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This server provides access to the program Genscan for predicting the locations and exon-intron structures of genes in genomic sequences from a variety of organisms.

This server can accept sequences up to 1 million base pairs (1 Mbp) in length. If you have trouble with the web server or if you have a large number of sequences to process,
request a local copy of the program (see instructions at the bottom of this page).

Organism: Suboptimal exon cutoff (optional)
Sequence name (optional): I

[l Ko le M Predicted peptides anly v
Upload your DNA sequence file (upper or lower case, spaces/numbers ignored): [Sza-atl 34+

Or paste your DNA sequence here (upper or lower case, spaces/numbers ignored):
FNC_000017, 11: 28371694-2840404%9 Homo szpiens chromoszome 17, GRCh3B8.pl3
Primary Lssembly
ATCTCCCAGCTCAGCCEAGCCOG TEOCCAGGCCACGC TT TG TTCCAGCCEOOGCCTEC TOTACCOTACGG
CETCCHGAGCCATCCCTCOCCTECTOCCTCTCTCC TTICGCCrAC TCCC TECATC TO6GCCTGCATCACC
TTT6CCALCCGC TCCCCCEATCE TECCGACAT TCCTCCCOCALAC TTC TEACCGGCACCC TTGCC TEG TA
CCCTTCTCTCCATTCCTCCCCCTCCATCTTCTTTCCOCG ACCEC TCTCGGG TCCCTCTT TTCCCAALACC
C666TCTCTCCGC6 TEGCCCCECCTOCARGCCGEGEATG TCONCCGRGCaNCECErCCATEG TOCTGAC
GCTGCTTCTC TCCGCCTACAMGCTG TETCGCTTC TTCGCCATS TCGGGCCCACGECTGEGCECCEAGCEE
CTGECHG THCC TE6GCCAGATGEGGGCGE TEECACGEGCCCATEE TEHGCTECHGG TEGCCRCEGECCCC
GCGAMG TG TCGCOEGGGECAGGCACCGARG TECAGG ACGCCC TOE AGCGCEIGC TEUCEEAGC TECAGCA
GGCCTTETCCOCEC TEAMGCACGCOECIRECECECEGECCE TEEECECCEECCTEOICEACE TCTTCCAL
CTGGTECAGGACCCCTEGCTECTOCCCGCCE TEGGCCGCEAGH TAGCCCAGSS TCTS TECEACGCCATCC

Run GENSCAN § Clear Input



http://hollywood.mit.edu/GENSCAN.html
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;JH\U1:/?(E,§}_‘%_§ !J E]ﬂﬁg 6n.Ex Type S .Begin ...End .Len Fr Ph Ifhc Do/T CodRg P.... Tscr..

HYORFRYEER, T
MR 7 RORF#E

it + 383 852 470 2 T8 105 808 0.346 TA. 26

A AS & — r 8RA3 10171 |A19 64 98 0.992 94,52
4579383bp, ZILTF O e
n ’ - - r ATOT 12919 213 i 22 4 SF9 [0, 997 SA.

r + 13189 13280 92 0 2 85 80 83 0.98 5. 00

24636bp, PolyAfiz
F26127bp
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Sequences producing significant alignments Download ¥ Manage Columns v Show | 500V | @
127 sequences selected GenPept  Graphics  Distance tree of results Multiple alignment
Sequences with E-value BETTER than threshold

selectall 27sequences selected PSI-BLAST iteration 1

Used

Select

Description Max | Tt | Qoary|  E e Accession | for P3l o - Newy
score score cover value  Ident blast build  added

PSSM

RecName: Full=Sterile alpha and TIR moti-containing protein 1; AltName: Full=Stzrile alpha and Armadillo repeat prot 1466 1466 100% 0.0 100.00% |Q6SZW1.1
RecName: Full=Sterile alpha and TIR moti-containing protein 1; AltName: Full=Tir-1 homolog; Short=MyD83-5: Flags: 1345 1345 99% 0.0  9404% Q6PDS3 1
RecName: Full=Sterile alpha and TIR motif-containing protein 1: AltName: Full=Tir-1 homolog; Flags: Precursor [Suss 1296 1296 100% 0.0  94.48% [3L5V6.1
RecName: Full=Sterile alpha and TIR motif-containing protein 1; AltName: Full=Tir-1 homolog; Short=d3arm [Drosophi 600 600 84% 00  48.30% QGIDDA f
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DTU Bioinformatics Services are gradually being migrated to htips://services healthtech.dtu.dk/.
De o d Healtt : In the near future, cbs.dtu.dk will be retired. Please try out the new site.

Home

NetGene2 Server

The NetGene2 server is a service producing neural network predictions of splice sites in human, C. elegans and A. thaliana DNA

s | owewoms | wmea |
SUBMISSION

Submission of a local file with a single sequence:

File in FASTA format | FE2iE | RESEETE
*' Human

C. elegans

A thaliana
Clear fields || Send file

Submission by pasting a single sequence:

Sequence name SARM1

*' Human

C. elegans

A thaliana
Sequence
AGGATTGTT TG AGCCCAGGAG TT TG AG ACCAGCCTGRGCAATAT AL TGGGATCCTGTCTCTACALLGTAL
AAGARAACASAACARAANASATCAGCCAGACATGG TGG TACATGCCTG TAG TCCCAGCTACTCAGG TGGC
TCAGTTCCGAGGATGALT TTAACC TAGG TCECCAAGGCTCCAG TCACC TG TCAGCTTATGGCATG TTCCG
GACTCAGG TAGGTTCTECAGTGGACAC ALAATCACATGCACTATGG TCACTGTGGTGCCCTTTGRGCALG:
GACTCCATTGC TEGCTAGGCC TCTACCTCTT TRGCAG TAATG TCACC TG TGGAGGACATCACTTTTTTIT

Clear fields || Send file


http://www.cbs.dtu.dk/services/NetGene2/
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The szequence: NC_000017.11_28371694-2840404% haz the following composzition:

Acceptor splice sites, direct strand

Length: 32366 nucleotides.

pos 5 ~>3" phase strand confidence 5  [intron exon] 3 24.9% A 24.5% C, 26.9% G, 24.8% T, 0.0% X, G0.4% G+C

309 0 + 0. 34 CCGCCTCCES| GOOGGEGATG

372 1] + 0.or CGCCTAC :CTGTGTCGCT Donor splice sites, direct strand

406 1 + 0. 19 CCOCGOGARG| TG TOGCCGEG

511 1+ 0. 43 CCGRGRGCIE CCACTCAGET pos 5 ->3 phase strand confidence § exon imtron] ¥

519 0 + 0. 34 AGGCACTGIG G THOAGGACG 810 z + 1.00 CTGAGRACEG

525 0 + 0. 34 CGAGGTGCHG] GACGCCCTGE gggi é N g ﬂ ‘;ggﬁgg%i

537 0 + 0. 10 CECCCTGGHG| COCGCGCTCE Py P 0 e O BOC A bAC

840 a + 0. 25 TCTCTGTTRG| GEGTCAGCCT 2053 2 + 0. 37 COAMGOTGAG

983 1 + 0. 43 TGTTTCACKG|" ATALGGALAC 3470 P4 0. 20 ACAMCACCOA
1036 2 + 0. 33 TTGCTCOCUG| GGCTAG TRGE 3973 o+ 0. 34 CACACARAAG
1286 1 + 0. 56 TCCTOCCCUG| GO TG TAAGGE 4397 L+ 0.83 TGGGAGCTGE
1378 ] + 0. 19 CTTGCAACIG| GOCAGACATG 4463 0 + 0. 41 ATAGGGALLL
1383 3 + 0. 17 AMCAGGCCHG| ACATGATCTC iggg f N g ig mgcrcm;
1638 1 + 0. 38 CTGATGCCHG| AGCAGACCAL o1 Lq pa Acm@mcucu:é
2019 0 + 0. 26 TGCCCTGCAG( GCTTGCTATG eang 0+ 047 CeGeACTO AR
3361 1] + 0. 80 TTCTTCTCRG| GATGCTATTG 6331 1 + 0.51 ATTTGTGGAG
3509 2 + 0. 20 ATATTCACKG| TOCACCCCCT 7493 0+ 0. 53 TTTATTCALG
4218 1 + 0. 49 ATCCTTCORG| AGAGAG TCTC 7686 L 0. 34 CTAGGARAGE
45573 1 + 0. 27 TGGGOCTCUG| G TALG TOCTC 8032 2+ 0.37 ATAAAATALG
5439 1 + 0. 25 TACATTC TG GCATTTATGE 11z 0 + 0. 3¢ TATGAGGCAG
6025 0 + 0.33 TTTTTTTT}G ACGGAGTCTC gﬁ'f f N g ﬂ ‘;i‘;ﬁggﬁ‘gg
£282 1 + 0. 07 GGGATTACKG) GCATGAGCCA 5437 5 4 0 a1 CCCACACAGE

B RS0, XISARMIEBRERR
SR ERIAE 7 —EAIR,
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ProtParam tool

ProtParam (References / Documentation) is a fool which allows the computafion of various physical and chemical parameters for a given protein stored in Swiss-Prot or TIEMBL or for a
user entered protein sequence. The computed parameters include the molecular weight, theoretical pl, amino acid composition, atomic composition, extinction coefficient, estimated half-
life, instability index, aliphatic index and grand average of hydropathicity (GRAVY) (Disclaimer).

Please note that you may only fill out one of the following fields at a time

Enter a Swiss-Prot/TTEMBL accession number (AC) (for example P05130) or a sequence identifier (ID) (for example KPC1_DROME):

Or you can paste your own amino acid sequence (in one-letter code) in the box below:

ep|Q6SIVL | SAEM1_HMAN Sterile alpha and TIR motif-

containing protein | 03=Homo sapiensz (X=9606 GN=34EM! PE=1
=1
MVLILLLSATELCRFF AN PRE GARRL AV GPDGGGE TGP ALGG REFRETSPG G TE
VD ALERALPELODAL S AL KDAGGARLYG AL AEVFQLVEE AWLLPAVGREVADGLCDAT
RLDGGLDLLLRLLQAPELETRVQAARLLEQILVAENRDRVARIGLGVILNLAKEREFVEL
AREVAG ILEHMFRHEEE TCQRLVAAGG LD AVL YWCERTDPALLEHCAL ALGNCALHGGL ™
VQRRMVERRAAEWLFPLAF SEEDELLRLHACLAVAVLATNREVEREVERSGTLALVEPLY

RESET || Compute parameters


https://web.expasy.org/protparam/
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| Humber of amino a-::ids:| Tad

® ﬂEU . PrOtParamfj\[)\Jéi [Molecular weight:| 79388, 23
%J.LT ’ ?/\— 5 E’J:‘) [Theoretical pI:] 6. 14

s Amino acid composition: CSV format

E&* ==K 724/\ *E Ala (4) T2 9. 0%

< § - Lrg (R} B&E 7. 6%

j_/\¥ Lzn (M) 12 1. ™

ERE479388.23, G0 o

I ER . 1 Cys (C) 18 2. 5%

. A — Gln () 34 4. %

BiCHpHEAR6.14, IE 0

. — Gly (G) &2 8. 6%

ﬁ *& 91 Ea Hi= (H) 14 1. 9%

Ile (I} 25 3.0%

_11 ] E - ;j J\ — Leu (L) 103 14. 2%

* Lyz (K} 28 4. 0%

'f_.fF' ﬁ = 84 Met () 10 1. 4%

- - Phe (F) 23 2. 2%

Pro (P} 33 4. 6%

Total number of negatively charged residues |[{Asp + Glu): 91 Ser ':S:' 46 f. 4%

Total number of positively charged residues [{Arg + Lys): 94 Thr (T} g 3. 0%,

[Etnmit: composition: Trp (W) 11 1. 5%

Tvr (Y1 10 1. 4%

Carbon C 36510 Tal (V) 48 fi. 6%

Hydrogen H RA4dT vl ) 1] 0. 0%
Nitrogen 1) 1003

Oxyeen o 1037 Sec (I 1] 0. 0%
Sulfur 3 28

(Bl n 0. 0%

Caz10H5s4 1M 1003%M 1057528 Ty 0 0. 0%

ITutal number of atoms:| 11225 (0 1] 0. 0%
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[Extinctiun cnefficientsw

Extinction coefficients are in units of ML cm_l, at 280 nm measured in water.

Ext. coefficient TEE25
Abs 0.1% (=1 g/1) 0. 964, azsuming all pairs of Cys rezidues form cystines

Ext. coefficient TH400
Abz 0.1% (=1 g/1) 0. 950, azsuming all C¥z residues are reduced

Estimated half-life:

The N-terminal of the sequence considered iz M (Met).

The estimated half-1life iz: 20 hours (mammalian reticulocytes. in witro)l.
»20 hours (veast, in wiwval.
»10 hours (Ezcherichia coli, in wiwval.

Instability index:

The instability index (II) iz computed to be 42,23
Thiz clazzifiez the protein as unstable.

[Aliphatic index: |98, 12

[Grand average of hydropathicity (GRAVY): -0.108
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DTU Bioinformatics Services are gradually being migrated to hitps://services.healthtech.diu.dk/.
. ent of Bio and Health Informat In the near future, cbs.dtu.dk will be retired. Please try out the new site.

Home
TMHMM Serverv. 2.0

Prediction of transmembrane helices in proteins

SUBMISSION

Submission of a local file in FASTA format (HTML 3.0 or higher)
EEE | EEEIATE

OR by pasting sequence(s) in FASTA format:

>zp|QGSIWL | SARMI_HUMAN Sterile alpha and TIR motif-containing protein
1 03=Homo zapienz O¥=9608 GN=SLEM! PE=1 3¥=1

MVLTLLL SATELCEFF AM3GPRPGAERL AVPGEDG GGG TGP WWALGGRGPREVEPGAG TE

VDAL ERALPELGQAL SAT EQAGGARLTE AGLAEVFOLVEE AWLLPATGEEVAGGLCDAT M
BLDGGLDLLLFLLOQAPELETREVRAARLLEQILVAENEIEVARICLG VILNLAKEREPVEL P
Output format:

* Extensive, with graphics
Extensive, no graphics
One line per protein


http://www.cbs.dtu.dk/services/TMHMM-2.0/
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o FlFE

RE

TMHMM result

HELP with output formats

sp |QBSIW1 | SARMI_HUMAN Length: 724

ap |QESIWL | SARMI

b= R = RS 1

=0 |QASIWL | SARMI_HIMAN Mumber of predicted TMH=
HIMAN Exp number of L4z in TMHs
=p |QGSIWL | SARMI_HUMAN Exp number, first 60 Ads:
=0 |QASIWL | SARMI_HIMAN Total prob of HN-in:

=p|QESIVL | SARMI_HUMAN  TMEDOMZ. O outzide

X

1]
0. 00694
0. 00338
0. 00026

1 vad

1.2

TMHMM paosterior probabilities for sp|Q6SZW1 SARMI _HUMAN

08

06

probability

04 r

02 r

0 L L

0 100 200

transmembrane

300

400 500 500 700

outside

inside

# plot in postscript, script for making the plot in gnuplot, data for plot

™

HMMFLIISARM1ZE B ISiRE RIS
1ZEBHAF RG]
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(2) FIAAHMMTOPFINEREIRES
http://www.enzim.hu/hmmtop/html/submit.html

Please try our new topology prediction method, called == " !

Home | Documentation | Help | Download | Advanced | Submit

»ep|QASIW | SARMI_HUMAN Sterile alpha and TIR motif-

containing protein 1 05=Homo sapiensz OX=B606 GN=5AFMI PE=1
=1

ML TLLL S AYKLCRFF AMSGP RPGAERL AVPGPDGGEG TCPWWALGERGPREVSPGAGTE ™
TODALERALPELQQAL SALEQAGGARAVGACLAEVFQLVEEAWLLP AVGREVAQGLCDATL



http://www.enzim.hu/hmmtop/html/submit.html
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Protein: noname
Length: 794
N-terminusz. QUT

Mumber of transmembrane helices
Tranamembrane helices

T0-87

1

Total entropy of the

Entropy of the beszt path:

The best path:

zegq SPRSWSLRMH
pred QOO0000000

zeq  SHMSAPIENS
pred O0000o0000

zeq  PGFDGGGGTE
pred iiITTITITIT

zeq  QAGGARLVGA
pred IITIIIITIIT

zeq ERLLQAPELET
pred ITIIIIIIIIT

seq  ARSVAGTLEH
pred IITITITITIT

zeq GNCALHGGOA
pred ITIIIIIIIIT

zeq KEVEREVEERS
pred ITTITTITIT

seq VPLLDSHELE
pred ITIITITIIT

zeq  STNGTESALA
pred ITITTITIIT

model: 17,
17. 0164

MANSTERILE
COGO0D0A00

GHNSARMPESY
oooooooooH

FWWAAGGRGE
ITITIITIIIT

GLAEVFQLVE
ITITIIIIII

FVQAARLLEQ
ITITIITIIIT

MFEHZEETCQ
ITITIIIIII

W FRMVEERL
ITITIITIIIT

GTLALVEPLY
ITITIITIIII

AQUTIGAFTLC
ITITIITIIIT

KRALRLLGEE
ITITIITIIII

0154

ALFHALNDTI
COGO0D0A00

IVLTLLLSAY
HHHHHHHHHH

FEVSPGAGTE
ITITIITIIIT

EAWLLPAVGE
ITITIIIIII

ILVAENEDEV
ITITIITIIIT

FLVAAGGLIA
ITITIIIIII

AEWLFPLAFS
ITITIITIIIT

ASLDPGRFAR
ITITIITIIII

AELATESLQG
ITITIITIIIT

VPEPILPSVE
ITITIITIIII

FMTIFCHTAT
COGO0D0A00

ELCEFFAMSG
HHHHHHHi11
YQDALERALP
ITITIITIIIT

EVAQGLCDAT
ITITIIIIII

ARIGLGVILN
ITITIITIIIT

YLTWCERTDE
ITITIIIIII

KEDELLELH&
ITITIITIIIT

CLVDASDTSR
ITITIITIIII

ETEVFSDIGA
ITITIITIIIT

SWEELEVQTY
ITITIITIIII

NINGFETEIN
COGO0D0A00

FRPGAERLAV

1111111111

ELQQALSALE
ITITIITIIIT

FLDGGLDLLL
ITITIIIIII

LAKEREFVEL
ITITIITIIIT

ALTLFHCALAL
ITITIIIIII

CLAVAVLATN
ITITIITIIIT

GRGFDDLGEL
ITITIITIIII

IQSLERLVAET
ITITIITIIIT

LaQIGFSEYC
ITITIITIIII

50

1an

150

200

20
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400

450

500
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(3) FJEPredictProteinFiillZE 2RI IRLEH

Help Tutorials | Sample Ou]

Transmembrane Helices Prediction for SARM1_HUMAN

Export~

Dashboard

Secondary Structure and
Solvent Accessibility

Visual Help for TMSEG Help for PHDhtm
Transmembrane Helices %

Protein Disorder and

Elexibilit What am | seeing Here? This viewer lays out predicted features that cormespond to regions within the queried sequence. Mouse over the different
Flexibility

colored boxes to learn mare about the annotations. Note that this panel may show results from two prediction methods: TMSEG (new) and
Disulphide Bridges PHDhtm (veteran). The PHDhtm method will be retired by the end of 2014. See references below and help sections for more information.

Effect of Paint Mutations Zoom - Start:1, End:724
Effect of Point Mutations T

Gene Ontology Terms

Subcellular Localization

Binding Sites

iterature Search

o FIRPredictProteinflill R RISIREMIRIZER. TN
SARM1E B A EIE R,

o Zx L, INJASARMIERBATFEIEIREGA,



http://www.predictprotein.org/
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| PRABI-GERLAND
‘*ﬁ RHONE-ALPES BIOINFORMATIC POLE GERLAND SITE

) Institute of Biology and Protein Chemistry
Péle iMﬂl\AIPudlllnhluﬂMI

# Home @ Services = Teaching ] Publications <> Links

SOPMA SECONDARY STRUCTURE PREDICTION METHOD

[Abstract] [NPS@ help] [Original server]

Sequence name (optional) :

Paste a protein sequence below : help
»5p|QASZW1|SARM1_HUMAN Sterile alpha and TIR motif-
containing protein 1 0S=Homo sapiens OX=2606 GN=SARM1PE=1

Sv=1
MVLTLLLSAYKLCRFFAMSGPRPGAERLAVPGPDGGGGTGPWWAA
GGRGPREVSPGAGTE
VQDALERALPELQQALSALKQAGGARAVGAGLAEVFQLVEEAWLLP
AVGREVAQGLCDAI
RLDGGLDLLLRLLQAPELETRVOAARLLEQILVAENRDRVARIGLGVIL | 4

-

Qutput width:|70

SUBMIT || CLEAR
—_—


https://npsa-prabi.ibcp.fr/cgi-bin/npsa_automat.pl?page=npsa_sopma.html
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Conf
Cart e— — —
Ped CCCCHHHHHHHHHCCEEEEEECCCHHHHHCCCCCCCCHHHHHHHHHHH

M GKFEDKLI QS VMGARNFVLVLSPGALDKCMQDHDCKDWVHKEI VTALS

o2 Name : sp|Q6SZW1|SARM1_HUMAN  Copy Link: | nup imicint s uel ac ukip B Downloads
810 820 830 840
Sequence Plot
) Conf
3 0 - p [ ——————— — O
- MELAFLALSAYKLERE P AMsCPRPEARRLAVPCPDGGCGGT G PWWA A G
o T 2 I S S D B T S — Ped CEEEEEECCCCCCCHHHCCHHHHHHHCCCCCCCCCHHHHHHHHHHHHH
BV A £ N RD R VAR ¢ GG N K R € B W R VA M K m s R
i BEVA A G G DAV VWIS R R T o A G KA G NS A K K G G A Y @ R MY MM KNI VPI I DGFEWPEPQVLPEDMQAVLTFNGI KWSHEYQEATI EKI I RF
L T R e ————————
o) As LOPERFARCEUVOASEOT s QGRGPODEGANNELLD s N el MAGET GA gmesn s " & &7 530 590
5 AEBA ) xs LAGEKTRVES0 | cCANQENKREEVE v s T G KSR L & KRR = =
Ve REILPEVE S WKEAKNETWEQGS) o KYCEEERESGQ VY 0 cBEL LR
@B @ s R R R A N Y s T C o SN LA WIS L o8
P T a e K P a Dy e DRy KN s RO GR v o ¢ v 7 1 o W R 5 5 5 0 0
PCTGGKPSGDTPOVEISYRRNSESFGUASUURVNHUGUE HGcF s VFEI DVE Conf
K FPEDRETNGEVMEA R NF VL VLS P GAEBKEMQDHDC K OWNYHKENVYA
KNI VP11 DGEE WS s BENL P EBMEEVET F NG K ws HIE¥QE & T 1K
cr SROSSACSOTSLECAAP MGCP T Cart
_ L ' - Ped CCCCCCCCCCCCCCCCCCCCCCCC
[P — et |
Cptaptesmic A GRSSRDSSAGSDTSLEGAAPMGPT
710 720 730 740
Legend:
Strand Conf: - __cpmlill+ Confidence of prediction
Helix Cart:  3-state assignment cartoon
= Coil Pred: 3-state prediction

AA: Target Sequence Get BNG
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http://bioinf.cs.ucl.ac.uk/psipred/psiform.html
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(3) PredictProtein¥iil|ZE R [ — &5
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o F—_ITHILOE

S Secondary Structure and Solvent Accessibility Prediction for ——
SARM1_HUMAN i?%i‘%Tﬂ?iﬁm , B8

E i;%%_.]_j:ﬁ Ho

Flexibility . E | ’—A% i
Disulphide Bridges What am | seeing Here? This viewer lays out predicted features that correspond to regions within the queried sequence. Mouse over the different ] —

colored boxes to leamn more about the annotations. Note that this panel may show results from two prediction methods: RePROF (new and

experimental) and PROFsec (veteran). The PROFsec method will be retired by the end of 2014. See references below and help sections for hJ A%
Effect of Point Mutations more information.
’J\ _—

Gene Ontology Terms - =~

Subcellular Localization Zoom - Start:1, End:724 = jj A == L
Binding Sites A =+ ;’EI ; ~ /_I_\ %
R IA—IR
Literature Search T —
‘ * ( B/ \E-i l_
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Visual ~ Help
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Predicted localization for the Eukarya domain: Cytoplasm (GO term ID: GO:0005737) Prediction confidence 27
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Euk-mPLoc:

Read Me | Data

>PSARM1

MGPT

Euk-mPLociF

Your input sequence(724aa) 1s:

BRI TS

Citation | Download

{TSARMI1ZE

Predicting subcellular localization of eukaryotic

proteins including those with multiple sites

MVLTLLLSAYKLCRFFAMSGPRPGAERLAVPGPDGGGGTGPWWAAGGRGPREVSPGAGTE
QDALERALPELOQALSALKOAGGARAVGAGLAEVFQLVEEAWLLPAVGREVAQGLCDAI
RLDGGLDLLLRLLOAPELETRVQAARLLEQILVAENRDRVARIGLGVILNLAKEREPVEL
IARSVAGILEHMFKHSEETCORLVAAGGLDAVLYWCRRTDPALLRHCALALGNCALHGGQA
QRRMYEKRAAEWLFPLAFSKEDELLRLHACLAVAVLATNKEVEREVERSGTLALVEPLY
IWSLDPGRFARCLVDASDTSQGRGPDDLOQRLVPLLDSMNRLEAQCIGAFYLCAEAAIKSLQG
KTKVFSDIGAIQSLKRLVSYSTNGTKSALAKRALRLLGEEVPRPILPSYPSWKEAEVQTW
LQQIGFSKYCESFREQQYVDGDLLLRLTEEELOTDLGMKSGITRKRFFRELTELKTFANYS
TCDRSNLADWLGSLDPRFROYTYGLVSCGLDRSLLHRVSEQQLLEDCGIHLGVHRARILT
IMAREMLHSPLPCTGGKPSGDTPDWFISYRRNSGSQLASLLKYHLQLHGFSVFIDVEKLEA
GKFEDKLIQSYMGARNFVLVLSPGALDKCMQDHDCKDWWHKEIWTALSCGKNIVRIIDGF
EWPEPQVLPEDMQAVLTFNGIKWSHEYQEATIEKIIRFLQGRSSRDSSAGSDTSLEGAAP

Accession number

Predicted location(s)

Prediction approach

PSARMI1

s Cytoplasm By fusing PseAA composition

ENERE,

]

Home Page

HREREN


http://www.csbio.sjtu.edu.cn/bioinf/euk-multi/
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o BT UniportZiEEEIXAZEHISARMIZER:

s neXtProt’  NX_Q65ZW1

Display =
Subcellular location

. GO - Cellular component
Publications
Feature viewer Mitochondrion
Feature table Mitochondrion @ € 2 Publications

None Other locations
= Cytoplasm @  # 1 publication
- axon @ @ By similarity
dendrite @ @ By similarity
‘ synapse @ € By similarity
= Note: Associated with microtubules. # By similarity
Mitochondrion

v
o
v
o Graphics by Christian Stolte & Sedn O'Donoghue: Source: COMPARTMENTS
- Manual annotation | | Automatic computational assertion

o B REEMESAIR, BT, BIEHHR,
PIZRRFIE.
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(1) InterProScan T E4S1FSARMI1E
http: //WWW ebl ac uk/interpro/

e
Protein f:
st
EEEEE matches to this protein olour By:  Accession ol 4
s
L
IIIIIII 84
PTHR22908
016!
e 045
0105
5 001
TIR 3676
025

o FZERAEELL6-4025%5 E&kEARM =
18,403-5494b 2 SAMZE AT, 550-679. 2 TIREZEIE,

Al



http://www.ebi.ac.uk/interpro/
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(2) FFICDDFISMART D HTSARM1ERHSSAIE

e CDD: http://mww.ncbi.nim.nih.gov/sites/entrez?db=cdd

A

a9

Conserved | -
C Domains
965 =
Structure Home ] 3D Macromolecular Structures [ Conserved Domains [ _Pubchem | BloSystems

odina nucleotide seauence

Conserved
Domains

NewSearch | Structure Home ‘ 3D Macromaolecular Structures

Conserved Domains | Pubchem | BioSystems |

Conserved domains on [sp|QsSZW1] view |Concise Results v

SARM1_HUMAN Sterile alpha and TIR moetif-containing protein 1 OS=Homo sapiens OX=9606 GN=SARM1 PE=1 5V=1
DCKDWVEKE IVTALSCGKNIVPIIDGE,
RFLOGRSSRDSSAGSDTSLEGRAP,

EWPEPQVLPEDMOAVLTFNGIKWSHEYQEAT

L
e SAM_SARM1-like_repeatl and SAM_SARM1-like_repeat2 domain-containing protein (domain architecture ID 10175642)
Submit Reset | protein containing domains SAM_SARM1-like_repeat1, SAM_SARM1-like_repeat2, and TIR
1 128 20 378 08 528 724
Query seq.,

Specific hits

Superfanilies TIR_Z superfamily

Search for similar domain architectures | @ Refine search | @

1 ist of domain hits

Name Accession

T Description Interval E-value
[+] SAM_SARM1-like_repeat2  $d09502 SAM domain of SARM1-like, repeat 2; SAM (sterile alpha motif) domain repeat 2 of SARM1-like .. AT5-547  T7.48e-37
+] SAM_SARM1-like_repeat! Jcd09501 SAM domain ot SARM1-like proteins, repeat 1; SAM (sterile alpha motif) domain repeat 1 of 409-477  4.82e-30

smart00255 Toll - interleukin 1 - resistance; 561-702 4.35e-22



http://www.ncbi.nlm.nih.gov/sites/entrez?db=cdd
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¢ SMART:
SV

LE'ur!Il: El al. (201
Letunic et al. {2017}

Res doi: 10.1093/na
fs Res doi: 10.1093/nal

Sequence analysis

You may use either a Uniprot/Ensembl sequence iden
to perform the SMART analysis service

Sequence ID or ACC

Protein sequence

LGVHEARTLT
AAREMIHSFLFCTGGEESGITFDVFISYRENSGSQLASII KVHLQLH
YFIDVEEKLEA

GEF EDKLIQS YMGARNF YLYLSF GALDKCMIDHDCED WVHEEL VT AL
KHIVFIIDGF

EWFEFQVLFEIMOAVITFHGTEN SHEYQEATTERTTRFLL
SDTSLEGAAT

MGET

Sequence SMART || Reset
HMMER searches of the SMART database occur by c

Qutlier homologues and hemelogues of known st
PFAM domains
signal peptides

JEANA

internal repeats

o THNMIERE R ZE

SMAR'

Domains within Homo sapiens protein SARM1_HUMAN (Q65ZW1)

+

B sir
SMART MODE: Mo
NORMAL A
GENOMIC P o

keywords... Sear

Sterile alpha and TIR moti-containing protein 1
= || = || Introns || SAVE

Information | Architecture

Length

Source
database

Identifiers

724 aa

UniProt

b-<SAN |-4SAM .Tl )

200 00 400 500 800 70

Interactions = Orthology

SARM1_HUMAN, QGSZW1, ENSP00000468032.2, ENSP00000468032, 060277, QTLGG3, QINXYS, KTAVX3_PANTR, KTAVX3, H2QCH4, G3RG87_GORGO, GIRGET, ADA2ZJETMAS_PONAB, ADA2JBTMAS,

ADAZ2JBLI04_]

PANTR, AQA2JSLI04, QODZNS_HUMAN, QOD2NE

Source gene ENSGO0000004138

Alternative SARM1_HUMAN, J3QREQ_HUMAN, J3KSG7_HUMAN, J3KRZ6_HUMAN

splicing

£409-477F1478-54 7152 B FT

PR INSAMZER, 1£561-7027F(ETIRZE14)IE,


http://smart.embl-heidelberg.de/
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SEQUENCE LENGTH: 724

Using the scale Hphob. | Kyte & Doolittle, the individual values for the 20 amino acids are:

]‘ /ity | V) o Y AAN . | - . _ -
Glu: 3. j: :3.400 His: —3.200 Ile: 4.500 Leuw: 3,800 Lys: —3.900
*U - PrOtscale #1TEJIL7K I\ijj *ﬁ A—}a- éggg Ale’ © 4. B00 Asn: —3.B00 Asp: —3.600 Cys: 2,800 Gln: =3 500

Met: 1.900 Fhe: 2.800 Pro: —1.600 Ser: —0.800 Thr: —0.700 Trp: —0.900
Twr: -1.300 Val: 4,200 : —3.500 @ —3.500 : —0.480

Weights for window positions 1,..,9, using linear weight variation model:

1 2 3 4 B ] 7 g b=l
i.o0 .00 100 100 1.00 1.00 1.00 1.00 1.00
edze center edze

%r‘ ExPASY
- FrotScale output for user_sequence
3 T T T

ProtScale thc:b. | lyte & Doolittle

ProtScale [Reference / Documentation] allows you to compute and represent the profile produced by any amino acid scale on a selected protein

An amino acid scale is defined by a numerical value assigned to each type of amino acid. The most frequently used scales are the hydrophobicity or hydrophilicity s
secondary structure conformational parameters scales, but many other scales exist which are based on different chemical and physical properties of the amino acids
provides 57 predefined scales entered from the literature

ra

Or you can paste your own sequence in the box below

LGVHRARILT - I
A4RENLHSPLPCTGGKPSGDTPDVF TSYRRNSG SQLASLLKVELALEGFS ,E
VFIDVEKLEA J } \ ‘ v ]* || | ] ‘” l \

GEFEDKL TQSYMGARNF VLVLSPGALDKCMQDHDCKDWVHEKEIVTALSCG ‘ |
KNIVPTIDGF

Score
o

Enter a UniProtKB/Swiss-Prot or UniProtKB/TrEMBL accession number (AC) (e.g. P05130) or a sequence identifier (ID) (e.g. KPC1_DROME): 1 F M\ ’ J {\ \ ‘/ 4

EVPEPQVLPEDMQAVL TFNG IKWSHETQEATIEKTIRFLQGRSSRDSSAG
SDTSLEGAAP e -1 F
MGPT v

0 100 200 300 400 500 600 700

Position

o S¥UkIE: Hphob./Kyte& Doolitle, fEATREREERAIHF
A, QMAM MR RKYE, RFEHRIEFKERERE.

o SARM1EHERERIAFEKE,



https://web.expasy.org/protscale/
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FJHsignal4.1 servero i

SignalP-5.0 Server

WC=lEw s Click here to leamn what is new and access previous versions. $p_QBSZW1_SARM1_HUMAN

Prediction: Otner

Protein type Other
k here to read "A Brief History of Sorting Pred e Prote i
Click here to read "A Brief History of Protein Sorting Prediction”, The Protein Joumnal, 2019 Likelihood 00001
Download: u
SignalP-5.0 prediction (Eukarya): sp_Q6SZW1_SARMI1_HUMAN
i | SP(Sec/sP1) —

Submit data (2
The SignalP 5.0 server predicts the presence of signal peptides and the location of their cleavage sites in proteins from OTHER
Archaea, Gram-positive Bacteria, Gram-negative Bacteria and Eukarya. In Bacteria and Archaea, SignalP 5.0 can m
discriminate between three fypes of signal peptides 08

= Sec/SPI: "standard" secr
(Lep)

= Sec/SPIl lipoprotein signal peptides transported by the Sec translocon and cleaved by Signal Peptidase Il (Lsp) 1

» Tal/SPI: Tat signal peptides transperied by the Tat franslocon and cleaved by Signal Peplidase 1 (Lep)

ory signal peplides fransported by the Sec franslecon and cleaved by Signal Peptidase

SignalP 5.0 is based on a deep convolufional and recurrent neural network architecture including & conditional random
field.

@ Protein sequences should be not less than 10 amino acids. The maximum number of proteins is 5000

=5p|Q6SZW1ISARM1_HUMAN Sterile alpha and TIR motif-containing protein 1 0S=Homo sapiens O0X=9606
GN=SARM1 PE=1 8V=1
MVLTLLLSAYKLCRFFAMSGPRPGAERLAVPGPDGGGGTGPWWAAGGRGPREVSPGAGTE
VQDALERALPELQOALSALKQAGGARAVGAGLAEVFQLVEEAWLLPAVGREVAQGLCDAI
RLDGGLDLLLRLLQAPELETRVQAARLLEQILVAENRDRVARIGLGVILNLAKEREPVEL —\\_‘_\

ARSVAGILEHMFKHSEETCQRLVAAGGLDAVLYWCRRTDPALLRHCALALGNCALHGGRQA 0 Tl T T T T T T T T T T T T
VARRMVEKRAAEWLFFLAPSKEDELLRLRAGLAVAVLATNKEVEREVERSGTLALVEFLY MVLTLLLSAYKLCRFFAMSGPRPGAERLAVPGPDGGGGTGPWHAAGGRGPREVSPGAGTEVQDALERALP
ASLDPGRFARCLVDASDTSQGRGPDDLARLVPLLDSNRLEAQCIGAFYLCAEAAIKSLQG

KTKVFSDIGAIQSLKRLVSYSTNGTKSALAKRALRLLGEEVPRPILPSVPSWKEAEVQTW

1 DOIGFSKYCFSFREOOVNGNI || RITFFFI OTNI GMKSGITRKRFFRFI TFI KTFANYS 1

o (ESHITNITHFE0.09909, INHZEANFESS
SiK, RIFDiER.

3030006606000 X X 0K 3000600 00X X X300 0630300 X 000X XXX X X3 X K 0 XX X X X X X X X



http://www.cbs.dtu.dk/services/SignalP/
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AFANetPhos 2.05#7
http://www.cbs.dtu.dk/services/NetPhos/

DTU Bioinformatics Services are gradually being migrated to https:/services healthtech.dtu.dk.
Department of Bio and Health Informatics In the near future, cbs.dtu.dk will be retired. Please try out the new site.

Home
NetPhos 3.1 Server

The NetPhos 3.1 server predicts serine, freonine or tyrosine phosphorylation sites in eukaryotic proteing using ensembles of neural networks. Both generic and kinase specific predictions are performed. The generic
predictions are identical to the predictions performed by NefPhos 2.0. The kinase specific predictions are idenfical to fhe predictions by NetPhosk 0. Prediclions are made for the following 17 kinases:

ATM, CKI, CKII, Cal-Il, DNAPK, EGFR, GSK3, INSR, PKA, PKE, PKC, PKG, RSK, SRC, cdc2, cdk and pJEMAPK.

See the verzion history of this server.

NOTE: the online service at http ./ dtu dki/services/NetPhosK is currently off-line;
for the kinase specific predictions this service should be used instead.

s Output fomat PhosphoBase
SUBMISSION
Paste 3 single sequence or several sequences in FASTA format into the field below:

GEFEDRLIQSNGARNEVLYL SPG AL DK CNADHDCEDWVHRETV TALSCGENIVE TIDGF -
ENPEFQVLFEDNQAVL TFHG TEVSHE TQEATIEK T TRFLAGRSSRDE5AF SDTSLEGAAP
MGPT 4

Submit a file in FASTA format directly from your local disk:

BETE | FEEEATE


http://www.cbs.dtu.dk/services/NetPhos/
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TyrixEnr

Phozphorylation potential

NSGSALASLLEVHLQLHGF SVFIDVEKELEAGKFEDELIQSVMGARNFVLY &
LSPGALDECMGDHDCEDWVHREIVTALSCGENIVP IIDGFEWPERQVLPE &
DMQAVLTFNG IKWSHETQEATTEKIIRFLOGRSSRDSSAGSDTSLEGAAR  #
MGPT #
#
#

MHetPhos

Ton
780
a00
250

50

UG =T

3.1a: predicted phosphorylation sites in Sequence

Serine ———
Threonine
Turosine ———
Threshold

=

E

IJI'.I

EIH

1684 p=i=1c] 280 488 Sag

Segquence position

EJZjJﬁ?éEMJC{_L,mo 1%

N539 1 Serbxk:

T
sE@

=lc} 280

1L 19\Thriks

A3

IR ERERAN R DT,
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NetOGlyc 4.0 Server:

SP_QESTHA_SARMI_KIMAY  net0GLyc—4 0.0 13 CARBONYD 408 408 048271
NetOGlyc 4.0 Server - prediction results SPQESTHI_SARML KINAY  net0GLyc4 0.0 13 CARBONYT 411 411 0156403
SP_QSSTHI_SARML KINMAY  netOGLyc—4.0.0. 13 CARBONYD 419 419 0126684
“ Technical University of Denmark SP_QSSIN1 SARMI HINAY  netOGLyc—4.0.0.13 CARBONYD 427 427 0.118643
SP_QGSIWI_SARMI_HINAY  netOGLyc—4.0.0. 13 CARBONYD 432 432 0.0204182
SP_QSSINI_SARII_HMINAY  netOGLyc~4.0.0. 13 CARBONYD 447 447 0.10515
SP_QASTHA_SARI_KINAY  net0GLyc—4 0.0 13 CARBONYT 463 4E3 0 4FeRR
Hgfiversion 2 SP_QESTH_SARM_KINAY  net0GLyc—4 0.0 13 CARBONYT 459 459 0 1ees1
Mhsource—version Net0Glye 4.0.0.13 SPQESTHI_SARML KINAY  net0GLyc4 0.0 13 CARBONYT 462 462 051709 ¥POSTTTVE
Whdate 19-12-30 SP_QSSTHI_SARML HINAY  netOGLyc—4.0.0. 13 CARBONYD 471 471 0.239615 . .
WTvpe Frotein SP_QSSIN1 SARMI HINAY  netOGLyc—4.0.0.13 CARBONYD 475 4T 0.178525
feqnane cource featurs stert end  score strand frame  comment SP_QGSIWI_SARMI_HINAY  netOGLyc—4.0.0. 13 CARBONYD 480 480 0.129948
SP_QESIWL_SARML_HUMAW  net0Glye—.0.0.13 CARBOHYD 4 0. 0808595 . . SF_RASINI_SARMI_HIMAN  netOGLye—4.0.0.13 CARBOHYD 481 481 0.248317
SPQSSTHI SARNI HIAN  nat0GLyemd 00 13 R 8 8 £ BNy SP_QASTHA_SARI_KINAY  net0GLyc—4 0.0 13 CARBONYT 485 485 0226003
SPTSSTHI SARNI HIAN  met0GLyemd 00 13 TR e " o, SP_QESTHI_SARMI_KINAF  net0GLyc—4 0.0 13 CARBONYT 493 493 0308134
SP_QGSIWL_SARMI_HUMAN  netOGlye—4.0.0.13 CARBOHYD 39 39 0. 540034 . . H#POSTTIVE SP_QESZH1_SARMI_HIMAN  netOGLyc—4.0.0.13 CAREOHYD GE 2 Q2R
SP_QBSIWL_SARMI_HUMAN  netOGlye—4.0.0.13 CARBOHYD 54 54 0. 907625 . . H#POSTTIVE SP_QESZH1_SARMI_HIMAN  netOGLyc.0.0.13 CAREOHID S0 ST J 7 625
SP_NESIWL_SARMI_HUMAN  netOGlye—4.0.0.13 CARBOHYD 59 59 0. 210959 . . SP_QESIH1_SARMI_HIMAN  netOGLyc—.0.0.13 CAREOHID g9 e GiETEE
SPUESTHL SARNI HIGN  metGLye—d. 0.0 13 T = = T i i SP_QGSIWI_SARMI_HKINAY  netOGLyc—4.0.0. 13 CARBONYD 519 619 0.467744 . .
P QESTWI SARNI MY met0CLye—d. 0.0 13 T - SR i i SP_QSSINI_SARII_HMINAY  netOGLyc~4.0.0. 13 CARBONYD 540 640 0.517058 . . APOSITIVE
SP QGSTHL SARNI HMINAN  met0Clyecd 0.0 13 Ao TR R Glerrep SP_QASTHA_SARI_KINAY  net0GLyc—4 0.0 13 CARBONYT B4 48 0 BOSE9G APOSTITVE
SP QESTHL SARNI MU met0CLyend. 0.0 13 R ¥E 63 (oEes SP_QESTHI_SARMI_KINAF  net0GLyc—4 0.0 13 CARBONYT 553 EE3 0698127 H4POSTITVE
SP QESTHL SARNL HIIGH  met0CLuend, 0.0, 13 R YD [ aeohs P QSSTHI SARMIL KINAY  netOGLyc—4.0.0. 13 CARBONYD 558 58 D.738868 . . HPOSTITVE
T TN et 0, 18 RIS 50 BD o : : SP_QSSTHI_SARML HUNAN netUG]]:yc‘d 0.0.13 CARBONYD 561 B8l 0.579692 . . HPOSTITVE
T ST e 0, 18 RIS = B e : : A CARBONYD 567 667 0.627469 . . 4POSITIVE
SP_QESIWL SARML MUMAW  netOGlye—d. 0.0, 13 CARBOHYD 278 278 00731779 . . SP_RGSIN1_SARMI_HUMAN  netOGlyc—.0.0.13 CAREOHID 67z 672 0.258596
SP_QESTHI_SARML_HIMAN  netOGlyc—d. 0.0, 13 CARBOHYD 280 700 0. 0615579 SE_QBSTNI_SARMI_HUMAY  net0Glye~d 0.0.13 CARBOHYD gr4 EM D237
SP_RASIWI_SARMI_MIMAN  net0Glye—4.0.0.13 CARBONYTD zoz 2oz 011821 SE_QASIND_SARMI_MUMAR  netGlye—d 0.0.13 CAREOHYT BE G OEEES
o ot SP_QESTHI_SARMI_KINAF  net0GLyc—4 0.0 13 CARBONYT 590 EAD 0123846
SP_QGSTWI_SARML_MUMAN  net0GLyo—4. 0.0, 13 CARBOMYD ;02 302 0.187126
P QSSTHI SARMIL KINAY  netOGLyc—4.0.0. 13 CARBONYD 610 B0 0.0321073
SP_QGSTWI_SARMI_MUMAN  net0GLyo—4. 0.0, 13 CARBOMYD 36 316 0.267856
SP_QSSTHI_SARML HUNAY  netOGLyc4.0.0. 13 CARBONYD 622 622 0.0420665
SP_QESZWL_SARML HUMAN  netOGLyc—4. 0.0, 13 CARBOHYD 318 318 0.0883836
SP_QBSIHI_SARMI_HINAY  netOGLyc4.0.0. 13 CARBONYD 845 645 0.125417
SP_QESZWL_SARML HUMAN  netOGLyc—4. 0.0, 13 CARBOHYD 319 319 0.281675
SP_QGSIWI_SARMI_HMINAY  netOGLyc—4.0.0. 13 CARBOHYD 648 645 0.0546333
SP_AESTHL_SARMI HIMAN  net0GLye—d 0.0 13 CAREOHYT 336 336 0.132384
SP_QGSIWA_SARMI_MINAY  netOGLye-4.0.0. 13 CARBONYD 617 677 0.117755
SP_QESTHI_SARMI_HIMAN  net0GLyc—d 0.0 13 CAREOHYT /7T 3T 00377712
SP_QESTM_SARM_KINAF  net0GLyc—4 0.0 13 CARBONYT 684 6B 0 238444
SP_QBSTWI_SARMI _HIMAN  net0GLys—d 0.0 13 CAREOHYT 362 362 00604069
SP_QESTHI_SARMI_KINAF  net0GLyc—4 0.0 13 CARBONYT 691 BB 008312
SP_RESZHL_SARML_HUMAN  net0Glye—4.0.0.13 CARBOID Se8 58 0. & ey SE_QESTWI_SARMI_HIMAF  metOGlyc—d.0.0.13 CAREOHYD 03 703 0601622 . . 4FOSITIVE
SP_QESIWL SARNL_HUMAN - metDGlye—t.0.0.13 CARBOIED) & & (0, PoiiaEry SP_QESTHI_SARMI KIMAF  netDGlye—d. 0.0.13 CARBOHYD 04 04 0.5549 . $POSITIVE
SP_QESZHL_SARML_HUMAN  net0Glye—.0.0.13 EARBOIIVD) e i 0, AT o o SP_QGSINI_SARMI_JIMAR  netDGlyc—4.0.0.13 CARBOHYD w7 07 0.62668 . $POSITIVE
SP_QESTHL_SARML MUMAN  net0GLyc—4. 0.0, 13 CARBOHYD 1 3L 0.642423 . . #POSTTIVE T e .5 CAFRORID L APOSTITVE
SERESZR IS AR I HI e S HGT  GRd CL3 CARBITD &2 g2 OOE HEOSTTIVE SPQGSTHI_SARMI HUMAN  netDGlye~d. 0.0, 13 CAREOHYD M7 0713066 : : APOSTITVE
SP_QGSTHI_GARMI _HIMAN  net0GLyc—d 0.0 13 CAREOHYT 385 385 0.594133 HPOSTTIVE T AT Y eofa 00 TS oe o Beenn
SP_QESTWL_SARML_HUMANW  net0GLlye—d. 0.0.13 CARBOHYD 387 387 0. 462786 SP_QESTHI SARMI HIMAY  netOGlyc—4 0.0 13 CAREOHYD 714 714 0. 798EET 4FOSTTIVE
SP_QGSTWI_SARMI_MUMAN  net0GLyo—4. 0.0, 13 CARBOMYD 408 408 0.482781 T AT AT AT e 6.0, SR e

N

NetOGlyc 4.0 Serverp#THSARMIEHB 181NE
ERO-EEMUR (91{EXKT0.5)
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NetNGlyc 1.0 Server:

Asn—Haa—Ser/Thr sequons in the sequence output below are highlighted in blue.
Asparagines predicted to be N-glycosylated are highlighted in red.

Output for 'sp_Q6SZW1_SARM1_HUMAN'

HetMGluc 1.8: predicted M-glycosylation sites in sp-QESZW1-SHRM1I-HUMAN

Hame: sp_Q6SIWL_SARNM1_HUMAN Length: 724
MYLILLLSAYELCREFFAMSGPREPGAERL AVPGPDGGGG IGPWWAAGGRGPREVSPGAGTEVQDALERAL PELQQAL SALK 80 Threshold
QAGGARAVGAGLAEVFQLYEEAWLLPAVGREVAQGLCDATRLDGGLDLLLELLQAPELETRVQAARLLEQILYAENREDRY 160 —_ Fotential
ARTGLGVILNLAKEREPVEL ARSVAG ILEHNFKHSEETCQRLVAAGGLDAVL YWCRRTDPALLRHCAL ALGHCALHGGQA 240 !
YOQREMVEKRAAEWLFPLAFSKEDELLELHACLAVAVLATHKEVEREVERSGTLALVEPLVASLDPGEFARCLYDASDTSQ 320 'E‘ 1
GRGPDDLQELVPLLDSHELEAQCIGAFYLCAEAATKSLOQGKTEVFSDIGATQSLERLYSYSTHG TESALAKRALRLLGEE 400 i
VPRPILPSVPSWKEAEVQTWLQQIGFSKYCESFREQQVDGDLLLRL TEEELQTDLGMKSG I TRKRFFRELTELKTFANTS 480 *
TCDPRSHLADWLGSLDPRFRQYIYGLVSCGLDRESLLHRVSEQQLLEDCG THLGVHRARILTAAREMLHSPLPCTGGEPSGD 560 2 a.75 4
TPDYFISYRRENSGSQLASLLEVHLQLHGFSVYF IDVEEKLEAGKFEDKLIQSVMGARNFYLVL SPGALDKCMQDHDCEDWYH 640 [
KEIVIALSCGKNIVPIIDGFEWPEPQVLPEDMQAVL TFNG IKWSHEYQEATIEKIIRFLOGRS SRDSSAG SDTSLEGAAP 720 2
MGPT +
B .. 80 2 e.s
f .- 160 @
- -- 240 3
- - 320 =d
f .- 400 ™ B85
= oo 480 =
- - 560
- -- 640 a T T T T T T T
: T ;gg a 188 p=g=]x] fel= ] 488 Sea [==1x) Foa
Sequence position
{Threshold=0.5) . . .
Graphics in PostScript
Seqlane Position Potential Jury F¢lye
agreement result
=p_Q6SIW1_SARM1_HUMAN 383 NGTK  0.5694 (679) +
sp_QBSIW1_SARM1_ HUMAN 478 HYST 0. 4308 {6/59) =
— Vi
VAN, (s B R pu=) o "1 /\ER
—
e NetNGlyc 1.0 Servers; | BB 1 M
. L 1 ' =
. -

N-TEEMAR (D{EXT0.5) .
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FRAYSARM 1’"5_\

I5Z1Y

A,
3535\ @5-’25 *Dﬂﬁi

H
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HSH UM
AR NEAOA

Filter b‘y’: +. Download # Columns > 1to 25 of 1,257 P Show .
. \ s s s M s s s
Reviewed (26)
Swiss-Prot 6PDS3 SARM1_MOUSE NAD(+) hydrolase Sarml Kiaa0524 Mus musculus (Mouse) 724
SARM1
Unreviewed (1,231) . . .
TrEMBEL L SARM1_HUMAN NAD(+) hydrolase SARM1 KIAADS24, Homeo sapiens (Human) 724

Popular organisms

Human (19)
Fruit fly (7)
Mouse (7)

C. elegans (

=)

Bovine (4)

Other organisms
Go

Search terms
Filter "sarm1" as:

Aana namea 1315

F1QWAS

D3ZUM2

SARM1_PIG

SARM1_DROME

SARMI1_CAEEL

SARM1_DANRE

D3ZUMZ2_RAT

K7AVKX3_PANTR

HZNT32_PONAB

SARM1

NAD(+) hydrolase
SARM1

NAD(+) hydrolase
sarml

NAD(+) hydrolase
tir-1

NAD(+) hydrolase
SARM1

Sterile alpha and TIR

motif contain...

SARML1 isoform 2

SARML1 isoform 2

SAMD2, SARM
SARM1

Ect4 dsarm, CG43119

tir-1 nsy-2, F12B10.1

sarml

Sarml
Sarm1_predicted,
rcG_33312
SARM1
CK820_G0028416
SARM1
CR201_G00334592

Su g 725
Drosophila melanogaster (Fruit fly) 1,360
Caenorhabditis elegans 1,000
Danio rerio (Zebrafish) (Brachydanio rerio) 713
Rattus norvegicus {Rat) 724
Pan troglodytes (Chimpanzee) T
Pongo abelii (Sumatran erangutan) {Pongo 724

pygmaeus abelii)
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K FBphylipdR {418 KT A N :

» phylip-3.695 » exe .
B Clustal¥ 2.1 | KX C\Users\16950\Desktop\phylip-3.695\exe\seqboot.exe

) #
: C
File Edit Alignment Trees Colors Quality Help ] fonts ¥rite out data sete or just weights? Data sets
Input sequences interleaved? TYes

3

- I

_| font6 0 Terminal type (IBM PC, ANSI, none)? IBN PC
1
2

1Ky

Fead categories of sites? MNo

(W gendist.exe Print out the data at start of run HNo

Mode: Multiple Aliznment Made » Font: 16 - 1 JavaPreview.ps Print indications of progress of run Yes
k. kitsch.exe T to accept these or type the letter for one to change
=0 mix.exe 5
05 =0 move.exe

k neighbor.exe Random number seed (must be odd)?
' B

| outfile

"0 pars.exe completed replicate number 10
completed replicate number 20
completed replicate number 30

1 Rhinopithecus
SARM]1 Macaca

-0 penny.exe

SAEM]1 Human 5% promlexe completed replicate number 40
. 5% promlk.exe completed replicate number 50
AEMI1 Chlmpanzee 5% protdist.exe completed replicate number a0
—_ ; 3& completed replicate number 70
SARM]1 Mouse Y protpars.exe completed replicate rmumber 30
. = restdist.exe completed replicate rmumber 90
Smj—_Rat = estmlexe completed replicate number 100

\.¥ retree.exe

Output written to file “outfile”
| SARM1.phy

H seqbootexe Done.
v E; treedist.exe

Fress enter to quit.

B 5cHclustalX2. LiH{TZ FFIELXS SR F Aphyt&, ARG
73 phyllpij\ﬁ:@, 1=17Seqgboot . Prodist, Neighbor,
Consensefgfr, B2 EENRFREN.,
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> phylip-3.695 » exe »

b C\Users\16950\Desktop\phylip-3.695\exe\ne +—— SARMT Mous
"~ A
EFE 0] Dutgroup
drawtree.dll L Lower—triangular data ma +__1 [][]_I

. - R Upper-triangular data ma

L DrawTree.jar 5 Subreplic | +o————— SARM 1 Rat

| DrawTree)ava.exe i) Eandomize input order of spe

10 factor.exe |  hnalyze multiple data +——1 _[”]—l

0 Terminal type (IBM FC, ANSI, n
| file1 1 Print out the data at start o I I R SARM’I Ma[a
| file2 2 Print indications of progress o
Fitch. 3 Print out 4+ _______ | + _I

b {;;ﬂexe 4 Write out trees onto tree 1'[”]

:funtE I I +-——— SARM.] Rhln

| font3 T to accept these or type the lett I I

| fontd |4

| font5 Cycle 3@ species & (  0.00841) jo I +---—— 5ARM1 HIJITIa
| fonts Cyecle 2: species 1 € 0. 00001 jo
(W gendist.exe Cycle 1: .nude 1 {  0.002268) joins I

i last cycle: .

| JavaPreview.ps node 1 £ 0.00138) joins species F e SJHH.RM1 Chlm
b kitsch.exe » »

0 mix.exe Cutput written on file "outfile

"0 move.exe Tree written on file “outtree”

I neighbor.exe

Done. . L
| outfle one remember: this is an unrooted tree!
" | outtree

Fress enter to quit.

 MphyliphERI RIS EMATLURT, INSAIABSARMIE
SR, SARSHBRIRERE, AFZEEN
SARM1EHLEIRI.
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File Analysis Help
= Te 2 Y m & i
Align T Nata T Morlels T Nistanre T Niversity T F‘hvlnnpnvv | lse
: [ m7: Alignment Explorer
Ti
+ 1 Data Edit Search Alignment Web Sequencer Display
o= =& fi 1 o E
Protein Sequences
Species/Abbry Group Mame | * * ull il el b
1. SARM1_Human ERALPEL
2. SARMA_Chimpanzee ERALPEL
3. SARM1_Rhinopithecus roxellana ERALPIEL
4. SARM1_Macaca nemestrina ERALPEL
5 SARM1_Mouse ERSLPEL
6. SARM1_Rat ERSLPEL

e MSARMI1ZEH: \é}Evat

IJI'.I

SARM1EHSE SR
Lopy 2/ NEFOAER,

I ETERGEREN

SARM1 Human

a4

SARM1 Chimpanzee

94

SARM1 Rhinopithecus roxellana

SARM1 Macaca nemestrina

100

SARMT Mouse

SARM1 Rat

ERIRT LRI, AFOE
HIXB&22¥75K

2I2IERY
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e |-TASSER:

Home Research Services Publications People ng Job Opening Facili News Forum Lab Only
Online S T—
= “I-TASSER
QUARK ", Protein Structure & Function Predictions.
LOMETS (The server completed predicti for 513709 proteins submitted by 121873 users from 146 countries or regions)
COACH (The template library was updated on 2019/12/23)
COFACTOR

I-TASSER (lterative Threading ASSEmbly Refinement) is a hierarchical approach to protein structure and function prediction. It first identifies structural templates from the PDB by
MetaGo multiple threading approach LOMETS, with full-length atomic models constructed by iterative template-based fragment assembly simulations. Function insights of the target are then
o tn | derived by re-hreading the 3D models through protein function database BioLiP. I-TASSER (as ‘Zhang-Server)) was ranked as the No 1 server for protein structure prediction in recent

MUSTER
community-wide CASP7, CASP8, CASPY, CASP10, CASP11, CASP12, and CASP13 experiments. It was also ranked as the best for function prediction in CASPS. The server is in
CEthreader active development with the aoal to provide the most accurate structural and function oredictions usina state-of-the-art alaorithms. Please reoort problems and questions at |-TASSER
] [About] [FAQ]

20 40 ~a an

| .

| ore
Sequence MVLTLLLSAYKLCEFFAMSGPRPGAERLAVPGPDGGGG TGPYWALGGRGPREYSPGAG TEVQDALERALPELQQAL SALEQAGG ARATVG AGLAE' accuracy: profile of the top Iz
Prediction C555HHHHEHHHHHHHHAACCCCCCCCCCCCCCCCCCCCCCHHHCCCCCOCCCOCCCK e B —
Conf.Score 9131280999000300085808T644068089863366787623204TH0A00AT 286 7 TAO2647
H:Helix: 3:5trand: C:Coil (Bv right-click on the images, you can export image file or chanpe the configurations, 2.g. modi
20 40

Sequence MVLTLLLSAYKLCRFFAMSGPRPGAERLAVPGPDGGGG TGPYWALGGRGPREVSPGAG TEVADALERALPELQQAL SALEQAGG ARAVG AGLAE'
Prediction 33000000002001101121233334314213344324422123343333540354334403300230043034104314A3A325302400431

Values range from 0 (buried residue) to 9 (highly exposed residue)

alue is deduced from threading temp
nere B 1= the B-factor val

T 1 profile in the
1ead more about

rresponds to the normalized
predicted normalized B-factor)

Normalized B-factor Helix . Strand

8

©

i

T -

g 0 100 200 300 400 5

= Residue NUmber Reset to intial orientation | - Spin On/Off Reset to initial orientation
+ Download Model 1
« C-score=-2.36 (Eead more about C-score) « Download Model 2
« Estimated ThM-score = 0.44=0.14 e C-score=-191

+ Estimated RMSD = 14.0=3 04

ing the backeround celor or stopph

Spin On/Off


https://zhanglab.ccmb.med.umich.edu/I-TASSER/
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