domain

—

Thisis a SMART STYKc domain (full annotation).

Position:
E-value:

SMART
ACC:

Definition:

Description:

«E
21 to 287

2.B01218584405068e-50 (HMMEREZ)

SMODD221

Protein kinase: unclassified specificity.

Phosphotransferases. The specificity of this class of kinases can not be predicted.
Possible dual-specificity Ser/Thr/Tyr kinase.

STYKc domain sequence (267 aa):

| Submit to BLAST | | Align with the SMART alignment | | Copy to clipboard |
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Ripl/Rip35 3y b s 45 SR

FQiFﬂg FQIF)l
21 — 28T 2687 Protein kinase 1T — 289 2T3 Protein kinase
1 LEHQELVGEGFGTYF EAQHEEY Y DWVAVET ——————— VHEEATSEEVEMIASTIDNEFYL 55 5p|EIP3|21—EET
1 FLESAELDSGGFGE?ELEFHETQGIMIMET?YEEPHEIEHHEALLEEAEMMHELEHSRV? =1l 5p|EIP1|1T—EEE
A B & : B R R . . R SR

54  RLEGVIEKVEWDRDFEFALVTEFMENGSLSGLLASOQCPRPYPLLCRLIEEVVLGMFYLHD 113  =p |RIF3 |[21-287
61  ELLGWII-——- EEGKYSLYMETMEEGHLMHVLEAEMSTFLSVEGETIILEITEGMCYLHG 115 sp |RIFL|17-239

Tk PRI - N = R N R N SRR SN SIME = B

114  GHFYLLHEDLEFSHYLLOFELHYELADNF GLSTFRGESAS ——————————— GTGSGEFGGT 162 =p|RIF3|21-28T

116 KG— vIHEDLEPEHIL#DHDFHIEIADLEIASFEMWSEIHHEEHMELEEFDGTAEEHEGT 173 =p|RIF1|17-259
R 2 EE S SE BREE S S R S .

163 LGYLAFELFVHVHEEASTASIVYSFGIIMYAVLAGREVELPTEFSLVYEAVCHEQNEFSL 222  =p |[RIP3 |21-287
174 LIYMAPEHIHDEHﬁEPTEEEDFYSFAFHIHAIFAHEEPYEHﬁIEEQQLIMEIEEGHEPDF 233 =p|RIF1|1T7-289
ook o cdek ook dolokodokok, N S S 4 . N . ¢

223  AELFQAGPETRGLEGLEELMQLCYSSEFFDRFSFQECLEETDEVF 267 =p |[RIFS|21-287
234 DDITEYCE-———- EEIISLMEIEWEAHPEAEPTFPGIEEEFEPFY 273 =p|RIFP1|17-289
SR - R A %, S S ¥ . * :
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Modelled residue range: 21 to 288;
Based on template: 4ITI «
Sequence Identity [%]: 36%

RIPK1_HUMAN a RIPK3_HUMAN_MODEL

RMS: 0.43
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hREIP1 MOPDMEL NV KMKSSDFLESAELDSGEF GEVEL CFHRTQGL M MKTVYHKGPNCI EHH- EALLEEAK gEHER T4
mRIP1 MOPDOMSL DN KMASSDLLEKTDL DEGEF GEVSL CYHRSHOGF VI LEKEVYTGPHNRAEYHN- EVLLEEGK HER T4
xRIP1 MAEGI SLDDI VMKSEDLI THOKL DEGEYELVSL CHHRF HGL VWL KTVYYTGHMHSOY N- EKL L EEGEI KNDR 74
dRIP1 METSVEPS- - LMKSADL | KKEPLDYGGEGEVYL CYHKTL GHVVLKTVYTGPPRSGROKOSLLEEGSL MSRLNHOR 73
hRIP3 MSCVELWSGAPAP- LVEI EELENQEL VEEGEF GTVF RAGHREWSY DVAVEI VM- - - 8- - - - - KAl BREV CNEF T1
hB-RAF - --------cccmm e e e | TVGEOR! GEGSFGETVYKG- - KWHGDVAVEML NVTAPTP- GOL QAF KNEY KTRHYN 512
ﬁ-ln:'q:-
B [ a2 | a3 (B8
hRIP1 - EGKY YMEEKGHMLMHYLEA- EMESTPLSVEGRI | LEI I E LKPENI LV 148
mRIP1 1@l 01l F--- - - FONY YWAFEGHL MHYI ET- O MWPL 81 KGRI 1| WVEAIT FOAT F.Ill! ni KPFKNI I v 148
ARIP1 LGLI LE= = = = = WGNY ¥ SNGHNLLTYLE- - KVEVPLSVKARFI LEI | EGMS D'Iﬂ': = DLEPENI LY 145
drIP1 - DGOY LI PEGNLLTMLE- - KVTWVPI BWKGRI | LEI LE DLEPENI LYV 144
hRIP3 LRLEGYI EKVNWDODPKP, KFMEMNGSLSGL LOS- OCPRPWLLCRL L KEVVL GMF DﬂHF"J'LI.I-'HDL KPSNVLL 150
hB-RAF | LLFMGYSTHK- - - -« - POLAI MTOWCEGSSLYHHLHI | ETEKFEM KL DI ARCT ACGNMDY LT | Il-'HI]LHEHHI FL 584

1I1I,‘|r oop

r -
) —— { a5
- #

hRIP1 ASFKM WEKLNNEEHNEL R- - - - EVDGTAKKN- GOTLYYMAPEHLNDVMAKP- TEKSDVYSFAVVLW 218

mRIP1 FET- WEKL TEEKDNKGK- - - - EVSSTTEENNGGTLY YMAPEHLNDI HAKP- TEKSDWYSFGI VLW 220

xRIF1 ATFHNE- VEKL TEEQSKL GREYMHOSTGEYKEN- AGTLI YMAPEHL REL HAKP- TEKSDVF 5F G WWw 222

dRIP1 ATSEY- WEKL TKEEBRRGS- - - - RLGKKTSAHAAGTL CYMAPEHL KSI HTRS- SEKSDVYSFAI VLW 218

hRIP3 DPELHVEL BTFOG- GEOS:- - -==c=s=sssssss GTGSGEPGGTL GYL APEL FVNVNRKEA- BSTASDVYSFGI LMW 212

hE-RAF HEDLTWVEI GO BTVESRWBGS:- == cccccccczanas - HOFEQL SGS| LWWAPEYI RMODKNPYSFOSDVYAFGE VLY 647
Activation loop

hRipK1 67707576 789092 129 134 136 154 156 157 159 161 165
hRipK3 64 67 7273 759294 131 138 140 158 160 161 163 165 169

Tian Xie etc. Structure. 2013 Mar 5;21(3):493-9.
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