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= NCBI

Protein

Species
Animals (157)
Plants (41)
Fungi (99)
Protists (6)
Bacteria (103)
Archaea (1)
Customize ...

Source databases

PDB (31)

RefSeq (30)

UniProtKB / Swiss-Prot (5)
Customize ...

Genetic
compartments
Mitochondrion (1)

Sequence length
Custom range...

Molecular weight
Custom range...

Release date
Custom range...

Revision date

11t o

Resources ¥/ How To (&

Sign in to NCBI

| Protein | |Mn-sOD

Create alert Advanced

Summary = 20 per page ~ Sort by Default order =

Send to: =

See MNSOD manganese superoxide dismutase in the Gene database
mnsod reference sequences Transcript (1) Protein (1)

See the results of this search (14 items) in our new |dentical Protein Groups database.

Items: 1 to 20 of 407

[0 Mn-sod [Geobacillus sp. POT5]

1. 204 aa protein
Accession: ADU05414.1 Gl: 315361444
Nucleotide  Taxonomy Related Sequences

GenPept Identical Proteins FASTA Graphics

Mn-S0D [Spirometra erinaceieuropaeil

N[

222 aa protein
Accession: AAT79388.1 GIl: 50593188

Nucleotide  Taxonomy Related Sequences
GenPept Identical Proteins FASTA Graphics

M Mn-SOD [Paraaonimus westermanil

Page E] of 21 MNext =

Last ==

Help
Filters: Manage Filters
Results by taxon =

Top Organisms [Tree]

Bursaphelenchus xylophilus (67)
Glaesserella parasuis (32)
Homo sapiens (27)
Ganoderma lucidum (19)
Ganoderma tsugae (72)
All other taxa (256)

More...

Find related data =

Database: | Select ~

Search details

Mn-SOD[All Fields]




= NCBI

Nucleotide

Species
Animals (163)
Plants (44)
Fungi (102)
Protists (4)
Bacteria (81)
Archaea (1)
Customize ...

Molecule types
genomic DNA/RNA (289)
mRNA (112)

Customize ...

Source databases
INSDC (GenBank) (363)
RefSeq (44)

Customize ...

Sequence length
Custom range...

Release date
Custom range...

Revision date
Custom range...

Clear all

Resources ¥/ How To [V

Sign in o NCBI

|Nucleotide  V||Mn-SOD

G Search

Create alert Advanced

Summary » 20 per page ~ Sort by Default order « Send to: =
See MNSOD manganese superoxide dismutase in the Gene database
mnsod reference sequences Transcript (1) Protein (1)
Items: 1 to 20 of 407
Page |1 |of21 Next= Last=>

© Found 412 nucleotide sequences. Nucleotide (407) EST (5)

[1 Geobacillus sp. POT5 Mn-sod gene, complete cds

1. 615 bp linear DNA
Accession: HM992936.1 GIl: 315361443
Protein Taxonomy

GenBank FASTA Graphics

[1 Spirometra erinaceieuropaei Mn-SOD mRNA, complete cds

872 bp linear mMRNA

Accession: AY675509.1 GI: 50593187
Protein Taxonomy

GenBank FASTA Graphics

N

[0 Paragonimus westermani Mn-SOD mRNA, complete cds

911 bp linear mMRNA
Accession: AY675508.1 Gl: 50593185

w

Help

Filters: Manage Filters

Results by taxon

Top Organisms [Tree]
Bursaphelenchus xylophilus (67)
Glaesserella parasuis (32)
Homo sapiens (24)

Ganoderma lucidum (719)

Ganoderma tsugae (12)

All other taxa (253)
More...

1
Find related data =

Database: | Select v

|
Search details

Mn-SOD[All Fields]




UniProt $
( 1)

[mn sod" organism:"geobacillus sp pot5” x Advancedw QX Search

i, - 1 3 - SN LA &

S SR

BLAST Align Retrieve/ID mapping Peptide search Help Contact

From June 20, 2018 all traffic will be automatically redirected to HTTPS. More information or view this page using https

UniProtKB results @ hoout nironce

Filter l'.:lyl % Download £ Columns &> 1tolof1 Show
. T S S T N
Unreviewed (1)

TrEMBL E7D085 E7D085 9BACI Fe/Mn-sod Geobacillus sp. POT5

Popular organisms
Geobacillus sp. POTS (1) 1tolof1 Show

Results table

Taxonomy

We'd like to inform you that we have updated our Privacy Notice to comply with Europe’s new General Data Protection Regulation (GDPR) that applies since 25 May 2018.

Do not show this banner again




fQuery seq,
Specific hits
Superfanilies

1

a5

50 75 100 128 150

176

204

e ———

Sod_Fe_C superfamily

Distribution of the top 100 Blast Hits on 100 subject sequences &
Mouse over to see the title, click to show alignments

Color key for alignment scores
W <40 BW40-50 M 50-80 M s0-200

Query
| | | | | |

1 40 80 120 160 200

B ==200
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Description

MULTISPECIES: superoxide dismutase [Mn] [Geobacillus

MULTISPECIES: superoxide dismutase [Geobacillus]

MULTISPECIES: superoxide dismutase [Mn] [Geobacillus]

MULTISPECIES: superoxide dismutase [Mn] [Geabacillus]

superoxide dismutase [Mn] [Anoxybacillus geothermalis]

superoxide dismutase [Geobacillus jurassicus]

MULTISPECIES: superoxide dismutase [Geobacillus]

superoxide dismutase [Geobacillus thermoleovorans]

superoxide dismutase [Geobacillus vulcani]

superoxide dismutase

superoxide dismutase [Geobacillus stearothermophilus]

superoxide dismutase [Geobacillus sp. 46C-lla]

MULTISPECIES: superoxide dismutase [Geobacillus]

superoxide dismutase [Geobacillus sp. PA-3]

MULTISPECIES: superoxide dismutase [Geobacillus

superoxide dismutase [Geobacillus genomosp. 3]

MULTISPECIES: superoxide dismutase [Bacillaceag]

manganese superoxide dismutase [Geobacillus kaustophilus GBIlys]

superoxide dismutase [Parageobacillus thermantarcticus]

Max | Total Query
score score cover

421
419
419
419
419
417
416
416
415
414
413
412
411
411
411
409
405
405
400

421
419
419
419
419
417
416
416
415
414
413
412
411
411
411
409
405
405
400

100%
100%
100%
100%
100%
100%
100%
100%
100%
100%
100%
100%
100%
100%
100%
100%
100%
96%
100%

E
value

4e-149 100%

1e-148
2e-148
3e-148
3e-148
8e-148
4e-147
4e-147
8e-147
2e-146
Be-146
1e-145
2e-145
3e-145
4e-145
2e-144
5e-143
5e-143
7e-141

Ident

99%
99%
99%
99%
99%
99%
99%
99%
99%
98%
98%
98%
98%
97%
97%
96%

Accession

WP 0112319371
WP _047818706.1
WP _033010224.1
WP _044730821.1
WP 044743151.1
WP _066230603.1
WP _033018968.1
BAAS5631.1

WP _031408245.1
1918164A

WP 0534137841
WP _081209548.1
WP_008879878.1
WP_060476068.1
WP _063165262.1
WP _020960593.1

WP _017435080.1

A
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BAT 31
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Data Edit Search Alignment Web Seguencer Display Help
D™ | @i wi ol ooBiEX> B ar M54 8
Protein Sequences
Species!ADbrv GroupName* x * % * x % * ®x ® * [ ® * x x X K % * X R X * X x * * % * x * % % * * x %
1. WP_011231937.1 MULTISPECIES: superoxide dismutase Mn Geobacillus MPFELPALPYPYBALEPH I BKEREM l IHHEKHHNEY VENLNA A LEEHPDLENKELEEL L

- : MPFELPALPYPYBALEPH I BKEFMNI HHEKHHNEY VENLNAALESBHPBLANKSLEEL L
3. WP_008879878.1 MULTISPECIES: superoxide dismutase Geobacillus MPFELPALPYAYBALEPH I DKEFvE  HHEKHHNEY vVENLNAA LEEBHADLENKELEEL L
4. WP_047818706.1 MULTISPECIES: superoxide dismutase Geobacillus MPFELPALPYPYDALEPH I DKEFVWN I HHEKHHNEY VENLNAALEEHPDLEANKSELEEL L
5.WP_044743151.1 superoxide dismutase Mn Anoxybacillus geothermalis MPFELPALPYPYDAMEPH I DKEFVN I HHEKHHNEY vVENLNAA LEEBHPDLENKSLEEL L
6. WP_033010224.1 MULTISPECIES: superoxide dismutase Mn Geobacillus MPFELPALPYPYBDALEPH I DKEFEVWN I HHEKHHNEYVENLNAALEEHPDLENKELEELL
7. WP_044730821.1 MULTISPECIES: superoxide dismutase Mn Geobacillus MPFELPALPYPYBALEPH I BDKEFMNI HHEKHHNTE Y VENLNAALEEHPDLENKELEELL
8. WP_033018968.1 MULTISPECIES: superoxide dismutase Geobacillus MPFELPALPYPYBDALEPH I BKEFVN I HHEKHHNEY VENLNAALEEBHADLENKELEELL
9. WP_066230603.1 superoxide dismutase Geobacillus jurassicus MPFELPALPYPYDALEPH I DKEFWN I HHEKHHNEY vVENLNAA LEEHPDLESKELEEL L
10. WP_031408245.1 superoxide dismutase Geobacillus vulcani MPFELPALPYPYBDALEPY IDKEFVN I HHEKHHNEY VENLNAALEEHPDLEANKSLEELL
11. WP_053413784.1 superoxide dismutase Geobacillus stearothermophilu: MPFELPALPYAYDALEPH I DKEFWN I HHEKHHNEY vVENLNAA LEEBHADLENKELEEL L
12. WP_081209548.1 superoxide dismutase Geobacillus sp. 46C-lla MPFELPALPYAYBALEPH I DKEFMNI HHEKHHNEY VENLNAALEEHADLENKELEELL
13. WP_060476068.1 superoxide dismutase Geobacillus sp. PA-3 MPFELPALPYAYDALEPH I DKEFWE ' HHEKHHNEY VENLNAA LEEHVDLENKELEEL L
14. WP_020960593.1 superoxide dismutase Geobacillus genomosp. 3 MPFELPALPYAYBALEPH I BDKEEMNI HHEKHHNEYVENLNAALEEEADLENKSELEEL L
15. WP_063165262.1 MULTISPECIES: superoxide dismutase Geobacillus MPFELPALPYAYDALEPH I DKEFVWN I HHEKHHNEY vVENLNAA LEEHADLENKSELEEL L
16. WP_004435726.1 superoxide dismutase Bacillus methanolicus MAFELPELPYAYBALEPH I BKEFMNI HHEKHHNEY vENLNNA LEENEEL LEKEVEEVY 1
17. WP_026558739.1 MULTISPECIES: superoxide dismutase Bacillus MAYELPELPYAYBALEPH I BDKEFMN I HHEKHHNTY | FNvNAALEENABDLABKEVEELV
18. WP_078110239.1 superoxide dismutase Bacillus oleronius MAFELPELPYAYBALEPH I BKEFMNI HHEKHHNEY VENLNAA LEENDEL LNKEVEEVY 1
19. WP_003393974.1 superoxide dismutase Anoxybacillus flavithermus MAFELPEBLPYAYDALEPH I DKEFMNI HHEKHHNAYVENLNAALEBHPELENKT  EELM
20. WP_062752919.1 MULTISPECIES: superoxide dismutase Bacillaceae MAFELPEBLPYAYBDALEPH I DKEFvN I HHEKHHNEY VENLNAA LEEBHADLENKS EELL
21.WP_078545634.1 superoxide dismutase Bacillus alkalitelluris MAYELPBLPYAYDALEPH I DKEFWN I HHEKHHNEY |FNvNAALEE-BEDLLNKEVEEL

<

O wio Gaps

Site # ESO |§| ® with




—— WP 044743151 1 superoxde dismutase Mn Anoxybacillus geathermalis

WP D33010224 1 MULTISPECIES: superoxide dismutase Mn Geobacillus
WP 0478157061 MULTISPECIES: superoxide dismutase Geobacillus

WROT11231937.1 MULTISPECIES: superoxide dismutase Mn Geobacillus

BAAYSR3ET .1 superoxide dismutase Geobacillus thermaleovarans

WP OBRZA0E03. 1 superoxde dismutase Geobacillus jurassicus
— WP 044730821 1 MULTISPECIES: superoxide dismutase Mn Geobacillus

WP 0314058245 1 superoxide dismutase Geaobacillus vulcani

WP 033018968.1 MULTISPECIES: superoxide dismutase Geobacillus
— WP DO05579875.1 MULTIZSPECIES: superoxide dismutase Geobacillus

L WP DOBD476065.1 superoxde dismutase Geobacillus sp. PA-3

WP 053413537841 superoxde dismutase Geobacillus stearathermophilus

WP 0209605931 superoxde dismutase Geabacillus genomosp. 3
— WP 051209545 1 superoxide dismutase Geobacillus sp. 46C-14

WP DB3105262.1 MULTIZPECIES: superoxide dismutase Geobacillus

WP OB2752919.1 MULTISPECIES: superoxide dismutase Bacillaceae

WP OD339353974.1 superoxde dismutase Anoxybacillus flavithermus
——— WP D04435726.1 superoxde dismutase Bacillus methanolicus

WP DVE110239.1 superoxide dismutase Bacillus oleronius
— WP 0265557 39 1 MULTISPECIES: superoxide dismutase Bacillus

B
44
43
71 -
50
a2
36
98
71
ag 50
45
22
74
52
g5
a7

WP D7E045034.1 superoxide dismutase Bacillus alkalitelluris
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ORFfinder PubMed v |
Open Reading Frame Viewer Help
Sequence
ORFs found: 9 Genetic code: 1 Start codon: "ATG" only
= =21+ Fnd: AR = R =JU>Y T &, A e Took~ = | £¥ Tracks & 7 -
m ) 48 . |E-B ) |EB . |!BEII |J.E‘BI ual |13lal |1BE. |EEGI |.EEBI |Eﬂ-ﬂ |EBEI |EEBI |3Eﬁl |32E{ |3|1-BI EBBI |3:BEI |ﬂEﬁ |ﬂ-2l3l |4-1.a: -« BB‘ |d:BE! |5-BEII |EEBI |'5!1E‘ll |SEB |SBBI | BI'EI
ORFfinder 6.19.211742340 TR %
-l o [ ] o
ORF7  ORFZ S > > > > ORFS
- - L ORFE T e N N ORFS
T . O R ORFZ I o D Y SR
L |@a 48 [e8  |8@ @8 |28 4B |68 138 (286 |22@  |248 |20 258 (368|328 (346 (380 (380 (468|428 (448|468 [480  |56@  [52e (S48 |Se@ S8 | 615
1: 1..615 (615bp) /' 4¥ Tracks shown: 2/3
Six-frame translation...
ORF1 (204 z2a) Display ORF as... Mark Mark subset..  Marked: 0 | Download marked set | as | Protein FASTA ¥
?lel |ORF1 Label Strand Frame Start Stop Length (nt | aa)
NFFELF ALF YFT DALEFHIIKE THRTHKT KHHAT TV THLEAALEGHFDLE
FESLEELI SWLE AT FESTRT AVENRGGGHAVHE LFR TTLSFHGGGEFTGE ORE =
LaEATHEEF CEF TAFFDE P AR GEF R AN LVWHHGELEI TS TRHGD - * ; L S S
SPINEGETFILGLDYWEHAY T LEY QHERFEYTAAFY NTVIWDEVARRYSE ORF4 - 1 504 =1 504 | 167
AFAE
ORF2 + 2 119 409 291 | 96
ORFS - 2 461 234 22875
ORF3 4 3 356 =614 219 |72

e o O G E R G G S S ol e S e 0 o i — i —— —



Lo < < <« .« <« }Jig

I T I ORF3 O | R N S
| | e |eo [m [0 |0 [ [k |18 |0 |22 |40 [260 |2%0 |%ea [ 4@ [s6e (a9 |spe |iza [¢40 |60 |ase |sen |sen  [sde st [sse | e
1: 1..615 (615bp) /' ¥ Tracks shown: 2/3 ]
Six-frame translation...
ORF1 (204 aa) Display ORF as... Mark Mark subset..  Marked: 0 |annlnad marked set | as | Protein FASTA v
*Lcl |ORF1 Label Strand Frame Start Stop Length (nt | aa)
NFFELF ALE YT DALEFHIDKE TH T HHT EHHNT VY THLEAALEGHE DL
WKSLEELLSNLEALPESTRT AVRAHGGGHARHS LY TILSPHGGGEPTGE ORF1 . 1 <1 615 615 | 204
LAEATHEEF GSF TAFFIEFSKAAAGEF GSGH AN LYYERGELEITSTENAD
SFINEGETFILGLINYEHATY LEY QHRERFEY TARFY RIVINIEVAXETSE ORF4 1 504 =1 504 | 167
KEAE
ORF2 + . 119 409 291196
ORF5 - 2 461 234 226 |75
ORF3 + 3 396 >614 21972
ORF6 2 203 78 126 | 1
ORFY 3 103 =2 102 | 33
ORF8 - 3 hh3 458 %6 | 31
ORFT - 2 77 =3 75| 24
i
ORF1 Marked set (0 )
SmartBLAST | SmartBLAST best hit titles... &
BLAST BLAST
BLAST Database:

UniProtkKB/Swiss-Prot (swissprot) ¥ |
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ALIGNMENT
CONSENSUS
cons
consambis
MESAMET ZET
MErZEer

ALIGNMENT
DIFFERENCES
diffseqg

ALIGNMENT
DOT PLOTS
dotmatcher

dotpath
dottup

polvdat

ALIGNMENT
GLOBAL

estlzenome
needle

needleall

stretcher

ALIGNMENT
LOCAL
matcher
seqmatchall

supermatcher
water

F_F_

fr

=27

F

r—\J

___J

/
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MBOS

/ I -

W= = 4

{ 1 : {
J 7
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Dottup: raw:: /var/lib/emboss—explorer /output /407255 /. ase. .,

Tug 19 Jun 2018 153001

501 —

501 —

301 —

201 —

101 —




ALIGNMENT -
CONSENSUS Dotmatcher: raw: /var/lib/emboss—explorer /output /363167 /...

CE& (windowsize = 10, thresheld = 23.00 19/06/18)
CONSAMmE1 S

TEZANErZET
TETZET 200

ALIGNMENT
DIFFERENCES
diffzeq

ALIGNMENT 150
DOT PLOTS
dotmatcher
dotpath

dottup
polydot

ALIGNMENT b /
GLOBAL
estdzenome ff/fg
needle
needleall

stretcher
bk

ALIGNMENT
LOCAL

matcher

seqmatchal 1

supermat cher

water ¥ b T T T T
: 0 50 100 150 200
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CENTERFO SignalP 4.1 Server - prediction results
CALSEQU

ENCEANAL  Technical University of Denmark
m [LYSISCBS
m

# SignalP-4.1 euk predictions
>tr_ETDOBT_ETDOST_O9BACT Superoxide dismutase 05 _Geobacillus sp. POTH OXK_415964 PE_3 5¥_1

SignalP-4.1 prediction (euk networks): tr_ETDOST _ETDOST _SBACI

' Cscore —
1.0 ¢ S-score
Y-score ———
08
06
aq
o
G 04t
02

00 | [T | _



Score

oo LTI T

MPFELPALPYPYDALEPHIDKET MM IHHT KHHRNT ¥YTHLNAALEGHPD LON KS LEELLSNLEALPES IRT

0 10 20 30 40 S0 G0 70
Fosition
# Mea=zure Position Value Cutoff gignal peptide?
max. C 41 0.107
max. T 41 0. 108
max. S 25 0.114
mean S 1-40 0. 095
D 1-40 0. 099 0.450 Hi
Name=tr_ETDOET_ETDOET_S9BACT SP="HN" D=0.099 D-cutoff=0.450 Networks=5ignalP-noTM

# data
# sruplot =s=cript

FPleaze cite:

SignalP 4.0: dizcriminating =ignal peptidez from transmembrane regions
Feterzen TN., Brunak 5., won Heijne G. & MNiel=zen H.
Nature Method=s, S:7T85-TEA, 2011

Explain the output. Go back.
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TMHMM result

HELF with output formats

# tr|ETDOST|ETDOET 9BACI Length: 204

# tr|ETDOST|ETDOST Y9BACI Mumber of predicted TMH=z: O

# tr|ETDOST|ETDOET _9BACI Exp rmmber of fidz in TMH=s: 0.00149

# tr|ETDOET|ETDOET _9BACI Exp rumber, first 60 Abz: 0

# tr|ETDOST|ETDOST _9BACI Total prob of N-—in: 0. 00E55

+r |[ETDOGT |ETDOST_9EACI  THMHMMZ. O outzide 1 204

TMHMM posterior probabilities for tr|E7 D087 |E7DOBY _9BACI
1.2 . . . .

06 1

probability

S0 100 150 200

outside

inside

transmembrane



HELF with output formats

tr |[ETDOET |[ETDOST_9BACI Length: 204

tr |ETDOET |ETDOET_9BACI Number of predicted TMH=z: O

tr |ETDOET|ETDOST _SBACI Exp number of Afs in TMH=: 0.00149
# +tr|ETDOST|ETDOET _9BACI Exp rumber, first 60 afs: 0

# tr|ETDOET|ETDOST_9BACI Total prob of N-in: 0. 00655
+r |ETDOET |ETDOST_SBACTI  TMHMMZ. O outzide 1 204

#
#
#

TMHMM posterior probakbilities for tr|E7 DOE7|E7DOBT _SBACI
1.2 - . . .

probability
I::l
n

04 -
02 r 1
0 . . . .

50 100 150 200
transmembrane inside outside

¥ plot in postscript, script for making the plot in znuplot, data for plot



ProtScaledt{THR /K. FKMED T
iy ARy TR ) ProtScale

ProtScale

User-provided sequence:

10 20 3o 40 50 60
MPFELFALFPY PYDALEFHID EETMNIHHTE HHNTYVINLN ALLEGHPDLG NESLEELLSH

Ta B0 Qo 1og 110 120
LEALPESTRT AVENNGGGHL NHELFWTILS PHNGGGEPTGE LAEATNEEFG SFTAFEDEFS

130 140 150 160 170 150
KALAGRFGSG WAWLVVNNGE LEITSTFNQD SPIMEGEKTPI LGLDVWEHAY YLETQNRRPE

190 200
TIALFWNIVN WDEVAERTSE AEAK

SEQUENCE LENGTH: 204

Home

Contact

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

Ala: 1.800 Arg: —4.5800 Asn: -3.500 As=p: —-3.800 Cwyz: 2,600 Gln: -3.600
Glu: —-3.500 Glw: -0.400 Hi=: -3.200 Ile: 4.500 Leu: 3.800 Lw=: -3.900
Met: 1.900 Phe: 2,800 Pro: —-1.600 Ser: —-0.800 Thr: -0.700 Trp: -0.900
Twr: —-1.300 Wal: 4.200 : -3.B00 : -3.8B00 ¢ -0.4%0

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

1 2 3 4 b 3] T ] 4
l.oo0 1.o00 1.o00 1.00 1.00 l.O00 1.00 0 1.00 1.00
edze center edze



Score

ProtScale output for user _sequence

Hphob. / Kyte & Doolittle

..........................................................

.....................

..............................................................................................

Position



SMART & 1815 TN

mmmmmm BACCA (P28760)
Suoemoommm

— — Tt " § o

ol =] =] sme ]|

— —

wioemation | Intersctions | Onnologs

Length 204 33
Source dstabase UriProt
idenbligrs SOCM_BACCA F25750

The SMART diagramn above represents 3 summaey of the resuits shaovwn Seiow Domaing with scores less signficant than estabiished cutolfs are nol shown in e dagram Feslures e ais0 ndt shown when two of mode occupy the
Sama piece of s8quence, 1ve priorty for Ssplay 15 Owven oy SMART > PFAM » PROSPERD repeats > Signal peptde > Transmembrane > Coiled cOfl > Unstructured regions > Low complexity 10 edhae Case, Tealutes not shown in he
Above Siagram are mared as ‘overiap n the right side tabie below

Confidently predicted domains, repeats, motifs and features: Features NOT shown in the diagram: ¢
Name Start » £nd Evale
f ' ' ' - There are no hiaden comains or features present
low complasity &3 67 N S
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Metal binding InterPro

Sequence Alighments A
Superoxide dismutase [Mn]

Toggle Identical (AB)
c&DMDHMAPEELPALPYPYDALEPHIDKETMNIHHTKHHNTYVTNLNAALEGHPDLQNKSLEELLSNLERLPESIRTA 71
-
MODEL:B/PFELPALPYPYDALEPHIDKETMNIHHTEHHNTYVTNLNAALEGHPDLQNKSLEELLSNLEALFPESIRTA 71
-

2rcv.l.A ELPELPYAYDALEPHIDEETMT IHHTEHHNTYVTNLNEAVEG LANEKESVEEL L PENIRTA 70

MODEL:A|VRNNGGGHANHSLFWTILSPNGGGEPTGELAEAINEKEEFGSFTAFEDEFSEAAAGRFGSGWAWLVVNNGEL
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2rcv.1 . AEITSTPNQDSP EGETPILGLDVWEHAYYLNYQNREPOYICAFWNVVNWDEVA YSE 200
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MPFELPALPYFYDALEPH HH.KHH..YV..L.AAL..HP.L..K. ..L
MPFELPALPYPYDALEPH HHEFKHHNTYVENLNAALEEHPDLENKSLEEL
MPFELPALPYAYDALEPH HHEKHHNFYVENLNAALEEBHADLENKELEEL
MPFELPALPYPYDALEPH HHEFKHHNTYVENLNAALEEHPDLENKSLEEL
MPFELPALPYPYDAMEPH HHEKHHNFEYVENLNAALEEHPDLENKELEEL
MPFELPALPYPYDALEPH HHEFKHHNFYVENLNAALEEHPDLENKELEEL
MPFELPALPYPYDALEPH HHEKHHNFEYvVENLNAALEEHPDLENKELEEL
MPFELPALPYPYDALEPH HHEFKHHNEYVENLNAALEEHADLENKELEEL
MPFELPALPYPYBDALEPH HHEKHHNFYvENLNAALEEBHPDLEEKELEEL
MPFELPALPYPYDALEPY HHEKHHNTFYVENLNAALEEHPDLENKSLEEL
MPFELPALPYAYDALEPH HHEKHHNFYVENLNAALEEHADLENKESLEEL
MPFELPALPYAYDALEPH I DKEFMN I HHFKHHNFYVENLNAALEEHADLENKSELEEL
MPFELPALPYAYDALEPH I DKEFMF I HHFEKHHNFYVENLNAALEEBHVDLENKELEEL
MPFELPALPYAYDALEPH I DKEFMN I HHFEKHHNFYVENLNAALEEGADLENKSLEEL
MPFELPALPYAYDALEPH I DKEFTMN I HHFEKHHNFEYVENLNAALEEHADLENKELEEL
MAFELPEBLPYAYDALEPH I DKEFMN I HHFKHHNTYVENLNNALEENEELLEKTVEEVY
MAYELPELPYAYDALEPH DKETMNI HHFKHHNTY I TNVNAALEEBNADLABGKSVEELYV
MAFELPEBLPYAYDALEPH I DKEFMN I HHFEKHHNTYVENLNAALEENDELLNKSVEEVY
MAFELPEBLPYAYDALEPHI DKEFMN I HHEKHHNAYVENLNAALEEGHPELENKT I EELM
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