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FEPSTATS of from 1 to 165

Molecular weight = 18931, 74

-zhe = 11: 71382

Residuss = 185

Lhazse

= 15 B

=]

Iscelectric Point = 10. 7355

nZoll Molar Extinction Loefficient

A280 Extinction Coefficient lmg/=l

£Uaal
1.07

Izprobability of expression in inclusion bodies = 0.620

Fezidus Yuzber Mola® DayhoffStat
A=Al 14 8.485 0.987
E = A=z 0 0. 000 0. 000
C=0Cys 0 0. 000 0. 000
D= Asp 6 3.836 0. 861
E = Glu 12 7.273 1. 212
F = Phe 7 §, 242 1.178
G = Gly 15 9. 091 1. 082
[H = His 5 3,030 1,515 |
I=1I1e 1 2.424 0.539
Iz == 0 0_000 0_000
LK =lys 13 7.879 1,164 |
L = Leu 12 7.273 0.983
M= Met 6 3.836 2.139
N = asn : 2. 222 0. 564
0=-— 0 0. 000 0. 000
F = Pro 15 8.091 1. 748
= & 3,636 0.932
[R= are 18 10909 2 296 |
S = Ser 5 3.030 0. 433
T=Thr é 3.636 0.5%6
U= — 0 0. 000 0. 000
V = Val 8 4. 848 0.735
W= Trp 2 1.212 0.932
%= Naa 0 0. 000 0. 000
Y= Ty 7 3. 242 1. 248
=01l 0 0. 000 0. 000

(ene name: RPS10
Length: 165
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¥ SignalP-4.1 euk predictions
>gi 346421343 ref NP 001231035.1  ribosomal protein 510 Sus scrofa

SignalP-4.1 prediction (euk networks): gi_346421343_ref_NP_001231035.1_

T T T T T

Cscore ——
1.0 } S-score ]
Y-score
08 | ]
06 | i
9 — S - —
=
o 04} .
oo U T IIIITTIOme
MLUPKKNA | A1YELLFKEGY MVA KKDVHUP KH PE LAD KNY PN LHVI K& MQS LKSRGYY KEQF AWR HEYWY
0 10 20 a0 40 a0 60 70
Position
¥ Measure Position Value Cutoff =ignal peptide?
max. C 26 0.113
max. ¥ 12 0.132
max. 2 3 0.244
mean S 1-11 0.15%9
D 1-11 0.147 0.450 NO

Name=gi 346421343 ref NP 001231035.1  SP="NC' D=0.147 D-cutoff=0.450 Networks=SignalP-noTM
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Length 165 aa
Source database UniProt DOttU p

Identifiers UPI00017EFIEC
Dottup: fasta::683052:NP-001231035.1 vs fasta::683053:NP...

Sun 1 Dec 2013 19:30:08

The SMART diagram above represents a summary of the results shown below. Domains with scores less signifil %
same piece of sequence; the priority for display is given by SMART > PFAM > PROSPERO repeats > Signal peptid 151 -
above diagram are marked a3 ‘overlap in the right side table below.

Confidently predicted domains, repeats, motifs and features:

161

Name Start & End E-valug 3 -
Pfam:510_plectin 3 1 1.6e-43 e g
low compleaity 150 165 NiA = 1

NP-QQ1231035.1
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Dataset

Taxonomy

| UniProtkB/Swiss-Prot (1) V| |Metazoa (250)

v Filter

Graphical overview

Color code for identity 0-100% =

Accession Entry name

¥ Query 2013113061US2BLVGI
VIP4g783 RS10_HUMAN
M Q3TOF4 R510_BOVIN

Vi P63326 RS10_RAT
M P63325 R510 MOUSE

M Q07254 RS10 XENLA
M Qo0YR4 RS10_ICTPU

0Query hit165 OMatch hit (sqrt scale)442 Name (Organism)

MaonQ3g  RS10L_HUMAN
(1077302 RS10_LUMRU -
[1Q962R9 RS10_SPOFR -
[loovwes  RS10B_DROME
[1Qovei4  RS10A_DROME:

405 ribosomal protein 510 (Homo sapiens)

405 ribosomal protein 510 (Bos taurus)

405 ribosomal protein $10 (Rattus norvegicus)

405 ribosomal protein 510 (Mus musculus)

405 ribosomal protein S10 (Xenopus laevis)

405 ribosomal protein $10 (Ictalurus punctatus)
Putative 405 ribosomal protein $10-like (Homo sapiens)
405 ribosomal protein 510 (Lumbricus rubellus)

405 ribosomal protein 510 (Spodoptera frugiperda)
405 ribosomal protein 510b (Drosophila melanogaster)
405 ribosomal protein 510a (Drosophila melanogaster)

%nBLASTEPEﬁH:XT EREML, AIFEHEIRPSI0EH
BN 2By KB DR JENDTObE A% & P AH DR 15 2]
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F2zsc7  F2zsc7 pric RPS3A

0EQRES  QegaPs PIG RP S3a
L1¥XQUue AlXQus pic RPSH
F2Z5E7  F2z5B7 PIG RPS2ZTL
L F2Z514 F2Z514 pPIc RPS2T
Q4GWZ2 RS5SA PIG RPSA LAMRA
L 7T3rc4s  I3LCEE PIG RPSA

29303  RS14 PIG RPS514
L1XQUS RS20 PIG RPSI0
029197 R399 PIG RP59

P62279 RS13 PIG  RPS1?
P46405 RS12°PIG  RPS12
I3LJP6 I3LJP6 PIG HP3Z4
F2Z5F5  F2Z5F5 PIG Eggq
QEQLPE  RS29 PIG 52¢
Q85496  RS23 PIG ';E,ﬁﬁ
QEQAET  RS17 PIG 5
Pe3221 RSzl pIc  RPS2
P62844 RsSis pig  RPSI5RIG
QO0ZEOUZ  RS3 DIG RPS3
029201 Rs1e pic  RPS16
P62272 Rsis pIGg  RP518
pDEQAT1  RS28°PIG  RPS528
P&2863 RS30 PIG FAU
Q29308  RS19 PIG RP519
. B43171 RS26 PIG  RPS26
| DSERL7  DSKRLT PIG RPSD

ST
I

4 —— RPS10-PIG

0 L RPS10- BOVIN

O L RPS10-RABIT

RPS510-Thirteen-lined ground squirrel
RP510-Brandt's bat

RFPS10-CAT

RP510-Black flying fox

RP510-Crab-eating macaque

RPS510-Rhesus macague
RFPS10-RABIT
RP510-White-tufted-ear marmoset
RFS10-D0G
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Mus musculus ribosomal protein 310 (Rps10), mRNA Result: Untitled.markx0.2013-11-27 19:56 PM = Vi

Sequence ID: reflNM_025963.3] Length: 573 Number of Matches: 1 Friendly Print ]

Range 1: 28 to 566 GenBank Graphics

Score Expect Identities Gaps Strand

641 bits(347) 0.0 471/532(89%) 3/532(0%) Plus/Plus #
# Migned_sequences: 2

Query 589 CGATGCTGATGOCCAAGALGAACCGGATTGOCATTTATGAACTCCTTTTCALGGAGGGAG 448 # 1: NP_080239.1

CCVE TEPEEE Trrreerr Ceerr et tr Ferrrr ity | # 2: HP_D01231035. 1

Shict 38 CGATGTTGATGUCTAAGAAGAATCGGATTGCCATCTACGAACTCCTTTTTAAGGAGGGCS 97 :g:;;xnjfim? A

Query 449 TEATLETOCOTMAASACHTCOACATOROCRCOROE AT GG ACGAT s08 [ o PP me i !
# Length: 1BS

Shict 098  TGATGGTCOGCCALLAAGGATETCCACATGCCTAAGCACCCGGAGCTGOCAGACALALATG 157 #IhﬁLt, 1847165 (39, 4%
# Similarity: 164165 (29, 4%)

aaeny SO TS T AT T T T O o SE
# Score: 1104

Shjct 158 TGCCCAACCTTCATGTAATGAAGGCCATGCAGTCTCTCAMGTCTCGAGGCTACGTGALGE 217 #

#

Ouery 569 AACACTTTCCTTGGAGACATTTCTATTGETACCTTACCAACCAGGCTATCCAGTATCTCT 628

CELELLLEEELEECE L EE L TEEEE L PP FL LT 10 20 30 40 -

Shict 218 AACACTTTCCTTGCAGACATTTCTACTCCTACCTTACCAACCACCCCATCCACTATCTCC 277 HP 050 HLNP KGR AT ELLF KBV AV EL AT R
Query 629 GTGATTACCTCCACCTCCCCCCTCAGATTOTGOCTGCTACCOTGOR0CCCACCCRTCCTE  AEE NP_001 NLNPKIOEIATTELL FREGYINVAREDVINE K ELADIOIVE RLIINEANG
Shict 278 CACAGTATOEA A oA O T O A T TS A Ros | 88T Loomoe e
Query 689 AGACTCCCAGCCCACGCCCCAAACCTCTCCACCOACACCGACCTOCACCATTCACACCAG 748 WP_080 Ef}lisE_Gﬂ_f?'?CgelfJ}\ff13}_@;?%?#??;9??;9?9@?????&?@35;2
Sjet 338 MACcteAUErb e A U LU, 2oy oo sussorvmenmenmmeren st rrszvanissse
Query 749 CCCAACCTCACACAGACACCTACACACCAACCGCTCTCCCCCCTOGTCCTCACAACARAG  BOS 110 120 a0 L4 -

LEVE TTELECEEEEEE PP LT L AT NP_080 TGRPRPEGIEGERF ARFTRGEATRDTYRRSAVEPGADKKAEAGAGSATEF
Sbict 398 GOGAGGCTGACAGAGACACCTACACAAGCAGCCCTCTCCCCCCTGGAGCTGACAAGAAAG 457 —  liiiis fiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiis

WP_001 TGRPRPEGLEGERFARFTRGEANRLTYRESAVEPGADREAEAGAGSATER
Cuery 809 COGAGGUCGGAGCTGGETCAGCAACAGAGTTCCAATTTACGAGGCGCCTTTCGCTCGTGGAC  B68 110 120 130 140 150

L UL L LR L L DL LT L
Shjct 458 CTGAGGUTGGGGCTGGCTCAGCCACTCAGTTCCAGTTTAGAGGCCGCTTTGCTCGTGGAC 517 160
HF_080 AFRGGFGRGRGHPER

R N IO 01 SR end

sbict 9518 GTGGTCAGCCACCTCAGTGAAGTTGCA—GT——TTATGTTGTATTGAATALAC BBB 180

T LI PR AR, BT DU SR T AR 26347, BB A
JE A R PR 0B M3 47 S0, B2 B A SR FR e 2 0 9/ A T 3-L 140
R, P DR 51 Mk T SRRNART S PR 55 1 X Btk AT Bt . 28 B 51 v
BB RRPSI0SHERPSIOK A A —MEERNBR, BB T




Result: Untitled.markx0.2012-11-27 20:10 PM - Vie

. = Result:  Untitled.markx0.2013-11-27 19:54 PM Vi
Friendlw Print

Friendlw¥ Print
# Mllgned Sequences. o
# 1: HM_001014. 4 # MIlghed Sequences. &
# 2 HM_001244106. 1 #1: MAHTATI9. 1
# Matriz: EDHAMAT # 2. NP_001231035. 1
# Gap_penalty: 14 # Matriz: EFANMTO
# Extend penalty: 4 # Gap_penalty: 14
# .
# Length: B4 z Extend penalty: 4
# Identity: 52T/B14 (85 %) ,
# Similarity: GS2T/B14 (35 5%) # Length: 163
# Gaps- B/614 € 1.0%) # In.ie1.1t1t3!r. . 184165 (99, 4%)
# Secore: D247 # Similarity: 164,185 (99, 4%)
# # Gaps: 0165 [ 0.0%)
# # Score: 1106
#
#
30 40 50 B0 70 \ 4
M _001 GGAAGAGACGCAGCACCGCGEATGETCCTICCTTICCAGCCCCGGTACCG m R N A Iﬂ % ‘EE
e 10 20 30 40 S0
HM_001 GGCAGA—M:TCCGCAETCCGP TGCTGCGTCCTTAECCGGCCCTGGAGC AAHTST MLMPEEHEIATYELLFEEGYMYAREDVHME EHF ELADEHVE HLHYMEAND
330 340 350 360 370 85 8% A S A S
' HF_001 MIMPEEHEIATYELLFEEGYMVYAREDVHMEEHEF ELADEHVE HLHYMEAND
g0 a0 100 110 120 10 1] a0 40 50

Hm_o0ni GACCCTGCAGCCGCAG ——GATGTTGATGCCTMGMGMECGGATTGCC

......................... B0 T 80 an 100

MW_001 CTAGCT- gggcmcmngggm;cmp.iggccmsmiﬁ:csmnigg AAHT3T SLESRGYVEEQFAWRHFYHYLTNEGIQYLEDYLHLFFEIVEATLERSEPE

HP_001 SLESRGYVEEQFAWEHF YWY LTHEGIQYLEDYLHLFFEIVFATLERSEFE
130 140 150 160 170 Bl 0 an an 100

Hm_o0ni ATTTATGMCTCI:TTTTTMGG#.GGGAGTCATGGTGGCCMGMGGATGT 0
_______________________________________ & H99.4% ) #H e e e

Hm_o0ni ﬁ.TTTATGMCTCCTTTTCMGGAGGGAGTGATGGTGGCCMAMAGMGT

430 440 450 450 470 1\ A AAHTST TGRPRPEGLEGERPARL TRGEANEDTY RRSAVPPGADKEAE AGAGSATER
l i ::::::::::::::::l:::::::::::::::::::::::::::::::::
150 190 0 210 250 ’ i 3 WP 001 TGREPRPEGLEGERPARFTRGEANEDTYRRSAVPPGADKEARAGAGSATER
WM_001 CCACATGECTAMGCACCOGGAGCTGOCAGATARGARTGTGECC AACCTTC g@ E(J %ﬁi 110 120 130 140 150
Ll UL LlLuiuLoniiiiiio [o]
WM_001 GCACATGCCGAAGCATCCCGAGC TOGCGCACAMGAATGTGECTARTCTTE 180
480 4390 00 510 20 ARHTIT QFRGGFGRERGQEFQ
230 240 250 260 270 WE_001 QFRGGFGRGRGREFQ

HM_001 ATGTCATGAAGGCCATGCAGTCTCTC AMGTCCCGAGGCT ACGT GAAGGAR 180
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