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EExPASYy¥#ZNGB_HUMAN

umr:m"'::} » UniProtKB Downloads - Contact - Documentation/Help

Searchin Query
Protein Knowledgebase (UniProtkB)  +  NGB_HUMAN | Fields »

Search Blast * Align Retrieve |D Mapping *

o Send feedback
o Read comments (0) or add your own

+ Reviewed, UniProtKB/Swiss-Prot QAINPG2 chmtfibute

(NGB_HUMAN)

Last modified May 3, 2009. Version 66. £ History...

s 2 Clusters with 100%, 90%, 50% identity | "~ Documents (4) | ;3 Third-party data | 5 Customize TEXT RDF/XML | GFF

display FASTA

Names and origin - Protein attributes - General annotation (Comments) - Ontologies - Sequence annotation (Features) - Sequences - References
- Web resources - Cross-references - Entry information - Relevant documents

RFEBRFS/9.fastatszy
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( Your search s fmfed o rcordsmafohin enre query.Edg0a [ORGN]. Distribution of12 Blast Hits on the Query Sequence ¢
Eotand Resubmi - Seie e lra DH gp »oinoad Mouse-over to show define and scares, click to show alignments

ST bl Iteration 3 Color key for alignment scores
<40 4050 50-80 80-200 *=200

Nelrogobin

Query D K778 Database Name isspot

Desciption Newragobin Descrpton Non-edindant Swisft sequences
Wolecul type: amino Program BLASTP .00+ » i
Query Length 151
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Thorsten Burmester Cytoglobin: A Novel Globin Type Ubiquitously Expressed in
Vertebrate Tissues. Mol. Biol. Evol. 19(4):416-421. 2002



FFAIMATE

=LA

&2 B I BYSERRI FE

Al

g@?LéIXI AP B-ABT B -85R} - AR - KRS
H
T TN - 15 2 B - B - M o -
s LR - BRE - AR - KB - 1
o HEN - REE - AR - AB - 8AR - A
LA -2 P B - Bl - 7K SR - 7Kt
LA - BT, B - P el - RO I e g - S e
| HELRN -SSR E-RER-RPERE-R TR
NNl o S-S TV -SE B -Se RS B - SE L2
L - B -BERl - BT Rl - 1mRE B - 1Lk AE
: -4 194N - S B -5 B - SR - TUR D
REIR D ITEER A LASAEY) B-REE
HFEG AR RIEHES e AN-REETN- AR E-EE
&R, BRIfIRRSHE LR -G E - SRR - AR E- AR
MeTERMMAREERC, I - P B RSORS00 E - ENE




“# AMMTERS T

AN
—]
Intl
Uil

= HRIRFSIRRGIE
= HRIRFFS AR E DT

\ N
=~
ozl
AL

‘?LE)J% RS

alphadEE(LL

LUI




A1 2F M ERHRRFYEREEER DT

A

Quer [0 Sequence length
P02008  Hemoglobin subunit zeta  HBAZ HUMAN
P69892  Hemoglobin subunit gamma-2 HBG2 HUMAN
P02042  Hemoglobin subunit delta  HBD HUMAN
P69891  Hemoglobin subunit gamma-1 HBGI HUMAN
P68871  Hemoglobin subunit beta  HBB HUMAN

Jeore E

Sequences producing significant aliguments: (Bits) Value

0 g \L HMAN RecWame: Full=Hemoglobin subunit zeta;... 182 3e-47 E

0 2p| 26 AN Reclame: Full=Hemoglobin subunit gama... 180  2e-46 E

0 g N RecWame: Full=Hemoglebin subunit delta;... 179 Se-46 E
AN Reclame: Full=Hemoglobin subunit gamma... 170  fe-46 E
[ RecWame: Full=femoglebin subunit beta; ... 178 Ie-4 Eﬂ

P69905  Hemoglobin subunit alpha  HBA HUMAN
P02100  Hemoglobin subunit epsilon HBE HUMAN
P09105  Hemoglobin subunit theta-1 HBAT HUMAN
QoBOK9  Hemoglobin subunit mu HBM HUMAN
P02144  Myoglobin WG HUMAN
QI  Cytoglobin CYGB_HUMAN
QUNPG2  Neuroglobin NGB HUMAN

[N RecWame: Full-Hemngqlobin subunit alpha;... 176 3e-43 E
AN RecName: Pull-femoglobin subwnit epailo... 174 le-44 E
\T VAN Recliame: Full=Hemoglobin subunit theta... 171 le-43 E
| BMEN Reclame: Full=Hemoglobin subunit my; Sh... 168 le-42 E
G SN RecName: Pull-Mynglobin 0 fe-40 E

9 Ten[d
0 T

A "HBA_HUMAN" £

ExPASy={2EY 51, FiblastP FRIEN12MEHNERER
EARNERBPHEZERR125EE
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1" Cross Reference” &N EHRIINEE
CDSﬂTﬁ%z SR

F1255CD SRS 5z — " FASTAS |, #5512
FEREFF RS — T FASTASUS
1247GSDS

The CDS sequence and the zenomic sequence of the same zene must use the same sequence ID in fasta file
@ CDS sequences [Fasta l‘? @ Genomic sequences (Fasta @)

Load file:




45232587 ) 45231997 ] HC_000016.8
—_—
HA_ 0001 84. 2 —l—¥8B VF_000175.1 CCDE7755.1
B - coding region 0 - o0l 4:8:n
45247949 ] 5246156 ]
g ¥
HA_ 0053303 I —E———————— B F_005321.1  CCDETTSE1
B - coding region B - HE-GO004T Gion
T2045377 T2035035
) E‘] :1 : HC_000011 .8
—_— -
HA_134268. 3 i HEE HF_F00030.1  CCDE11 7461 )
B - coding region B -HECONODESL, Pesion NH_p001E4.2 B NP 0001751
- coding reaion B - untranslated resion
o 76807405 ] A 76301587 ]
—_—
HA_ 0212573 ¥}l F_067080.1 CCDESASE
B - coding resion B - untMELIMODZE, S
o 34340347 ] A 343IFATET ]
WA 203377.1 THp_9Tesi1.1 £ 7 — Cares
337A HE_97631 2.1 - -
HE_ 00 5368, 2
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A

JHBA_humanZEHGRFRSE{TPSI-BLAST |,
KHARZERAFEIEERY , ZRERELS

N

Score

Sequences producing significant alignments: (Bits)

a- p |l P02 8.2 |HBAZ HUMAN RecHName: Full=Hemoglobim subunit zeta;... 194

HUMAN RecHName: Full=Hemoglobin subunit alphaj; ...
) HUMBN RecName: Full=Hemoglobin subunit delta;...
2 HUMAN RecName: Full=Hemoglobim subunit gamma. ..
HUMZN RecName: Full=Hemoglobin subunit beta;
.2 |HBG]1 HUMAN RecHame: Full=Hemoglobin subunit gamma...
2 |HBAT HUMRN RecName: Full=Hemoglobin subunit theta. ..
2 |HEE HUMAN RecName: Full=Hemoglobin subunit epsilo. ..
9.1 |HBM HUMAN RecName: Full=Hemoglobin subunit mm; Sh...
4.2 |M¥YE HUMAN RecName: Full=Myoglobin
LA CYGE HUMAN RecName: Full=Cytoglobin; AltHName: Ful...
L1 |HNGE HUMAN RecName: Full=Neuroglobin

EEEEEEE%EEEE




MEMEFN1 2 &5 AR Fmotif

SEQUENCE LOGO
Information Content
162.9 (bits)

Relative Entropy
148.6 (bits)

Download LOGO
Vithout SSC:[EPS|[PNG

TFAQLSEL CDKL VD ENFKLLCNVLVIVLAI FCKEFT EVQASWQK AL
TFAQLSEL CDKL VD ENFKLLCNVLVTVLAT FCKEFT EVQASWQK ] Information Content
TFSQLSEL CDKL VD ENFRLLCNVLVCVLARNFCKEFT QMQAAYQK y 411 (hits)
AFAKLSEL CDKL VD ENFKLLCNVMVIILAT FCKEFT EVQAAWQK \

TFATLSEL CDKL VD ENFRLLGNVLVCVIA FCKEFT VQAAYQK y Relative Entropy
ALSKLSEL AVILRVD VNFKLLS CLLVTLAARF ADFTAEA AAWDK 37.9 (bits)
NALSALSDL A KLRVD VNFKLLS CLLVTLAA L AEFT AV ASLDK

ALSALS L ACQLRVD ASFQLLC CLLVTLAR DFS ALQASLDK

: AALS LADL ALVLRVD ANF LLIQCF VVLAS LODEFTVOMOARWDK
SVLALVCKA ALK KVE VVFKILSGVILEVVAEEFASDF ETQRAWAK With SSC:[EPSIPNG]

NAME START
HBGI_HUMAN 1.30¢-16 MEH FTEEDKATITSLWCK V)
HBG2 HUMAN 1.30e-16 FTEEDKATITSLWCK
HBD HUMAN ] 1.06e-15 LT EEKTAVNALWCK
SEQUENCE LOGO HBB_HUMAN : 311e-15 MVH LT EEKSAVTALWCK v
HBE_HUMAN 240e-13 FTAEEKAAVTSLWSK
HBA HUMAN 2 5.28e-12 MV LS ADKTNVKAAWCK
HBAZ _HUMAN 2 5.28e-12 LTKTERTIIVSMWAK I
Q D HBAT_HUMAN y 9.28e-12 LSAEDRALVRALWKK
S
<

Information Content

115.5 (hits)

Relative Entropy
108.8 (hits) CYGB_HUMAN -11 E LSEAERKAVQAMWAR 1,
MYG_HUMAN 2 1.63e-10 LSDGEWQLVLNVWCK
NGB_HUMAN ’ 1.82¢-09 FT ATRAAWSQLICA
R HBM_HUMAN 2.28e-09 ¥ LSAQERAQTAQVWDL I

Download LOG $
ithout SSC:[EPS|[PNG] LY =2 >d
2Ee e

A
EEEC ]
o8- - )

EPS|[PNG

ETLCRLLVVY WTQRFFDSFCNLSSASATMCN
ETLGRLLVVY WTQRFFDSF N
EALCRLLVVY WTQRFFDSFCNLSS SAILCN
EALCRLLVVY WTQRFFESFCDLST DAVMCN
EALCGRLLVVY WTQRFFESFGDLSS DAVMGN
AEALERMFLSF TTKTYF FDLS CSAQVK
TETLERLFLS QTKTYF FDL SAQLRA
NVCVYTTEALERTFLAF ATKTYFS LDLS GSSQVRA
NCEDVCVAILVRFFVNF SAKQVFSQFK MED LEMERS
4 04e-24 EAQFCAELLLRLFTVY STKVYF LSACQDATQLLS
y 23 DI QEVLIRLFK ETLEKFDKFK LKSEDEMKASED
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Combined
Name p-value ]'.\-IDI]

I—]BAE HUMNLATY "" 6Dv.=_- 70

HBA_HUMAN [1.87¢-70
HBG2_HUMAN |4 37e-107
HBG1_HUMAN [4.37¢-107 .

m 3 7965 |

[l

=t

O

[CYGB_HUMAN [9.12¢-53 | — [~
NGE_HU].-'_'[AN l_Ele—DE —-
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EMBL-EBI Z:° 3 frs Al Databases Enter Text Here Go [esel D) eedback

Databases - Tools - EBI Groups - Training - Industry - About Us ' Help Site Index [ =5
Quick Search  Library Page Query Form i Databanks

m search UniProtkB/Swiss-Prot

¥

In a single field, you can separate multiple values by: &, | or ! III-W

Combine search terms

with: & [AND) - ﬂ AllText "Hemoglobin subunit alpha”& " mammalia”
S € Sequence Length 142

O AlText

O AlText

Use wildcards

Get results of type:

Entry -




Name

MOTIF 1 width = 50 sites = 38 llr = 4874 E-value = 1.6e-1630

1P 1IERHEA_ATLFU
1P TOHEA_ATLME

L0e-115 =

L4Te-117 =

1pPOIOTIEEA_ALCAL
1pP1433THEA_ANTPA

[ TOe-111 =
=117 =

1pPETIITHEA_ATECGE
1pP139TIHEA_EALAC

T 10s-111 =
Ldls-104 =

1 PUIRERHEA_EOSGT
2 POIRSSHEA_BOVIN

L1%2-113 =
L o0e-114 =

1pPE0I30EEA_CANLA
1pPOIMTHEA_CAVED

1 50e-111 =
i3e-10 =

1pPOSIEEEA_CESAP
1pPOISISHEA_CERAE

1 14=-110 =
Blls-110 =

1pPOISSIHEA_CERIT
1pPO1930HEA_COLEA

L 3Te-L14 =
3le-118 =

1pP19014EEA_CRIGA
1pPOT419HEA_DASVI

G.18e-111 =
1 15=-106 =

5
- ™
T T

I F
D %

=0 oe
M mMm T

wpPUISISHEA_EQUAS [526e-115 —
spFHIEYHEA_BQUPR. [5.77=-115 —

1pPOISOEEA_EQUZE  [5.185e-115 —

1 POI2SEEEA_HORIE

105117 =

1pPERe0T HEA_HUMAN
1pPE14IHEA MACED

1 38e-111 =
105108 =

1pPE310TEEA_MACTU
1pPE310SHEA_MACMI

| 56111 =
| 56111 =

1 QEEVI4HEA_MONDCT
1pPOIMIEEA_MOTIE

T30 | =
ESe-115 =

1 QOEATOHEA_PANHO
1pP139TSHEA_PANLE

1 54=-114 =

L TTe-L11% =

1pPE100EEA_PANON
1 PSSR0 HEA_PANPA

L TTe-L11% =

L38e-111 =

MOTIF 3 width = 21 sites = 38 llr = 1952 E-value = 3.6e-593

1pPE0THEA_PANTR.
1pPS3111HEA_PAPAN

1 38e-111 =
H45e-116 =

1pPS3112HEA_PAPCY
1pPOSEISHEA_PONPY

H45e-116 =
LSEs-118 =

1 BU135THEA_PROHA
2 PEII3THEA URIMA

1 T8=-113 =

BLTlo-116 =

1pPEII3THEA_UREML
1 PEIIISHEA_URSTH

B Tle-116 =

BTle-116 =

SCALE

|
1

R e e e e ]

E2

e ;2 -
- ™ ™ [

ARV (5011 0.08.08 01:08
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Rl =K IE S =K ED T
BicHpepstats, ZitSHEEBRENSE, E82U0T:

Regidue Mumber Molek Davhoff 5t at

L= Ala 2l 14. 789 1. 720 Molecular weight = 15257.51
U. 030 . Residues = 142
- - 243 Charge = 7.0

Average Residue Weight = 107.447

Isoelectric Point = 9.0879

A280 Molar Extinction Coefficient = 9530 A280
Extinction Coefficient 1mg/ml = 0.62

dalic Improbability of expression in inclusion bodies = 0.724

JT13 Property Residue Number Mole%o

1243 Tiny (A+C+G+S+T) 49 34.507
Small (A+B+C+D+G+N+P+S+T+V) 81 57.042
Aliphatic (A+1+L+V) 52 36.620
Aromatic (F+H+W+Y) 21 14.789

Non-polar (A+C+F+G+I+L+M+P+V+W+Y) 81 57.042
Polar (D+E+H+K+N+Q+R+S+T+2Z) 61 42.958
0. 000 0. 00 Charged  (B+D+E+H+K+R+2) 36  25.352
9. 185 .38 Basic (H+K+R) 24 16.901
I'I::i f- Acidic (B+D+E+2) 12 8.451
2. 113

0. 000
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A g |III| HIII 1
| IR IIIIIIIIIIII TR

fic residues in HOAHUMAN from position 1 to 142

a 0 L o 100 120 140

)
iphatic reaiduss

&=

Arornalic residuss in HEA UKW from pesition 1 1o 14
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- 10 - 20 - 30 - 40 - 20
MYV LSPADKTHNVERAAWGHVEAAAGEYGAEAT.FEMFLSFEFTTETY FFHFDL.S
HAEHHHHAEHHHHHH HHHHHHHHHHHHA
EEEE EEE E
TTTTT T T
CoOCOCC L e e L e e
- &0 - Ta - a0 - 90 - 100
He5AOVWVEGHGEEVADALTHNAVAHVDDMPNATLSAT.SDLAMHKIL.EVDEVNEE
HHHH HHHAHHHHH HHEHHHHHAHHAEAAHAA HHHHH
EE EE E EE
IT T
L e i cC
- 110 - 120 - 130 - 140
LLSACLIV T ILAAHAL.PARF TEPAVHASLDEF LASVSTVLTSEYR

EEEE

# Eesidue totals: H: 493 Ex 149 T= 14 =
& percent: H: 73.8 E:x: 15.1 T: 11.1 =




e LAFhmoment , ABFR A TONEREF
F e BERZ R B HEFNBIT BRI HER

HMOMENT of HEA-HUMAMN. Window:10
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\/W,,WW

N (w= 10}

s
o3
o
o3
=+
o3
o
3
=
—

HMOMEMNT of HBEA-HUMAN. Window:10
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ixturnhelix#{lpepcoil

XLetEEAIdomain

i1

5124

#adFSasSa S SSaaSSSa S aaEES
# Program: helixturnhelix
# Bundate: Wed 10 Jun 2009 1&:47:15
# Commandline: helixturnhelix

—auto

-minsd 2.5

-mean 238.71

—-3d 293.61

—sequence 256638

—gutfile 257090

Beport_format: motif
Beport_file: 257090

#adSdSdFE GGG SSaaSSSa S S SEES

Sequence: HBL HUMAN from: 1
HitCount: 0O

# Total sequences: 1
# Total _hitcount: 0

x.uT ;ﬁ;l

44 daafadadadaaafadadadaaaadadad
# Program: pepcoil
# Bundate: Wed 10 Jun 2009 la:50:32
# Commandline: pepooil
—auto
-other H
-colil
-window 28
—-3equence 256638
—outfile 257091
# Report format: motif
# Report file: 2570391
fhfsdadadaafadadadaaafadadadaadadadad

Sequence: HBR HUMILN from: 1
HitCount: 0

Window size: 28 residues
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28 hemoglobin
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LEMIGTH SCOR ILENTITY SIMILARIT Y

1380141 (97 . 9% 138141 (97.9%)

DE T 1o HLEET E EERII
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Last but not the least...

Thank youl
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