Sequence analysis of protein
MB21D1
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Cyclic GMP-AMP Synthase Is a
Cytosolic DNA Sensor That Activates
the Type | Interferon Pathway
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Amino acid sequence of mouse MB21D1 protein (E330016A19).

MEDPRRRTTA
DTTEKPRAPG
DPELPAVREP
EEVLDKLRLK
TEHRVRISAFHN
FLEGEVLSAT
PEEISVDTIL
NAKDGHNSFOG
MEXLLEQLEK
KELLAFFLECL
FPIFDKL

PRAKKPSAER
PRVHPARATE
FPADPEREK
BEKDISEARET
EFDVMFELEV
KMLSKFREKII
ATL.ESKGSHWPI
ETWRLSFSHT
EFQELDAFCSE
HTEKLDHYFI

APTDPSRTRA
LTKDAOPSAM
VVRGPSHRERG
VHEVVERLLR
PRIELOEYYE
KEEVEEIKDT
STEKEGLPIOG
EKYILNNHGT
YTHVETRIFHM
PEFNLFSQEL

HAESCGPORG
DAAGATARFR
ARSTGOPRAP
RMDKRESEFK
TGAFYLVEFK
DVSVEKEKPG
WL.GTKVRTNL
EKTCCESSGA
WTQDEQDSOW
IDRKSKEFLS

ARSRRAERDG
VRVPOOOAIL
RGSRKEPDKL
GVEQLNTGSY
HIPRGNPLSH
SPAVTLLIRN
RREPFYLVPK
KCCREECTLET
DPRNLSSCFD
KKIEYERNNG

Peptides identified by mass spectrometry are shown in red.



ProtParam tool

ProtParam (References / Documentation) is a tool which allows the compu
for a user entered sequence. The computed parameters include the molecu
half-life, instability index, aliphatic index and grand average of hydropathicit,

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

Enter a Swiss-FProtTrEMEL accession number (AC) (for example POS130)

Qryau can paste your own sequence inthe box helow:

MOPWHGELMOR LS EAGATAPKAS AR ARGAPHDPTESPALAPERLAL PELAGEFGPARESGSE
OEESAPDTOERPPVEATGARAKEAPQRAQDTORIDATIAP GAEGLEPPAAREPALIRAGS
CRORGARCITEPRPPPGPUDVPSPGLPVIAP ILVERD AAP GASKLRAVLEELELSREDD IS
TAAGMVESVWDHLLLELECD 3 AFRGVGLLN TG Y YEHVE IS APNEFDVHFELEVPRIQLE
EYSNTRAYYFVEFEENFEENPLEOFLEGEILSASKNLSEFREITIEEEIND IKD TDWV INER
KRGGEPAVTLLISEEISVDITLALESESINMPLSTOEGLRIQNWLS AKVEEQLELEFFTLY
PEHAREGNGFOEETWRLIFSHIERKE ILNNHGESETC CENKEEECCREDCLELMEYLLEQL
KERFEDEEHLDEF 33 THVETAFFHVCTONPODIOWDREDLGLCFDNCVTYFLOCLERTEEL
ENYFIPEFNLFS3HLIDERSKEFLTEOQIEYERNNEFPVFDEF

[ EESET ” Compute parameters

Number of amino acids: 522
Molecular weight: 58814.4
Theoretical pl: 9.54



Putative conserved domains have been detected, click on the image below for detailed results.
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MB21D1 belongs to Mab-27 family

UriPrd;.:.i > UniProtk B
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Search in Query

Protein KEnowledgebase (UniProtEB) | family:Mab-21

1 -25 of 30 results for family:Mab-21 in UniProtkB sorted by score descending B
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MB21D1 may function as a nucleotidyltransferase

Downlaad: 70

Alignment

The seed alignment for this family in the PANDIT database contains 122 aligned sequences:

Wwww
DB7229 SLACT/24-161 007205 LEIMA/IDES-1163 OAS] RAT/34-140 (EGT HURMATIEE-A74] C

The full alignment for this famly in the Pfam database contans 4119 aligned sequences &



There were 1 matches in SMART for yvour query NTP_trarsf 2 Besults are sorted based on relevance.
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Pfam domiain

A small reglon that overlaps with & nuclear localization signal and binds to the RNA primer. .
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Family: NTP_transf 2 (PF01909) 1

96 arch

|Summary Summary: Nucleotidyltransferase domain

Domain organisation

Pfam includes annotations and additional family information from a range of difi
Clan

Alignments Mo Wikipedia article | Pfam  Interpro

HMM logo

This tab holds the annotation information that is stored in the Pfam database,
Trees this tab will be gradually replaced by the Wikipedia tab.

Curation & model Nucleotidyltransferase domain
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Pfam Clan

This family is a member of clan NTP_transf (CLO2G0), which contains the following 19 members:

Sdenyl cycl M |adenyl transt DUF1693 DUF1514 s DLUFZ94
L0 i e E— ] : GlnE Lich Mab-21) Mdcs
Mmp37 TP transf 2 Muc-transf Polys pol s pol Fels SpoT
LUPFO157

Nucleotidyltransferase (NTase) family includes adenylate cyclase, poly[A]
polymerase and DNA polymerases, and is relative to Mab-21 family.

Results

» ahow only reviewed [4) & (UniProtkB Swiss-Prot) or unrewewed (1) % (UniProtkBMTrEMBL) entries

Entry Entry name Status - Protein names [-2:21]
] cEnGsd M2101_HUMAN 5 Protein MB21D1
[]  ceceLs QBCeLS_MOUSE . Protein E330016A19Rik
[0 csxeer PAPDY HUMAN . DHA polymerase sigma
0 P29728 0AS2 HUMAN i 2" 5"-oligoadenylate synthase 2
] PO4053 TOT_HUMAN r DNHA nucleotidyle xotransferase
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160 PGASKLEAVLEKLKLSRDDISTAAGMVEGYVDHLLLRL-KCDSAFRGVGLLNTGSYYEHY 218 M21D1 HUMAN
145 FKEPDELFEVLDELRLEREDISEAAETVNEVVERLLRRMUFRESEFEGVEQLNTGSYYEHY 204 M21D1 MOUSE
I GSFEEEE 7 Motifl
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219 EISAPHNEFDVMFELEVPRIQLEEYINTREAYYFVEFEENPEENPLAQFLEGEILSASEMLE 273 MZ1D1 HUMAN
205 EISAPNEFDVMFELEVPRIELOEYYETGAFYLVEFERIPEGNPLAHFLEGEVLIATEMLE Z64 Mz21D1 MOTURE

& -EEEERDEDE---------———— 16 Motifl
g L 1 1t 17 Motifz
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>Q3C6L5_MOUSE MB21D17 exhibits structural and sequence homology to the

>M21D1_HUMAN caltalytic domain of ollgoadenylate synthase (OAS1)
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garnier{v6.0.1) - Predicts protein secondary structure using GOR method Fradd to ToolBox

Fredicts protein secondary
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MB21D1_MOUSE
RLLRRMQKRESEFKGVEQLNTGSYYEHVKISAPNEFDVMFKLEVPRIELQEYYETGAFY
HHHHHHHHHHHHHHHHHH EEEEE  HHHHHHHHHHHHHHHHHH HHHH
MB21D1_HUMAN
DHLLLRLKCDSAFRGVGLLNTGSYYEHVKISAPNEFDVMFKLEVPRIQLEEYSNTRAYY

HHHHHHH  EEEE EE EEEEEE  HHHHHHHHHHHHHHHHH HHH
OAS1_HUMAN
LKERCFRGSSYPVCVSKVVKGGSSGKGTTLRGRSDADLVVFLSPLTTFQDQLNRRGEFI
H EEEEEEEE EEEE EEEEEEE EE H

Predicted secondary structure is indicated above, alpha helices (H) and beta strands(E)






